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1 T1 PNGase S_1.RAW (F029471) Catalase; hydroperoxidase HPI(I) precuQ66E82_YERPS 81350.9 98.70% 1 1 1 0.03% 1.09% TDSFYLPK K S 95.00% 0 0 3.5 0 1 0 0 2 970.49 29 36
1 T1 PNGase S_1.RAW (F029471) Envelope glycoprotein. Q6UFM8_9HIV1 97730.8 98.40% 1 1 1 0.03% 1.74% LISCNTSTLTQACPK R V 95.00% 43.9 50.6 3.8 0 1 0 0 2 1693.83 195 209
2 T1 PNGase S_2.RAW (F024862) Envelope glycoprotein (Fragment). O11506_9HIV1 43969.8 99.60% 2 2 2 0.07% 3.79% VVTIEPLGVAPTK K A 95.00% 44.2 47.2 4.54 0 1 0 0 2 1323.79 361 373
2 T1 PNGase S_2.RAW (F029489) Envelope glycoprotein (Fragment). O11506_9HIV1 43969.8 98.70% 2 2 2 0.07% 3.79% VVTIEPLGVAPTK K A 95.00% 44.2 50.1 5 0 1 0 0 2 1323.79 361 373
2 T1 PNGase S_2.RAW (F024862) Envelope glycoprotein (Fragment). O11506_9HIV1 43969.8 99.60% 2 2 2 0.07% 3.79% YKVVTIEPLGVAPTK K A 95.00% 34.3 44.4 4.26 0 0 1 0 2 1614.95 359 373
2 T1 PNGase S_2.RAW (F029489) Envelope glycoprotein (Fragment). O11506_9HIV1 43969.8 98.70% 2 2 2 0.07% 3.79% YKVVTIEPLGVAPTK K A 95.00% 34.3 50.3 3.96 0 0 1 0 2 1614.95 359 373
2 T1 PNGase S_2.RAW (F024862) Polymerase. O89344_9PARA 257278.1 99.50% 2 3 3 0.10% 1.07% LGTWLPR R G 95.00% 18.1 45.3 3.1 0 2 0 0 2 842.49 1318 1324
2 T1 PNGase S_2.RAW (F024862) Q77981_9HIV1 Q77981_9HIV1 60168.8 97.30% 1 1 1 0.03% 2.79% LISCDTSVITQACPK R V 95.00% 89.4 47.2 9.14 0 1 0 0 2 1692.83 218 232
3 T1 PNGase S_3.RAW (F029495) Alkaline exonuclease. Q8JYC3_9GAM 55998.9 99.40% 1 1 1 0.03% 2.27% DGVISSSKLLK R V 93.80% 48.5 47.8 -0.301 0 1 0 0 2 1146.67 134 144
3 T1 PNGase S_3.RAW (F029495) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 8 9 0.28% 9.52% AMYAPPIEGQIR K C 95.00% 77 50.5 7.42 0 1 0 0 2 1361.69 433 444
3 T1 PNGase S_3.RAW (F029495) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 8 9 0.28% 9.52% LISCNTSVITQACPK R I 95.00% 113 50.6 6.68 0 1 0 0 2 1691.85 198 212
3 T1 PNGase S_3.RAW (F029495) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 8 9 0.28% 9.52% VVTIEPLGVAPTK K A 95.00% 35.4 49.3 5.17 0 0 1 0 2 1323.79 490 502
3 T1 PNGase S_3.RAW (F029495) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 8 9 0.28% 9.52% YKVVTIEPLGVAPTK K A 94.90% 32 50.1 2.41 0 0 2 0 2 1614.95 488 502
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 11 11 0.33% 9.99% AMYAPPIEGQIR K C 95.00% 65.5 50.5 4.29 0 0 1 0 2 1345.69 433 444
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 96.80% 1 1 1 0.03% 3.98% LTPLCVTLDCTDLR K N 95.00% 84.1 51.3 6.77 0 1 0 0 2 1676.84 122 135
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 96.80% 1 1 1 0.03% 3.98% SELYKYKVVTIEPLGVAPTK R A 95.00% 0 0 5.96 0 0 1 0 2 2235.26 480 499
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 11 11 0.33% 9.99% SELYKYKVVTIEPLGVAPTK R A 95.00% 0 0 5.96 0 0 1 0 2 2235.26 483 502
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 96.80% 1 1 1 0.03% 3.98% VVTIEPLGVAPTK K A 95.00% 71.5 50.1 1.33 0 1 1 0 2 1323.79 487 499
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 11 11 0.33% 9.99% VVTIEPLGVAPTK K A 95.00% 71.5 50.1 1.33 0 1 1 0 2 1323.79 490 502
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 96.80% 1 1 1 0.03% 3.98% YKVVTIEPLGVAPTK K A 95.00% 0 0 3.11 0 0 2 0 2 1614.95 485 499
4 T1 PNGase S_4.RAW (F029501) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 7 11 11 0.33% 9.99% YKVVTIEPLGVAPTK K A 95.00% 0 0 3.11 0 0 2 0 2 1614.95 488 502
5 T1 PNGase S_5.RAW (F029505) Catalase; hydroperoxidase HPI(I) precuQ66E82_YERPS 81350.9 97.00% 1 1 1 0.03% 1.90% IYDGRGGADGGQQR R F 92.00% 0 0 2.6 0 0 1 0 2 1449.68 110 123
5 T1 PNGase S_5.RAW (F029505) Envelope glycoprotein (Fragment). O41567_9HIV1 97545.3 98.90% 2 2 2 0.07% 3.14% AMYAPPIEGQIR K C 95.00% 48 50.5 1.96 0 0 1 0 2 1361.69 434 445
5 T1 PNGase S_5.RAW (F029505) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 3 4 4 0.13% 5.02% DGGEDTDTNDTEIFRPGGGDR D 95.00% 72.6 51.5 0.268 0 0 1 0 2 2370.98 457 478
5 T1 PNGase S_5.RAW (F029505) Envelope glycoprotein (Fragment). O41567_9HIV1 97545.3 98.90% 2 2 2 0.07% 3.14% LISCNTSTITQACPK R V 80.60% 0 0 1.92 0 0 1 0 2 1693.83 199 213
5 T1 PNGase S_5.RAW (F029505) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 3 4 4 0.13% 5.02% QIINMWQK K V 95.00% 39.6 48.7 2.54 0 1 0 0 2 1076.56 422 429
5 T1 PNGase S_5.RAW (F029505) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 3 4 4 0.13% 5.02% VVTIEPLGVAPTK K A 95.00% 73.7 50 7.26 0 1 1 0 2 1323.79 490 502
10 T1 PNGase S_10.RAW (F006229) Envelope glycoprotein. Q6UEY7_9HIV1 97856.6 98.10% 1 2 2 0.04% 1.16% IFFAVLSIVK R R 80.80% 37 49.2 0.208 0 2 0 0 2 1136.71 696 705
10 T1 PNGase S_10.RAW (F006229) Envelope glycoprotein. Q78673_9HIV1 60388.1 96.70% 1 1 2 0.04% 2.79% LISCDTSVITQACPK R V 95.00% 89.2 51 10.4 0 2 0 0 2 1692.83 218 232
10 T1 PNGase S_10.RAW (F006229) Gag protein (Fragment). Q71247_9HIV1, 25572.5 96.00% 1 1 1 0.02% 7.79% PIVQNLQGQMVHQAISPR - T 92.90% 46.1 51 -0.255 0 0 1 0 2 2032.08 1 18
10 T1 PNGase S_10.RAW (F006229) HSP70h. Q6QCI1_9CLOS 63426.6 97.00% 1 1 1 0.02% 1.24% SGKDPLK K I 95.00% 50.1 49 0 0 1 0 0 2 744.43 450 456
10 T1 PNGase S_10.RAW (F006229) Pol polyprotein (Fragment). O36977_9RETR 138983.1 96.70% 1 1 1 0.02% 0.80% AVSCRQGVLR K E 95.00% 38.9 49.1 4.13 0 1 0 0 2 1088.6 770 779
10 T1 PNGase S_10.RAW (F006229) Polyprotein. Q65815_BVDV 446070.5 98.80% 1 2 3 0.06% 0.40% TITLEVEPSDTIENVK R A 95.00% 55.3 51.9 1.96 0 3 0 0 2 1787.93 1602 1617
11 T1 PNGase S_11.RAW (F006269) Actin (Fragment). Q6SQL7_9MOL 22796.9 99.50% 2 3 3 0.27% 10.10% ELTALAPSTMK K I 95.00% 0 0 4.16 0 1 0 0 2 1177.61 192 202
11 T1 PNGase S_11.RAW (F006269) Actin (Fragment). Q6SQL7_9MOL 22796.9 99.50% 2 3 3 0.27% 10.10% GYSFTTTAER R E 95.00% 0 0 4.75 0 2 0 0 2 1132.53 73 82
11 T1 PNGase S_11.RAW (F006269) Gag protein. Q5S2T8_9HIV1 55645.2 96.40% 1 3 3 0.27% 2.20% MYSPSSILDIR R Q 89.00% 38.9 50.5 1.59 0 3 0 0 2 1281.65 276 286
12 T1 PNGase S_12.RAW (F006209) Envelope glycoprotein. Q78673_9HIV1 60388.1 95.30% 2 2 3 0.11% 5.02% LISCDTSVITQACPK R V 95.00% 96.7 51 6.5 0 2 0 0 2 1692.83 218 232
13 T1 PNGase S_13.RAW (F025999) Gag polyprotein (Fragment). Q5W3W5_9HIV 24886.3 97.20% 1 1 1 0.02% 8.07% LMQMLKDTINEEAAEWDR K T 83.20% 63 51.3 0.553 0 0 1 0 2 2193.03 60 77
13 T1 PNGase S_13.RAW (F025999) Gag-pol fusion polyprotein. O92894_9HIV1 161758.7 99.70% 1 1 1 0.02% 1.04% LHPVHAGPIAPGQMR R E 95.00% 36.5 50.5 4.29 0 0 1 0 2 1596.84 215 229
13 T1 PNGase S_13.RAW (F025999) Gp160 protein. Q8UL60_9HIV1 97007.2 98.90% 1 1 1 0.02% 1.75% GPDRPEGIEEEGEGR R D 86.40% 40.5 50 2.01 0 0 1 0 2 1626.74 725 739
13 T1 PNGase S_13.RAW (F025999) Polyprotein. Q5EGB7_9POT 347514.5 98.50% 2 2 2 0.04% 0.82% LYKGSLGIWNGSLK R A 82.20% 0 0 2.75 0 0 1 0 2 1535.86 2434 2447
14 T1 PNGase S_14.RAW (F026000) Gag-pol fusion polyprotein. P90252_9HIV1 27063.7 99.20% 1 1 1 0.02% 6.17% LHPVHAGPIAPGQMR R E 95.00% 0 0 3.96 0 0 1 0 2 1580.85 192 206
14 T1 PNGase S_14.RAW (F026000) Polymerase. O89344_9PARA 257278.1 100.00% 2 3 4 0.08% 0.85% LGTWLPR R G 82.50% 0 0 1.96 1 2 0 0 2 842.49 1318 1324
15 T1 PNGase S_15.RAW (F026002) Gag polyprotein (Fragment). Q5W3W5_9HIV 24886.3 99.50% 1 1 1 0.02% 11.70% LMQMLKDTINEEAAEWDR K T 95.00% 54.1 51.7 0.824 0 0 1 0 2 2193.03 60 77
15 T1 PNGase S_15.RAW (F026002) Gag protein (Fragment). Q673V1_9HIV1 56774.8 97.60% 1 2 2 0.04% 6.25% ALGPAATLEEMMTACQGVGGK A 95.00% 71.2 50.6 1.64 0 0 2 0 2 2413.13 341 364
15 T1 PNGase S_15.RAW (F026002) Gag protein (Fragment). Q699A6_9HIV1 15732.3 99.00% 2 4 4 0.08% 13.80% MYSPVSTLDIR R Q 95.00% 70.8 50.1 0 0 3 0 0 2 1281.65 7 17
15 T1 PNGase S_15.RAW (F026002) Gag protein (Fragment). Q699A6_9HIV1 15732.3 99.00% 2 4 4 0.08% 13.80% QGPKEPFR R D 91.40% 0 0 2.64 0 1 0 0 2 941.49 18 25
15 T1 PNGase S_15.RAW (F026002) Gag protein (Fragment). Q673V1_9HIV1 56774.8 97.60% 1 2 2 0.04% 6.25% QGPKEPFR K D 91.40% 0 0 2.64 0 1 0 0 2 941.49 292 299
15 T1 PNGase S_15.RAW (F026002) Gag protein (Fragment). Q699A6_9HIV1 15732.3 99.00% 2 4 4 0.08% 13.80% YSPVSTLDIR M Q 80.40% 0 0 1.96 0 1 0 0 1 1150.61 8 17
15 T1 PNGase S_15.RAW (F026002) Gag protein. O92897_9HIV1 55944.1 100.00% 4 4 4 0.08% 6.60% ALGPAATLK K E 81.30% 0 0 2 1 0 0 0 2 841.52 336 344
15 T1 PNGase S_15.RAW (F026002) Gag protein. O92897_9HIV1 55944.1 100.00% 4 4 4 0.08% 6.60% QGPKEPFR R D 91.40% 0 0 2.64 0 1 0 0 2 941.49 287 294
15 T1 PNGase S_15.RAW (F026002) Q71B41_9HIV1 Q71B41_9HIV1 25434.2 97.70% 1 2 3 0.06% 16.40% ETINEEAAEWDR K L 95.00% 38.1 50.1 6.15 0 1 0 0 2 1463.63 71 82
15 T1 PNGase S_15.RAW (F026002) Q71B41_9HIV1 Q71B41_9HIV1 25434.2 97.70% 1 2 3 0.06% 16.40% PIVQNLQGQMVHQALSPR - T 95.00% 90.1 50 6.77 0 0 3 0 2 2016.08 1 18
15 T1 PNGase S_15.RAW (F026002) Q71B41_9HIV1 Q71B41_9HIV1 25434.2 97.70% 1 2 3 0.06% 16.40% QGPKEPFR R D 91.40% 0 0 2.64 0 1 0 0 2 941.49 155 162
15 T1 PNGase S_15.RAW (F026002) Q9WFW3_9HIV1 Q9WFW3_9HIV 11275.4 97.80% 1 1 1 0.02% 29.10% ETINEEAAEWDR K L 95.00% 38.1 50.1 6.15 0 1 0 0 2 1463.63 71 82
15 T1 PNGase S_15.RAW (F026002) Q9WFW3_9HIV1 Q9WFW3_9HIV 11275.4 97.80% 1 1 1 0.02% 29.10% PIVQNLQGRMVHQAISPR - T 95.00% 48.3 49.9 3.85 0 0 1 0 2 2060.12 1 18
15 T1 PNGase S_15.RAW (F026002) Q9WJW1_9HIV1 Q9WJW1_9HIV 55800.4 99.90% 2 3 3 0.06% 9.20% ETINEEAAEWDR K L 95.00% 38.1 50.1 6.15 0 1 0 0 2 1463.63 203 214
15 T1 PNGase S_15.RAW (F026002) Q9WJW1_9HIV1 Q9WJW1_9HIV 55800.4 99.90% 2 3 3 0.06% 9.20% LHPVHAGPIAPGQMR R E 95.00% 29.3 50 7.11 0 0 1 0 2 1580.85 215 229
15 T1 PNGase S_15.RAW (F026002) Q9WJW1_9HIV1 Q9WJW1_9HIV 55800.4 99.90% 2 3 3 0.06% 9.20% MYSPSSILDIR R Q 95.00% 76.5 50.1 3.96 0 2 0 0 2 1281.65 276 286
15 T1 PNGase S_15.RAW (F026002) Q9WJW1_9HIV1 Q9WJW1_9HIV 55800.4 99.90% 2 3 3 0.06% 9.20% QGPKEPFR R D 91.40% 0 0 2.64 0 1 0 0 2 941.49 287 294
16 T1 PNGase S_16.RAW (F026004) Gag protein (Fragment). Q6TIQ7_9HIV1 12943.2 99.00% 2 3 3 0.06% 28.00% ALGPAATLEEMMTACQGVGGR A 95.00% 52 50.7 1.04 0 0 2 0 2 2413.13 45 68
16 T1 PNGase S_16.RAW (F026004) Gag protein (Fragment). Q6TIQ7_9HIV1 12943.2 99.00% 2 3 3 0.06% 28.00% KSNFKGPKR Q S 80.00% 0 0 1.96 0 1 0 0 1 1061.62 90 98
16 T1 PNGase S_16.RAW (F026004) Q71B83_9HIV1 Q71B83_9HIV1 25429.4 100.00% 2 3 3 0.06% 14.30% LHPVHAGPIAPGQMR R E 95.00% 26.2 50.3 4.42 0 0 1 0 2 1596.84 83 97
16 T1 PNGase S_16.RAW (F026004) Q71B83_9HIV1 Q71B83_9HIV1 25429.4 100.00% 2 3 3 0.06% 14.30% PIVQNLQGQMVHQAISPR - T 95.00% 74.7 49.8 5.17 0 0 2 0 2 2016.08 1 18
19 T1 PNGase S_19.RAW (F024687) Envelope glycoprotein (Fragment). Q49FW2_9HIV1 24167.9 99.50% 2 2 2 0.04% 11.00% CSSDITGLLLTR R D 95.00% 80.4 46.8 4.5 0 1 0 0 2 1335.69 168 179
19 T1 PNGase S_19.RAW (F024687) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 4 4 4 0.08% 0.72% IQDKEGIPPDQQR K L 84.20% 17.8 46.1 2.33 0 0 1 0 2 1523.78 2624 2636
19 T1 PNGase S_19.RAW (F024687) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 4 4 4 0.08% 0.72% KITGHEK K C 85.10% 0 0 2.32 0 1 0 0 2 812.46 1596 1602
19 T1 PNGase S_19.RAW (F024687) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 4 4 4 0.08% 0.72% KITSMNR K G 86.90% 0 0 2.47 0 1 0 0 2 849.46 1801 1807
19 T1 PNGase S_19.RAW (F024687) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 4 4 4 0.08% 0.72% TLSDYNIQK R E 95.00% 47.6 44.7 3.33 0 1 0 0 2 1081.55 2653 2661
19 T1 PNGase S_19.RAW (F024687) Polyprotein. Q9WBS4_9FLA 378221.7 99.20% 1 1 1 0.02% 0.35% AILKGKGGGPPR K R 90.00% 0 0 2.77 0 0 1 0 2 1150.71 5 16
20 T1 PNGase S_20.RAW (F024688) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 98.20% 1 1 1 0.02% 1.18% IQDKEGIPPDQQR K L 95.00% 62.9 46.1 2.06 0 1 2 0 2 1523.78 2624 2636
20 T1 PNGase S_20.RAW (F024688) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 98.20% 1 1 1 0.02% 1.18% TITLEVEPSDTIENVK K A 95.00% 69.4 48 5.5 0 1 0 0 2 1787.93 2606 2621
20 T1 PNGase S_20.RAW (F024688) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 98.20% 1 1 1 0.02% 1.18% TLSDYNIQKESTLHLVLR R L 95.00% 61.1 42.9 0 0 0 1 0 2 2130.16 2653 2670
20 T1 PNGase S_20.RAW (F024688) Polymerase. O89344_9PARA 257278.1 95.80% 1 1 1 0.02% 0.31% LGTWLPR R G 86.90% 0 0 2.19 0 1 0 0 2 842.49 1318 1324
20 T1 PNGase S_20.RAW (F024688) Polyprotein. Q65815_BVDV 446070.5 100.00% 3 4 5 0.10% 1.03% IQDKEGIPPDQQR K L 95.00% 62.9 46.1 2.06 0 1 2 0 2 1523.78 1620 1632
20 T1 PNGase S_20.RAW (F024688) Polyprotein. Q65815_BVDV 446070.5 100.00% 3 4 5 0.10% 1.03% TITLEVEPSDTIENVK R A 95.00% 69.4 48 5.5 0 1 0 0 2 1787.93 1602 1617
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein (Fragment). O41598_9HIV1 69930.2 100.00% 3 3 3 0.06% 5.63% EATTTLFCASDAK K A 90.40% 0 0 2.57 0 1 0 0 2 1414.65 43 55
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein (Fragment). O41598_9HIV1 69930.2 100.00% 3 3 3 0.06% 5.63% IHIGPGR R A 95.00% 16.7 46.7 4.52 0 1 0 0 2 749.44 309 315
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein (Fragment). O41598_9HIV1 69930.2 100.00% 3 3 3 0.06% 5.63% LISCNTSVITQACPK R V 95.00% 107 50.6 6.7 0 1 0 0 2 1691.85 195 209
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O90295_9HIV1 97601.4 99.40% 2 2 2 0.04% 10.50% DGGIDTDTNDTEIFRPGGGDMR D 95.00% 43.8 52 2.77 0 0 1 0 2 2355.02 457 478
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O90295_9HIV1 97601.4 99.40% 2 2 2 0.04% 10.50% EATTTLFCASDAK K A 90.40% 0 0 2.57 0 1 0 0 2 1414.65 46 58
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O56110_9HIV1 96500.4 97.70% 1 1 1 0.02% 2.70% EATTTLFCASDAK K A 90.40% 0 0 2.57 0 1 0 0 2 1414.65 46 58
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O90295_9HIV1 97601.4 99.40% 2 2 2 0.04% 10.50% IHIGPGR R A 95.00% 16.7 46.7 4.52 0 1 0 0 2 749.44 312 318
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O56110_9HIV1 96500.4 97.70% 1 1 1 0.02% 2.70% LICTTTVPWK K T 91.00% 0 0 2.62 0 0 1 0 2 1161.64 597 606
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O90295_9HIV1 97601.4 99.40% 2 2 2 0.04% 10.50% LISCNTSVITQACPK R I 95.00% 107 50.6 6.7 0 1 0 0 2 1691.85 198 212
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O90295_9HIV1 97601.4 99.40% 2 2 2 0.04% 10.50% VVTIEPLGVAPTK K A 95.00% 43.9 50.1 8.06 0 1 0 0 2 1323.79 490 502
21 H9 PNGase S_21.RAW (F029507) Envelope glycoprotein. O90295_9HIV1 97601.4 99.40% 2 2 2 0.04% 10.50% YKVVTIEPLGVAPTK K A 95.00% 35.9 50.6 3.24 0 0 1 0 2 1614.95 488 502
21 H9 PNGase S_21.RAW (F029507) O90296_9HIV1 O90296_9HIV1 97048.4 100.00% 3 3 3 0.06% 8.40% DGGEDTDTNDTEIFRPGGGDR D 95.00% 83.2 51.5 2.17 0 0 1 0 2 2370.98 457 478
21 H9 PNGase S_21.RAW (F029507) O90296_9HIV1 O90296_9HIV1 97048.4 100.00% 3 3 3 0.06% 8.40% EATTTLFCASDAK K A 90.40% 0 0 2.57 0 1 0 0 2 1414.65 46 58
21 H9 PNGase S_21.RAW (F029507) O90296_9HIV1 O90296_9HIV1 97048.4 100.00% 3 3 3 0.06% 8.40% IHIGPGR R A 95.00% 16.7 46.7 4.52 0 1 0 0 2 749.44 312 318
21 H9 PNGase S_21.RAW (F029507) O90296_9HIV1 O90296_9HIV1 97048.4 100.00% 3 3 3 0.06% 8.40% LISCNTSVITQACPK R I 95.00% 107 50.6 6.7 0 1 0 0 2 1691.85 198 212
21 H9 PNGase S_21.RAW (F029507) O90296_9HIV1 O90296_9HIV1 97048.4 100.00% 3 3 3 0.06% 8.40% VVTIEPLGVAPTK K A 95.00% 43.9 50.1 8.06 0 1 0 0 2 1323.79 490 502
21 H9 PNGase S_21.RAW (F029507) O90296_9HIV1 O90296_9HIV1 97048.4 100.00% 3 3 3 0.06% 8.40% YKVVTIEPLGVAPTK K A 95.00% 35.9 50.6 3.24 0 0 1 0 2 1614.95 488 502
22 H9 PNGase S_22.RAW (F029509) Actin (Fragment). Q6SQL7_9MOL 22796.9 97.20% 1 1 1 0.02% 5.31% ELTALAPSTMK K I 95.00% 0 0 3.82 0 1 0 0 2 1177.61 192 202
22 H9 PNGase S_22.RAW (F029509) Envelope glycoprotein. O90295_9HIV1, 97601.4 99.90% 2 2 3 0.07% 4.30% DGGIDTDTNDTEIFRPGGGDMR D 95.00% 63.8 51.4 1.43 0 0 1 0 2 2339.02 457 478
22 H9 PNGase S_22.RAW (F029509) Envelope glycoprotein. Q78675_9HIV1 59856.7 99.80% 2 2 2 0.04% 4.51% LISCDTSVITQACPK R I 95.00% 106 50.6 9.5 0 1 0 0 2 1692.83 213 227
22 H9 PNGase S_22.RAW (F029509) Envelope glycoprotein. O90295_9HIV1, 97601.4 99.90% 2 2 3 0.07% 4.30% YKVVTIEPLGVAPTK K A 95.00% 55.5 50.1 5.2 0 0 2 0 2 1614.95 488 502
22 H9 PNGase S_22.RAW (F029509) Hypothetical protein 16pHQG;5. Q96S34_HUMA 98140.3 97.40% 1 1 1 0.02% 1.28% QEVVSTAGPRR R G 80.40% 0 0 2 0 0 1 0 2 1199.65 342 352
22 H9 PNGase S_22.RAW (F029509) Hypothetical protein OSJNBa0090O10. Q8GZX7_ORYS 20446.7 98.30% 1 1 1 0.02% 8.59% WPWPPASSSRAGWRKKK R S 83.60% 0 0 2.18 0 0 1 0 2 2025.09 151 167
23 H9 PNGase S_23.RAW (F029511) CTP synthetase. Q8EWZ8_MYCP 60418.9 98.50% 2 2 2 0.04% 4.86% FDPYLNVDAGTMAP K G 90.00% 0 0 2.28 0 0 1 0 1 1510.69 43 56
23 H9 PNGase S_23.RAW (F029511) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 3 4 4 0.08% 6.07% AMYAPPIEGQIR K C 95.00% 31.8 50.4 3.24 0 1 0 0 2 1345.69 433 444



