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AAAITSDILEALGR EDDLSSFRAAAITSDI DILEALGRDGHFTLFA R A A G R D 4 1 0 1 0 0 1 1 0 2 2 0 0 0 0 1 1 0 0 0 0 0 14 0 1399.767 sp|Q15063sp|Q15063|PO 252 265 yes yes 2 6.60E-32 134.75 1 464 1 14;15;16;17;12;3;4;5;6;7 19 21
AACLLPK ECCQAADKAACLLPKL KAACLLPKLDELRDEG K A A P K L 2 0 0 0 1 0 0 0 0 0 2 1 0 0 1 0 0 0 0 0 0 0 7 0 771.4313 sp|P02768sp|P02768|ALB 199 205 yes no 2 0.036669 91.093 5 11 5 784;785;786;7469;470 469 2
AADIEQQAVFAVFDENK LDRRGIQRAADIEQQA FAVFDENKSWYLEDNI R A A N K S 4 0 1 2 0 2 2 0 0 1 0 1 0 2 0 0 0 0 0 2 0 0 17 0 1893.911 sp|P12259sp|P12259|FA5 539 555 no no 2 0.0009138 81.565 9 264;23 9 1136;1137;11656;657 656 2
AAFTECCQAADK LFFAKRYKAAFTECCQ ECCQAADKAACLLPKL K A A D K A 4 0 0 1 2 1 1 0 0 0 0 1 0 1 0 0 1 0 0 0 0 0 12 0 1370.56 sp|P02768sp|P02768|ALB 187 198 yes no 2 2.26E-27 154.85 12 11 12 1301;1302;13701;702;70 714 98
ACEPGVDYVYK TLEERLDKACEPGVDY PGVDYVYKTRLVKVQL K A C Y K T 1 0 0 1 1 0 1 1 0 0 0 1 0 0 1 0 0 0 2 2 0 0 11 0 1299.581 sp|P01024sp|P01024|CO 1536 1546 no no 2 0.0008667 83.998 31 97;24 31 4262;4263;421742;1743; 1764 30
ADDKETCFAEEGK AFVEKCCKADDKETCF TCFAEEGKKLVAASQA K A D G K K 2 0 0 2 1 0 3 1 0 0 0 2 0 1 0 0 1 0 0 0 0 0 13 1 1498.625 sp|P02768sp|P02768|ALB 585 597 yes no 2;3 1.50E-86 238.01 36 11 36 4923;4924;491966;1967; 1981 36
ADDKETCFAEEGKK AFVEKCCKADDKETCF CFAEEGKKLVAASQAA K A D K K L 2 0 0 2 1 0 3 1 0 0 0 3 0 1 0 0 1 0 0 0 0 0 14 2 1626.72 sp|P02768sp|P02768|ALB 585 598 yes no 2 0.053376 78.864 37 11 37 5190;5191 2002 2002 1
AEAESLYQSK EDIAQKSKAEAESLYQ AESLYQSKYEELQITA K A E S K Y 2 0 0 0 0 1 2 0 0 0 1 1 0 0 0 2 0 0 1 0 0 0 10 0 1124.535 sp|P04264sp|P04264|K2C 367 376 yes no 2 0.03571 58.433 51 178 51 8761;8762;87 4046 4046 1
AEFAEVSK RLSQRFPKAEFAEVSK AEFAEVSKLVTDLTKV K A E S K L 2 0 0 0 0 0 2 0 0 0 0 1 0 1 0 1 0 0 0 1 0 0 8 0 879.4338 sp|P02768sp|P02768|ALB 250 257 yes no 2 0.020189 97.798 65 11 65 10521;10522;4692;4693; 4705 63
AEFAEVSKLVTDLTK RLSQRFPKAEFAEVSK KLVTDLTKVHTECCHG K A E T K V 2 0 0 1 0 0 2 0 0 0 2 2 0 1 0 1 2 0 0 2 0 0 15 1 1649.888 sp|P02768sp|P02768|ALB 250 264 yes no 3 0.05102 35.757 66 11 66 10826 4755 4755 1
AEFVEVTK RLSQKFPKAEFVEVTK AEFVEVTKLVTDLTKV K A E T K L 1 0 0 0 0 0 2 0 0 0 0 1 0 1 0 0 1 0 0 2 0 0 8 0 921.4808 CON__P02 CON__P02769 249 256 yes yes 2 0.064911 52.786 69 12 69 11334;11335 4889;4890 4889 2
AETECQNTEYQQLLDIK EEQLQQIRAETECQNT YQQLLDIKIRLENEIQ R A E I K I 1 0 1 1 1 3 3 0 0 1 2 1 0 0 0 0 2 0 1 0 0 0 17 0 2081.958 sp|P13645 sp|P13645|K1C 423 439 yes no 2 7.61E-73 153.34 81 15 83 13168;13169;5805;5806 5805 2
AEVDDVIQVR GILGPIIRAEVDDVIQ VDDVIQVRFKNLASRP R A E V R F 1 1 0 2 0 1 1 0 0 1 0 0 0 0 0 0 0 0 0 3 0 0 10 0 1142.593 sp|P12259sp|P12259|FA5 1650 1659 no no 2 0.001033 111.95 82 264;23 84 13172;13173; 5807 5807 1
AFLDCCEYITQLR LQGDACVKAFLDCCEY CEYITQLRQQHSRDGA K A F L R Q 1 1 0 1 2 1 1 0 0 1 2 0 0 1 0 0 1 0 1 0 0 0 13 0 1687.77 CON__Q2UCON__Q2UVX4 721 733 yes yes 2 3.43E-22 133.81 86 24 88 13662;13663;5990;5991; 5990 5
AGALNSNDAFVLK RAVEVLPKAGALNSND SNDAFVLKTPSAAYLW K A G L K T 3 0 2 1 0 0 0 1 0 0 2 1 0 1 0 1 0 0 0 1 0 0 13 0 1318.688 sp|P06396sp|P06396|GE 585 597 yes no 2 3.07E-21 127.4 99 204 101 18423;18424;8314;8315; 8322 163
AGKEPGLQIWR VEHPEFLKAGKEPGLQ EPGLQIWRVEKFDLVP K A G W R V 1 1 0 0 0 1 1 2 0 1 1 1 0 0 1 0 0 1 0 0 0 0 11 1 1253.688 sp|P06396sp|P06396|GE 62 72 yes no 3 2.67E-05 80.916 111 204 113 20608;20609;9421;9422; 9423 4
AGLENTVAETECR LQSQLSMKAGLENTVA TVAETECRYALQLQQI K A G C R Y 2 1 1 0 1 0 3 1 0 0 1 0 0 0 0 0 2 0 0 1 0 0 13 0 1448.657 sp|P13646sp|P13646|K1C 343 355 yes no 2 0.0003256 77.379 113 276 115 20678;20679; 9426 9426 1
AIGGGLSSVGGGSSTIK GFSSSSGRAIGGGLSS GGGSSTIKYTTTSSSS R A I I K Y 1 0 0 0 0 0 0 6 0 2 1 1 0 0 0 4 1 0 0 1 0 0 17 0 1446.768 sp|P02538sp|P02538|K2C 534 550 yes no 2 2.81E-21 112.43 142 5 144 23653;23654 10488 10488 1
ALEEANADLEVK ASYLDKVRALEEANAD ANADLEVKIRDWYQRQ R A L V K I 3 0 1 1 0 0 3 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 12 0 1300.651 sp|P02533 sp|P02533|K1C 135 146 no no 2 0.063193 45.137 169 4;276;13 172 26