23 H9 PNGase S_23.RAW (F029511) Envelope glycoprotein (Fragment). O11586_9HIV1 44992.5 99.30% 2 2 2 0.04% 6.20% CSSDITGLLLTR R D 95.00% 52.5 50 4.92 0 1 0 0 2 1335.69 326 337
23 H9 PNGase S_23.RAW (F029511) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 3 4 4 0.08% 6.07% DGGEDTDTNDTEIFRPGGGDR D 95.00% 69.9 51.5 3.19 0 0 1 0 2 2370.98 457 478
23 H9 PNGase S_23.RAW (F029511) Hypothetical protein. Q6U9D1_9CAU 29483.8 97.50% 1 1 1 0.02% 3.16% MALAHLAK K L 95.00% 31.8 48.1 3.57 0 1 0 0 2 870.49 115 122
23 H9 PNGase S_23.RAW (F029511) Large T antigen. Q8JUD0_POVJ 79254.1 98.00% 1 1 1 0.02% 1.31% CIVLNIPKK K R 95.00% 0 0 6.96 0 1 0 0 2 1084.66 412 420
23 H9 PNGase S_23.RAW (F029511) ORF1. Q6X2U4_RUBV 230674.8 97.00% 1 1 1 0.02% 0.61% DPPPLPPSPPAPR R R 86.80% 0 0 2.06 0 0 1 0 2 1337.72 753 765
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein (Fragment). Q97002_9HIV1 95578.9 98.90% 1 1 1 0.02% 3.32% EATTTLFCASDAK K S 95.00% 88.4 50.5 4.96 0 1 0 0 2 1414.65 44 56
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein (Fragment). Q77981_9HIV1 60168.8 97.70% 1 2 2 0.04% 5.21% EATTTLFCASDAK K A 95.00% 88.4 50.5 4.96 0 1 0 0 2 1414.65 54 66
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein (Fragment). Q77981_9HIV1 60168.8 97.70% 1 2 2 0.04% 5.21% LISCDTSVITQACPK R V 95.00% 96.1 50.6 7.11 0 1 1 0 2 1692.83 218 232
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein (Fragment). Q97002_9HIV1 95578.9 98.90% 1 1 1 0.02% 3.32% YKVVEIEPLGVAPTK K A 95.00% 46.6 50.1 2.96 0 1 0 0 2 1642.94 474 488
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 4 5 5 0.09% 5.81% DGGIDTDTNDTEIFRPGGGDMR D 95.00% 61.3 52.1 3.13 0 0 1 0 2 2355.02 457 478
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 4 5 5 0.09% 5.81% EATTTLFCASDAK K A 95.00% 88.4 50.5 4.96 0 1 0 0 2 1414.65 46 58
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein. O56567_9HIV1 96742.4 97.60% 1 1 1 0.02% 3.87% EATTTLFCASDAK K A 95.00% 88.4 50.5 4.96 0 1 0 0 2 1414.65 46 58
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 4 5 5 0.09% 5.81% VVTIEPLGVAPTK K A 95.00% 17.6 50.1 3.57 0 1 0 0 2 1323.79 490 502
24 H9 PNGase S_24.RAW (F029514) Envelope glycoprotein. O90295_9HIV1, 97601.4 100.00% 4 5 5 0.09% 5.81% YKVVTIEPLGVAPTK K A 95.00% 46.6 50.1 3.43 0 0 2 0 2 1614.95 488 502
24 H9 PNGase S_24.RAW (F029514) Q8UL66_9HIV1 Q8UL66_9HIV1 99318.4 97.70% 1 1 1 0.02% 3.09% EATTTLFCASDAK K A 95.00% 88.4 50.5 4.96 0 1 0 0 2 1414.65 46 58
24 H9 PNGase S_24.RAW (F029514) Q8UL66_9HIV1 Q8UL66_9HIV1 99318.4 97.70% 1 1 1 0.02% 3.09% LTPLCVTLDCTDLR K N 95.00% 55.2 51.3 4.96 0 1 0 0 2 1676.84 121 134
24 H9 PNGase S_24.RAW (F029514) UL49. Q2QBC7_9ALP 30298.9 99.50% 2 2 3 0.06% 8.77% VAESPSPR R D 93.20% 0 0 2.62 0 2 0 0 2 842.44 117 124
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 5 6 7 0.13% 6.42% DGGEDTDTNDTEIFRPGGGDR D 95.00% 67.2 51.4 5.21 0 0 1 0 2 2370.98 457 478
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 5 6 7 0.13% 6.42% EATTTLFCASDAK K A 95.00% 0 0 3.44 0 1 0 0 2 1414.65 46 58
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 5 6 7 0.13% 6.42% SELYKYKVVTIEPLGVAPTK R A 86.80% 0 0 2.07 0 0 1 0 2 2235.26 483 502
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein (Fragment). O41627_9HIV1 46172.1 97.60% 1 1 1 0.02% 1.70% TIIVHLK K E 94.00% 36.2 46.8 1.92 0 1 0 0 2 823.54 174 180
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 5 6 7 0.13% 6.42% VVTIEPLGVAPTK K A 95.00% 63.2 50.1 6.62 0 2 0 0 2 1323.79 490 502
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein (Fragment). O90296_9HIV1 97048.4 100.00% 5 6 7 0.13% 6.42% YKVVTIEPLGVAPTK K A 95.00% 42.7 50.3 4.01 0 0 2 0 2 1614.95 488 502
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein. Q9WQ16_9HIV 37544.5 99.30% 2 2 2 0.04% 7.38% LISCDTSVITQACPK R V 95.00% 65.6 50.6 2.28 0 0 1 0 2 1692.83 65 79
25 H9 PNGase S_25.RAW (F029515) Envelope glycoprotein. Q9WQ16_9HIV 37544.5 99.30% 2 2 2 0.04% 7.38% NGTEVFRLGG R - 86.80% 0 0 2.07 0 0 1 0 2 1049.54 330 339
25 H9 PNGase S_25.RAW (F029515) Gag protein (Fragment). Q699A6_9HIV1 15732.3 97.70% 1 1 1 0.02% 7.97% MYSPVSTLDIR R Q 95.00% 64.6 49.4 5 0 1 0 0 2 1297.65 7 17
25 H9 PNGase S_25.RAW (F029515) Hypothetical protein OSJNBa0090O10. Q8GZX7_ORYS 20446.7 95.70% 1 1 1 0.02% 4.04% DAGSGVGR A R 90.20% 0 0 2.29 0 1 0 0 1 718.35 49 56
26 H9 PNGase S_26.RAW (F029446) Envelope glycoprotein. Q9WQ16_9HIV 37544.5 98.10% 1 1 1 0.02% 4.43% LISCDTSVITQACPK R V 95.00% 40.4 50.2 3.6 0 0 1 0 2 1692.83 65 79
26 H9 PNGase S_26.RAW (F029446) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 100.00% 3 3 3 0.06% 3.16% TEVFRPGGGDMR K D 82.90% 0 0 1.92 0 0 1 0 2 1321.63 464 475
26 H9 PNGase S_26.RAW (F029446) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 100.00% 3 3 3 0.06% 3.16% VVTIEPLGVAPTK K A 95.00% 60.5 50.1 5 0 1 0 0 2 1323.79 487 499
26 H9 PNGase S_26.RAW (F029446) Envelope glycoprotein. Q6TAP1_9HIV1 97201.9 100.00% 3 3 3 0.06% 3.16% YKVVTIEPLGVAPTK K A 95.00% 46.9 50.1 2.68 0 0 1 0 2 1614.95 485 499
26 H9 PNGase S_26.RAW (F029446) Polymerase. O89344_9PARA 257278.1 97.90% 1 1 1 0.02% 0.31% LGTWLPR R G 80.90% 26 48 1.5 0 1 0 0 2 842.49 1318 1324
28 H9 PNGase S_28.RAW (F024696) Envelope glycoprotein (Fragment). Q6UYM9_9HIV1 98952.2 97.30% 1 1 1 0.02% 1.38% CSSDITGLLLTR R D 93.60% 70.8 45.7 2.89 0 1 0 0 2 1335.69 463 474
28 H9 PNGase S_28.RAW (F024696) Putative tape-measure protein. Q9T1A7_BPA18 186244.7 95.70% 1 1 1 0.02% 0.84% SGAKTAGQVGISALK K G 81.80% 0 0 2.13 0 0 1 0 2 1387.79 285 299
29 H9 PNGase S_29.RAW (F024697) Hypothetical protein OSJNBa0090O10. Q8GZX7_ORYS 20446.7 98.50% 1 1 1 0.02% 8.08% SCATGSRASAGSTRRR R R 84.50% 0 0 2.3 0 0 1 0 2 1623.81 99 114
31 H9 PNGase S_31.RAW (F024699) Actin (Fragment). Q6SQL7_9MOL 22796.9 97.80% 1 1 1 0.02% 4.83% GYSFTTTAER R E 95.00% 0 0 5.08 0 1 0 0 2 1132.53 73 82
32 H9 PNGase S_32.RAW (F024700) Gag protein (Fragment). Q9IQT5_9HIV1 25520.3 99.10% 1 1 1 0.02% 10.40% ALGPAATLEEMMTACQGVGGK A 95.00% 42.9 43 1.04 0 0 1 0 2 2429.13 204 227
32 H9 PNGase S_32.RAW (F024700) Gag-pol fusion polyprotein. O92894_9HIV1 161758.7 97.90% 1 1 1 0.02% 1.67% ALGPAATLEEMMTACQGVGGK A 95.00% 54.3 43.7 1.92 0 0 1 0 2 2415.11 336 359
32 H9 PNGase S_32.RAW (F024700) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 98.50% 1 1 1 0.02% 0.18% ESTLHLVLR K L 87.70% 35.6 44.9 1.35 0 1 0 0 2 1067.62 2662 2670
32 H9 PNGase S_32.RAW (F024700) Putative replicase. Q96806_9VIRU 194824.2 99.20% 1 1 1 0.02% 0.59% SLSNVTQYNR K L 95.00% 33.7 45.4 3.28 0 0 1 0 2 1181.59 118 127
33 H9 PNGase S_33.RAW (F006215) Gene 12 protein. Q716G3_BPSFV 46497.6 98.10% 1 1 1 0.02% 2.55% NSIGTLAAGAR R L 95.00% 33.7 50.9 2.28 0 1 0 0 2 1030.57 119 129
33 H9 PNGase S_33.RAW (F006215) Holin. Q8SBN5_9CAU 14282.2 98.80% 1 1 1 0.02% 10.40% IIDMILGVLKTIK K N 94.60% 41.1 50.3 1.2 0 1 0 0 2 1472.91 21 33
33 H9 PNGase S_33.RAW (F006215) Methyltransferase. Q83044_9CLOS 217255.7 96.60% 1 1 1 0.02% 0.48% VLNDDNAIR R N 85.60% 34.5 50 1.28 0 1 0 0 2 1029.53 302 310
33 H9 PNGase S_33.RAW (F006215) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 2 4 5 0.11% 1.20% AKIQDKEGIPPDQQR K L 83.80% 0 0 1.77 0 0 1 0 2 1722.91 2622 2636
33 H9 PNGase S_33.RAW (F006215) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 2 4 5 0.11% 1.20% ESTLHLVLR K L 95.00% 67.4 48.9 -2.63 0 6 0 0 2 1067.62 2662 2670
33 H9 PNGase S_33.RAW (F006215) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 2 4 5 0.11% 1.20% IQDKEGIPPDQQR K L 95.00% 49 51.1 1.48 0 8 7 0 2 1523.78 2624 2636
33 H9 PNGase S_33.RAW (F006215) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 2 4 5 0.11% 1.20% TLSDYNIQK R E 95.00% 45.1 48.5 0 0 4 0 0 2 1081.55 2653 2661
33 H9 PNGase S_33.RAW (F006215) Pestivirus type 1 cytopathic genomic RNO11993_BVDV 558885.1 100.00% 2 4 5 0.11% 1.20% TLSDYNIQKESTLHLVLR R L 95.00% 0 0 3.52 0 0 1 0 2 2130.16 2653 2670
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% AKIQDKEGIPPDQQR K L 83.80% 0 0 1.77 0 0 1 0 2 1722.91 324 338
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% ESTLHLVLR K L 94.70% 0 0 2.51 0 1 0 0 2 1067.62 360 368
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% EVPTNLASLPK R R 90.20% 0 0 2.1 0 1 0 0 2 1151.63 55 65
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% IQDKEGIPPDQQR K L 95.00% 49 51.1 1.48 0 8 7 0 2 1523.78 326 338
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% LIFAGKQLEDGR R T 95.00% 35.5 50.3 4.64 0 4 0 0 2 1346.74 339 350
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% TITLEAEPSDTIENVK K A 95.00% 43.5 51.1 5.28 0 4 0 0 2 1759.9 308 323
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% TLSDYNIQK R E 95.00% 45.1 48.5 0 0 4 0 0 2 1081.55 351 359
33 H9 PNGase S_33.RAW (F006215) Polyprotein (Fragment). Q91N44_BVDV 62402.2 97.70% 1 2 4 0.09% 12.80% TLSDYNIQKESTLHLVLR R L 95.00% 0 0 3.52 0 0 1 0 2 2130.16 351 368
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% AKIQDKEGIPPDQQR K L 83.80% 0 0 1.77 0 0 1 0 2 1722.91 1618 1632
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% ESTLHLVLR K L 94.70% 0 0 2.51 0 1 0 0 2 1067.62 1654 1662
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% FIDALIENK K E 94.10% 0 0 2.44 0 1 0 0 2 1177.61 2463 2471
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% IQDKEGIPPDQQR K L 95.00% 49 51.1 1.48 0 8 7 0 2 1523.78 1620 1632
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% LIFAGKQLEDGR R S 95.00% 35.5 50.3 4.64 0 4 0 0 2 1346.74 1633 1644
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% QVDETSCNR R D 95.00% 0 0 4 0 1 0 0 2 1051.45 929 937
33 H9 PNGase S_33.RAW (F006215) Polyprotein. Q65815_BVDV 446070.5 100.00% 9 16 33 0.74% 2.16% TITLEVEPSDTIENVK R A 95.00% 54.7 51.9 1.47 0 8 0 0 2 1787.93 1602 1617
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% AKIQDKEGIPPDQQR K L 83.80% 0 0 1.77 0 0 1 0 2 1722.91 28 42
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% ESTLHLVLR K L 95.00% 67.4 48.9 -2.63 0 6 0 0 2 1067.62 64 72
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% IQDKEGIPPDQQR K L 95.00% 49 51.1 1.48 0 8 7 0 2 1523.78 30 42
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% LIFAGKQLEDGR R T 95.00% 35.5 50.3 4.64 0 4 0 0 2 1346.74 43 54
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% TITLEVEPSD K T 90.80% 0 0 2.15 1 0 0 0 1 1103.55 12 21
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% TLSDYNIQK R E 95.00% 45.1 48.5 0 0 4 0 0 2 1081.55 55 63
33 H9 PNGase S_33.RAW (F006215) Q6VZQ1_CNPV Q6VZQ1_CNPV 9603.3 99.10% 1 1 1 0.02% 64.70% TLSDYNIQKESTLHLVLR R L 95.00% 0 0 3.52 0 0 1 0 2 2130.16 55 72
33 H9 PNGase S_33.RAW (F006215) Viral ubiquitin (V-ubi). Q462E1_9NUC 8736.2 99.20% 1 2 2 0.05% 23.40% ESTIHLVLR K L 95.00% 67.4 48.9 -2.63 0 6 0 0 2 1067.62 64 72
34 T1 control S_34.RAW (F006268) Actin (Fragment). Q6SQL7_9MOL 22796.9 99.80% 2 4 5 0.14% 10.10% ELTALAPSTMK K I 91.80% 0 0 2.51 0 4 0 0 2 1177.61 192 202
34 T1 control S_34.RAW (F006268) Actin (Fragment). Q6SQL7_9MOL 22796.9 99.80% 2 4 5 0.14% 10.10% GYSFTTTAER R E 95.00% 0 0 4.27 0 1 0 0 2 1132.53 73 82
34 T1 control S_34.RAW (F006268) Hypothetical protein BC057893. Q6PES9_MOUS 55369.1 97.50% 2 2 2 0.06% 4.44% GSAYLRAK R G 86.50% 0 0 2.13 0 1 0 0 2 865.49 363 370
34 T1 control S_34.RAW (F006268) Polyprotein. Q65815_BVDV 446070.5 100.00% 3 4 5 0.14% 0.91% ESTLHLVLR K L 95.00% 0 0 3.57 0 1 0 0 2 1067.62 1654 1662
34 T1 control S_34.RAW (F006268) Polyprotein. Q65815_BVDV 446070.5 100.00% 3 4 5 0.14% 0.91% TITLEVEPSDTIENVK R A 95.00% 89.9 51.9 7.6 0 3 0 0 2 1787.93 1602 1617
35 T1 control S_35.RAW (F006271) Envelope glycoprotein. O71270_9HIV1 96695.9 99.20% 2 2 2 0.04% 2.92% TNNSSGGAVGEGEIK K N 86.90% 35.4 50.6 1.37 0 0 1 0 2 1419.67 145 159
35 T1 control S_35.RAW (F006271) ORF 4. Q9FZU3_9VIRU 153395.8 95.10% 1 1 2 0.04% 0.56% ELIDTLNR R D 88.50% 35.4 48.5 1.48 0 2 0 0 2 973.53 814 821
37 T1 control S_37.RAW (F006210) Capsid protein. Q9QT37_9VIRU 85607 99.60% 1 1 1 0.02% 1.67% QGVTGPKPAICQK K A 95.00% 32.5 49.8 2.54 0 1 0 0 2 1383.74 72 84
37 T1 control S_37.RAW (F006210) Env protien. Q6Y8T4_9HIV1 98874.3 99.00% 1 1 1 0.02% 0.91% QGAERILX R - 87.40% 41.3 49.8 0 0 1 0 0 2 897.45 868 875
37 T1 control S_37.RAW (F006210) ORF 4. Q9FZU3_9VIRU 153395.8 95.40% 1 1 1 0.02% 0.56% ELIDTLNR R D 84.50% 32.8 48.3 0.398 0 1 0 0 2 973.53 814 821
37 T1 control S_37.RAW (F006210) Polyprotein. Q7T908_9POTV 350731.5 99.80% 1 1 1 0.02% 0.29% KFCLWFVEK R E 87.40% 30.5 50.7 1.28 0 1 0 0 2 1256.65 2737 2745
37 T1 control S_37.RAW (F006210) Polyprotein. Q65815_BVDV 446070.5 98.30% 1 1 1 0.02% 0.40% TITLEVEPSDTIENVK R A 95.00% 46.1 51.9 2.34 0 1 0 0 2 1787.93 1602 1617
38 T1 control S_38.RAW (F024781) Polymerase (Fragment). Q9EM56_9HIV1 48281.3 95.20% 1 1 1 0.02% 2.13% LKPGMDGPR K V 83.40% 0 0 2.24 0 1 0 0 2 986.51 111 119
39 T1 control S_39.RAW (F024800) Hypothetical protein OSJNBa0090O10. Q8GZX7_ORYS 20446.7 96.60% 2 2 2 0.05% 12.10% SCATGSRASAGSTR R R 80.90% 0 0 2 0 0 1 0 2 1311.61 99 112
39 T1 control S_39.RAW (F024800) Hypothetical protein OSJNBa0090O10. Q8GZX7_ORYS 20446.7 96.60% 2 2 2 0.05% 12.10% WPWPPASSSR R A 82.40% 0 0 2.11 0 0 1 0 2 1170.57 151 160
41 H9 control S_41.RAW (F024808) Core protein. Q65734_9REOV 149726.8 97.30% 1 1 2 0.05% 0.85% MNEEKILEAVK R Y 95.00% 40.5 45.9 2.62 0 2 0 0 2 1303.69 322 332
41 H9 control S_41.RAW (F024808) MA-p17 (Fragment). O36845_9HIV1 14356.4 98.90% 1 1 1 0.02% 11.60% FAINPGLLETSEGCR R Q 95.00% 93.6 45 4.42 0 1 0 0 2 1663.81 21 35
45 T1 PNGase S_45.RAW (F024844) Gag protein (Fragment). Q3I370_9HIV1 20121.2 96.40% 1 1 1 0.02% 10.00% PIVQNLQGQMVHQALSPR - T 87.70% 62.2 44.3 2.01 0 0 1 0 2 2032.08 1 18
46 T1 PNGase S_46.RAW (F024845) Gag protein (Fragment). Q71B81_9HIV1 25562.5 98.30% 1 1 1 0.02% 7.79% PIVQNLQGQMVHQAISPR - T 95.00% 61.6 44.3 2.7 0 0 1 0 2 2032.08 1 18
47 T1 control S_47.RAW (F024846) Hypothetical protein 16pHQG;5. Q96S34_HUMA 98140.3 100.00% 2 2 2 0.05% 3.36% QKEGAAAPQPK K V 94.40% 0 0 3.21 0 0 1 0 2 1124.61 327 337
48 T1 control S_48.RAW (F024847) Core protein. Q5J7C3_9REOV 149536.8 97.70% 1 1 1 0.03% 0.85% MNEEKILEAVK R Y 95.00% 45.3 45.9 2.28 0 1 0 0 2 1303.69 322 332
48 T1 control S_48.RAW (F024847) Envelope glycoprotein (Fragment). Q6EID1_9HIV1 46676.1 99.50% 2 2 2 0.05% 4.95% AMYAPPIEGQIR K C 95.00% 63.7 46.1 4.18 0 1 0 0 2 1345.69 327 338
48 T1 control S_48.RAW (F024847) Envelope glycoprotein (Fragment). Q6EID1_9HIV1 46676.1 99.50% 2 2 2 0.05% 4.95% KGISVGPGR R A 89.30% 0 0 2.24 1 0 0 0 2 870.52 203 211
49 T1 control S_49.RAW (F024848) Cobalamin biosynthetic protein. Q89Q72_BRAJA 35065.2 95.90% 1 1 1 0.02% 3.99% LVRDCARLDDMAR R A 83.10% 0 0 2.33 0 0 1 0 2 1533.76 249 261
51 T1 control S_51.RAW (F024850) Hypothetical protein 16pHQG;5. Q96S34_HUMA 98140.3 96.40% 1 1 1 0.02% 1.39% KQKEGAAAPQPK R V 80.10% 0 0 1.92 0 0 1 0 2 1252.7 326 337
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1 T1 PNGase S_1.RAW (F025142) beta actin gi|63055057 41986.2 99.90% 3 4 4 0.13% 13.60% LDLAGRDLTDYLMK R I 95.00% 41.9 41.4 2.24 0 0 1 0 2 1639.84 179 192
1 T1 PNGase S_1.RAW (F025142) beta actin gi|63055057 41986.2 99.90% 3 4 4 0.13% 13.60% VAPDEHPILLTEAPLNPK R I 88.50% 0 0 2.1 0 0 1 0 2 1954.07 97 114
1 T1 PNGase S_1.RAW (F025142) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 59633.1 99.50% 2 2 2 0.07% 3.83% EDGAISTIVLR K G 90.20% 35.2 42.1 1.28 0 1 0 0 2 1173.65 368 378
1 T1 PNGase S_1.RAW (F025142) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 59633.1 99.50% 2 2 2 0.07% 3.83% FAEAFEAIPR K A 95.00% 80.3 40.5 5.02 0 1 0 0 2 1150.59 441 450
1 T1 PNGase S_1.RAW (F025142) stimulator of TAR RNA binding gi|1200184,gi|76827901 57908 99.90% 2 2 2 0.07% 4.27% SGATAGAAGGRGK R G 95.00% 0 0 2.82 0 0 1 0 2 1060.55 9 21
1 T1 PNGase S_1.RAW (F025142) stimulator of TAR RNA binding gi|1200184,gi|76827901 57908 99.90% 2 2 2 0.07% 4.27% SIHDALCVIR R C 95.00% 37.5 42.1 2.85 0 1 0 0 2 1183.63 404 413
2 T1 PNGase S_2.RAW (F025143) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 100.00% 3 3 3 0.10% 6.68% AIADTGANVVVTGGK K V 95.00% 107 42 7.6 0 1 0 0 2 1372.74 282 296
2 T1 PNGase S_2.RAW (F025143) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 100.00% 3 3 3 0.10% 6.68% DIDEVSSLLR R T 95.00% 50.6 42.4 4 0 1 0 0 2 1146.6 156 165
2 T1 PNGase S_2.RAW (F025143) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 100.00% 3 3 3 0.10% 6.68% EDGAISTIVLR K G 95.00% 66 41.8 2.02 0 1 0 0 2 1173.65 368 378
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 100.00% 5 5 5 0.15% 12.60% AVTIFIR R G 95.00% 40.7 43.1 9 0 1 0 0 2 819.51 382 388
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 100.00% 5 5 5 0.15% 12.60% EMNPALGIDCLHK K G 89.20% 40.3 41.4 -0.672 0 0 1 0 2 1513.71 484 496
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 100.00% 5 5 5 0.15% 12.60% ISDSVLVDIKDTEPLIQTAK K T 95.00% 54.9 39.4 3.26 0 0 1 0 2 2185.2 151 170
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 100.00% 5 5 5 0.15% 12.60% LDVTSVEDYK K A 95.00% 55 41.7 2.09 0 1 0 0 2 1168.57 266 275
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 100.00% 5 5 5 0.15% 12.60% QMAEIAVNAVLTVADMER R R 95.00% 74 39 3.8 0 0 1 0 2 1992.97 184 201
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|40789055 58485 100.00% 4 4 4 0.12% 9.28% APGFAQMLK K E 95.00% 43.9 42.8 2.38 0 1 0 0 2 978.51 8 16
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|40789055 58485 100.00% 4 4 4 0.12% 9.28% IGLSVSEVIEGYEIACR R K 86.80% 28 40.8 1.68 0 0 1 0 2 1894.96 121 137
3 T1 PNGase S_3.RAW (F025145) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|40789055 58485 100.00% 4 4 4 0.12% 9.28% LVPGGGATEIELAK R Q 95.00% 81.4 42.3 1.68 0 1 0 0 2 1354.76 408 421
3 T1 PNGase S_3.RAW (F025145) copine I gi|23397704,gi|48145697,g 59068.6 99.50% 2 2 2 0.06% 5.03% GTITVSAQELK R D 95.00% 67.1 42.4 4.2 0 1 0 0 2 1146.64 125 135
3 T1 PNGase S_3.RAW (F025145) copine I gi|23397704,gi|48145697,g 59068.6 99.50% 2 2 2 0.06% 5.03% LYGPTNFAPIINHVAR R F 95.00% 42.3 40.2 1.6 0 0 1 0 2 1782.97 385 400
3 T1 PNGase S_3.RAW (F025145) dihydropyrimidinase-like 2 variant gi|45501286 62276 100.00% 3 3 3 0.09% 6.29% GLYDGPVCEVSVTPK R T 95.00% 63.1 41.5 6.32 0 1 0 0 2 1620.8 497 511
3 T1 PNGase S_3.RAW (F025145) dihydropyrimidinase-like 2 variant gi|45501286 62276 100.00% 3 3 3 0.09% 6.29% IVLEDGTLHVTEGSGR K Y 95.00% 33.3 41.2 2.96 0 0 1 0 2 1682.87 452 467
3 T1 PNGase S_3.RAW (F025145) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56767.6 99.50% 2 2 2 0.06% 4.75% LAPEYEAAATR R L 95.00% 86 42.7 2.64 0 1 0 0 2 1191.6 63 73
3 T1 PNGase S_3.RAW (F025145) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56767.6 99.50% 2 2 2 0.06% 4.75% SEPIPESNDGPVK K V 95.00% 50.5 42.3 3.25 0 1 0 0 2 1368.67 367 379
3 T1 PNGase S_3.RAW (F025145) Heterogeneous nuclear ribonucleoprotein K, isogi|15929044,gi|460789,gi|5 50960.5 98.70% 2 2 2 0.06% 3.89% IILDLISESPIK K G 95.00% 65 40.8 4.52 0 1 0 0 2 1340.8 208 219
3 T1 PNGase S_3.RAW (F025145) Heterogeneous nuclear ribonucleoprotein K, isogi|15929044,gi|460789,gi|5 50960.5 98.70% 2 2 2 0.06% 3.89% VVECIKIILDLISESPIK R G 86.60% 38.6 40.7 -0.644 0 0 1 0 2 2012.17 202 219
4 T1 PNGase S_4.RAW (F025146) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 60918.7 100.00% 3 3 3 0.09% 9.04% ISDSVLVDIKDTEPLIQTAK K T 95.00% 49.1 38.9 4.92 0 0 1 0 2 2185.2 163 182
4 T1 PNGase S_4.RAW (F025146) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 60918.7 100.00% 3 3 3 0.09% 9.04% MLVIEQCK K N 95.00% 63.1 41.5 0.42 0 1 0 0 2 1020.52 383 390
4 T1 PNGase S_4.RAW (F025146) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 60918.7 100.00% 3 3 3 0.09% 9.04% VVYGGGAAEISCALAVSQEADK R C 95.00% 38.7 40.5 3.54 0 0 1 0 2 2195.07 430 451
4 T1 PNGase S_4.RAW (F025146) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 100.00% 6 6 6 0.18% 17.40% AIADTGANVVVTGGK K V 95.00% 110 41.5 6.08 0 1 0 0 2 1372.74 282 296
4 T1 PNGase S_4.RAW (F025146) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 100.00% 6 6 6 0.18% 17.40% IGLSVSEVIEGYEIACR R K 95.00% 37.9 40.1 3.77 0 0 1 0 2 1894.96 121 137
4 T1 PNGase S_4.RAW (F025146) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 100.00% 6 6 6 0.18% 17.40% LIAQACVSIFPDSGHFNVDNIR K V 95.00% 74.6 39 1.27 0 0 1 0 2 2473.23 182 203
4 T1 PNGase S_4.RAW (F025146) copine I gi|23397704,gi|48145697,g 58616.2 100.00% 4 4 4 0.12% 8.82% DIVQFVPYR R R 81.90% 32.5 40.7 1.07 0 1 0 0 2 1136.61 478 486
4 T1 PNGase S_4.RAW (F025146) copine I gi|23397704,gi|48145697,g 58616.2 100.00% 4 4 4 0.12% 8.82% FGIYDIDNK R T 95.00% 65.5 41.5 2.62 0 1 0 0 2 1084.53 76 84
4 T1 PNGase S_4.RAW (F025146) copine I gi|23397704,gi|48145697,g 58616.2 100.00% 4 4 4 0.12% 8.82% LYGPTNFAPIINHVAR R F 95.00% 49.7 41.1 1.92 0 0 1 0 2 1782.97 385 400
4 T1 PNGase S_4.RAW (F025146) copine I gi|23397704,gi|48145697,g 58616.2 100.00% 4 4 4 0.12% 8.82% TLQLEYRFETVQK K L 83.90% 38 41.3 -1 0 0 1 0 2 1654.88 61 73
4 T1 PNGase S_4.RAW (F025146) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56766.6 100.00% 4 5 5 0.15% 10.50% FLQDYFDGNLKR R Y 95.00% 45.3 41.6 0 0 0 1 0 2 1515.76 352 363
4 T1 PNGase S_4.RAW (F025146) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56766.6 100.00% 4 5 5 0.15% 10.50% IFRDGEEAGAYDGPR K T 95.00% 51.5 41.6 3.6 0 0 1 0 2 1652.77 105 119
4 T1 PNGase S_4.RAW (F025146) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56766.6 100.00% 4 5 5 0.15% 10.50% LSKDPNIVIAK K M 95.00% 64.5 41.4 3.6 0 0 1 0 2 1197.72 423 433
4 T1 PNGase S_4.RAW (F025146) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56766.6 100.00% 4 5 5 0.15% 10.50% MDATANDVPSPYEVR K G 95.00% 0 0 8.64 0 2 0 0 2 1664.76 434 448
4 T1 PNGase S_4.RAW (F025146) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 3 3 3 0.09% 10.50% ICDDELILIK R N 95.00% 59 42.3 1.7 0 1 0 0 2 1231.66 201 210
4 T1 PNGase S_4.RAW (F025146) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 3 3 3 0.09% 10.50% ILATGANVILTTGGIDDMCLK K Y 95.00% 44.7 40.7 3.48 0 0 1 0 2 2192.13 123 143
4 T1 PNGase S_4.RAW (F025146) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 3 3 3 0.09% 10.50% YFVEAGAMAVR K R 95.00% 61.7 40.3 5.29 0 1 0 0 2 1213.6 144 154
5 T1 PNGase S_5.RAW (F025147) beta actin gi|14250401 40987.9 99.90% 3 3 3 0.10% 10.90% LVVDNGSGMCK - A 86.20% 0 0 1.89 0 0 1 0 2 1195.55 1 11
5 T1 PNGase S_5.RAW (F025147) beta actin gi|14250401 40987.9 99.90% 3 3 3 0.10% 10.90% QEYDESGPSIVHR K K 95.00% 45.8 41.9 0.886 0 0 1 0 2 1516.7 353 365
5 T1 PNGase S_5.RAW (F025147) beta actin gi|14250401 40987.9 99.90% 3 3 3 0.10% 10.90% SYELPDGQVITIGNER K F 90.70% 22.5 41.2 2.66 0 0 1 0 2 1790.89 232 247
5 T1 PNGase S_5.RAW (F025147) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 99.90% 3 3 3 0.10% 7.95% EMNPALGIDCLHK K G 83.00% 38.1 41.4 -0.146 0 0 1 0 2 1513.71 484 496
5 T1 PNGase S_5.RAW (F025147) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 99.90% 3 3 3 0.10% 7.95% LMGLEALK R S 86.70% 41 43.2 -0.0792 0 1 0 0 2 890.5 28 35
5 T1 PNGase S_5.RAW (F025147) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 59654.3 99.90% 3 3 3 0.10% 7.95% VVYGGGAAEISCALAVSQEADK R C 80.70% 32.8 39.9 0.699 0 0 1 0 2 2195.07 418 439
5 T1 PNGase S_5.RAW (F025147) chaperonin containing TCP1, subunit 8 (theta) gi|47940653,gi|62896539 59603 100.00% 3 3 3 0.10% 5.47% APGFAQMLK K E 95.00% 65.2 42.8 1.48 0 1 0 0 2 978.51 8 16
5 T1 PNGase S_5.RAW (F025147) chaperonin containing TCP1, subunit 8 (theta) gi|47940653,gi|62896539 59603 100.00% 3 3 3 0.10% 5.47% AVDDGVNTFK R V 93.90% 0 0 2.48 0 0 1 0 2 1065.52 391 400
5 T1 PNGase S_5.RAW (F025147) chaperonin containing TCP1, subunit 8 (theta) gi|47940653,gi|62896539 59603 100.00% 3 3 3 0.10% 5.47% EDGAISTIVLR K G 95.00% 59.4 41 1.85 0 1 0 0 2 1173.65 368 378
5 T1 PNGase S_5.RAW (F025147) Protein disulfide isomerase family A, member 3gi|860986 56663.5 100.00% 7 7 7 0.22% 15.50% EATNPPVIQEEKPK R K 95.00% 68.9 41.3 3.27 0 1 0 0 2 1579.83 483 496
5 T1 PNGase S_5.RAW (F025147) Protein disulfide isomerase family A, member 3gi|860986 56663.5 100.00% 7 7 7 0.22% 15.50% FLQDYFDGNLKR R Y 90.90% 41.4 41.9 0 0 0 1 0 2 1515.76 352 363
5 T1 PNGase S_5.RAW (F025147) Protein disulfide isomerase family A, member 3gi|860986 56663.5 100.00% 7 7 7 0.22% 15.50% IFRDGEEAGAYDGPR K T 95.00% 53.5 40.3 4.77 0 0 1 0 2 1652.77 105 119
5 T1 PNGase S_5.RAW (F025147) Protein disulfide isomerase family A, member 3gi|860986 56663.5 100.00% 7 7 7 0.22% 15.50% QAGPASVPLRTEEEFKK K F 81.40% 0 0 1.66 0 0 1 0 2 1869.97 131 147
5 T1 PNGase S_5.RAW (F025147) Protein disulfide isomerase family A, member 3gi|860986 56663.5 100.00% 7 7 7 0.22% 15.50% TADGIVSHLK R K 95.00% 67.6 42 2.4 0 1 0 0 2 1040.57 120 129
5 T1 PNGase S_5.RAW (F025147) Protein disulfide isomerase family A, member 3gi|860986 56663.5 100.00% 7 7 7 0.22% 15.50% YGVSGYPTLK K I 95.00% 52.9 42 8.19 0 1 0 0 2 1084.57 95 104
8 T1 PNGase S_8.RAW (F025148) acetyl-Coenzyme A carboxylase alpha isoform gi|38679960 269983.7 99.70% 2 2 2 0.08% 0.80% GSVLEPEGTVEIK R F 87.70% 0 0 1.85 0 0 1 0 2 1357.72 2152 2164
8 T1 PNGase S_8.RAW (F025148) acetyl-Coenzyme A carboxylase alpha isoform gi|38679960 269983.7 99.70% 2 2 2 0.08% 0.80% TYQAIK K D 95.00% 0 0 3.77 0 1 0 0 2 723.4 2063 2068
8 T1 PNGase S_8.RAW (F025148) actin prepeptide gi|30908859 28133.8 99.80% 2 2 2 0.08% 11.40% EITALAPSTMK K I 95.00% 66.1 42.2 3.13 0 1 0 0 2 1177.61 195 205
8 T1 PNGase S_8.RAW (F025148) actin prepeptide gi|30908859 28133.8 99.80% 2 2 2 0.08% 11.40% VAPEEHPTLLTEAPLNPK R A 95.00% 43.7 40.8 1.23 0 0 1 0 2 1956.05 98 115
8 T1 PNGase S_8.RAW (F025148) Alpha-tubulin 3 gi|89065241 23157.7 99.90% 2 2 2 0.08% 12.70% DVNAAIATIK K T 95.00% 75.8 42.7 4.19 0 1 0 0 2 1015.58 174 183
8 T1 PNGase S_8.RAW (F025148) Alpha-tubulin 3 gi|89065241 23157.7 99.90% 2 2 2 0.08% 12.70% IHFPLATYAPVISAEK R A 95.00% 33.4 39.9 2.27 0 0 1 0 2 1756.96 112 127
8 T1 PNGase S_8.RAW (F025148) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 100.00% 4 4 4 0.16% 12.70% DREVGIPPEQSLETAK R A 95.00% 61 41.1 3.7 0 0 1 0 2 1768.91 161 176
8 T1 PNGase S_8.RAW (F025148) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 100.00% 4 4 4 0.16% 12.70% FMEQVIFK R Y 89.90% 40.5 42.8 1 0 1 0 0 2 1057.54 43 50
8 T1 PNGase S_8.RAW (F025148) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 100.00% 4 4 4 0.16% 12.70% KDYEEIGPSICR K H 90.50% 20.3 41.6 2.01 0 0 1 0 2 1466.7 349 360
8 T1 PNGase S_8.RAW (F025148) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 100.00% 4 4 4 0.16% 12.70% LKLSEELSGGR R L 90.70% 14.4 40.8 2.03 0 1 0 0 2 1188.66 298 308
8 T1 PNGase S_8.RAW (F025148) beta actin gi|14250401,gi|15277503,g 41719.8 99.90% 2 2 2 0.08% 10.40% EITALAPSTMK K I 95.00% 66.1 42.2 3.13 0 1 0 0 2 1177.61 316 326
8 T1 PNGase S_8.RAW (F025148) beta actin gi|14250401,gi|15277503,g 41719.8 99.90% 2 2 2 0.08% 10.40% GYSFTTTAER R E 95.00% 71.6 42.4 4.46 0 1 0 0 2 1132.53 197 206
8 T1 PNGase S_8.RAW (F025148) beta actin gi|14250401,gi|15277503,g 41719.8 99.90% 2 2 2 0.08% 10.40% VAPEEHPVLLTEAPLNPK R A 95.00% 0 0 2.72 0 0 1 0 2 1954.07 96 113
8 T1 PNGase S_8.RAW (F025148) RuvB-like 2 gi|12653319,gi|4929561 48274.2 100.00% 4 4 4 0.16% 10.90% ALESDMAPVLIMATNR R G 95.00% 49.3 40.2 5.02 0 0 1 0 2 1763.87 315 330
8 T1 PNGase S_8.RAW (F025148) RuvB-like 2 gi|12653319,gi|4929561 48274.2 100.00% 4 4 4 0.16% 10.90% AVLIAGQPGTGK R T 95.00% 67.6 41.9 3.37 0 1 0 0 2 1111.65 72 83
8 T1 PNGase S_8.RAW (F025148) RuvB-like 2 gi|12653319,gi|4929561 48274.2 100.00% 4 4 4 0.16% 10.90% GLGLDDALEPR R Q 95.00% 86 41.8 6.22 0 1 0 0 2 1155.6 30 40
8 T1 PNGase S_8.RAW (F025148) RuvB-like 2 gi|12653319,gi|4929561 48274.2 100.00% 4 4 4 0.16% 10.90% MATVTATTK - V 92.40% 0 0 2.15 0 1 0 0 2 923.49 1 9
8 T1 PNGase S_8.RAW (F025148) SLC9A3R1 protein (sodium/hydrogen exchang gi|29165827 45859.3 100.00% 4 5 5 0.20% 14.00% SASSDTSEELNSQDSPPK R Q 95.00% 111 41.1 11.1 0 1 0 0 2 1878.82 358 375
8 T1 PNGase S_8.RAW (F025148) SLC9A3R1 protein (sodium/hydrogen exchang gi|29165827 45859.3 100.00% 4 5 5 0.20% 14.00% SVDPDSPAEASGLR R A 90.40% 29.5 41.8 3.47 0 1 0 0 2 1400.67 251 264
9 T1 PNGase S_9.RAW (F025150) actin prepeptide gi|178027,gi|178067,gi|383 41908.2 99.90% 2 2 2 0.06% 5.59% EITALAPSTMK K I 95.00% 42.8 41.4 2.64 0 1 0 0 2 1161.62 317 327
9 T1 PNGase S_9.RAW (F025150) actin prepeptide gi|178027,gi|178067,gi|383 41908.2 99.90% 2 2 2 0.06% 5.59% GYSFVTTAER R E 95.00% 0 0 4.39 0 1 0 0 2 1130.55 198 207
9 T1 PNGase S_9.RAW (F025150) Alpha-tubulin 3 gi|89065241 23157.7 98.40% 2 2 2 0.06% 13.20% NLDIERPTYTNLNR R L 90.40% 41.7 41.3 0.328 0 0 1 0 2 1718.88 63 76
9 T1 PNGase S_9.RAW (F025150) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 99.90% 2 2 2 0.06% 10.00% AEPEDHYFLLTEPPLNTPENR R E 95.00% 60.1 40.1 3.77 0 0 1 0 2 2482.19 54 74
9 T1 PNGase S_9.RAW (F025150) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 99.90% 2 2 2 0.06% 10.00% DREVGIPPEQSLETAK R A 95.00% 41.9 39.7 3.29 0 0 1 0 2 1768.91 161 176
9 T1 PNGase S_9.RAW (F025150) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 3 3 3 0.09% 6.52% FLMANGQLVK K M 95.00% 61.3 40.7 2.82 0 1 0 0 2 1136.61 80 89
9 T1 PNGase S_9.RAW (F025150) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 3 3 3 0.09% 6.52% MLLYTEVTR K Y 91.60% 37.8 42.2 1.44 0 1 0 0 2 1141.59 90 98
9 T1 PNGase S_9.RAW (F025150) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 3 3 3 0.09% 6.52% QLICDPSYVK K D 94.70% 39.1 42.1 1.57 0 1 0 0 2 1222.61 279 288
9 T1 PNGase S_9.RAW (F025150) HLA-B (MHC I) gi|1215674 40233.3 99.80% 2 2 2 0.06% 8.56% DGEDQTQDTELVETRPAGDR R T 95.00% 55.1 39 0.959 0 0 1 0 2 2232 244 263
9 T1 PNGase S_9.RAW (F025150) HLA-B (MHC I) gi|1215674 40233.3 99.80% 2 2 2 0.06% 8.56% MSGCDVGPDGR R L 95.00% 10.2 42.5 2.7 0 1 0 0 2 1093.44 122 132
9 T1 PNGase S_9.RAW (F025150) leupaxin gi|4758670 43314 99.60% 2 2 2 0.06% 10.90% STLQDSDEYSNPAPLPLDQHSR R K 95.00% 94.7 39.6 9.7 0 0 1 0 2 2470.15 14 35
9 T1 PNGase S_9.RAW (F025150) leupaxin gi|4758670 43314 99.60% 2 2 2 0.06% 10.90% TSAAAQLDELMAHLTEMQAK K V 92.70% 35.6 39.2 1.42 0 0 1 0 2 2191.04 87 106
9 T1 PNGase S_9.RAW (F025150) RuvB-like 2 gi|12653319 51140.1 100.00% 3 3 3 0.09% 7.34% AVLIAGQPGTGK R T 95.00% 95.5 42 3.72 0 1 0 0 2 1111.65 72 83
9 T1 PNGase S_9.RAW (F025150) RuvB-like 2 gi|12653319 51140.1 100.00% 3 3 3 0.09% 7.34% FVQCPDGELQK K R 95.00% 57.7 42.4 5.14 0 1 0 0 2 1320.63 224 234
9 T1 PNGase S_9.RAW (F025150) RuvB-like 2 gi|12653319 51140.1 100.00% 3 3 3 0.09% 7.34% GTEVQVDDIKR K V 95.00% 49 41.2 4.01 0 0 1 0 2 1259.66 418 428
9 T1 PNGase S_9.RAW (F025150) SLC9A3R1 protein (sodium/hydrogen exchang gi|29165827 45859.3 99.90% 3 3 3 0.09% 11.90% EALAEAALESPRPALVR R S 85.20% 39 40 -0.634 0 0 1 0 2 1792.99 341 357
9 T1 PNGase S_9.RAW (F025150) SLC9A3R1 protein (sodium/hydrogen exchang gi|29165827 45859.3 99.90% 3 3 3 0.09% 11.90% LVEVNGENVEKETHQQVVSR R I 95.00% 63.2 40.2 6.09 0 0 1 0 2 2294.17 129 148
9 T1 PNGase S_9.RAW (F025150) SLC9A3R1 protein (sodium/hydrogen exchang gi|29165827 45859.3 99.90% 3 3 3 0.09% 11.90% SVDPDSPAEASGLR R A 88.20% 25.8 41.8 5.21 0 1 0 0 2 1400.67 251 264
10 T1 PNGase S_10.RAW (F025151) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 99.40% 2 2 2 0.04% 6.22% DREVGIPPEQSLETAK R A 95.00% 0 0 3 0 0 1 0 2 1768.91 210 225
10 T1 PNGase S_10.RAW (F025151) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 99.40% 2 2 2 0.04% 6.22% QYTGINAISK K K 92.30% 35.2 41.1 1.44 0 1 0 0 2 1094.59 255 264
10 T1 PNGase S_10.RAW (F025151) chaperone protein HSP90 beta gi|9082289 72857.8 100.00% 3 3 3 0.06% 5.70% EQVANSAFVER K V 85.50% 38.4 42 0.456 0 1 0 0 2 1249.62 400 410
10 T1 PNGase S_10.RAW (F025151) chaperone protein HSP90 beta gi|9082289 72857.8 100.00% 3 3 3 0.06% 5.70% SIYYITGESK K E 95.00% 29.2 41 2.24 0 1 0 0 2 1160.58 390 399
10 T1 PNGase S_10.RAW (F025151) Enolase 1 gi|13325287,gi|31873302,g 47124.2 100.00% 4 4 4 0.08% 11.50% AAVPSGASTGIYEALELR R D 95.00% 46.9 39.9 1.54 0 0 1 0 2 1804.95 33 50
10 T1 PNGase S_10.RAW (F025151) Enolase 1 gi|13325287,gi|31873302,g 47124.2 100.00% 4 4 4 0.08% 11.50% SCNCLLLK K V 95.00% 56.2 42.5 0.194 0 1 0 0 2 1007.5 336 343
10 T1 PNGase S_10.RAW (F025151) Enolase 1 gi|13325287,gi|31873302,g 47124.2 100.00% 4 4 4 0.08% 11.50% SGKYDLDFK R S 86.40% 31.5 42.8 1.54 0 0 1 0 2 1072.53 254 262



10 T1 PNGase S_10.RAW (F025151) Enolase 1 gi|13325287,gi|31873302,g 47124.2 100.00% 4 4 4 0.08% 11.50% VNQIGSVTESLQACK K L 95.00% 35.6 41.7 8.96 0 1 0 0 2 1633.82 344 358
10 T1 PNGase S_10.RAW (F025151) Eukaryotic translation elongation factor 1 gammgi|15530265,gi|21411333,g 49828 99.80% 2 2 2 0.04% 5.30% AKDPFAHLPK K S 83.60% 27.7 42.2 1.92 0 0 1 0 2 1123.63 273 282
10 T1 PNGase S_10.RAW (F025151) Eukaryotic translation elongation factor 1 gammgi|15530265,gi|21411333,g 49828 99.80% 2 2 2 0.04% 5.30% ALIAAQYSGAQVR K V 95.00% 0 0 4.17 0 0 1 0 2 1347.74 15 27
10 T1 PNGase S_10.RAW (F025151) FAS antigen CD95 gi|38045922,gi|47496561,g 35367.8 99.50% 2 2 2 0.04% 7.96% ANLCTLAEK K I 95.00% 40.2 41.2 2.15 0 1 0 0 2 1019.52 280 288
10 T1 PNGase S_10.RAW (F025151) FAS antigen CD95 gi|38045922,gi|47496561,g 35367.8 99.50% 2 2 2 0.04% 7.96% LCDEGHGLEVEINCTR R T 92.60% 23.2 39.2 2.8 0 0 1 0 2 1901.85 106 121
10 T1 PNGase S_10.RAW (F025151) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 6 7 7 0.15% 16.40% DLGTESQIFISR K T 95.00% 88.3 42.1 4.01 0 1 0 0 2 1365.7 391 402
10 T1 PNGase S_10.RAW (F025151) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 6 7 7 0.15% 16.40% EIRPALELLEPIEQK K F 80.80% 34.4 41.5 0.854 0 0 1 0 2 1778.01 365 379
10 T1 PNGase S_10.RAW (F025151) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 6 7 7 0.15% 16.40% MLLYTEVTR K Y 92.00% 35.5 41.8 1.46 0 1 0 0 2 1125.6 90 98
10 T1 PNGase S_10.RAW (F025151) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 6 7 7 0.15% 16.40% TYDATTHFETTCDDIK R N 95.00% 41.6 39.7 2.36 0 0 1 0 2 1917.82 403 418
10 T1 PNGase S_10.RAW (F025151) GDP dissociation inhibitor 2 gi|285975,gi|56410846 50648.5 100.00% 6 7 7 0.15% 16.40% VTEGSFVYK K G 95.00% 53.2 42.6 1.8 0 1 0 0 2 1029.53 104 112
10 T1 PNGase S_10.RAW (F025151) von Willebrand Factor A gi|34536064 91748.8 97.90% 2 2 2 0.04% 2.97% VGISPAAAQPTK R E 83.70% 0 0 1.68 0 0 1 0 2 1139.64 414 425
11 T1 PNGase S_11.RAW (F025154) Enolase 1 gi|13325287,gi|62897945,g 47092.1 100.00% 5 5 5 0.09% 13.60% AAVPSGASTGIYEALELR R D 95.00% 46.4 39.5 1.48 0 0 1 0 2 1804.95 33 50
11 T1 PNGase S_11.RAW (F025154) Enolase 1 gi|13325287,gi|62897945,g 47092.1 100.00% 5 5 5 0.09% 13.60% GNPTVEVDLFTSK R G 95.00% 84.9 41.6 6.62 0 1 0 0 2 1406.72 16 28
11 T1 PNGase S_11.RAW (F025154) Enolase 1 gi|13325287,gi|62897945,g 47092.1 100.00% 5 5 5 0.09% 13.60% IGAEVYHNLK R N 90.50% 43.2 42.4 -0.204 0 0 1 0 2 1143.62 184 193
11 T1 PNGase S_11.RAW (F025154) Enolase 1 gi|13325287,gi|62897945,g 47092.1 100.00% 5 5 5 0.09% 13.60% SGKYDLDFK R S 90.00% 27.7 42.7 2.16 0 0 1 0 2 1072.53 254 262
11 T1 PNGase S_11.RAW (F025154) Enolase 1 gi|13325287,gi|62897945,g 47092.1 100.00% 5 5 5 0.09% 13.60% TIAPALVSK K K 81.00% 18.9 42.1 1.51 0 1 0 0 2 899.56 72 80
11 T1 PNGase S_11.RAW (F025154) Eukaryotic translation elongation factor 1 gammgi|15530265,gi|21411333,g 49828 100.00% 3 3 3 0.06% 6.68% ALIAAQYSGAQVR K V 91.30% 37.3 42.5 1.19 0 0 1 0 2 1347.74 15 27
11 T1 PNGase S_11.RAW (F025154) Eukaryotic translation elongation factor 1 gammgi|15530265,gi|21411333,g 49828 100.00% 3 3 3 0.06% 6.68% STFVLDEFKR K K 91.90% 21.5 40.2 3.96 0 1 0 0 2 1241.65 283 292
11 T1 PNGase S_11.RAW (F025154) Eukaryotic translation elongation factor 1 gammgi|15530265,gi|21411333,g 49828 100.00% 3 3 3 0.06% 6.68% TPEFLR R K 83.40% 38.9 43.4 0.509 0 1 0 0 2 762.42 43 48
11 T1 PNGase S_11.RAW (F025154) GDP dissociation inhibitor 2 gi|285975 50648.5 100.00% 3 3 3 0.06% 8.76% FVSISDLLVPK K D 95.00% 57.7 42.2 4.51 0 1 0 0 2 1217.71 380 390
11 T1 PNGase S_11.RAW (F025154) GDP dissociation inhibitor 2 gi|285975 50648.5 100.00% 3 3 3 0.06% 8.76% NTNDANSCQIIIPQNQVNR K K 91.30% 37.1 40.1 0.886 0 0 1 0 2 2199.06 310 328
11 T1 PNGase S_11.RAW (F025154) GDP dissociation inhibitor 2 gi|285975 50648.5 100.00% 3 3 3 0.06% 8.76% VTEGSFVYK K G 95.00% 47.4 42.3 0.208 0 1 0 0 2 1029.53 104 112
11 T1 PNGase S_11.RAW (F025154) gi|40354192 gi|28317,gi|40354192,gi|54 58810.8 99.90% 2 2 2 0.04% 7.53% GSLGGGFSSGGFSGGSFSR K G 95.00% 16.6 41.8 5.77 0 1 0 0 2 1707.77 41 59
11 T1 PNGase S_11.RAW (F025154) gi|40354192 gi|28317,gi|40354192,gi|54 58810.8 99.90% 2 2 2 0.04% 7.53% IRLENEIQTYR K S 91.60% 33.4 40.3 1.41 0 0 1 0 2 1434.77 440 450
11 T1 PNGase S_11.RAW (F025154) gi|40354192 gi|28317,gi|40354192,gi|54 58810.8 99.90% 2 2 2 0.04% 7.53% ISSSKGSLGGGFSSGGFSGGSFSR G 95.00% 48.5 40.6 3.17 0 0 1 0 2 2210.05 36 59
11 T1 PNGase S_11.RAW (F025154) gi|40354192 gi|28317,gi|40354192,gi|54 58810.8 99.90% 2 2 2 0.04% 7.53% LASYLDKVR R A 95.00% 51.8 41.1 0 0 1 1 0 2 1064.61 157 165
11 T1 PNGase S_11.RAW (F025154) gi|40354192 gi|28317,gi|40354192,gi|54 58810.8 99.90% 2 2 2 0.04% 7.53% LENEIQTYR R S 95.00% 55.9 42.1 2.35 0 1 0 0 2 1165.59 442 450
12 T1 PNGase S_12.RAW (F025156) aldolase A gi|28614,gi|4557305,gi|493 39430.7 99.70% 2 2 2 0.04% 8.79% ADDGRPFPQVIK K S 93.10% 32.3 40.3 1.02 0 0 1 0 2 1342.71 88 99
12 T1 PNGase S_12.RAW (F025156) aldolase A gi|28614,gi|4557305,gi|493 39430.7 99.70% 2 2 2 0.04% 8.79% IGEHTPSALAIMENANVLAR K Y 95.00% 0 0 3.15 0 0 1 0 2 2123.09 154 173
12 T1 PNGase S_12.RAW (F025156) aldolase C gi|30584679,gi|312137,gi|4 39424.1 100.00% 3 3 3 0.06% 7.69% DNAGAATEEFIKR R A 90.80% 0 0 1.57 0 1 0 0 2 1421.7 319 331
12 T1 PNGase S_12.RAW (F025156) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 99.80% 2 2 2 0.04% 22.60% LHPVHAGPIAPGQMR R E 95.00% 37.3 40.9 2 0 0 1 0 2 1596.84 83 97
12 T1 PNGase S_12.RAW (F025156) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 99.80% 2 2 2 0.04% 22.60% PIVQNLQGQMVHQAISPR - T 95.00% 47.2 40.6 1.33 0 0 1 0 2 2032.08 1 18
12 T1 PNGase S_12.RAW (F025156) heat shock 70kDa protein 8 isoform 2 gi|24234686,gi|5729877,gi| 70882.7 100.00% 4 4 4 0.08% 7.74% STAGDTHLGGEDFDNR K M 95.00% 58.9 42 2.59 0 0 1 0 2 1691.73 221 236
12 T1 PNGase S_12.RAW (F025156) heat shock 70kDa protein 8 isoform 2 gi|24234686,gi|5729877,gi| 70882.7 100.00% 4 4 4 0.08% 7.74% TVTNAVVTVPAYFNDSQR K Q 95.00% 35.9 40.9 2.28 0 0 1 0 2 1982 138 155
12 T1 PNGase S_12.RAW (F025156) PREDICTED: similar to subcommissural organ gi|89026559 536561.6 99.90% 3 3 3 0.06% 0.80% AGAPXR R G 80.00% 0 0 1.04 1 0 0 0 2 582.27 1770 1775
12 T1 PNGase S_12.RAW (F025156) PREDICTED: similar to subcommissural organ gi|89026559 536561.6 99.90% 3 3 3 0.06% 0.80% MAVPPAPGPPK R R 82.50% 0 0 1.13 0 0 1 0 2 1077.58 2575 2585
12 T1 PNGase S_12.RAW (F025156) Titin gi|17066105,gi|50659088 3815862.5 100.00% 2 2 2 0.04% 0.07% ESVTADAGR K Y 87.50% 0 0 1.36 0 1 0 0 2 905.43 27465 27473
12 T1 PNGase S_12.RAW (F025156) Titin gi|17066105,gi|50659088 3815862.5 100.00% 2 2 2 0.04% 0.07% GYIVEMQEEGTTDWK K R 86.20% 0 0 1.29 0 0 1 0 2 1801.8 16665 16679
13 T1 PNGase S_13.RAW (F025158) ADP-ribosyl cyclase 1  (CD38) gi|78100992 29591.5 99.10% 2 2 2 0.04% 10.90% HPCDITEEDYQPLMK K L 81.20% 30.8 39.6 0.585 0 0 1 0 2 1891.82 53 67
13 T1 PNGase S_13.RAW (F025158) ADP-ribosyl cyclase 1  (CD38) gi|78100992 29591.5 99.10% 2 2 2 0.04% 10.90% IKDLAHQFTQVQR R D 95.00% 50.2 40 0.585 0 0 1 0 2 1583.87 84 96
13 T1 PNGase S_13.RAW (F025158) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 99.80% 2 2 2 0.04% 22.60% LHPVHAGPIAPGQMR R E 95.00% 36.5 40.3 2.27 0 0 1 0 2 1596.84 83 97
13 T1 PNGase S_13.RAW (F025158) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 99.80% 2 2 2 0.04% 22.60% PIVQNLQGQMVHQAISPR - T 95.00% 48.1 40.6 2.4 0 0 1 0 2 2016.08 1 18
13 T1 PNGase S_13.RAW (F025158) cytosolic malate dehydrogenase gi|5174539,gi|7431153 36408.9 99.30% 2 2 2 0.04% 5.39% ENFSCLTR K L 95.00% 42.1 42 1.3 0 1 0 0 2 1026.47 150 157
13 T1 PNGase S_13.RAW (F025158) cytosolic malate dehydrogenase gi|5174539,gi|7431153 36408.9 99.30% 2 2 2 0.04% 5.39% GEFVTTVQQR K G 86.40% 19.5 42.1 1.96 0 1 0 0 2 1164.6 221 230
13 T1 PNGase S_13.RAW (F025158) MHC class II antigen gi|77019283,gi|77019289,g 22472.1 99.80% 2 2 2 0.04% 10.40% FDSDVGEYR R A 95.00% 62.9 42.8 3.05 0 1 0 0 2 1087.47 40 48
13 T1 PNGase S_13.RAW (F025158) MHC class II antigen gi|77019283,gi|77019289,g 22472.1 99.80% 2 2 2 0.04% 10.40% VYPEVTVYPAK R T 92.90% 17.8 42.1 2.28 0 1 0 0 2 1265.68 95 105
13 T1 PNGase S_13.RAW (F025158) ribosomal protein L5 gi|14591909,gi|56205679,g 34346.4 99.70% 2 2 2 0.04% 10.40% IEGDMIVCAAYAHELPK R Y 95.00% 52.9 40.7 1.46 0 0 1 0 2 1932.92 69 85
13 T1 PNGase S_13.RAW (F025158) ribosomal protein L5 gi|14591909,gi|56205679,g 34346.4 99.70% 2 2 2 0.04% 10.40% VTNRDIICQIAYAR R I 94.80% 36.3 39.6 1.07 0 0 1 0 2 1692.89 55 68
14 T1 PNGase S_14.RAW (F025159) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 4 6 6 0.13% 36.30% ETINEEAAEWDR K L 95.00% 74 41.7 4.34 0 1 0 0 2 1462.65 71 82
14 T1 PNGase S_14.RAW (F025159) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 4 6 6 0.13% 36.30% LHPVHAGPIAPGQMR R E 95.00% 0 0 4.09 0 0 2 0 2 1580.85 83 97
14 T1 PNGase S_14.RAW (F025159) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 4 6 6 0.13% 36.30% PIVQNLQGQMVHQAISPR - T 95.00% 65.4 39.7 5.24 0 0 2 0 2 2016.08 1 18
14 T1 PNGase S_14.RAW (F025159) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 4 6 6 0.13% 36.30% WIILGLNK R I 94.60% 34.6 42.3 2.11 0 1 0 0 2 956.59 133 140
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% AETECQNTEYQQLLDIK R I 95.00% 98.6 40.6 7.03 0 1 0 0 2 2082.97 423 439
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% DAEAWFNEK K S 95.00% 61.5 41.4 1.42 0 1 0 0 2 1109.49 335 343
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% ELTTEIDNNIEQISSYK K S 95.00% 0 0 4.82 0 1 1 0 2 1998.94 346 362
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% GSLGGGFSSGGFSGGSFSR K G 95.00% 147 41.8 9.77 0 1 0 0 2 1707.77 41 59
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% LKYENEVALR R Q 95.00% 59 42.5 1.62 0 1 0 0 2 1234.68 236 245
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% SKELTTEIDNNIEQISSYK K S 95.00% 49.6 39 2.43 0 0 1 0 2 2212.1 344 362
14 T1 PNGase S_14.RAW (F025159) gi|547749 gi|28317,gi|40354192,gi|54 59502.3 100.00% 2 2 2 0.04% 14.30% SQYEQLAEQNR R K 95.00% 43.8 42.1 2.28 0 0 1 0 2 1365.64 323 333
14 T1 PNGase S_14.RAW (F025159) Hypoxanthine-guanine phosphoribosyltransferagi|224052,gi|459815,gi|459 24360 100.00% 3 4 4 0.08% 15.70% TMQTLLSLVR K G 95.00% 62.9 42.1 5.52 0 2 0 0 2 1161.67 141 150
14 T1 PNGase S_14.RAW (F025159) Hypoxanthine-guanine phosphoribosyltransferagi|224052,gi|459815,gi|459 24360 100.00% 3 4 4 0.08% 15.70% VFIPHGLIMDR R T 90.20% 40.3 40.3 0.201 0 0 1 0 2 1313.7 34 44
14 T1 PNGase S_14.RAW (F025159) Hypoxanthine-guanine phosphoribosyltransferagi|224052,gi|459815,gi|459 24360 100.00% 3 4 4 0.08% 15.70% VIGGDDLSTLTGK K N 95.00% 113 42.3 3.29 0 1 0 0 2 1275.68 115 127
14 T1 PNGase S_14.RAW (F025159) MHC class II antigen gi|84796219 30093.5 100.00% 6 8 9 0.19% 21.10% FDSDVGEYR R A 88.30% 42.1 42.8 -2.89 1 1 0 0 2 1087.47 69 77
14 T1 PNGase S_14.RAW (F025159) MHC class II antigen gi|84796219 30093.5 100.00% 6 8 9 0.19% 21.10% GHSGLQPTGFLS K - 95.00% 39.1 42.3 2.08 1 2 0 0 2 1200.6 255 266
14 T1 PNGase S_14.RAW (F025159) MHC class II antigen gi|84796219 30093.5 100.00% 6 8 9 0.19% 21.10% HNYGVGESFTVQR R R 95.00% 33.3 40.1 4.29 0 0 1 0 2 1493.71 110 122
14 T1 PNGase S_14.RAW (F025159) MHC class II antigen gi|84796219 30093.5 100.00% 6 8 9 0.19% 21.10% RVYPEVTVYPAK R T 95.00% 56.4 41.8 3.48 0 1 0 0 2 1421.78 123 134
14 T1 PNGase S_14.RAW (F025159) MHC class II antigen gi|84796219 30093.5 100.00% 6 8 9 0.19% 21.10% VYPEVTVYPAK R T 95.00% 46.5 42.1 1.75 1 0 0 0 2 1265.68 124 134
14 T1 PNGase S_14.RAW (F025159) MHC class II antigen gi|84796219 30093.5 100.00% 6 8 9 0.19% 21.10% YFYHQEEYVR R F 87.10% 39 40.1 0 0 0 1 0 2 1433.65 59 68
15 T1 PNGase S_15.RAW (F025160) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 5 7 10 0.21% 41.10% LHPVHAGPIAPGQMR R E 95.00% 37.5 41.5 3.24 0 0 2 0 2 1596.84 83 97
15 T1 PNGase S_15.RAW (F025160) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 5 7 10 0.21% 41.10% PIVQNLQGQMVHQAISPR - T 95.00% 90.1 39.1 4.85 0 0 4 0 2 2016.08 1 18
15 T1 PNGase S_15.RAW (F025160) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 100.00% 5 7 10 0.21% 41.10% WIILGLNK R I 95.00% 38.1 41.6 1.7 0 1 0 0 2 956.59 133 140
15 T1 PNGase S_15.RAW (F025160) gi|1487978 gi|1487978 27006.5 99.50% 2 3 4 0.08% 12.20% AVTELGRPDAEYWNSQK R D 95.00% 43.8 39.6 1.41 0 0 3 0 2 1963.95 49 65
15 T1 PNGase S_15.RAW (F025160) gi|1487978 gi|1487978 27006.5 99.50% 2 3 4 0.08% 12.20% GHSGLQPTGXLS K - 91.90% 43.8 42.3 0 0 1 0 0 2 1164.53 226 237
15 T1 PNGase S_15.RAW (F025160) MHC class II antigen gi|84796223 30146.6 100.00% 6 9 9 0.19% 21.10% FDSDVGEYR R A 85.30% 38.6 42.8 0.77 1 0 0 0 2 1087.47 69 77
15 T1 PNGase S_15.RAW (F025160) MHC class II antigen gi|84796223 30146.6 100.00% 6 9 9 0.19% 21.10% GHSGLQPTGFLS K - 95.00% 45.3 42.3 4.4 1 0 0 0 2 1200.6 255 266
15 T1 PNGase S_15.RAW (F025160) MHC class II antigen gi|84796223 30146.6 100.00% 6 9 9 0.19% 21.10% RVYPEVTVYPAK R T 95.00% 61.7 41.6 4.54 0 1 0 0 2 1421.78 123 134
15 T1 PNGase S_15.RAW (F025160) MHC class II antigen gi|84796223 30146.6 100.00% 6 9 9 0.19% 21.10% VYPEVTVYPAK R T 95.00% 46.8 42.1 3.51 1 2 0 0 2 1265.68 124 134
15 T1 PNGase S_15.RAW (F025160) MHC class II antigen gi|84796223 30146.6 100.00% 6 9 9 0.19% 21.10% YFYHQEEYVR R F 85.80% 37.5 40.1 0.367 0 0 1 0 2 1433.65 59 68
15 T1 PNGase S_15.RAW (F025160) nuclear mitotic apparatus protein 1 (NUMA1) gi|71660699 176322.3 99.70% 2 2 2 0.04% 0.82% ERPLPSR R L 95.00% 0 0 2.85 0 1 0 0 2 854.49 526 532
15 T1 PNGase S_15.RAW (F025160) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 99.20% 2 2 2 0.04% 11.10% LQVLDPVPKPVIK K I 91.10% 35.6 41.9 1.54 0 0 1 0 2 1445.91 125 137
15 T1 PNGase S_15.RAW (F025160) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 99.20% 2 2 2 0.04% 11.10% VRLDPQSGALYISK R V 92.60% 37.1 41.6 1.46 0 0 1 0 2 1546.86 85 98
15 T1 PNGase S_15.RAW (F025160) poly(rC) binding protein 3 gi|10092617,gi|15082311,g 37323.8 99.70% 2 2 2 0.04% 7.12% INISEGNCPER R I 95.00% 71.3 42.1 1.89 0 1 0 0 2 1288.6 79 89
15 T1 PNGase S_15.RAW (F025160) poly(rC) binding protein 3 gi|10092617,gi|15082311,g 37323.8 99.70% 2 2 2 0.04% 7.12% LVVPASQCGSLIGK R G 95.00% 46.7 40.3 6.72 0 1 0 0 2 1428.79 134 147
15 T1 PNGase S_15.RAW (F025160) triosephosphate isomerase 1 gi|17389815,gi|4507645,gi| 26664 100.00% 3 3 4 0.08% 16.40% HVFGESDELIGQK R V 82.10% 31.7 41.6 1.38 0 0 1 0 2 1458.72 102 114
15 T1 PNGase S_15.RAW (F025160) triosephosphate isomerase 1 gi|17389815,gi|4507645,gi| 26664 100.00% 3 3 4 0.08% 16.40% IAVAAQNCYK K V 95.00% 32.3 42.2 5.89 0 2 0 0 2 1137.57 61 70
15 T1 PNGase S_15.RAW (F025160) triosephosphate isomerase 1 gi|17389815,gi|4507645,gi| 26664 100.00% 3 3 4 0.08% 16.40% VAHALAEGLGVIACIGEK K L 95.00% 26.7 39.9 2.77 0 0 1 0 2 1807.97 115 132
16 T1 PNGase S_16.RAW (F025162) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 99.00% 2 3 3 0.06% 22.60% LHPVHAGPIAPGQMR R E 92.50% 26.2 41.4 3.7 0 0 1 0 2 1596.84 83 97
16 T1 PNGase S_16.RAW (F025162) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553 16170.5 99.00% 2 3 3 0.06% 22.60% PIVQNLQGQMVHQAISPR - T 95.00% 74.7 40.1 3.44 0 0 2 0 2 2016.08 1 18
16 T1 PNGase S_16.RAW (F025162) HLA-DQ-beta-1 cell surface glycoprotein gi|188193 11288.6 100.00% 2 2 2 0.04% 24.50% GMCYFTNGTER K V 95.00% 19.4 40.9 3.52 0 1 0 0 2 1351.54 13 23
16 T1 PNGase S_16.RAW (F025162) HLA-DQ-beta-1 cell surface glycoprotein gi|188193 11288.6 100.00% 2 2 2 0.04% 24.50% RDSPEDFVYQFK - G 95.00% 40.1 41.2 2.32 0 0 1 0 2 1530.72 1 12
16 T1 PNGase S_16.RAW (F025162) major histocompatibility complex, class II, DP bgi|54696422,gi|56111982,g 29283.8 98.90% 2 2 2 0.04% 6.59% YIYNREEYAR R F 88.20% 39.1 41.9 0.886 0 1 0 0 2 1376.66 57 66
16 T1 PNGase S_16.RAW (F025162) MHC class II antigen gi|386937 27199.9 100.00% 4 6 7 0.14% 22.40% AVTELGRPDAEYWNSQK R D 85.40% 35.5 41.1 1.14 0 0 3 0 2 1963.95 49 65
16 T1 PNGase S_16.RAW (F025162) MHC class II antigen gi|386937 27199.9 100.00% 4 6 7 0.14% 22.40% GHSGLQPTGFLS K - 95.00% 44.8 42.3 0.854 1 1 0 0 2 1200.6 226 237
16 T1 PNGase S_16.RAW (F025162) MHC class II antigen gi|386937 27199.9 100.00% 4 6 7 0.14% 22.40% HNYGVGESFTVQR R R 95.00% 37.4 40.7 2.72 0 0 1 0 2 1493.71 81 93
16 T1 PNGase S_16.RAW (F025162) MHC class II antigen gi|386937 27199.9 100.00% 4 6 7 0.14% 22.40% VYPEVTVYPAK R T 95.00% 37.3 42.1 2.1 1 0 0 0 2 1265.68 95 105
16 T1 PNGase S_16.RAW (F025162) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 99.30% 2 2 2 0.04% 12.30% ELQNSVLETTLMPHNYSR K C 95.00% 61.4 40 1.89 0 0 1 0 2 2148.04 175 192
16 T1 PNGase S_16.RAW (F025162) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 99.30% 2 2 2 0.04% 12.30% LDPQSGALYISK R V 95.00% 71.8 42.4 5.57 0 1 0 0 2 1291.69 87 98
16 T1 PNGase S_16.RAW (F025162) Phosphoglycerate mutase 1 gi|38566176,gi|56081766,g 28832.9 100.00% 4 4 4 0.08% 20.10% FSGWYDADLSPAGHEEAK R R 92.50% 25.5 40.6 5.03 0 0 1 0 2 1979.88 22 39
16 T1 PNGase S_16.RAW (F025162) Phosphoglycerate mutase 1 gi|38566176,gi|56081766,g 28832.9 100.00% 4 4 4 0.08% 20.10% RVLIAAHGNSLR K G 84.20% 30.3 40.2 1.48 0 0 1 0 2 1306.77 180 191
16 T1 PNGase S_16.RAW (F025162) Phosphoglycerate mutase 1 gi|38566176,gi|56081766,g 28832.9 100.00% 4 4 4 0.08% 20.10% VLIAAHGNSLR R G 90.20% 43.7 42 -1.38 0 0 1 0 2 1150.67 181 191
16 T1 PNGase S_16.RAW (F025162) Phosphoglycerate mutase 1 gi|38566176,gi|56081766,g 28832.9 100.00% 4 4 4 0.08% 20.10% YADLTEDQLPSCESLKDTIAR R A 95.00% 78.9 40.4 4.77 0 0 1 0 2 2425.16 142 162
16 T1 PNGase S_16.RAW (F025162) serum albumin gi|62113341 69066.6 99.90% 2 2 2 0.04% 2.46% KVPQVSTPTLVEVSR K N 95.00% 70.1 40 2.34 0 1 0 0 2 1639.94 438 452
16 T1 PNGase S_16.RAW (F025162) serum albumin gi|62113341 69066.6 99.90% 2 2 2 0.04% 2.46% VPQVSTPTLVEVSR K N 95.00% 90.7 41.6 8.85 0 1 0 0 2 1511.84 439 452
16 T1 PNGase S_16.RAW (F025162) triosephosphate isomerase 1 gi|4507645,gi|66360366,gi| 26664 100.00% 3 3 3 0.06% 18.80% HVFGESDELIGQK R V 92.20% 29.1 41.7 2.5 0 0 1 0 2 1458.72 102 114
16 T1 PNGase S_16.RAW (F025162) triosephosphate isomerase 1 gi|4507645,gi|66360366,gi| 26664 100.00% 3 3 3 0.06% 18.80% VAHALAEGLGVIACIGEK K L 95.00% 58.9 41.4 1.6 0 0 1 0 2 1807.97 115 132
16 T1 PNGase S_16.RAW (F025162) triosephosphate isomerase 1 gi|4507645,gi|66360366,gi| 26664 100.00% 3 3 3 0.06% 18.80% VTNGAFTGEISPGMIK K D 95.00% 88.8 41.5 5.75 0 1 0 0 2 1621.83 71 86



18 T1 PNGase S_18.RAW (F025164) Vimentin gi|16552261,gi|21040384,g 53562.6 100.00% 3 3 3 0.06% 8.58% FADLSEAANRNNDALR K Q 87.30% 0 0 1.92 0 0 1 0 2 1776.86 295 310
19 T1 PNGase S_19.RAW (F025165) actin prepeptide gi|178027,gi|178067,gi|383 41908.2 100.00% 4 4 5 0.10% 14.40% AVFPSIVGR R P 95.00% 0 0 2 0 2 0 0 2 945.55 30 38
19 T1 PNGase S_19.RAW (F025165) actin prepeptide gi|178027,gi|178067,gi|383 41908.2 100.00% 4 4 5 0.10% 14.40% EITALAPSTMK K I 92.40% 41.7 42.5 0.444 0 1 0 0 2 1177.61 317 327
19 T1 PNGase S_19.RAW (F025165) actin prepeptide gi|178027,gi|178067,gi|383 41908.2 100.00% 4 4 5 0.10% 14.40% VAPEEHPTLLTEAPLNPK R A 95.00% 43.8 40.6 0.77 0 0 1 0 2 1956.05 97 114
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGGGGGGGGTG I 87.30% 0 0 1.1 0 0 1 0 1 1771.85 38 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGGGGGGGTAG I 92.80% 0 0 1.41 0 0 1 0 1 1742.86 39 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGGGGGGTAMG I 95.00% 0 0 2.08 0 0 1 0 1 1657.81 40 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGGGGGTAMRG I 86.50% 0 0 1.07 0 0 1 0 1 1470.56 41 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGGGGTAMR G I 95.00% 0 0 2.09 0 0 2 0 1 1333.57 42 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGGGTAMR G I 89.50% 0 0 1.19 0 0 1 0 1 1276.55 43 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGGTAMR G I 95.00% 0 0 1.96 0 0 1 0 1 1162.5 45 60
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGGLGGGLGGVLGK I 87.20% 0 0 1.09 0 0 1 0 1 1596.81 10 32
19 T1 PNGase S_19.RAW (F025165) Calpain, small subunit 1 gi|40674605 28212.6 100.00% 10 12 13 0.25% 18.70% GGGGGGGGGGTAMR G I 90.40% 0 0 1.24 0 0 1 0 1 1064.45 47 60
19 T1 PNGase S_19.RAW (F025165) c-Myc-responsive protein Rcl gi|40354201,gi|5454002 16169.4 99.50% 2 2 2 0.04% 21.60% FGTVLTEHVAAAELGAR R G 95.00% 77 39.6 3.26 0 0 1 0 2 1741.92 49 65
19 T1 PNGase S_19.RAW (F025165) c-Myc-responsive protein Rcl gi|40354201,gi|5454002 16169.4 99.50% 2 2 2 0.04% 21.60% GEPGRPALYFCGSIR R G 89.80% 32.5 39.9 0.824 0 0 1 0 2 1679.83 16 30
19 T1 PNGase S_19.RAW (F025165) eukaryotic initiation factor 5A gi|89031353 25721.4 100.00% 4 4 4 0.08% 21.40% KYEDICPSTHNMDVPNIK K R 95.00% 75.4 40.7 3.92 0 0 1 0 2 2177 152 169
19 T1 PNGase S_19.RAW (F025165) eukaryotic initiation factor 5A gi|89031353 25721.4 100.00% 4 4 4 0.08% 21.40% VHLVGIDIFTGK K K 95.00% 40.6 41.9 3.11 0 0 1 0 2 1298.75 140 151
19 T1 PNGase S_19.RAW (F025165) Plasminogen [Homo sapiens] gi|38051823 90565.4 99.70% 2 2 2 0.04% 2.59% LSSPADITDK K V 95.00% 39.8 42.7 0.959 0 1 0 0 2 1046.54 671 680
19 T1 PNGase S_19.RAW (F025165) Titin gi|17066105,gi|50659088 3815862.5 100.00% 4 4 4 0.08% 0.17% GDAGQYTCYASNIAGK K D 80.10% 0 0 0.886 0 0 1 0 2 1618.72 8204 8219
19 T1 PNGase S_19.RAW (F025165) Titin gi|17066105,gi|50659088 3815862.5 100.00% 4 4 4 0.08% 0.17% VGLGEATSVPGTVKPEDK K L 92.00% 0 0 1.35 0 0 1 0 2 1783.94 24928 24945
20 T1 PNGase S_20.RAW (F025166) polyubiquitin C gi|13569612 16157.7 100.00% 3 4 4 0.08% 33.30% IQDKEGIPPDQQR K L 95.00% 62.9 41.6 3.02 0 1 1 0 2 1523.78 43 55
20 T1 PNGase S_20.RAW (F025166) polyubiquitin C gi|13569612 16157.7 100.00% 3 4 4 0.08% 33.30% TITLEVEPSDTIENVK K A 95.00% 69.4 41.6 6.72 0 1 0 0 2 1787.93 25 40
20 T1 PNGase S_20.RAW (F025166) polyubiquitin C gi|13569612 16157.7 100.00% 3 4 4 0.08% 33.30% TLSDYNIQKESTLHLVLR R L 95.00% 61.1 40.6 2.6 0 0 1 0 2 2130.16 68 85
20 T1 PNGase S_20.RAW (F025166) serum albumin gi|28590 69277.9 99.50% 2 2 2 0.04% 3.61% KVPEVSTPTLVEVSR K N 95.00% 0 0 4.64 0 0 1 0 2 1640.92 438 452
20 T1 PNGase S_20.RAW (F025166) serum albumin gi|28590 69277.9 99.50% 2 2 2 0.04% 3.61% YLYEIAR K R 92.30% 40.4 41.9 0.796 0 1 0 0 2 927.49 162 168
21 H9 PNGase S_21.RAW (F025168) beta actin gi|14250401,gi|15277503,g 41719.8 99.70% 2 3 3 0.06% 14.70% MQKEITALAPSTMK R I 95.00% 33.4 40.8 1.96 0 0 1 0 2 1580.8 313 326
21 H9 PNGase S_21.RAW (F025168) beta actin gi|14250401,gi|15277503,g 41719.8 99.70% 2 3 3 0.06% 14.70% RGILTLK K Y 95.00% 38 42.7 1.72 0 1 0 0 2 800.54 62 68
21 H9 PNGase S_21.RAW (F025168) beta actin gi|14250401,gi|15277503,g 41719.8 99.70% 2 3 3 0.06% 14.70% SYELPDGQVITIGNER K F 95.00% 32.7 41.2 1.96 0 0 1 0 2 1790.89 239 254
21 H9 PNGase S_21.RAW (F025168) beta actin gi|14250401,gi|15277503,g 41719.8 99.70% 2 3 3 0.06% 14.70% VAPEEHPVLLTEAPLNPK R A 95.00% 87.5 40.8 6.64 0 1 1 0 2 1954.07 96 113
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% AAVEEGIVLGGGCALLR R C 95.00% 52.4 41.1 2.96 0 0 1 0 2 1684.91 430 446
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% CEFQDAYVLLSEKK K I 94.90% 39.7 41.4 1.06 0 0 1 0 2 1729.85 237 250
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% ISSIQSIVPALEIANAHR K K 95.00% 75 41.1 3.59 0 0 1 0 2 1919.07 251 268
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% LKVGLQVVAVK R A 84.50% 0 0 1.42 0 0 1 0 2 1153.77 291 301
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% LSDGVAVLK K V 87.80% 0 0 1.57 1 1 0 0 2 901.54 397 405
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% TLKIPAMTIAK R N 86.00% 33.6 42.6 1.18 0 0 1 0 2 1186.72 471 481
21 H9 PNGase S_21.RAW (F025168) chaperonin (HSP60) gi|306890 61007.7 100.00% 7 8 8 0.16% 16.60% VGEVIVTKDDAMLLK K G 95.00% 43.6 40.7 0.523 0 0 1 0 2 1646.9 345 359
21 H9 PNGase S_21.RAW (F025168) serum albumin gi|25058739 71686.9 100.00% 3 3 3 0.06% 5.90% KVPQVSTPTLVEVSR K N 95.00% 60.7 40.1 0 0 0 1 0 2 1639.94 438 452
21 H9 PNGase S_21.RAW (F025168) serum albumin gi|25058739 71686.9 100.00% 3 3 3 0.06% 5.90% LVNEVTEFAK K T 95.00% 67.3 42.2 4.42 0 1 0 0 2 1149.62 66 75
21 H9 PNGase S_21.RAW (F025168) serum albumin gi|25058739 71686.9 100.00% 3 3 3 0.06% 5.90% YICENQDSISSK K L 95.00% 67 41.8 5.39 0 1 0 0 2 1443.64 287 298
21 H9 PNGase S_21.RAW (F025168) similar to Prostate, ovary, testis expressed protgi|88953559,gi|88953569 107266.5 100.00% 2 2 2 0.04% 2.42% RGILTLK K Y 95.00% 38 42.7 1.72 0 1 0 0 2 800.54 639 645
21 H9 PNGase S_21.RAW (F025168) similar to Prostate, ovary, testis expressed protgi|88953559,gi|88953569 107266.5 100.00% 2 2 2 0.04% 2.42% SYELPDGQVITIGNER K F 95.00% 32.7 41.2 1.96 0 0 1 0 2 1790.89 816 831
22 H9 PNGase S_22.RAW (F025169) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.08% 11.50% AVFPSIVGR R P 91.60% 0 0 2.06 0 1 0 0 2 945.55 29 37
22 H9 PNGase S_22.RAW (F025169) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.08% 11.50% EITALAPSTMK K I 87.20% 30.5 42.5 1.51 0 1 0 0 2 1177.61 316 326
22 H9 PNGase S_22.RAW (F025169) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.08% 11.50% KDLYANTVLSGGTTMYPGIADR R M 95.00% 53.5 40.1 -1.18 0 0 1 0 2 2359.16 291 312
22 H9 PNGase S_22.RAW (F025169) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.08% 11.50% KEITALAPSTMK R I 83.50% 0 0 1.52 0 0 1 0 2 1305.71 315 326
22 H9 PNGase S_22.RAW (F025169) cytokeratin 2 gi|31074629,gi|7705545 65853.4 99.30% 2 2 2 0.04% 3.76% FLEQQNKVLETK R W 95.00% 60.2 42 4.42 0 1 0 0 2 1476.81 203 214
22 H9 PNGase S_22.RAW (F025169) cytokeratin 2 gi|31074629,gi|7705545 65853.4 99.30% 2 2 2 0.04% 3.76% SGGAGGGACGFR R S 86.50% 0 0 1.68 0 0 1 0 2 1076.4 36 47
22 H9 PNGase S_22.RAW (F025169) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 4 4 4 0.08% 9.31% DPNIVIAK K M 90.10% 43.1 41.7 -0.322 0 1 0 0 2 869.51 426 433
22 H9 PNGase S_22.RAW (F025169) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 4 4 4 0.08% 9.31% ELSDFISYLKR R E 95.00% 55.5 41.7 0.699 0 1 0 0 2 1370.73 472 482
22 H9 PNGase S_22.RAW (F025169) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 4 4 4 0.08% 9.31% MDATANDVPSPYEVR K G 95.00% 0 0 4.19 0 1 0 0 2 1680.75 434 448
22 H9 PNGase S_22.RAW (F025169) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 4 4 4 0.08% 9.31% SEPIPESNDGPVK K V 95.00% 70.2 42.4 3.3 0 1 0 0 2 1368.67 367 379
22 H9 PNGase S_22.RAW (F025169) HECT domain containing 1 gi|32698702,gi|85682779 289579.6 97.70% 2 2 2 0.04% 0.80% KASLALIR R K 83.20% 29.3 41.9 1.32 0 1 0 0 2 871.57 542 549
22 H9 PNGase S_22.RAW (F025169) Immunoglobulin Heavy Chain gi|34532522 56598.8 99.80% 2 2 2 0.04% 5.01% GPSVFPLAPCSR K S 95.00% 47.2 42.2 1.66 0 1 0 0 2 1287.65 147 158
22 H9 PNGase S_22.RAW (F025169) Major histocompatibility complex, class II, DR bgi|12654397,gi|53988534,g 29803.2 100.00% 3 3 3 0.06% 6.77% LPGGSC K M 87.90% 0 0 1.77 1 0 0 0 1 743.44 6 11
22 H9 PNGase S_22.RAW (F025169) Major histocompatibility complex, class II, DR bgi|12654397,gi|53988534,g 29803.2 100.00% 3 3 3 0.06% 6.77% RVHPEVTVYPAK R T 95.00% 46.9 41.8 4.06 0 0 1 0 2 1395.78 123 134
22 H9 PNGase S_22.RAW (F025169) Major histocompatibility complex, class II, DR bgi|12654397,gi|53988534,g 29803.2 100.00% 3 3 3 0.06% 6.77% VHPEVTVYPAK R T 92.30% 0 0 2.13 0 0 1 0 2 1239.67 124 134
22 H9 PNGase S_22.RAW (F025169) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.50% 2 2 2 0.04% 12.30% DPNIVIAK K M 90.10% 43.1 41.7 -0.322 0 1 0 0 2 869.51 426 433
22 H9 PNGase S_22.RAW (F025169) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.50% 2 2 2 0.04% 12.30% ELSDFISYLQR R E 95.00% 55.5 41.7 0.699 0 1 0 0 2 1370.7 472 482
22 H9 PNGase S_22.RAW (F025169) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.50% 2 2 2 0.04% 12.30% LSKDPNIVIAK K M 95.00% 47.3 40.4 0 0 0 1 0 2 1197.72 423 433
22 H9 PNGase S_22.RAW (F025169) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.50% 2 2 2 0.04% 12.30% MDATANDVPSPYEVR K G 95.00% 0 0 4.19 0 1 0 0 2 1680.75 434 448
22 H9 PNGase S_22.RAW (F025169) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.50% 2 2 2 0.04% 12.30% RLAPEYEAAATR K L 89.70% 32.4 40.9 1.43 0 0 1 0 2 1347.7 62 73
22 H9 PNGase S_22.RAW (F025169) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.50% 2 2 2 0.04% 12.30% SEPIPESNDGPVK K V 95.00% 70.2 42.4 3.3 0 1 0 0 2 1368.67 367 379
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% AAFTECCQAADKAACLLPK K L 95.00% 68.6 40.8 1.17 0 0 1 0 2 2124.99 187 205
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% AVMDDFAAFVEK K C 95.00% 90.5 41.9 3.51 0 1 0 0 2 1342.64 570 581
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% FKDLGEENFK R A 95.00% 32.7 41.6 3.39 0 0 1 0 2 1226.61 35 44
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% FQNALLVR K Y 95.00% 67.2 42.6 3.92 0 1 0 0 2 960.56 427 434
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% KVPEVSTPTLVEVSR K N 95.00% 47.6 41.3 7.19 0 1 0 0 2 1640.92 438 452
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% LCTVATLR K E 95.00% 33.5 42.9 2.42 0 1 0 0 2 933.52 98 105
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% NECFLQHKDDNPNLPR R L 95.00% 55 40.8 1.48 0 0 1 0 2 1996.93 123 138
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% QTALVELVK K H 95.00% 73.5 42.5 2.77 0 1 0 0 2 1000.6 550 558
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% RHPDYSVVLLLR R L 95.00% 64 40.1 1.89 0 0 1 0 2 1467.84 361 372
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% SLHTLFGDKLCTVATLR K E 95.00% 37.3 41.2 2.15 0 0 1 0 2 1932.04 89 105
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% VFDEFKPLVEEPQNLIK K Q 95.00% 57.7 40.8 4.3 0 0 1 0 2 2045.1 397 413
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% VHTECCHGDLLECADDR K A 95.00% 51.6 40.5 2.08 0 0 1 0 2 2086.84 265 281
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% YICENQDSISSK K L 95.00% 0 0 4 0 1 0 0 2 1444.63 287 298
22 H9 PNGase S_22.RAW (F025169) serum albumin gi|28590 69277.9 100.00% 14 14 14 0.30% 27.30% YKAAFTECCQAADK R A 95.00% 49.3 40.3 1.92 0 0 1 0 2 1662.73 185 198
23 H9 PNGase S_23.RAW (F025170) beta actin gi|14250401 40987.9 99.90% 2 5 5 0.10% 6.52% EITALAPSTMK K I 95.00% 38.3 42.3 2.06 0 2 0 0 2 1177.61 309 319
23 H9 PNGase S_23.RAW (F025170) beta actin gi|14250401 40987.9 99.90% 2 5 5 0.10% 6.52% QEYDESGPSIVHR K K 95.00% 0 0 5.19 0 2 1 0 2 1499.68 353 365
23 H9 PNGase S_23.RAW (F025170) chaperonin (HSP60) gi|306890,gi|49522865,gi|7 61007.7 100.00% 5 7 7 0.14% 11.70% GVMLAVDAVIAELKK R Q 95.00% 21.8 40.8 2.64 0 0 1 0 2 1572.9 143 157
23 H9 PNGase S_23.RAW (F025170) chaperonin (HSP60) gi|306890,gi|49522865,gi|7 61007.7 100.00% 5 7 7 0.14% 11.70% LKVGLQVVAVK R A 95.00% 55.9 40.6 3.7 0 1 1 0 2 1153.77 291 301
23 H9 PNGase S_23.RAW (F025170) chaperonin (HSP60) gi|306890,gi|49522865,gi|7 61007.7 100.00% 5 7 7 0.14% 11.70% NAGVEGSLIVEK K I 95.00% 60.7 42.2 4.11 0 1 0 0 2 1215.66 482 493
23 H9 PNGase S_23.RAW (F025170) chaperonin (HSP60) gi|306890,gi|49522865,gi|7 61007.7 100.00% 5 7 7 0.14% 11.70% TLKIPAMTIAK R N 88.60% 34.3 41.4 1.42 0 0 1 0 2 1186.72 471 481
23 H9 PNGase S_23.RAW (F025170) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 60918.7 100.00% 3 3 3 0.06% 5.97% AVTIFIR R G 80.20% 38.3 43.1 0.538 0 1 0 0 2 819.51 394 400
23 H9 PNGase S_23.RAW (F025170) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 60918.7 100.00% 3 3 3 0.06% 5.97% EMNPALGIDCLHK K G 95.00% 48.7 39.8 1.72 0 0 1 0 2 1513.71 496 508
23 H9 PNGase S_23.RAW (F025170) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|24307939,g 60918.7 100.00% 3 3 3 0.06% 5.97% RDVDFELIKVEGK R V 84.90% 0 0 1.8 0 0 1 0 2 1547.84 214 226
23 H9 PNGase S_23.RAW (F025170) copine I gi|23397704,gi|48145697,g 59068.6 100.00% 4 4 4 0.08% 8.57% GTITVSAQELKDNR R V 95.00% 48.1 40 3.42 0 0 1 0 2 1531.81 125 138
23 H9 PNGase S_23.RAW (F025170) copine I gi|23397704,gi|48145697,g 59068.6 100.00% 4 4 4 0.08% 8.57% LYGPTNFAPIINHVAR R F 95.00% 70.8 40.6 1.34 0 0 1 0 2 1782.97 385 400
23 H9 PNGase S_23.RAW (F025170) copine I gi|23397704,gi|48145697,g 59068.6 100.00% 4 4 4 0.08% 8.57% TLQLEYR K F 95.00% 41.8 42.3 1.35 0 1 0 0 2 922.5 61 67
23 H9 PNGase S_23.RAW (F025170) copine I gi|23397704,gi|48145697,g 59068.6 100.00% 4 4 4 0.08% 8.57% VVTMEVEAR R N 88.00% 23.3 42.8 1.96 0 1 0 0 2 1033.54 139 147
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% DPNIVIAK K M 95.00% 42.5 41.7 1.26 1 1 0 0 2 869.51 426 433
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% EATNPPVIQEEKPK R K 95.00% 60 41.1 5.8 0 1 0 0 2 1579.83 483 496
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% FEDKTVAYTEQK K M 95.00% 33.6 41.9 3.89 0 0 1 0 2 1458.71 215 226
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% FLDAGHKLNFAVASR K K 95.00% 69 41.7 5.52 0 0 1 0 2 1645.88 290 304
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% FLQDYFDGNLK R R 95.00% 19 42.2 3.62 0 1 0 0 2 1359.66 352 362
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% IFRDGEEAGAYDGPR K T 84.30% 22.6 41.8 1.77 0 0 3 0 2 1652.77 105 119
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% LKGIVPLAK R V 81.50% 21.1 41.3 1.66 0 1 0 0 2 938.64 74 82
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% LSKDPNIVIAK K M 92.90% 42.1 40.3 0 0 0 1 0 2 1197.72 423 433
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% QAGPASVPLRTEEEFKK K F 80.50% 0 0 1.62 0 0 2 0 2 1887 131 147
23 H9 PNGase S_23.RAW (F025170) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 5 7 8 0.16% 23.80% YLKSEPIPESNDGPVK R V 85.20% 38.2 41.4 0.495 0 0 1 0 2 1772.91 364 379
23 H9 PNGase S_23.RAW (F025170) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 5 6 6 0.12% 11.70% DPNIVIAK K M 95.00% 42.5 41.7 1.26 1 1 0 0 2 869.51 426 433
23 H9 PNGase S_23.RAW (F025170) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 5 6 6 0.12% 11.70% EATNPPVIQEEKPK R K 95.00% 60 41.1 5.8 0 1 0 0 2 1579.83 483 496
23 H9 PNGase S_23.RAW (F025170) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 5 6 6 0.12% 11.70% FEDKTVAYTEQK K M 95.00% 33.6 41.9 3.89 0 0 1 0 2 1458.71 215 226
23 H9 PNGase S_23.RAW (F025170) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 5 6 6 0.12% 11.70% LKGIVPLAK R V 81.50% 21.1 41.3 1.66 0 1 0 0 2 938.64 74 82
23 H9 PNGase S_23.RAW (F025170) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 5 6 6 0.12% 11.70% YLKSEPIPESNDGPVK R V 85.20% 38.2 41.4 0.495 0 0 1 0 2 1772.91 364 379
23 H9 PNGase S_23.RAW (F025170) integrin alpha-4 subunit gi|34190805,gi|67191027 114883.8 99.30% 2 2 2 0.04% 3.68% SQHTTEVVGGAPQHEQIGK R A 95.00% 65.3 40.8 2.28 0 0 1 0 2 2003 262 280
23 H9 PNGase S_23.RAW (F025170) integrin beta-2 subunit gi|13543407,gi|46255730,g 84773 99.20% 2 2 2 0.04% 2.99% LTNNSNQFQTEVGK K Q 95.00% 67.6 41.3 3.15 0 1 0 0 2 1579.77 210 223



23 H9 PNGase S_23.RAW (F025170) serum albumin gi|11493459,gi|178345,gi|2 69207.8 100.00% 3 3 3 0.06% 5.58% KVPQVSTPTLVEVSR K N 84.30% 32.8 39.8 1.15 0 0 1 0 2 1639.94 438 452
23 H9 PNGase S_23.RAW (F025170) serum albumin gi|11493459,gi|178345,gi|2 69207.8 100.00% 3 3 3 0.06% 5.58% YICENQDSISSK K L 95.00% 42.3 41.8 5.68 0 1 0 0 2 1443.64 287 298
23 H9 PNGase S_23.RAW (F025170) serum albumin gi|11493459,gi|178345,gi|2 69207.8 100.00% 3 3 3 0.06% 5.58% YLYEIAR K R 95.00% 48.2 41.9 1.6 0 1 0 0 2 927.49 162 168
23 H9 PNGase S_23.RAW (F025170) vacuolar H+ATPase B2 gi|13938355,gi|19913428,g 55384.7 98.90% 2 2 2 0.04% 5.79% AVVQVFEGTSGIDAK K K 95.00% 77.3 40.8 9.07 0 1 0 0 2 1520.8 84 98
23 H9 PNGase S_23.RAW (F025170) vacuolar H+ATPase B2 gi|13938355,gi|19913428,g 55384.7 98.90% 2 2 2 0.04% 5.79% YAEIVHLTLPDGTK R R 91.80% 26.5 39.9 3.66 0 0 1 0 2 1556.83 58 71
24 H9 PNGase S_24.RAW (F025171) beta actin gi|63055057 41986.2 99.70% 2 2 2 0.04% 8.51% LDLAGRDLTDYLMK R I 95.00% 60.5 41.3 1.01 0 0 1 0 2 1639.84 179 192
24 H9 PNGase S_24.RAW (F025171) beta actin gi|63055057 41986.2 99.70% 2 2 2 0.04% 8.51% VAPDEHPILLTEAPLNPK R I 95.00% 48.2 39.2 1.2 0 0 1 0 2 1954.07 97 114
24 H9 PNGase S_24.RAW (F025171) chaperonin containing TCP1, subunit 8 (theta) gi|1136741 58485 100.00% 3 3 3 0.06% 7.61% AIADTGANVVVTGGK K V 95.00% 116 40.6 1.34 0 1 0 0 2 1372.74 282 296
24 H9 PNGase S_24.RAW (F025171) chaperonin containing TCP1, subunit 8 (theta) gi|1136741 58485 100.00% 3 3 3 0.06% 7.61% NIQACKELAQTTR R T 95.00% 55.3 41 0.721 0 0 1 0 2 1532.79 32 44
24 H9 PNGase S_24.RAW (F025171) chaperonin containing TCP1, subunit 8 (theta) gi|1136741 58485 100.00% 3 3 3 0.06% 7.61% NLRDIDEVSSLLR K T 95.00% 35.6 41.5 3 0 0 1 0 2 1529.83 153 165
24 H9 PNGase S_24.RAW (F025171) copine I gi|23397704,gi|48145697 59068.6 99.90% 2 2 2 0.04% 5.59% GTITVSAQELKDNR R V 95.00% 48 41.7 1.89 0 0 1 0 2 1531.81 125 138
24 H9 PNGase S_24.RAW (F025171) copine I gi|23397704,gi|48145697 59068.6 99.90% 2 2 2 0.04% 5.59% LYGPTNFAPIINHVAR R F 95.00% 55.3 41.8 1.96 0 0 1 0 2 1782.97 385 400
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% FEDKTVAYTEQK K M 95.00% 33.8 41.6 2.96 0 0 1 0 2 1458.71 215 226
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% FLDAGHKLNFAVASR K K 95.00% 72.9 40.8 4.36 0 0 1 0 2 1645.88 290 304
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% FVMQEEFSR K D 95.00% 41 42.5 1.38 0 1 0 0 2 1188.54 336 344
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% IFRDGEEAGAYDGPR K T 94.20% 0 0 2.42 0 0 2 0 2 1652.77 105 119
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% LKGIVPLAK R V 95.00% 27.8 42.1 2.5 0 1 0 0 2 938.64 74 82
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% LSKDPNIVIAK K M 92.50% 20.9 42.1 2.24 0 1 0 0 2 1197.72 423 433
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% QAGPASVPLRTEEEFKK K F 94.40% 0 0 2.44 0 0 1 0 2 1887 131 147
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% TADGIVSHLKK R Q 93.50% 44.2 42.1 0.0809 0 0 1 0 2 1168.67 120 130
24 H9 PNGase S_24.RAW (F025171) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 9 9 10 0.19% 21.60% YGVSGYPTLK K I 95.00% 61.1 40.7 6 0 1 0 0 2 1084.57 95 104
24 H9 PNGase S_24.RAW (F025171) integrin alpha-4 subunit gi|34190805,gi|67191027 114883.8 99.70% 2 2 2 0.04% 3.68% SQHTTEVVGGAPQHEQIGK R A 95.00% 32.4 40.9 2.34 0 0 1 0 2 2003 262 280
24 H9 PNGase S_24.RAW (F025171) integrin alpha-4 subunit gi|34190805,gi|67191027 114883.8 99.70% 2 2 2 0.04% 3.68% TRPVVIVDASLSHPESVNR R T 95.00% 57.1 40.7 6.82 0 0 1 0 2 2076.12 463 481
25 H9 PNGase S_25.RAW (F025173) cell division cycle 2-like 5 (cholinesterase-relategi|14110387,gi|14110390,g 164910.6 99.50% 2 2 2 0.04% 1.26% GQIKLADFGLAR R L 88.50% 29.3 40.6 1.59 0 0 1 0 2 1288.74 849 860
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% DPNIVIAK K M 87.50% 40.1 41.7 0.102 1 0 0 0 2 869.51 426 433
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% ELSDFISYLQR R E 95.00% 0 0 3.25 0 1 0 0 2 1370.7 472 482
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% FLDAGHKLNFAVASR K K 95.00% 0 0 3.55 0 0 1 0 2 1645.88 290 304
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% FLQDYFDGNLKR R Y 95.00% 51.3 40.6 1 0 0 1 0 2 1515.76 352 363
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% FVMQEEFSR K D 95.00% 68.4 42.3 1.7 0 1 0 0 2 1172.54 336 344
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% FVMQEEFSRDGK K A 95.00% 38.5 41.5 3.48 0 0 1 0 2 1488.68 336 347
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% IFRDGEEAGAYDGPR K T 95.00% 37 41.4 3.16 0 0 3 0 2 1652.77 105 119
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% KQAGPASVPLR K T 85.40% 0 0 1.66 0 0 1 0 2 1123.66 130 140
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% LAPEYEAAATR R L 91.60% 40.4 42.8 0.796 1 1 0 0 2 1191.6 63 73
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% LSKDPNIVIAK K M 95.00% 49.1 42.1 2.47 0 0 1 0 2 1197.72 423 433
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% QAGPASVPLR K T 95.00% 84.3 42 2.22 0 1 0 0 2 995.56 131 140
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% VDCTANTNTCNKYGVSGYPTLK K I 95.00% 68.4 40 5.14 0 0 1 0 2 2463.13 83 104
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% VVVAENFDEIVNNENK K D 94.30% 43.2 40.2 -0.0792 0 0 1 0 2 1832.9 380 395
25 H9 PNGase S_25.RAW (F025173) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 15 17 19 0.36% 29.70% YGVSGYPTLK K I 95.00% 46.2 42.1 4.66 0 2 0 0 2 1084.57 95 104
25 H9 PNGase S_25.RAW (F025173) heat shock 70kDa protein 8 isoform 2 variant gi|62896815 53482.8 99.90% 2 2 2 0.04% 5.88% STAGDTHLGGEDFDNR K M 95.00% 32.5 39.7 1.85 0 0 1 0 2 1691.73 221 236
25 H9 PNGase S_25.RAW (F025173) heat shock 70kDa protein 8 isoform 2 variant gi|62896815 53482.8 99.90% 2 2 2 0.04% 5.88% TTPSYVAFTDTER R L 95.00% 74.8 39.9 4.04 0 1 0 0 2 1487.7 37 49
25 H9 PNGase S_25.RAW (F025173) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 3 3 3 0.06% 9.23% ICDDELILIK R N 95.00% 19.9 42.3 2.41 0 1 0 0 2 1231.66 201 210
25 H9 PNGase S_25.RAW (F025173) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 3 3 3 0.06% 9.23% LGVQVVITDPEKLDQIR K Q 95.00% 61.6 39.6 5 0 0 1 0 2 1923.09 93 109
25 H9 PNGase S_25.RAW (F025173) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 3 3 3 0.06% 9.23% YPVNSVNILK R A 95.00% 59.5 42.4 3 0 1 0 0 2 1146.65 35 44
26 H9 PNGase S_26.RAW (F025174) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 3 4 5 0.10% 5.94% FVMQEEFSR K D 95.00% 57.4 42.3 3.47 0 2 0 0 2 1172.54 336 344
26 H9 PNGase S_26.RAW (F025174) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 3 4 5 0.10% 5.94% LAPEYEAAATR K L 95.00% 83.8 42.8 6.28 0 2 0 0 2 1191.6 63 73
26 H9 PNGase S_26.RAW (F025174) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 100.00% 3 4 5 0.10% 5.94% YGVSGYPTLK K I 89.80% 22.3 41.3 2.24 0 1 0 0 2 1084.57 95 104
27 H9 PNGase S_27.RAW (F025175) beta actin gi|178045 25861.8 100.00% 4 4 4 0.08% 19.40% DLTDYLMK R I 95.00% 45 42.1 1.46 0 1 0 0 2 998.49 41 48
27 H9 PNGase S_27.RAW (F025175) beta actin gi|178045 25861.8 100.00% 4 4 4 0.08% 19.40% GYSFTTTAER R E 95.00% 86.1 42.4 5.14 0 1 0 0 2 1132.53 54 63
27 H9 PNGase S_27.RAW (F025175) beta actin gi|178045 25861.8 100.00% 4 4 4 0.08% 19.40% MQKKITALAPSTMK R I 81.90% 20.4 41.6 1.57 0 0 1 0 2 1579.86 170 183
27 H9 PNGase S_27.RAW (F025175) beta actin gi|178045 25861.8 100.00% 4 4 4 0.08% 19.40% QEYDESGPSIVHR K K 95.00% 53.5 41.8 1.54 0 0 1 0 2 1516.7 217 229
27 H9 PNGase S_27.RAW (F025175) L-plastin gi|14043359,gi|62087548,g 55702.5 99.80% 2 2 2 0.04% 4.02% AACLPLPGYR K V 88.10% 0 0 1.89 0 0 1 0 2 1060.56 41 50
27 H9 PNGase S_27.RAW (F025175) L-plastin gi|14043359,gi|62087548,g 55702.5 99.80% 2 2 2 0.04% 4.02% QFVTATDVVR R G 95.00% 66.8 41 -0.301 0 1 0 0 2 1135.61 349 358
27 H9 PNGase S_27.RAW (F025175) SLC9A3R1 protein (sodium/hydrogen exchang gi|29165827 45859.3 99.70% 2 2 2 0.04% 5.84% LLVVDPETDEQLQK R L 95.00% 98.4 41.6 7.68 0 1 0 0 2 1626.86 158 171
27 H9 PNGase S_27.RAW (F025175) ubiquinol-cytochrome c reductase core protein gi|46593007,gi|731047 52627.9 100.00% 3 3 3 0.06% 11.30% EVESMGAHLNAYSTR K E 95.00% 51.7 39.9 1 0 0 1 0 2 1680.77 112 126
27 H9 PNGase S_27.RAW (F025175) ubiquinol-cytochrome c reductase core protein gi|46593007,gi|731047 52627.9 100.00% 3 3 3 0.06% 11.30% MVLAAAGGVEHQQLLDLAQK R H 94.80% 27.3 40.4 2.26 0 0 1 0 2 2108.12 229 248
27 H9 PNGase S_27.RAW (F025175) ubiquinol-cytochrome c reductase core protein gi|46593007,gi|731047 52627.9 100.00% 3 3 3 0.06% 11.30% NALVSHLDGTTPVCEDIGR R S 95.00% 41.7 39.6 1.2 0 0 1 0 2 2054 397 415
28 H9 PNGase S_28.RAW (F025176) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 100.00% 3 3 4 0.08% 6.46% DREVGIPPEQSLETAK R A 95.00% 53.7 41.3 4.07 0 0 2 0 2 1768.91 210 225
28 H9 PNGase S_28.RAW (F025176) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 100.00% 3 3 4 0.08% 6.46% EFSIDVGYER K F 95.00% 63.9 42.1 3.1 0 1 0 0 2 1214.57 266 275
28 H9 PNGase S_28.RAW (F025176) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 100.00% 3 3 4 0.08% 6.46% KEFSIDVGYER K F 95.00% 34.8 41.3 3.7 0 0 1 0 2 1342.66 265 275
28 H9 PNGase S_28.RAW (F025176) Coronin, actin binding protein, 1A gi|62088022 59594.6 95.80% 2 2 2 0.04% 3.05% DAGPLLISLK R D 90.80% 39.4 42 0.602 0 1 0 0 2 1026.62 481 490
28 H9 PNGase S_28.RAW (F025176) Coronin, actin binding protein, 1A gi|62088022 59594.6 95.80% 2 2 2 0.04% 3.05% DGYVPPK K S 80.50% 0 0 1.5 0 1 0 0 2 775.4 491 497
28 H9 PNGase S_28.RAW (F025176) HLA-B (MHC I) gi|1215674 40233.3 97.70% 2 2 2 0.04% 9.39% DGEDQTQDTELVETRPAGDR R T 94.50% 41.3 40.7 0.367 0 0 1 0 2 2232 244 263
28 H9 PNGase S_28.RAW (F025176) SLC9A3R1 protein (sodium/hydrogen exchang gi|15079985,gi|29165827 45859.3 99.90% 2 2 2 0.04% 7.24% EALAEAALESPRPALVR R S 95.00% 59.2 39.7 0.469 0 0 1 0 2 1792.99 341 357
28 H9 PNGase S_28.RAW (F025176) SLC9A3R1 protein (sodium/hydrogen exchang gi|15079985,gi|29165827 45859.3 99.90% 2 2 2 0.04% 7.24% SVDPDSPAEASGLR R A 95.00% 93.7 41.8 7.72 0 1 0 0 2 1400.67 251 264
28 H9 PNGase S_28.RAW (F025176) TBP-associated factor RNA polymerase 1-like gi|24429572 207288.4 99.00% 2 3 3 0.06% 1.37% MLLVAGSAASGNNHR R D 84.10% 36.5 40.1 0.161 0 0 2 0 2 1513.75 1151 1165
29 H9 PNGase S_29.RAW (F025177) AHNAK nucleoprotein isoform 1 gi|61743954 629086.4 100.00% 2 2 2 0.04% 0.41% LKSEDGVEGDLGETQSR R T 95.00% 50.9 39.8 0.26 0 0 1 0 2 1819.87 133 149
29 H9 PNGase S_29.RAW (F025177) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 4 4 5 0.10% 15.10% AEPEDHYFLLTEPPLNTPENR R E 95.00% 53.7 40.1 1.62 0 0 1 0 2 2482.19 103 123
29 H9 PNGase S_29.RAW (F025177) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 4 4 5 0.10% 15.10% DREVGIPPEQSLETAK R A 80.80% 29.1 41.3 2.06 0 0 2 0 2 1768.91 210 225
29 H9 PNGase S_29.RAW (F025177) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 4 4 5 0.10% 15.10% KDYEEIGPSICR K H 87.40% 23.4 40.7 2.02 0 0 1 0 2 1466.7 398 409
29 H9 PNGase S_29.RAW (F025177) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 4 4 5 0.10% 15.10% LPACVVDCGTGYTK R L 95.00% 37.2 41.5 6.37 0 1 0 0 2 1540.71 5 18
29 H9 PNGase S_29.RAW (F025177) enolase gi|31179 49460.5 99.70% 2 2 2 0.04% 4.15% IGAEVYHNLK R N 95.00% 46.1 42.5 1.34 0 0 1 0 2 1143.62 193 202
29 H9 PNGase S_29.RAW (F025177) enolase gi|31179 49460.5 99.70% 2 2 2 0.04% 4.15% YMGGKGVSK R A 95.00% 0 0 3.38 0 1 0 0 2 926.48 61 69
29 H9 PNGase S_29.RAW (F025177) Histamine-releasing factor (HRF) gi|5725514 12523.4 99.80% 2 2 2 0.04% 25.40% DLISHDEMFSDIYK R I 88.30% 39.7 39.6 0.456 0 0 1 0 2 1728.78 6 19
29 H9 PNGase S_29.RAW (F025177) Histamine-releasing factor (HRF) gi|5725514 12523.4 99.80% 2 2 2 0.04% 25.40% IREIADGLCLEVEGK K M 95.00% 38.1 41.3 2.28 0 0 1 0 2 1701.89 20 34
29 H9 PNGase S_29.RAW (F025177) neuroblastoma RAS viral (v-ras) oncogene homgi|54696336 21211.3 100.00% 3 3 3 0.06% 16.90% QGVEDAFYTLVR R E 95.00% 73 40.5 5.57 0 1 0 0 2 1397.71 150 161
29 H9 PNGase S_29.RAW (F025177) serum albumin gi|28590 69277.9 99.50% 2 2 2 0.04% 4.43% KVPEVSTPTLVEVSR K N 95.00% 101 41.4 5 0 1 0 0 2 1640.92 438 452
29 H9 PNGase S_29.RAW (F025177) serum albumin gi|28590 69277.9 99.50% 2 2 2 0.04% 4.43% YICENQDSISSK K L 91.50% 29.6 41.6 2.92 0 1 0 0 2 1443.64 287 298
29 H9 PNGase S_29.RAW (F025177) SLC9A3R1 protein (sodium/hydrogen exchang gi|15079985 38850.3 100.00% 2 2 2 0.04% 6.98% LVEVNGENVEK R E 95.00% 58.7 40.8 3.17 0 1 0 0 2 1229.64 59 69
29 H9 PNGase S_29.RAW (F025177) SLC9A3R1 protein (sodium/hydrogen exchang gi|15079985 38850.3 100.00% 2 2 2 0.04% 6.98% SVDPDSPAEASGLR R A 95.00% 95.4 41.8 8.64 0 1 0 0 2 1400.67 181 194
30 H9 PNGase S_30.RAW (F025179) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 3 5 5 0.09% 8.85% DREVGIPPEQSLETAK R A 95.00% 45.2 39.7 5.22 0 0 2 0 2 1768.91 210 225
30 H9 PNGase S_30.RAW (F025179) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 3 5 5 0.09% 8.85% DYEEIGPSICR K H 95.00% 15.8 40.6 5.11 0 2 0 0 2 1338.6 399 409
30 H9 PNGase S_30.RAW (F025179) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 3 5 5 0.09% 8.85% EFSIDVGYER K F 95.00% 57.5 42.1 2.85 0 1 0 0 2 1214.57 266 275
30 H9 PNGase S_30.RAW (F025179) beta actin gi|14250401 40987.9 100.00% 4 4 4 0.07% 13.60% EITALAPSTMK K I 95.00% 43.6 40.9 1.06 0 1 0 0 2 1177.61 309 319
30 H9 PNGase S_30.RAW (F025179) beta actin gi|14250401 40987.9 100.00% 4 4 4 0.07% 13.60% GYSFTTTAER R E 95.00% 85.9 42.4 2.5 0 1 0 0 2 1132.53 190 199
30 H9 PNGase S_30.RAW (F025179) beta actin gi|14250401 40987.9 100.00% 4 4 4 0.07% 13.60% QEYDESGPSIVHR K K 95.00% 49.6 40.6 2.75 0 0 1 0 2 1516.7 353 365
30 H9 PNGase S_30.RAW (F025179) beta actin gi|14250401 40987.9 100.00% 4 4 4 0.07% 13.60% SYELPDGQVITIGNER K F 95.00% 0 0 5.75 0 1 0 0 2 1791.88 232 247
30 H9 PNGase S_30.RAW (F025179) serum albumin gi|28590 69277.9 98.60% 2 2 2 0.04% 3.61% CCKADDK K E 87.70% 0 0 2.02 1 0 0 0 2 896.36 582 588
30 H9 PNGase S_30.RAW (F025179) serum albumin gi|28590 69277.9 98.60% 2 2 2 0.04% 3.61% KVPEVSTPTLVEVSR K N 89.60% 42.5 41.4 0 0 0 1 0 2 1640.92 438 452
30 H9 PNGase S_30.RAW (F025179) serum albumin gi|763431 52064.2 99.80% 2 2 2 0.04% 3.30% KVPQVSTPTLVEVSR K N 88.40% 39 40.9 0.638 0 0 1 0 2 1639.94 438 452
30 H9 PNGase S_30.RAW (F025179) serum albumin gi|763431 52064.2 99.80% 2 2 2 0.04% 3.30% VPQVSTPTLVEVSR K N 95.00% 74.1 41.6 8.48 0 1 0 0 2 1511.84 439 452
31 H9 PNGase S_31.RAW (F025180) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 100.00% 3 3 3 0.06% 8.85% DREVGIPPEQSLETAK R A 95.00% 27.9 40.6 2.8 0 0 1 0 2 1768.91 210 225
31 H9 PNGase S_31.RAW (F025180) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 100.00% 3 3 3 0.06% 8.85% LKLSEELSGGR R L 91.40% 35 40.6 1.03 0 0 1 0 2 1188.66 347 357
31 H9 PNGase S_31.RAW (F025180) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 47353.8 100.00% 3 3 3 0.06% 8.85% QYTGINAISK K K 95.00% 44 41.5 2.47 0 1 0 0 2 1094.59 255 264
31 H9 PNGase S_31.RAW (F025180) FAS antigen CD95 gi|38045922,gi|47496561,g 40475.7 99.80% 2 2 2 0.04% 6.91% ANLCTLAEK K I 95.00% 30.8 42.7 3.51 0 1 0 0 2 1019.52 328 336
31 H9 PNGase S_31.RAW (F025180) FAS antigen CD95 gi|38045922,gi|47496561,g 40475.7 99.80% 2 2 2 0.04% 6.91% IDEIKNDNVQDTAEQK K V 95.00% 41.1 41.2 1.1 0 0 1 0 2 1859.9 286 301
31 H9 PNGase S_31.RAW (F025180) serum albumin gi|28590 69277.9 99.90% 2 2 2 0.04% 3.12% YICENQDSISSK K L 95.00% 0 0 2.8 0 1 0 0 2 1444.63 287 298
31 H9 PNGase S_31.RAW (F025180) serum albumin gi|28590 69277.9 99.90% 2 2 2 0.04% 3.12% YLYEIAR K R 95.00% 48.2 41 2.05 0 1 0 0 2 927.49 162 168
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% AVTELGRPVAESWNSQK R D 84.50% 0 0 1.75 0 0 1 0 2 1871.96 49 65
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% GHSGLQPTGFL K - 93.50% 0 0 2.43 0 1 0 0 1 1113.57 226 236
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% GHSGLQPTGFLS K - 87.00% 0 0 1.89 0 1 0 0 2 1200.6 226 237
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% HNYGVGESFTVQR R R 95.00% 42 40.7 3.18 0 0 1 0 2 1493.71 81 93
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% LFYNQEEFVR R F 95.00% 49.9 41.9 2.19 0 2 0 0 2 1344.66 30 39
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% RVHPEVTVYPAK R T 94.90% 40.8 41.4 1.17 0 0 2 0 2 1395.78 94 105
32 H9 PNGase S_32.RAW (F025181) Major histocompatibility complex, class II, DR bgi|386933,gi|386939 26929.5 100.00% 7 9 10 0.19% 29.50% VQFLER R L 93.10% 38.3 43.1 1.54 0 2 0 0 2 791.44 24 29
32 H9 PNGase S_32.RAW (F025181) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 100.00% 6 9 9 0.17% 24.70% CYTCQVSNSVSSK R N 95.00% 42.4 41.9 6.51 0 1 0 0 2 1519.65 193 205
32 H9 PNGase S_32.RAW (F025181) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 100.00% 6 9 9 0.17% 24.70% ELQNSVLETTLMPHNYSR K C 95.00% 37.8 39.3 2.03 0 0 2 0 2 2132.05 175 192



32 H9 PNGase S_32.RAW (F025181) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 100.00% 6 9 9 0.17% 24.70% IKLQVLDPVPKPVIK K I 82.30% 0 0 1.64 0 0 1 0 2 1687.09 123 137
32 H9 PNGase S_32.RAW (F025181) pan-leukocyte antigen gi|180139,gi|48146141,gi|5 27665.4 100.00% 6 9 9 0.17% 24.70% LQVLDPVPKPVIK K I 95.00% 68.1 40.8 3.96 0 1 1 0 2 1445.91 125 137
32 H9 PNGase S_32.RAW (F025181) RAN protein gi|32425497,gi|4092054,gi| 24437.2 99.40% 2 2 2 0.04% 10.20% FNVWDTAGQEK K F 95.00% 69.2 41 0.77 0 1 0 0 2 1294.61 61 71
32 H9 PNGase S_32.RAW (F025181) RAN protein gi|32425497,gi|4092054,gi| 24437.2 99.40% 2 2 2 0.04% 10.20% LVLVGDGGTGK K T 90.30% 31.3 40.9 1.75 0 1 0 0 2 1015.58 13 23
32 H9 PNGase S_32.RAW (F025181) triosephosphate isomerase 1 gi|17389815,gi|4507645,gi| 26519.9 99.90% 2 2 2 0.04% 12.50% IIYGGSVTGATCK R E 95.00% 96.6 41.8 6.19 0 1 0 0 2 1326.67 206 218
32 H9 PNGase S_32.RAW (F025181) triosephosphate isomerase 1 gi|17389815,gi|4507645,gi| 26519.9 99.90% 2 2 2 0.04% 12.50% VAHALAEGLGVIACIGEK K L 95.00% 52.6 41.4 1.17 0 0 1 0 2 1807.97 113 130
33 H9 PNGase S_33.RAW (F025182) polyubiquitin C gi|1304128 68708.4 100.00% 8 9 11 0.22% 9.98% LIFAGKQLEDGR R T 95.00% 29.7 40.7 4.38 0 1 0 0 2 1346.74 43 54
33 H9 PNGase S_33.RAW (F025182) polyubiquitin C gi|1304128 68708.4 100.00% 8 9 11 0.22% 9.98% TITLEVEPSDTIENVK K A 95.00% 66.9 41.6 7.22 0 1 0 0 2 1787.93 12 27
33 H9 PNGase S_33.RAW (F025182) polyubiquitin C gi|1304128 68708.4 100.00% 8 9 11 0.22% 9.98% TLSDYNIQK R E 95.00% 68.9 42 -2.79 0 2 0 0 2 1081.55 55 63
34 T1 control S_34.RAW (F025183) Dystonin gi|34577047,gi|34577049,g 587668.8 99.80% 2 2 2 0.04% 0.41% LEALMASNDNANK K T 83.50% 0 0 1.28 0 0 1 0 2 1406.66 2809 2821
34 T1 control S_34.RAW (F025183) Dystonin gi|34577047,gi|34577049,g 587668.8 99.80% 2 2 2 0.04% 0.41% SPASKLDK K S 95.00% 32.4 41.9 2.13 0 1 0 0 2 845.47 5133 5140
34 T1 control S_34.RAW (F025183) fus-like protein gi|1040970 53359.1 99.90% 2 2 2 0.04% 5.11% GGMGGSDRGGFNK R F 95.00% 31.9 42 2.05 0 1 0 0 2 1255.55 255 267
36 T1 control S_36.RAW (F025185) gi|186685 gi|186685 50682.1 99.50% 2 2 2 0.04% 5.75% ALEEANADLEVK R I 95.00% 86 40.3 4.46 0 1 0 0 2 1301.66 135 146
36 T1 control S_36.RAW (F025185) gi|186685 gi|186685 50682.1 99.50% 2 2 2 0.04% 5.75% GSCGIGGGIGAGSSR K I 89.10% 0 0 2.06 0 0 1 0 2 1235.58 16 30
36 T1 control S_36.RAW (F025185) type I keratin gi|2950168 47213.6 99.30% 2 3 3 0.06% 8.41% LNVEVDAAPTVDLNR R V 95.00% 62.8 41.6 7.5 0 1 0 0 2 1625.85 209 223
36 T1 control S_36.RAW (F025185) type I keratin gi|2950168 47213.6 99.30% 2 3 3 0.06% 8.41% LVVQIDNAK R L 85.00% 40.3 42.4 -0.94 1 1 0 0 2 999.58 127 135
36 T1 control S_36.RAW (F025185) type I keratin gi|2950168 47213.6 99.30% 2 3 3 0.06% 8.41% SDLEAQVESLK K E 95.00% 76.5 42.2 5 0 1 0 0 2 1218.62 174 184
37 T1 control S_37.RAW (F025186) migration inhibitory factor-related protein 14 va gi|20150236,gi|29126810,g 13077 99.90% 2 2 2 0.04% 20.40% KDLQNFLK R K 95.00% 53.3 42.7 1.02 0 1 0 0 2 1005.57 42 49
37 T1 control S_37.RAW (F025186) migration inhibitory factor-related protein 14 va gi|20150236,gi|29126810,g 13077 99.90% 2 2 2 0.04% 20.40% VIEHIMEDLDTNADK K Q 95.00% 64.8 40.5 4.27 0 0 1 0 2 1758.82 57 71
37 T1 control S_37.RAW (F025186) psoriasin gi|12053626,gi|21961601,g 10399.8 99.30% 2 2 2 0.04% 13.50% GTNYLADVFEK K K 95.00% 41.1 42.1 5.08 0 1 0 0 2 1256.62 51 61
37 T1 control S_37.RAW (F025186) psoriasin gi|12053626,gi|21961601,g 10399.8 99.30% 2 2 2 0.04% 13.50% GTNYLADVFEKK K D 86.30% 38.8 40.1 0.469 0 0 1 0 2 1384.71 51 62
38 T1 control S_38.RAW (F025187) annexin VII isoform 1 gi|4502111,gi|4809279,gi|5 52722.5 99.90% 2 2 2 0.05% 6.56% GFGTDEQAIVDVVANR K S 95.00% 70.2 42.3 6.25 0 1 0 0 2 1690.84 200 215
38 T1 control S_38.RAW (F025187) annexin VII isoform 1 gi|4502111,gi|4809279,gi|5 52722.5 99.90% 2 2 2 0.05% 6.56% TLGTMIAGDTSGDYRR K L 95.00% 47.7 41.4 1.35 0 0 1 0 2 1729.82 465 480
38 T1 control S_38.RAW (F025187) RuvB-like 2 gi|12653319 51140.1 99.80% 2 2 2 0.05% 4.75% FVQCPDGELQK K R 95.00% 64.6 42.4 3.54 0 1 0 0 2 1320.63 224 234
38 T1 control S_38.RAW (F025187) RuvB-like 2 gi|12653319 51140.1 99.80% 2 2 2 0.05% 4.75% GTEVQVDDIKR K V 95.00% 61.5 41 1.17 0 0 1 0 2 1259.66 418 428
38 T1 control S_38.RAW (F025187) serum albumin gi|11493459,gi|178345,gi|2 69376.1 99.80% 2 2 2 0.05% 3.61% KVPQVSTPTLVEVSR K N 95.00% 90.9 41.4 2.34 0 1 0 0 2 1639.94 438 452
38 T1 control S_38.RAW (F025187) serum albumin gi|11493459,gi|178345,gi|2 69376.1 99.80% 2 2 2 0.05% 3.61% VPQVSTPTLVEVSR K N 95.00% 82.4 41.6 0 0 1 0 0 2 1511.84 439 452
38 T1 control S_38.RAW (F025187) serum albumin gi|11493459,gi|178345,gi|2 69376.1 99.80% 2 2 2 0.05% 3.61% YLYEIAR K R 95.00% 46.3 41.9 1.3 0 1 0 0 2 927.49 162 168
39 T1 control S_39.RAW (F025188) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.10% 10.90% DLTDYLMK R I 95.00% 41.7 41.5 2.82 0 1 0 0 2 1014.48 184 191
39 T1 control S_39.RAW (F025188) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.10% 10.90% EITALAPSTMK K I 95.00% 33.8 42.3 2.36 0 1 0 0 2 1177.61 316 326
39 T1 control S_39.RAW (F025188) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.10% 10.90% LDLAGRDLTDYLMK R I 81.60% 28 41.3 1.51 0 0 1 0 2 1639.84 178 191
39 T1 control S_39.RAW (F025188) beta actin variant gi|62897625 41747.9 100.00% 4 4 4 0.10% 10.90% SYELPDGQVITIGNER K F 95.00% 0 0 3.59 0 0 1 0 2 1790.89 239 254
39 T1 control S_39.RAW (F025188) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|14495685,g 43014.6 100.00% 2 2 2 0.05% 4.91% MLVIEQCK K N 95.00% 32.4 42.4 2.24 0 1 0 0 2 1020.52 217 224
39 T1 control S_39.RAW (F025188) chaperonin containing TCP1, subunit 5 (epsilongi|12804225,gi|14495685,g 43014.6 100.00% 2 2 2 0.05% 4.91% QQISLATQMVR K M 95.00% 49.6 40.7 1.03 0 1 0 0 2 1290.68 361 371
39 T1 control S_39.RAW (F025188) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 99.80% 2 2 2 0.05% 4.82% AIADTGANVVVTGGK K V 95.00% 134 41.1 2.89 0 1 0 0 2 1372.74 282 296
39 T1 control S_39.RAW (F025188) chaperonin containing TCP1, subunit 8 (theta) gi|1136741,gi|31418053,gi| 58485 99.80% 2 2 2 0.05% 4.82% LATNAAVTVLR K V 95.00% 32.5 42.4 3.13 0 1 0 0 2 1128.67 510 520
39 T1 control S_39.RAW (F025188) dihydropyrimidinase-like 2 variant gi|45501286,gi|62898846 62276 99.90% 2 2 2 0.05% 6.47% DIGAIAQVHAENGDIIAEEQQR R I 95.00% 53.1 40.1 3.15 0 0 1 0 2 2377.18 190 211
39 T1 control S_39.RAW (F025188) dihydropyrimidinase-like 2 variant gi|45501286,gi|62898846 62276 99.90% 2 2 2 0.05% 6.47% GLYDGPVCEVSVTPK R T 95.00% 76 41.5 4.8 0 1 0 0 2 1620.8 497 511
39 T1 control S_39.RAW (F025188) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 6 9 9 0.22% 13.70% FLDAGHKLNFAVASR K K 95.00% 47.9 41.5 0.638 0 0 2 0 2 1645.88 290 304
39 T1 control S_39.RAW (F025188) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 6 9 9 0.22% 13.70% FLQDYFDGNLKR R Y 91.70% 25.8 40.6 2.57 0 1 1 0 2 1515.76 352 363
39 T1 control S_39.RAW (F025188) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 6 9 9 0.22% 13.70% IFRDGEEAGAYDGPR K T 95.00% 36 41.7 1.92 0 0 1 0 2 1652.77 105 119
39 T1 control S_39.RAW (F025188) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 6 9 9 0.22% 13.70% LSKDPNIVIAK K M 95.00% 76.5 41.2 4.02 0 1 1 0 2 1197.72 423 433
39 T1 control S_39.RAW (F025188) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 6 9 9 0.22% 13.70% SEPIPESNDGPVK K V 91.10% 24.6 42.4 2.96 0 1 0 0 2 1368.67 367 379
39 T1 control S_39.RAW (F025188) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 6 9 9 0.22% 13.70% YLKSEPIPESNDGPVK R V 95.00% 41.2 39.6 1.7 0 0 1 0 2 1772.91 364 379
39 T1 control S_39.RAW (F025188) serum albumin gi|28590 69277.9 99.50% 2 3 3 0.07% 3.61% KVPEVSTPTLVEVSR K N 90.40% 0 0 2.14 0 0 1 0 2 1640.92 438 452
39 T1 control S_39.RAW (F025188) serum albumin gi|28590 69277.9 99.50% 2 3 3 0.07% 3.61% YLYEIAR K R 95.00% 44.1 41.9 0.678 0 2 0 0 2 927.49 162 168
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% FLDAGHKLNFAVASR K K 95.00% 47.5 41.6 2.41 0 0 1 0 2 1645.88 290 304
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% FLQDYFDGNLKR R Y 95.00% 46.9 40 -0.255 0 0 1 0 2 1515.76 352 363
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% FVMQEEFSR K D 95.00% 61.9 42.3 3.1 0 2 0 0 2 1172.54 336 344
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% IFRDGEEAGAYDGPR K T 95.00% 31.1 41.6 2.29 0 0 2 0 2 1652.77 105 119
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% LSKDPNIVIAK K M 95.00% 40.1 42 1.47 0 0 1 0 2 1197.72 423 433
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% MDATANDVPSPYEVR K G 95.00% 96.8 41.6 7.22 0 2 0 0 2 1664.76 434 448
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% VDCTANTNTCNKYGVSGYPTLK K I 95.00% 63.8 40.6 4.15 0 0 1 0 2 2463.13 83 104
40 H9 control S_40.RAW (F025189) ER-60 protease (Protein disulfide isomerase fagi|1208427,gi|21361657,gi| 56780.5 100.00% 8 10 11 0.26% 22.80% YLKSEPIPESNDGPVK R V 95.00% 32.9 39.7 2.62 0 0 1 0 2 1772.91 364 379
41 H9 control S_41.RAW (F025190) gi|7161776 gi|7161776 59513.2 99.80% 2 2 2 0.05% 3.81% FASFIDKVR K F 95.00% 39.9 40.3 2.43 0 0 1 0 2 1082.6 160 168
41 H9 control S_41.RAW (F025190) gi|7161776 gi|7161776 59513.2 99.80% 2 2 2 0.05% 3.81% FLEQQNKVLETK R W 95.00% 60 42 4.1 0 1 0 0 2 1476.81 169 180
41 H9 control S_41.RAW (F025190) heat shock 70kDa protein 8 isoform 2 gi|24234686,gi|48257068,g 70881.8 99.90% 2 2 2 0.05% 4.33% DAGTIAGLNVLR K I 95.00% 79.3 42.1 0.495 0 1 0 0 2 1199.68 160 171
41 H9 control S_41.RAW (F025190) heat shock 70kDa protein 8 isoform 2 gi|24234686,gi|48257068,g 70881.8 99.90% 2 2 2 0.05% 4.33% STAGDTHLGGEDFDNR K M 93.50% 41.6 42 0.215 0 0 1 0 2 1691.73 221 236
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% FLDAGHKLNFAVASR K K 95.00% 0 0 3 0 0 1 0 2 1645.88 290 304
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% FLQDYFDGNLKR R Y 95.00% 51.2 41.6 0.208 0 0 2 0 2 1515.76 352 363
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% GFPTIYFSPANK R K 95.00% 60.7 42 1.82 0 1 0 0 2 1341.68 449 460
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% IFRDGEEAGAYDGPR K T 95.00% 40.6 40.6 2.01 0 0 3 0 2 1652.77 105 119
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% LSKDPNIVIAK K M 95.00% 44.5 40.3 3.55 0 0 1 0 2 1197.72 423 433
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% QAGPASVPLRTEEEFKK K F 85.90% 0 0 1.77 0 0 1 0 2 1887 131 147
41 H9 control S_41.RAW (F025190) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 100.00% 9 10 12 0.29% 25.20% VVVAENFDEIVNNENK K D 95.00% 48.6 41.2 0.31 0 0 1 0 2 1832.9 380 395
41 H9 control S_41.RAW (F025190) serum albumin gi|11493459,gi|178345,gi|2 66454.2 99.80% 2 2 3 0.07% 3.76% KVPQVSTPTLVEVSR K N 95.00% 81.1 40.8 0 0 0 2 0 2 1639.94 414 428
41 H9 control S_41.RAW (F025190) serum albumin gi|11493459,gi|178345,gi|2 66454.2 99.80% 2 2 3 0.07% 3.76% YLYEIAR K R 95.00% 45.8 41.7 1.8 0 1 0 0 2 927.49 138 144
41 H9 control S_41.RAW (F025190) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 2 2 2 0.05% 4.99% SLHDALCVVK R R 95.00% 46.5 42.2 4.51 0 0 1 0 2 1141.6 236 245
41 H9 control S_41.RAW (F025190) T complex protein 1 gi|36796,gi|57863257,gi|57 43869 100.00% 2 2 2 0.05% 4.99% YPVNSVNILK R A 95.00% 75.2 42.4 2.64 0 1 0 0 2 1146.65 35 44
42 H9 control S_42.RAW (F025191) chaperonin containing TCP1, subunit 3 gi|55960506 57955.5 99.50% 2 2 2 0.05% 4.79% IVLLDSSLEYK R K 95.00% 53.9 40.3 4.21 0 1 0 0 2 1279.71 215 225
42 H9 control S_42.RAW (F025191) chaperonin containing TCP1, subunit 3 gi|55960506 57955.5 99.50% 2 2 2 0.05% 4.79% WSSLACNIALDAVK R M 91.10% 0 0 2.23 0 0 1 0 2 1490.77 145 158
42 H9 control S_42.RAW (F025191) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 99.70% 2 2 2 0.05% 3.96% LAPEYEAAATR K L 95.00% 55.4 42.8 2.37 0 1 0 0 2 1191.6 63 73
42 H9 control S_42.RAW (F025191) glucose regulated protein 58kD (GRP58) gi|27805905 56913.7 99.70% 2 2 2 0.05% 3.96% LKGIVPLAK R V 88.30% 15.7 40 2 0 1 0 0 2 938.64 74 82
42 H9 control S_42.RAW (F025191) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.80% 2 4 4 0.10% 9.11% IFRDGEEAGAYDGPR K T 95.00% 49.1 41.8 2.77 0 0 2 0 2 1652.77 105 119
42 H9 control S_42.RAW (F025191) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.80% 2 4 4 0.10% 9.11% LAPEYEAAATR R L 95.00% 55.4 42.8 2.37 0 1 0 0 2 1191.6 63 73
42 H9 control S_42.RAW (F025191) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.80% 2 4 4 0.10% 9.11% LKGIVPLAK R V 88.30% 15.7 40 2 0 1 0 0 2 938.64 74 82
42 H9 control S_42.RAW (F025191) Protein disulfide isomerase family A, member 3gi|1208427,gi|21361657,gi| 56663.5 99.80% 2 4 4 0.10% 9.11% LSKDPNIVIAK K M 95.00% 52.4 42 2.42 0 1 1 0 2 1197.72 423 433
42 H9 control S_42.RAW (F025191) T complex protein 1 gi|36796,gi|57863257 60327.2 100.00% 3 4 4 0.10% 5.40% IACLDFSLQK K T 95.00% 40.9 41.8 3.72 0 1 0 0 2 1194.62 234 243
42 H9 control S_42.RAW (F025191) T complex protein 1 gi|36796,gi|57863257 60327.2 100.00% 3 4 4 0.10% 5.40% SLHDALCVVK R R 95.00% 43.1 42.2 2.92 0 0 1 0 2 1141.6 391 400
42 H9 control S_42.RAW (F025191) T complex protein 1 gi|36796,gi|57863257 60327.2 100.00% 3 4 4 0.10% 5.40% YPVNSVNILK R A 95.00% 59.7 42.4 1.82 0 2 0 0 2 1146.65 190 199
43 H9 control S_43.RAW (F025192) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 99.10% 2 2 2 0.05% 5.69% HNPVFGVMS R - 86.20% 11.3 41.5 1.77 0 1 0 0 2 1003.47 361 369
43 H9 control S_43.RAW (F025192) ARP3 (actin-related protein 3, yeast) homolog gi|27806335,gi|62088286 42240.9 99.10% 2 2 2 0.05% 5.69% NIVLSGGSTMFR K D 95.00% 69.6 41.9 6.48 0 1 0 0 2 1297.66 269 280
43 H9 control S_43.RAW (F025192) MHC Class I antigen gi|1827488,gi|2392117,gi|2 40486.6 99.20% 2 2 2 0.05% 8.29% DGEDQTQDTELVETRPAGDR R T 87.60% 33.6 39.2 0.824 0 0 1 0 2 2232 244 263
43 H9 control S_43.RAW (F025192) MHC Class I antigen gi|1827488,gi|2392117,gi|2 40486.6 99.20% 2 2 2 0.05% 8.29% DYIALNEDLR K S 95.00% 0 0 5.15 0 1 0 0 2 1221.61 146 155
43 H9 control S_43.RAW (F025192) serum albumin gi|178345,gi|23307793,gi|2 69376.1 100.00% 3 3 3 0.07% 5.75% KVPQVSTPTLVEVSR K N 95.00% 95.8 41.4 3.28 0 1 0 0 2 1639.94 438 452
43 H9 control S_43.RAW (F025192) serum albumin gi|178345,gi|23307793,gi|2 69376.1 100.00% 3 3 3 0.07% 5.75% TCVADESAENCDK K S 91.60% 12.2 39.9 2.14 0 0 1 0 2 1442.54 76 88
43 H9 control S_43.RAW (F025192) serum albumin gi|178345,gi|23307793,gi|2 69376.1 100.00% 3 3 3 0.07% 5.75% YLYEIAR K R 95.00% 48.2 41.9 1.68 0 1 0 0 2 927.49 162 168
43 H9 control S_43.RAW (F025192) ubiquinol-cytochrome c reductase core protein gi|46593007,gi|731047 52600.8 99.70% 2 2 2 0.05% 3.13% ALSKDLPK K A 89.80% 0 0 2 0 1 0 0 2 871.53 135 142
44 H9 control S_44.RAW (F025193) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 6 6 6 0.13% 12.70% DYEEIGPSICR K H 95.00% 63.5 42 3.62 0 1 0 0 2 1338.6 399 409
44 H9 control S_44.RAW (F025193) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 6 6 6 0.13% 12.70% EFSIDVGYER K F 95.00% 52.2 42.1 2.33 0 1 0 0 2 1214.57 266 275
44 H9 control S_44.RAW (F025193) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 6 6 6 0.13% 12.70% FMEQVIFK R Y 94.80% 43.2 42.8 0.638 0 1 0 0 2 1057.54 92 99
44 H9 control S_44.RAW (F025193) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 6 6 6 0.13% 12.70% HNPVFGVMS R - 95.00% 39.6 42.8 1.92 0 1 0 0 2 987.47 410 418
44 H9 control S_44.RAW (F025193) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 6 6 6 0.13% 12.70% KEFSIDVGYER K F 95.00% 45.1 40.7 0.699 0 0 1 0 2 1342.66 265 275
44 H9 control S_44.RAW (F025193) ARP3 (actin-related protein 3, yeast) homolog gi|27806335 47353.8 100.00% 6 6 6 0.13% 12.70% LPACVVDCGTGYTK R L 95.00% 9.59 41.5 4.12 0 1 0 0 2 1540.71 5 18
44 H9 control S_44.RAW (F025193) serum albumin gi|11493459,gi|178345,gi|2 69207.8 99.50% 2 2 2 0.04% 2.46% KVPQVSTPTLVEVSR K N 95.00% 75.9 41.4 3.59 0 1 0 0 2 1639.94 438 452
44 H9 control S_44.RAW (F025193) serum albumin gi|11493459,gi|178345,gi|2 69207.8 99.50% 2 2 2 0.04% 2.46% VPQVSTPTLVEVSR K N 95.00% 79.8 41.6 4.37 0 1 0 0 2 1511.84 439 452
44 H9 control S_44.RAW (F025193) Titin gi|17066105,gi|50659088 3815862.5 100.00% 3 3 3 0.07% 0.08% ACDALYPPGPPSNPK R V 83.50% 0 0 1.34 0 0 1 0 2 1526.73 25923 25937
44 H9 control S_44.RAW (F025193) Titin gi|17066105,gi|50659088 3815862.5 100.00% 3 3 3 0.07% 0.08% ANIAGATDVK K W 93.60% 0 0 1.92 0 1 0 0 2 1073.56 0 0
45 T1 PNGase S_45.RAW (F025194) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553,gi|31615574,g 16170.5 99.70% 2 2 2 0.04% 17.10% PIVQNLQGQMVHQAISPR - T 95.00% 62.2 40.7 3.06 0 0 1 0 2 2032.08 1 18
45 T1 PNGase S_45.RAW (F025194) Chain D, X-Ray Crystal Structure Of Cyclophili gi|31615553,gi|31615574,g 16170.5 99.70% 2 2 2 0.04% 17.10% TLNAWVK R V 95.00% 49.8 41.4 0.0862 0 1 0 0 2 831.47 19 25
45 T1 PNGase S_45.RAW (F025194) erythrocyte membrane protein band 4.1-like 2 gi|4503579,gi|51476256,gi| 112569.8 100.00% 3 3 3 0.06% 4.38% GLSPAQADSQFLENAK R R 95.00% 73.5 41.6 8.7 0 1 0 0 2 1675.83 384 399
45 T1 PNGase S_45.RAW (F025194) erythrocyte membrane protein band 4.1-like 2 gi|4503579,gi|51476256,gi| 112569.8 100.00% 3 3 3 0.06% 4.38% IVITGDGDIDHDQALAQAIR R E 95.00% 43.8 39.2 2.62 0 0 1 0 2 2121.09 958 977
45 T1 PNGase S_45.RAW (F025194) erythrocyte membrane protein band 4.1-like 2 gi|4503579,gi|51476256,gi| 112569.8 100.00% 3 3 3 0.06% 4.38% YFLCLQLR R Q 95.00% 47.2 40.2 0.638 0 1 0 0 2 1112.59 311 318
45 T1 PNGase S_45.RAW (F025194) formyltetrahydrofolate synthetase gi|115206,gi|14602585 101515.4 99.30% 2 2 2 0.04% 2.67% TDTESELDLISR K L 95.00% 85 40.3 0.495 0 1 0 0 2 1378.67 761 772
45 T1 PNGase S_45.RAW (F025194) formyltetrahydrofolate synthetase gi|115206,gi|14602585 101515.4 99.30% 2 2 2 0.04% 2.67% VVGDVAYDEAKER K A 89.20% 41.6 41.8 -0.146 0 0 1 0 2 1450.72 252 264
45 T1 PNGase S_45.RAW (F025194) human elongation factor 2 gi|31108 95322.1 100.00% 3 3 3 0.06% 4.43% TFCQLILDPIFK R V 95.00% 66.1 41.7 1.48 0 1 0 0 2 1494.8 288 299



45 T1 PNGase S_45.RAW (F025194) human elongation factor 2 gi|31108 95322.1 100.00% 3 3 3 0.06% 4.43% VAVEAKNPADLPK R L 91.70% 39.2 40.9 0.886 0 0 1 0 2 1351.76 507 519
45 T1 PNGase S_45.RAW (F025194) human elongation factor 2 gi|31108 95322.1 100.00% 3 3 3 0.06% 4.43% VFSGLVSTGLKVR R I 95.00% 81.1 42.1 -0.0792 0 1 0 0 2 1362.81 416 428
45 T1 PNGase S_45.RAW (F025194) MHC class II antigen (DRB1) gi|15208473,gi|15387629,g 30123.5 99.50% 2 2 2 0.04% 9.02% GHSGLQPTGFLS K - 92.50% 35.4 41.3 1.7 0 1 0 0 2 1200.6 255 266
45 T1 PNGase S_45.RAW (F025194) MHC class II antigen (DRB1) gi|15208473,gi|15387629,g 30123.5 99.50% 2 2 2 0.04% 9.02% RVYPEVTVYPAK R T 95.00% 45.1 41.8 4.22 0 1 0 0 2 1421.78 123 134
45 T1 PNGase S_45.RAW (F025194) moesin gi|14625824,gi|16878176 61855.7 100.00% 4 4 4 0.09% 7.78% ERQEAEEAKEALLQASR K D 83.70% 0 0 1.85 0 0 1 0 2 1957.99 392 408
45 T1 PNGase S_45.RAW (F025194) moesin gi|14625824,gi|16878176 61855.7 100.00% 4 4 4 0.09% 7.78% KTQEQLALEMAELTAR K I 87.90% 34.7 41.2 1.42 0 0 1 0 2 1847.95 412 427
45 T1 PNGase S_45.RAW (F025194) moesin gi|14625824,gi|16878176 61855.7 100.00% 4 4 4 0.09% 7.78% QLFDQVVK K T 95.00% 47.4 43 -1.46 0 1 0 0 2 976.55 28 35
45 T1 PNGase S_45.RAW (F025194) moesin gi|14625824,gi|16878176 61855.7 100.00% 4 4 4 0.09% 7.78% TQEQLALEMAELTAR K I 95.00% 82.3 41.6 6.59 0 1 0 0 2 1719.86 413 427
45 T1 PNGase S_45.RAW (F025194) serum albumin gi|11493459,gi|178345,gi|2 69384.9 100.00% 3 3 3 0.06% 4.60% HPEAKR K M 87.50% 0 0 2.03 1 0 0 0 2 851.45 464 469
45 T1 PNGase S_45.RAW (F025194) serum albumin gi|11493459,gi|178345,gi|2 69384.9 100.00% 3 3 3 0.06% 4.60% KVPQVSTPTLVEVSR K N 95.00% 78.8 39.8 4.89 0 1 0 0 2 1639.94 438 452
45 T1 PNGase S_45.RAW (F025194) serum albumin gi|11493459,gi|178345,gi|2 69384.9 100.00% 3 3 3 0.06% 4.60% YLYEIAR K R 95.00% 52.8 41.9 2.26 0 1 0 0 2 927.49 162 168
46 T1 PNGase S_46.RAW (F025195) formyltetrahydrofolate synthetase gi|115206,gi|14602585,gi|3 101543.5 100.00% 5 5 5 0.11% 6.20% IYGADDIELLPEAQHK K A 95.00% 42.9 41.5 0.638 0 0 1 0 2 1811.92 833 848
46 T1 PNGase S_46.RAW (F025195) formyltetrahydrofolate synthetase gi|115206,gi|14602585,gi|3 101543.5 100.00% 5 5 5 0.11% 6.20% KVVGDVAYDEAKER R A 95.00% 0 0 3.72 0 0 1 0 2 1578.81 251 264
46 T1 PNGase S_46.RAW (F025195) formyltetrahydrofolate synthetase gi|115206,gi|14602585,gi|3 101543.5 100.00% 5 5 5 0.11% 6.20% VVGDVAYDEAKER K A 95.00% 50.7 40.5 1.34 0 0 1 0 2 1450.72 252 264
46 T1 PNGase S_46.RAW (F025195) formyltetrahydrofolate synthetase gi|115206,gi|14602585,gi|3 101543.5 100.00% 5 5 5 0.11% 6.20% YSGLCPHVVVLVATVR R A 86.20% 0 0 1.96 0 0 1 0 2 1769.97 687 702
46 T1 PNGase S_46.RAW (F025195) human elongation factor 2 gi|31108 95322.1 99.30% 2 2 2 0.04% 2.45% FSVSPVVR K V 95.00% 42.9 43.2 5.39 0 1 0 0 2 890.51 499 506
46 T1 PNGase S_46.RAW (F025195) human elongation factor 2 gi|31108 95322.1 99.30% 2 2 2 0.04% 2.45% VAVEAKNPADLPK R L 95.00% 34.8 42.3 2.55 0 0 1 0 2 1351.76 507 519
46 T1 PNGase S_46.RAW (F025195) moesin gi|14625824,gi|14719519,g 40971.7 100.00% 3 4 4 0.09% 8.38% GMLREDAVLEYLK R I 85.40% 0 0 1.92 0 0 2 0 2 1536.81 181 193
46 T1 PNGase S_46.RAW (F025195) moesin gi|14625824,gi|14719519,g 40971.7 100.00% 3 4 4 0.09% 8.38% IGFPWSEIR K N 95.00% 78.3 42.9 3.57 0 1 0 0 2 1104.58 238 246
46 T1 PNGase S_46.RAW (F025195) moesin gi|14625824,gi|14719519,g 40971.7 100.00% 3 4 4 0.09% 8.38% LFFLQVK R E 95.00% 49.6 42.5 0.745 0 1 0 0 2 894.55 101 107
47 T1 control S_47.RAW (F025196) signal recognition particle (SRP68 protein) gi|18044248,gi|24497620 70714 100.00% 2 2 2 0.05% 3.67% QVPGGGGGGGSGGGGGSG K G 87.00% 0 0 2.09 0 0 1 0 1 1258.54 6 23
47 T1 control S_47.RAW (F025196) signal recognition particle (SRP68 protein) gi|18044248,gi|24497620 70714 100.00% 2 2 2 0.05% 3.67% QVPGGGGGGGSGGGGGSGGG K G 89.80% 0 0 2.25 0 0 1 0 1 1783.86 6 28
47 T1 control S_47.RAW (F025196) Vinculin, isoform VCL gi|24657579,gi|57162629,g 123783.3 100.00% 4 4 4 0.10% 5.03% LLAVAATAPPDAPNREEVFDER K A 95.00% 48.5 40.5 2.43 0 0 1 0 2 2381.21 608 629
47 T1 control S_47.RAW (F025196) Vinculin, isoform VCL gi|24657579,gi|57162629,g 123783.3 100.00% 4 4 4 0.10% 5.03% SLLDASEEAIKK K D 95.00% 77.1 41.7 6.06 0 1 0 0 2 1303.71 721 732
47 T1 control S_47.RAW (F025196) Vinculin, isoform VCL gi|24657579,gi|57162629,g 123783.3 100.00% 4 4 4 0.10% 5.03% WIDNPTVDDR R G 95.00% 47.4 42.3 2.96 0 1 0 0 2 1230.58 503 512
48 T1 control S_48.RAW (F025197) RAS protein activator like 2 gi|28273130,gi|89057255 118871.5 99.80% 2 2 2 0.05% 2.14% GLGPGSAVLGR R V 95.00% 35.1 42.2 3.92 0 1 0 0 2 983.56 437 447
48 T1 control S_48.RAW (F025197) RAS protein activator like 2 gi|28273130,gi|89057255 118871.5 99.80% 2 2 2 0.05% 2.14% VALALEELDAPR R A 90.10% 26.2 41.6 3.43 0 1 0 0 2 1296.72 448 459
49 T1 control S_49.RAW (F025198) serum albumin gi|62113341 69066.6 100.00% 3 4 4 0.09% 3.61% CCKADDK K E 95.00% 0 0 6.28 1 0 0 0 2 896.36 582 588
49 T1 control S_49.RAW (F025198) serum albumin gi|62113341 69066.6 100.00% 3 4 4 0.09% 3.61% KVPQVSTPTLVEVSR K N 95.00% 70.6 41.1 4.14 0 1 1 0 2 1639.94 438 452
49 T1 control S_49.RAW (F025198) serum albumin gi|62113341 69066.6 100.00% 3 4 4 0.09% 3.61% VPQVSTPTLVEVSR K N 95.00% 71.5 41.6 6.48 0 1 0 0 2 1511.84 439 452
50 T1 control S_50.RAW (F025199) MHC class II antigen (DRB1) gi|15387629,gi|20150366,g 30163.6 97.20% 2 2 2 0.05% 8.27% RVYPEVTVYPAK R T 92.00% 42.1 41.8 -0.519 0 0 1 0 2 1421.78 123 134
50 T1 control S_50.RAW (F025199) MHC class II antigen (DRB1) gi|15387629,gi|20150366,g 30163.6 97.20% 2 2 2 0.05% 8.27% YFYHQEEYVR R F 87.20% 38.3 40.1 -0.857 0 0 1 0 2 1433.65 59 68
50 T1 control S_50.RAW (F025199) protease serine 1 gi|29649713 9149 98.80% 2 2 2 0.05% 33.30% EHNIKVLEGNEQFINAAK G I 91.90% 0 0 2.28 0 0 1 0 1 2264.26 8 25
50 T1 control S_50.RAW (F025199) protease serine 1 gi|29649713 9149 98.80% 2 2 2 0.05% 33.30% TLNNDIMLIK K L 95.00% 30.4 42.8 3.18 0 1 0 0 2 1190.65 36 45
51 T1 control S_51.RAW (F025200) MHC class 2 antigen gi|21717429 10887.7 99.50% 3 3 3 0.07% 36.00% HNYGVGESFTVQR R - 95.00% 31.4 40.1 1.85 0 0 1 0 2 1493.71 76 88
51 T1 control S_51.RAW (F025200) MHC class 2 antigen gi|21717429 10887.7 99.50% 3 3 3 0.07% 36.00% RSAVDTYCR R H 87.20% 0 0 1.8 0 0 1 0 2 1070.51 67 75
51 T1 control S_51.RAW (F025200) MHC class 2 antigen gi|21717429 10887.7 99.50% 3 3 3 0.07% 36.00% YFYHQEEYVR R F 93.30% 36.6 40.1 0.854 0 0 1 0 2 1433.65 25 34
51 T1 control S_51.RAW (F025200) MHC class II antigen (DRB1) gi|15387629 30123.5 98.30% 2 2 2 0.04% 12.40% GHSGLQPTGFL K - 94.10% 0 0 2.4 0 1 0 0 1 1113.57 255 265
51 T1 control S_51.RAW (F025200) MHC class II antigen (DRB1) gi|15387629 30123.5 98.30% 2 2 2 0.04% 12.40% RVYPEVTVYPAK R T 95.00% 45.8 40.5 0.495 0 0 1 0 2 1421.78 123 134
51 T1 control S_51.RAW (F025200) MHC class II antigen (DRB1) gi|15387629 30123.5 98.30% 2 2 2 0.04% 12.40% YFYHQEEYVR R F 93.30% 36.6 40.1 0.854 0 0 1 0 2 1433.65 59 68
51 T1 control S_51.RAW (F025200) procollagen gi|34596254 25087 95.30% 2 2 2 0.04% 14.90% KAEAAASALADADADLEER K L 94.70% 31 40.1 1.77 0 0 1 0 2 1916.92 197 215
52 T1 control S_52.RAW (F025201) MHC class II antigen gi|1487978 27006.5 99.70% 2 2 2 0.05% 12.20% AVTELGRPDAEYWNSQK R D 95.00% 62.3 41.1 2.96 0 0 1 0 2 1963.95 49 65
52 T1 control S_52.RAW (F025201) MHC class II antigen gi|1487978 27006.5 99.70% 2 2 2 0.05% 12.20% GHSGLQPTGXLS K - 95.00% 65.4 42.3 3.06 0 1 0 0 2 1164.53 226 237
52 T1 control S_52.RAW (F025201) MHC class II antigen (DRB1) gi|77019287 21158.6 99.90% 2 2 2 0.05% 12.20% RVYPEVTVYPAK R T 95.00% 56.2 41.8 4 0 1 0 0 2 1421.78 89 100
52 T1 control S_52.RAW (F025201) MHC class II antigen (DRB1) gi|77019287 21158.6 99.90% 2 2 2 0.05% 12.20% YFYHQEEYVR R F 95.00% 39.5 40.2 0.959 0 0 1 0 2 1433.65 25 34
52 T1 control S_52.RAW (F025201) purine nucleoside phosphorylase gi|21758578,gi|387033,gi|4 32157.1 99.50% 2 2 2 0.05% 6.92% FPAMSDAYDR R T 92.40% 24.2 42.3 2.4 0 1 0 0 2 1172.51 159 168
52 T1 control S_52.RAW (F025201) purine nucleoside phosphorylase gi|21758578,gi|387033,gi|4 32157.1 99.50% 2 2 2 0.05% 6.92% VFGFSLITNK R V 95.00% 57.3 42 3.22 0 1 0 0 2 1125.63 235 244
52 T1 control S_52.RAW (F025201) serum albumin gi|51476390 69384.9 99.70% 2 3 4 0.09% 3.61% KVPQVSTPTLVEVSR K N 95.00% 75.9 41.3 8.6 0 1 2 0 2 1639.94 438 452
52 T1 control S_52.RAW (F025201) serum albumin gi|51476390 69384.9 99.70% 2 3 4 0.09% 3.61% YLYEIAR K R 95.00% 41.9 40.3 1.85 0 1 0 0 2 927.49 162 168
53 T1 control S_53.RAW (F025202) gi|186685 gi|186685 50682.1 100.00% 5 5 5 0.12% 12.30% ASLENSLEETKGR K Y 95.00% 52.4 41.5 3.8 0 0 1 0 2 1433.72 353 365
53 T1 control S_53.RAW (F025202) gi|186685 gi|186685 50682.1 100.00% 5 5 5 0.12% 12.30% LEQEIATYR R R 95.00% 54.4 42 3.89 0 1 0 0 2 1122.58 408 416
53 T1 control S_53.RAW (F025202) gi|186685 gi|186685 50682.1 100.00% 5 5 5 0.12% 12.30% LLEGEDAHLSSQQASGQSYSSR R E 95.00% 79.3 38.6 4.7 0 0 1 0 2 2350.09 418 439
53 T1 control S_53.RAW (F025202) gi|186685 gi|186685 50682.1 100.00% 5 5 5 0.12% 12.30% QTVEADVNGLRR R V 90.70% 21.9 40.6 2.34 0 0 1 0 2 1358.7 212 223
53 T1 control S_53.RAW (F025202) gi|186685 gi|186685 50682.1 100.00% 5 5 5 0.12% 12.30% TRLEQEIATYR K R 95.00% 0 0 3.16 0 1 0 0 2 1379.73 406 416
53 T1 control S_53.RAW (F025202) gi|27764565 gi|27764565 59353.7 99.30% 2 2 2 0.05% 5.71% FASFIDKVR K F 95.00% 47.6 40.5 3.51 0 1 0 0 2 1082.6 151 159
53 T1 control S_53.RAW (F025202) gi|27764565 gi|27764565 59353.7 99.30% 2 2 2 0.05% 5.71% FLEQQNQVLETK R W 95.00% 71.1 42 5.57 0 1 0 0 2 1476.77 160 171
53 T1 control S_53.RAW (F025202) gi|27764565 gi|27764565 59353.7 99.30% 2 2 2 0.05% 5.71% KDADAAYAVK K V 88.50% 0 0 2.19 0 0 1 0 2 1051.54 249 258
53 T1 control S_53.RAW (F025202) MHC class II antigen (DRB1) gi|77019287 21158.6 99.90% 3 3 3 0.07% 23.20% HNYGVGESFTVQR R R 95.00% 61.3 41.2 5.89 0 0 1 0 2 1493.71 76 88
53 T1 control S_53.RAW (F025202) MHC class II antigen (DRB1) gi|77019287 21158.6 99.90% 3 3 3 0.07% 23.20% RVYPEVTVYPAK R T 81.70% 39.2 41.1 0.208 0 0 1 0 2 1421.78 89 100
53 T1 control S_53.RAW (F025202) serum albumin gi|28590 69277.9 99.90% 2 3 3 0.07% 3.61% KVPEVSTPTLVEVSR K N 95.00% 103 41.4 6.64 0 1 0 0 2 1640.92 438 452
53 T1 control S_53.RAW (F025202) serum albumin gi|62113341 69066.6 99.70% 2 2 2 0.05% 3.61% KVPQVSTPTLVEVSR K N 95.00% 63.1 40.5 0 0 0 1 0 2 1639.94 438 452
53 T1 control S_53.RAW (F025202) serum albumin gi|62113341 69066.6 99.70% 2 2 2 0.05% 3.61% VPQVSTPTLVEVSR K N 95.00% 75.7 41.6 0 0 1 0 0 2 1511.84 439 452
53 T1 control S_53.RAW (F025202) serum albumin gi|28590 69277.9 99.90% 2 3 3 0.07% 3.61% YLYEIAR K R 95.00% 23.1 41.9 3.48 1 1 0 0 2 927.49 162 168
53 T1 control S_53.RAW (F025202) serum albumin gi|62113341 69066.6 99.70% 2 2 2 0.05% 3.61% YLYEIAR K R 95.00% 23.1 41.9 3.48 1 1 0 0 2 927.49 162 168
54 T1 control S_54.RAW (F025203) MHC class II antigen gi|31616549 10870.7 98.60% 2 2 2 0.05% 29.20% AVTELGRPDAQYWNSQK R D 92.90% 42.9 41.1 0 0 0 1 0 2 1962.97 44 60
54 T1 control S_54.RAW (F025203) MHC class II antigen gi|31616549 10870.7 98.60% 2 2 2 0.05% 29.20% HNYGVGESF R T 89.80% 12.2 40.5 2.2 0 1 0 0 1 1009.44 76 84
54 T1 control S_54.RAW (F025203) serum albumin gi|25058739 71686.9 100.00% 3 3 3 0.07% 5.10% KVPQVSTPTLVEVSR K N 95.00% 57.3 41.4 0 0 0 1 0 2 1639.94 438 452
54 T1 control S_54.RAW (F025203) serum albumin gi|25058739 71686.9 100.00% 3 3 3 0.07% 5.10% LVNEVTEFAK K T 83.20% 0 0 1.8 0 1 0 0 2 1149.62 66 75
54 T1 control S_54.RAW (F025203) serum albumin gi|25058739 71686.9 100.00% 3 3 3 0.07% 5.10% YLYEIAR K R 95.00% 46.1 40.3 1.92 0 1 0 0 2 927.49 162 168
56 H9 control S_56.RAW (F025205) serum albumin gi|25058739 71686.9 100.00% 2 2 2 0.05% 3.51% KVPQVSTPTLVEVSR K N 95.00% 53.3 39.6 2.21 0 0 1 0 2 1639.94 438 452
56 H9 control S_56.RAW (F025205) serum albumin gi|25058739 71686.9 100.00% 2 2 2 0.05% 3.51% YLYEIAR K R 95.00% 48.3 41.9 1.52 0 1 0 0 2 927.49 162 168
57 H9 control S_57.RAW (F025206)  HLA-DRB1-9 beta chain precursor (MHC classgi|88998939,gi|88998941 32043.1 99.90% 2 2 2 0.05% 10.60% AVTELGRPVAESWNSQK R D 93.40% 0 0 2.59 0 0 1 0 2 1871.96 96 112
57 H9 control S_57.RAW (F025206)  HLA-DRB1-9 beta chain precursor (MHC classgi|88998939,gi|88998941 32043.1 99.90% 2 2 2 0.05% 10.60% HNYGVGESFTVQR R R 95.00% 38 41.7 2.12 0 0 1 0 2 1493.71 128 140
57 H9 control S_57.RAW (F025206) serum albumin gi|62113341 69066.6 99.80% 2 2 2 0.05% 2.46% KVPQVSTPTLVEVSR K N 95.00% 81.8 41.2 3.47 0 0 1 0 2 1639.94 438 452
57 H9 control S_57.RAW (F025206) serum albumin gi|62113341 69066.6 99.80% 2 2 2 0.05% 2.46% VPQVSTPTLVEVSR K N 95.00% 79.5 41.6 6.75 0 1 0 0 2 1511.84 439 452
57 H9 control S_57.RAW (F025206) similar to Prostate, ovary, testis expressed protgi|88953559,gi|88953569 121429.1 99.40% 2 2 3 0.07% 2.70% QEYDESGPSIVHR K K 80.20% 37.6 41.9 0.456 0 0 2 0 2 1516.7 1060 1072
58 H9 control S_58.RAW (F025207) Major histocompatibility complex, class II, DR bgi|2623276 27010.7 99.10% 2 2 2 0.05% 12.20% AVTELGRPVAESWNSQK R D 95.00% 51.4 40 1.75 0 0 1 0 2 1871.96 49 65
58 H9 control S_58.RAW (F025207) Major histocompatibility complex, class II, DR bgi|2623276 27010.7 99.10% 2 2 2 0.05% 12.20% RVHPQVTVYPAK R T 82.70% 15 41.8 1.5 0 0 1 0 2 1394.79 94 105
59 H9 control S_59.RAW (F025208) alpha 1 type I collagen preproprotein gi|4502945 138893.5 100.00% 2 2 2 0.05% 2.46% GESGPSGPAGPTGARGAPGDR K G 95.00% 0 0 4.27 0 0 1 0 2 1850.88 782 802
59 H9 control S_59.RAW (F025208) alpha 1 type I collagen preproprotein gi|4502945 138893.5 100.00% 2 2 2 0.05% 2.46% GPSGPQGPGGPPGPK R G 89.40% 0 0 2.03 0 0 1 0 2 1286.65 416 430
59 H9 control S_59.RAW (F025208) gi|77019293 gi|77019293 20808.3 100.00% 5 6 10 0.25% 26.80% AVTELGRPVAESWNSQK R D 95.00% 67.9 41.1 3.25 0 0 2 0 2 1871.96 44 60
59 H9 control S_59.RAW (F025208) gi|77019293 gi|77019293 20808.3 100.00% 5 6 10 0.25% 26.80% FDSDVGEYR R A 95.00% 67.1 42.8 3.01 0 1 0 0 2 1087.47 35 43
59 H9 control S_59.RAW (F025208) gi|77019293 gi|77019293 20808.3 100.00% 5 6 10 0.25% 26.80% LFYNQEEFVR R F 95.00% 55.6 41.9 3.24 0 1 0 0 2 1344.66 25 34
59 H9 control S_59.RAW (F025208) gi|77019293 gi|77019293 20808.3 100.00% 5 6 10 0.25% 26.80% RVHPEVTVYPAK R T 95.00% 28.9 41.8 3.17 0 0 5 0 2 1395.78 89 100
59 H9 control S_59.RAW (F025208) gi|77019293 gi|77019293 20808.3 100.00% 5 6 10 0.25% 26.80% VHPEVTVYPAK R T 92.80% 28.4 40.4 2.08 0 0 1 0 2 1239.67 90 100
60 H9 control S_60.RAW (F025141) Major histocompatibility complex, class II, DR bgi|12654397,gi|386939 29803.2 100.00% 4 4 4 0.09% 19.20% AVTELGRPVAESWNSQK R D 95.00% 59.7 39.9 1.75 0 0 1 0 2 1871.96 78 94
60 H9 control S_60.RAW (F025141) Major histocompatibility complex, class II, DR bgi|12654397,gi|386939 29803.2 100.00% 4 4 4 0.09% 19.20% GHSGLQPTGFLS K - 95.00% 76.3 42.3 4.92 0 1 0 0 2 1200.6 255 266
60 H9 control S_60.RAW (F025141) Major histocompatibility complex, class II, DR bgi|12654397,gi|386939 29803.2 100.00% 4 4 4 0.09% 19.20% LFYNQEEFVR R F 95.00% 36.9 41.8 5.35 0 1 0 0 2 1344.66 59 68
60 H9 control S_60.RAW (F025141) Major histocompatibility complex, class II, DR bgi|12654397,gi|386939 29803.2 100.00% 4 4 4 0.09% 19.20% RVHPEVTVYPAK R T 95.00% 36.9 40.1 1.47 0 0 1 0 2 1395.78 123 134



Supplemental Table 3:  gp120 Quantitation data (Raw data from progenesis)
Ref. Spot hiv h9 pngase (762 matches) hiv h9 wt (810 matches) hiv t1 png (936 matches) hiv t1 wt (1433 matches) siv 239 png (602 matches) siv 239 wt (892 matches) siv mne png (843 matches) siv mne wt (823 matches)

1790 0.05 0.941 0.046 0.15 0.028 0.835 0.055 4.119
1802 0.87 0.064 0.892 0.345 1.09 0.85 0.548 0.507
1806 0.13 0.196 0.027 0.019 0.02 0.041 1.207 0.006

PRESENTED IN PAPER RATIOS (GRAPHS) COMPARISONS (RATIOS)
DEGLYCOSYLATED GLYCOSYLATED DEGLYCOSYLATED GLYCOSYLATED

REGION A SPOT hiv h9 pngase (762 matches) hiv h9 wt (810 matches) hiv h9 pngase (762 matches) hiv h9 wt (810 matches) SIV MNE TO HIV H9 (GLYCOSYLATED)
1790 0.05 0.941 5.045408678 94.95459132 4.377258236

siv mne png (843 matches) siv mne wt (823 matches) siv mne png (843 matches) siv mne wt (823 matches)
1790 0.055 4.119 1.317680882 98.68231912

DEGLYCOSYLATED GLYCOSYLATED DEGLYCOSYLATED GLYCOSYLATED
REGION B SPOT hiv h9 pngase (762 matches) hiv h9 wt (810 matches) hiv h9 pngase (762 matches) hiv h9 wt (810 matches) SIV MNE TO HIV H9 (DEGLYCOSYLATED)

1802 0.87 0.064 93.14775161 6.852248394 1.387356322
siv mne png (843 matches) siv mne wt (823 matches) siv mne png (843 matches) siv mne wt (823 matches)

1802 0.548 0.507 51.94312796 48.05687204

SPOT DEGLYCOSYLATED GLYCOSYLATED DEGLYCOSYLATED GLYCOSYLATED HIV H9 TO HIV T1 (GLYCOSYLATED)
REGION C hiv h9 pngase (762 matches) hiv h9 wt (810 matches) hiv h9 pngase (762 matches) hiv h9 wt (810 matches)

1806 0.13 0.196 39.87730061 60.12269939 6.273333333
siv mne png (843 matches) siv mne wt (823 matches) siv mne png (843 matches) siv mne wt (823 matches)

1806 1.207 0.006 99.50535862 0.494641385

EXCLUDED FROM PAPER

DEGLYCOSYLATED GLYCOSYLATED DEGLYCOSYLATED GLYCOSYLATED HIV T1 TO SIV 239 (GLYCOSYLATED)
REGION A SPOT hiv t1 png (936 matches) hiv t1 wt (1433 matches) hiv t1 png (936 matches) hiv t1 wt (1433 matches) 5.566666667

1790 0.046 0.15 23.46938776 76.53061224
siv 239 png (602 matches) siv 239 wt (892 matches) siv 239 png (602 matches) siv 239 wt (892 matches)

1790 0.028 0.835 3.244495944 96.75550406

SIV MNE TO SIV 239 (GLYCOSYLATED)
4.932934132

DEGLYCOSYLATED GLYCOSYLATED DEGLYCOSYLATED GLYCOSYLATED SIV MNE TO SIV 239 (DEGLYCOSYLATED)
REGION B SPOT hiv t1 png (936 matches) hiv t1 wt (1433 matches) hiv t1 png (936 matches) hiv t1 wt (1433 matches) NO MATCHING SPOTS

1802 0.892 0.345 72.10994341 27.89005659
siv mne png (843 matches) siv mne wt (823 matches) siv mne png (843 matches) siv mne wt (823 matches)

1802 1.09 0.85 56.18556701 43.81443299

REGION C SPOT DEGLYCOSYLATED GLYCOSYLATED DEGLYCOSYLATED GLYCOSYLATED
hiv t1 png (936 matches) hiv t1 wt (1433 matches) hiv t1 png (936 matches) hiv t1 wt (1433 matches)

1806 0.027 0.019 58.69565217 41.30434783
siv mne png (843 matches) siv mne wt (823 matches) siv mne png (843 matches) siv mne wt (823 matches)

1806 0.02 0.041 32.78688525 67.21311475



SUPPLEMENTAL TABLE 4:  Viral Peptides - Orbitrap
MS/MS sample 

name

Protein name Protein 
accession 
numbers

Protein 
molecular 

weight (Da)

Protein 
identification 

probability

Number of 
unique 

peptides

Number of 
unique 
spectra

Number of 
total 

spectra

Percentage 
of total 
spectra

Percentage 
sequence 
coverage

Assigned Spectrum name Peptide 

sequence

Previous 
amino 
acid

Next 
amino 
acid

Peptide 
identification 

probability

Variable modifications identified by spectrum Observed 

m/z

Actual 
peptide 
mass 

Calculated 
Peptide 

Mass 

Spectrum 

charge

Actual 
minus 

calculated 

Actual 
minus 

calculated 

Peptide 

start index

Peptide 
stop 
index

1D_H9 Envelope glycoprotein (Fragment) Q49DN2_9HIV1 24781.5 76.30% 1 1 1 0.02% 3.15% TRUE tpp/H9/H9.0163.0163.2.dta QVSNSTK K A 95.00% Q1: Deamidation (+0.98), T6: Phospho (+79.97) 422.7687 843.5218 844.3453 2 0.1843 218.3 130 136
1D_H9 Envelope glycoprotein (Fragment) Q8AGB3_9HIV1 23759.3 76.30% 1 1 1 0.02% 4.21% TRUE tpp/H9/H9.0234.0234.3.dta LRKQFGEN K T 95.00% Q4: Deamidation (+0.98), N8: Deamidation (+0.98) 383.88 1148.617 1149.6018 3 0.02258 19.64 88 96
1D_H9 Envelope glycoprotein gp160 O12002_SIVCZ 98209.5 76.30% 1 1 1 0.02% 1.05% TRUE tpp/H9/H9.0286.0286.3.dta TLWEQARNK T 95.00% Q5: Deamidation (+0.98), N8: Deamidation (+0.98) 383.1892 1146.544 1147.5749 3 -0.023055 -20.11 335 343
1D_H9 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 76.30% 1 2 6 0.10% 5.42% TRUE tpp/H9/H9.0562.0562.3.dta QIVTKLRAQK N 92.80% Q1: Deamidation (+0.98) 444.8997 1331.676 1332.8004 3 -0.1169 -87.75 81 91
1D_H9 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 76.30% 1 2 6 0.10% 5.42% TRUE tpp/H9/H9.0573.0573.2.dta QIVTKLRAQK N 95.00% Q9: Deamidation (+0.98) 666.8477 1331.68 1332.8004 2 -0.1129 -84.73 81 91
1D_H9 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 76.30% 1 2 6 0.10% 5.42% TRUE tpp/H9/H9.0576.0576.2.dta QIVTKLRAQK N 95.00% Q9: Deamidation (+0.98) 666.8464 1331.677 1332.8004 2 -0.1154 -86.56 81 91
1D_H9 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 76.30% 1 2 6 0.10% 5.42% TRUE tpp/H9/H9.0638.0638.3.dta QIVTKLRAQK N 95.00% Q1: Deamidation (+0.98) 444.8997 1331.676 1332.8004 3 -0.1169 -87.75 81 91
1D_H9 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 76.30% 1 2 6 0.10% 5.42% TRUE tpp/H9/H9.0656.0656.2.dta QIVTKLRAQK N 95.00% Q9: Deamidation (+0.98) 666.8467 1331.678 1332.8004 2 -0.1149 -86.19 81 91
1D_H9 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 76.30% 1 2 6 0.10% 5.42% TRUE tpp/H9/H9.0660.0660.2.dta QIVTKLRAQK N 95.00% Q9: Deamidation (+0.98) 666.8476 1331.68 1332.8004 2 -0.113 -84.82 81 91
1D_H9 Envelope glycoprotein (Fragment) O10791_9HIV1 12921.9 76.30% 1 1 2 0.03% 7.83% TRUE tpp/H9/H9.0681.0681.2.dta KVVQQLRT K F 95.00% Q4: Deamidation (+0.98), T8: Phospho (+79.97) 590.8142 1179.613 1180.6456 2 -0.02505 -21.2 68 76
1D_H9 Envelope glycoprotein (Fragment) O10791_9HIV1 12921.9 76.30% 1 1 2 0.03% 7.83% TRUE tpp/H9/H9.0686.0686.2.dta KVVQQLRT K F 95.00% Q4: Deamidation (+0.98), T8: Phospho (+79.97) 590.8144 1179.613 1180.6456 2 -0.02454 -20.78 68 76
1D_H9 Envelope glycoprotein (Fragment) Q9QDF2_9HIV1 11636.2 76.30% 1 1 2 0.03% 12.10% TRUE tpp/H9/H9.0719.0719.3.dta TLQQVEAH R F 94.00% T1: Phospho (+79.97), N11: Deamidation (+0.98) 497.2613 1488.76 1489.7417 3 0.026457 17.78 72 83
1D_H9 Envelope glycoprotein (Fragment) Q9QDF2_9HIV1 11636.2 76.30% 1 1 2 0.03% 12.10% TRUE tpp/H9/H9.0725.0725.3.dta TLQQVEAH R F 95.00% T1: Phospho (+79.97), N11: Deamidation (+0.98) 497.2618 1488.762 1489.7417 3 0.028056 18.85 72 83
1D_H9 Envelope glycoprotein (Fragment) Q6GXN6_9HIV1 13852.4 76.30% 1 1 1 0.02% 6.03% TRUE tpp/H9/H9.0746.0746.2.dta EISHNVK - T 95.00% N5: Deamidation (+0.98) 414.2086 826.4016 827.4263 2 -0.016949 -20.43 1 7
1D_H9 Envelope glycoprotein (Fragment) Q6BC31_9HIV1 98354.6 76.30% 1 1 1 0.02% 1.38% TRUE tpp/H9/H9.0772.0772.2.dta AEGNGTITLK I 95.00% N4: Deamidation (+0.98) 616.8036 1231.592 1232.5947 2 0.004639 3.763 417 428
1D_H9 Envelope glycoprotein (Fragment) Q7SSY1_9HIV1 52567.3 76.30% 1 1 1 0.02% 1.92% TRUE tpp/H9/H9.1156.1156.2.dta QIVIKLKER R F 95.00% Q1: Deamidation (+0.98) 564.5402 1127.065 1127.7154 2 0.3572 316.6 311 319
1D_H9 Envelope glycoprotein (Fragment) Q9JER5_9HIV1 17901.9 67.00% 1 1 1 0.02% 4.40% TRUE tpp/H9/H9.1272.1272.2.dta IIIQLVK - P 92.30% Q4: Deamidation (+0.98) 414.3403 826.6649 827.5607 2 0.112 135.3 1 7
1D_H9 Envelope glycoprotein (Fragment) Q52HF5_9HIV1 12929.9 76.30% 1 1 1 0.02% 6.96% TRUE tpp/H9/H9.1277.1277.2.dta LEEQYKNK K A 95.00% Q4: Deamidation (+0.98), N7: Deamidation (+0.98) 527.3602 1052.705 1053.5106 2 0.202 191.7 101 108
1D_H9 Envelope glycoprotein Q7ZL09_9HIV1 97281.5 99.10% 1 1 2 0.03% 0.82% TRUE tpp/H9/H9.1306.1306.2.dta AIHNVPR R R 95.00% N4: Deamidation (+0.98) 404.2023 806.389 807.4477 2 -0.050858 -63.05 842 848
1D_H9 Envelope glycoprotein Q7ZL09_9HIV1 97281.5 99.10% 1 1 2 0.03% 0.82% TRUE tpp/H9/H9.1312.1312.2.dta AIHNVPR R R 95.00% N4: Deamidation (+0.98) 404.2035 806.391 807.4477 2 -0.04855 -60.1 842 848
1D_H9 Envelope glycoprotein (Env protien) Q8Q7G2_9HIV1 100595.4 76.30% 1 1 2 0.03% 0.79% TRUE tpp/H9/H9.1430.1430.2.dta GIWNVPR R R 95.00% N4: Deamidation (+0.98) 421.7588 841.502 842.4524 2 0.05737 68.1 873 879
1D_H9 Envelope glycoprotein (Env protien) Q8Q7G2_9HIV1 100595.4 76.30% 1 1 2 0.03% 0.79% TRUE tpp/H9/H9.1436.1436.2.dta GIWNVPR R R 95.00% N4: Deamidation (+0.98) 421.7587 841.5017 842.4524 2 0.057055 67.74 873 879
1D_H9 Envelope protein (Fragment) Q77028_9HIV1 10476.4 74.30% 1 1 1 0.02% 14.10% TRUE tpp/H9/H9.1551.1551.3.dta IVIRSENLTN- T 94.50% N7: Deamidation (+0.98) 499.2756 1494.803 1495.8232 3 -0.012057 -8.079 1 13
1D_H9 Envelope glycoprotein, v3 region (FragQ71698_9HIV1 11744.6 76.30% 1 1 1 0.02% 7.62% TRUE tpp/H9/H9.1782.1782.2.dta QVSEQLTK K Y 95.00% Q1: Deamidation (+0.98), S3: Phospho (+79.97), Q5: Deamidation ( 507.7448 1013.474 1014.4396 2 0.042156 41.57 80 87
1D_H9 Envelope glycoprotein (Fragment) Q90P31_9HIV1 22638.8 76.30% 1 1 1 0.02% 4.46% TRUE tpp/H9/H9.1864.1864.2.dta LGGQFGMNK K 95.00% Q4: Deamidation (+0.98), M7: Oxidation (+16.00), N8: Deamidation 485.2556 968.4957 969.4353 2 0.068156 70.32 82 90
1D_H9 Envelope glycoprotein (Fragment) Q45UG7_9HIV1 15061.3 76.30% 1 1 1 0.02% 14.00% TRUE tpp/H9/H9.1915.1915.2.dta SNTTDNTINK E 95.00% N2: Deamidation (+0.98), N6: Deamidation (+0.98), S16: Phospho (+ 1041.5092 2081.003 2081.8154 2 0.1951 93.69 25 43
1D_H9 Envelope glycoprotein (Fragment) Q90BF4_9HIV1 16340.8 76.30% 1 1 1 0.02% 8.22% TRUE tpp/H9/H9.1974.1974.2.dta KLTEHFTNKK F 95.00% T3: Phospho (+79.97), N8: Deamidation (+0.98) 776.9076 1551.8 1552.8143 2 -0.006958 -4.481 59 70
1D_H9 Envelope glycoprotein (Fragment) O91290_9HIV1 8969.4 76.30% 1 1 1 0.02% 22.20% TRUE tpp/H9/H9.2558.2558.3.dta LNNSVVINCR S 95.00% N2: Deamidation (+0.98), N3: Deamidation (+0.98), T10: Phospho (+ 694.6727 2080.995 2081.9802 3 0.02225 10.67 22 39
1D_H9 Envelope glycoprotein Q8JBA8_9HIV1 98561.6 76.30% 1 1 1 0.02% 1.61% TRUE tpp/H9/H9.2841.2841.3.dta WSDTTNSTK I 95.00% N6: Deamidation (+0.98), N11: Deamidation (+0.98), S13: Phospho 503.3073 1506.899 1507.559 3 0.3474 230.4 413 426
1D_H9 Envelope glycoprotein (Fragment) Q5IL07_9HIV1 16540.5 76.30% 1 1 1 0.02% 11.80% TRUE tpp/H9/H9.3639.3639.3.dta QAHCNVSGR V 95.00% Q1: Deamidation (+0.98), N12: Deamidation (+0.98) 620.4375 1858.289 1858.9122 3 0.3846 206.9 49 65
1D_H9 Envelope glycoprotein gp120 (FragmeQ9DV13_9HIV1 21535.9 76.30% 1 1 1 0.02% 14.00% TRUE tpp/H9/H9.3651.3651.3.dta VGQAMYAPR D 95.00% Q11: Deamidation (+0.98), M15: Oxidation (+16.00) 978.523 2932.546 2933.5413 3 0.012249 4.161 154 180
1D_H9 Envelope glycoprotein (Fragment) Q90NG8_9HIV1 22607 76.30% 1 1 1 0.02% 5.45% TRUE tpp/H9/H9.4496.4496.3.dta KLGEQFGMR I 95.00% Q5: Deamidation (+0.98), N9: Deamidation (+0.98) 437.3271 1308.958 1309.6577 3 0.3081 235.2 81 91
1D_H9 Envelope glycoprotein (Fragment) Q7ZKU8_9HIV1 13247.3 76.30% 1 1 1 0.02% 9.17% TRUE tpp/H9/H9.4738.4738.3.dta LLLNGSLAE- I 95.00% N4: Deamidation (+0.98), S6: Phospho (+79.97) 423.3325 1266.974 1267.6189 3 0.3629 286.2 1 11
1D_H9 Envelope glycoprotein (Fragment) Q3LU84_9HIV1 43100 76.30% 1 1 1 0.02% 3.87% TRUE tpp/H9/H9.5092.5092.3.dta LDIVPIGNISR Y 95.00% N8: Deamidation (+0.98), S10: Phospho (+79.97) 522.3549 1564.041 1564.7626 3 0.2864 183 63 77
1D_H9 Envelope glycoprotein (Fragment) Q3YG23_9HIV1 23953.1 61.40% 1 1 1 0.02% 3.65% TRUE tpp/H9/H9.5378.5378.2.dta DDDSNNTKK S 90.40% S4: Phospho (+79.97), N5: Deamidation (+0.98), N6: Deamidation (+ 495.6044 989.1932 990.2941 2 -0.093152 -94.06 15 22
1D_MNE Envelope glycoprotein (Fragment) Q9DR23_9HIV1 9745.2 70.10% 1 1 1 0.02% 11.40% TRUE tpp/MNE/MNE.0446.0446.3.dta LQDHSPNT K - 93.30% Q2: Deamidation (+0.98) 376.1614 1125.461 1126.5383 3 -0.0697 -61.88 79 88
1D_MNE Env glycoprotein (Fragment) Q9IWT4_9HIV1 19333.2 76.30% 1 1 1 0.02% 5.88% TRUE tpp/MNE/MNE.0492.0492.3.dta LAEQVMIRSR N 95.00% Q4: Deamidation (+0.98), M6: Oxidation (+16.00), S9: Phospho (+79 424.5749 1270.701 1271.6071 3 0.102 80.25 3 12
1D_MNE Envelope glycoprotein (Fragment) Q9QS73_9HIV1 11205.9 76.30% 1 1 1 0.02% 10.90% TRUE tpp/MNE/MNE.0709.0709.3.dta WNETLQSIGK L 95.00% T4: Phospho (+79.97), Q6: Deamidation (+0.98) 462.2446 1383.71 1384.6515 3 0.06677 48.22 66 76
1D_MNE Envelope glycoprotein (Env protien) Q8Q7G2_9HIV1 100595.4 76.30% 1 1 3 0.06% 0.79% TRUE tpp/MNE/MNE.1022.1022.2.dta GIWNVPR R R 95.00% N4: Deamidation (+0.98) 421.7591 841.5026 842.4524 2 0.05795 68.75 873 879
1D_MNE Envelope glycoprotein (Env protien) Q8Q7G2_9HIV1 100595.4 76.30% 1 1 3 0.06% 0.79% TRUE tpp/MNE/MNE.1057.1057.2.dta GIWNVPR R R 95.00% N4: Deamidation (+0.98) 421.7591 841.5025 842.4524 2 0.057854 68.68 873 879
1D_MNE Envelope glycoprotein (Env protien) Q8Q7G2_9HIV1 100595.4 76.30% 1 1 3 0.06% 0.79% TRUE tpp/MNE/MNE.1058.1058.2.dta GIWNVPR R R 95.00% N4: Deamidation (+0.98) 421.7591 841.5025 842.4524 2 0.057854 68.68 873 879
1D_MNE Envelope glycoprotein (Fragment) Q49EC1_9HIV1 24054.8 76.30% 1 1 1 0.02% 5.46% TRUE tpp/MNE/MNE.1080.1080.2.dta ALQEVSKQ K F 95.00% Q3: Deamidation (+0.98), S6: Phospho (+79.97), Q8: Deamidation ( 691.3288 1380.642 1381.673 2 -0.02319 -16.79 69 80
1D_MNE Envelope glycoprotein (Fragment) Q64G64_9HIV1 15932.2 76.30% 1 1 1 0.02% 6.52% TRUE tpp/MNE/MNE.1102.1102.3.dta TYCNWHMGK F 95.00% N4: Deamidation (+0.98), M7: Oxidation (+16.00) 386.2475 1155.719 1156.4556 3 0.2714 234.6 106 114
1D_MNE Envelope glycoprotein (Fragment) Q9DR45_9HIV1 9904.5 76.30% 1 1 2 0.04% 13.60% TRUE tpp/MNE/MNE.1157.1157.2.dta AHCNISEEAK T 95.00% N4: Deamidation (+0.98), S6: Phospho (+79.97), N11: Deamidation 742.3464 1482.677 1483.5564 2 0.1287 86.72 59 70
1D_MNE Envelope glycoprotein (Fragment) Q9DR45_9HIV1 9904.5 76.30% 1 1 2 0.04% 13.60% TRUE tpp/MNE/MNE.1162.1162.2.dta AHCNISEEAK T 95.00% N4: Deamidation (+0.98), S6: Phospho (+79.97), N11: Deamidation 742.3436 1482.672 1483.5564 2 0.1229 82.85 59 70
1D_MNE Envelope glycoprotein (Fragment) Q96938_9HIV1 12044.6 76.30% 1 1 1 0.02% 9.17% TRUE tpp/MNE/MNE.1394.1394.2.dta IIVQFNEPVKK I 95.00% Q4: Deamidation (+0.98), N6: Deamidation (+0.98) 594.7402 1187.465 1188.6517 2 -0.1791 -150.7 22 31
1D_MNE Envelope glycoprotein (Fragment) Q8ACY4_9HIV1 21583.3 76.30% 1 1 1 0.02% 5.03% TRUE tpp/MNE/MNE.1658.1658.2.dta DGGSGGNNR - 95.00% S4: Phospho (+79.97), N7: Deamidation (+0.98), N10: Deamidation 480.802 959.5883 960.2584 2 0.3378 351.6 190 199
1D_MNE Envelope glycoprotein V2 region (FragQ9Q584_9HIV1 4770.5 76.30% 1 1 1 0.02% 45.00% TRUE tpp/MNE/MNE.1977.1977.3.dta LEVVPIDNDK - 95.00% N8: Deamidation (+0.98), N10: Deamidation (+0.98) 683.3853 2047.133 2047.9536 3 0.1868 91.19 23 40
1D_MNE Envelope glycoprotein (Fragment) Q6SUR3_9HIV1 22483.6 76.30% 1 1 1 0.02% 6.53% TRUE tpp/MNE/MNE.2125.2125.3.dta FTNNANTIIVK E 95.00% N6: Deamidation (+0.98), Q11: Deamidation (+0.98) 493.2437 1476.708 1477.7903 3 -0.07483 -50.64 11 23
1D_MNE Envelope glycoprotein (Fragment) Q6IUQ8_9HIV1 9992.8 76.30% 1 1 1 0.02% 13.50% TRUE tpp/MNE/MNE.4490.4490.3.dta MIKSENITD - T 95.00% N6: Deamidation (+0.98), T8: Phospho (+79.97), N10: Deamidation 477.9768 1430.907 1431.6079 3 0.307 214.4 1 12
1D_MNE Envelope glycoprotein (Fragment) Q64G51_9HIV1 15766.3 76.30% 1 1 1 0.02% 6.57% TRUE tpp/MNE/MNE.4798.4798.2.dta ANNICCNSRK F 95.00% N7: Deamidation (+0.98) 498.2888 994.562 995.4037 2 0.1661 166.8 6 14
1D_MNE Envelope polyprotein Q88138_SIVCZ 102010.6 76.30% 1 1 1 0.02% 1.35% TRUE tpp/MNE/MNE.5011.5011.3.dta LTVWGAKNR V 95.00% N8: Deamidation (+0.98), Q10: Deamidation (+0.98) 463.4268 1387.257 1388.7539 3 -0.4891 -352.3 591 602
1D_MNE Envelope glycoprotein (Fragment) Q6THY4_9HIV1 10778.3 76.30% 1 1 1 0.02% 14.60% TRUE tpp/MNE/MNE.5013.5013.3.dta SIHIGPGQAK R 95.00% S1: Phospho (+79.97), Q8: Deamidation (+0.98) 514.2807 1539.819 1540.7202 3 0.1063 69 40 53
1D_MNE Envelope glycoprotein (Fragment) Q6S2V0_9HIV1 20858.3 76.30% 1 1 1 0.02% 5.82% TRUE tpp/MNE/MNE.5214.5214.3.dta EKFGNTTIAR H 95.00% N5: Deamidation (+0.98), T6: Phospho (+79.97) 446.2782 1335.811 1336.6191 3 0.1999 149.6 86 96
1D_T1 Envelope glycoprotein (Fragment) Q9YRW6_9HIV1 22292.4 79.00% 1 1 1 0.02% 5.42% TRUE tpp/T1/T1.0534.0534.2.dta QIVTKLRAQK N 95.00% Q9: Deamidation (+0.98) 666.847 1331.679 1332.8004 2 -0.1141 -85.64 81 91
1D_T1 Env glycoprotein (Fragment) Q9IWT4_9HIV1 19333.2 79.00% 1 1 2 0.04% 5.88% TRUE tpp/T1/T1.0646.0646.3.dta LAEQVMIRSR N 95.00% Q4: Deamidation (+0.98), M6: Oxidation (+16.00), S9: Phospho (+79 424.5753 1270.703 1271.6071 3 0.1034 81.3 3 12
1D_T1 Env glycoprotein (Fragment) Q9IWT4_9HIV1 19333.2 79.00% 1 1 2 0.04% 5.88% TRUE tpp/T1/T1.0649.0649.3.dta LAEQVMIRSR N 95.00% Q4: Deamidation (+0.98), M6: Oxidation (+16.00), S9: Phospho (+79 424.5749 1270.701 1271.6071 3 0.102 80.25 3 12
1D_T1 Envelope glycoprotein (Fragment) Q9QDF2_9HIV1 11636.2 79.00% 1 1 2 0.04% 12.10% TRUE tpp/T1/T1.0672.0672.3.dta TLQQVEAH R F 95.00% T1: Phospho (+79.97), N11: Deamidation (+0.98) 497.2619 1488.762 1489.7417 3 0.02835 19.01 72 83
1D_T1 Envelope glycoprotein (Fragment) Q9QDF2_9HIV1 11636.2 79.00% 1 1 2 0.04% 12.10% TRUE tpp/T1/T1.0681.0681.3.dta TLQQVEAH R F 95.00% T1: Phospho (+79.97), N11: Deamidation (+0.98) 497.2623 1488.764 1489.7417 3 0.02966 19.91 72 83
1D_T1 Envelope glycoprotein (Fragment) Q9JEQ2_9HIV1 17911.8 74.30% 1 1 1 0.02% 6.29% TRUE tpp/T1/T1.0796.0796.3.dta PGNNTIKGI R I 93.60% N3: Deamidation (+0.98), T5: Phospho (+79.97) 384.0946 1149.26 1150.5624 3 -0.2943 -255.9 16 25
1D_T1 Envelope glycoprotein (Fragment) Q9QSD1_9HIV1 10127.6 79.00% 1 1 1 0.02% 8.89% TRUE tpp/T1/T1.1026.1026.2.dta QISEKLRK K Q 95.00% Q1: Deamidation (+0.98) 501.7646 1001.514 1002.5948 2 -0.073258 -73.12 79 86
1D_T1 Envelope Q75116_9HIV1 98368.4 79.00% 1 2 2 0.04% 1.27% TRUE tpp/T1/T1.1157.1157.2.dta ETQMNWPNK W 95.00% T2: Phospho (+79.97), Q3: Deamidation (+0.98) 778.4009 1554.786 1555.6405 2 0.1536 98.71 5 15
1D_T1 Envelope Q75116_9HIV1 98368.4 79.00% 1 2 2 0.04% 1.27% TRUE tpp/T1/T1.1295.1295.2.dta ETQMNWPNK W 90.70% T2: Phospho (+79.97), Q3: Deamidation (+0.98), N8: Deamidation (+ 778.8938 1555.772 1556.6245 2 0.1553 99.74 5 15
1D_T1 Envelope glycoprotein (Fragment) Q45UG7_9HIV1 15061.3 79.00% 1 1 1 0.02% 14.00% TRUE tpp/T1/T1.1791.1791.2.dta SNTTDNTINK E 95.00% N2: Deamidation (+0.98), N6: Deamidation (+0.98), S16: Phospho (+ 1041.5114 2081.007 2081.8154 2 0.1995 95.8 25 43
1D_T1 Envelope glycoprotein (Fragment) P89722_9HIV1 9838.9 79.00% 1 1 1 0.02% 11.60% TRUE tpp/T1/T1.2593.2593.2.dta LRGLVLNTTK - 95.00% N7: Deamidation (+0.98), T8: Phospho (+79.97) 584.8567 1167.698 1168.5981 2 0.1075 92.02 77 86
1D_T1 Env (Fragment) Q9WQT2_9HIV1 9508.5 68.90% 1 1 1 0.02% 4.76% TRUE tpp/T1/T1.3122.3122.1.dta YYSN K - 91.80% N4: Deamidation (+0.98) 547.2919 546.284 547.2039 1 0.088049 160.8 81 84
1D_T1 Envelope glycoprotein gp120 (FragmeQ9DV13_9HIV1 21535.9 68.50% 1 1 2 0.04% 14.00% TRUE tpp/T1/T1.3536.3536.3.dta VGQAMYAPR D 91.70% Q11: Deamidation (+0.98), M15: Oxidation (+16.00) 978.5236 2932.547 2933.5413 3 0.01395 4.744 154 180
1D_T1 Envelope glycoprotein gp120 (FragmeQ9DV13_9HIV1 21535.9 68.50% 1 1 2 0.04% 14.00% TRUE tpp/T1/T1.3546.3546.3.dta VGQAMYAPR D 91.70% Q11: Deamidation (+0.98), M15: Oxidation (+16.00) 978.5226 2932.544 2933.5413 3 0.01099 3.745 154 180
1D_T1 Envelope glycoprotein Q5EE62_9HIV1 98890.3 79.00% 1 1 1 0.02% 1.72% TRUE tpp/T1/T1.3808.3808.3.dta VVELLGQSSR G 95.00% Q7: Deamidation (+0.98) 552.8104 1655.41 1655.9445 3 0.471 284.3 791 805
1D_T1 Envelope glycoprotein (Fragment) Q9J4M8_9HIV1 33801.9 79.00% 1 1 1 0.02% 3.62% TRUE tpp/T1/T1.4557.4557.3.dta WTNALKQVK L 95.00% N3: Deamidation (+0.98) 439.3429 1315.005 1315.7488 3 0.2643 200.8 126 136


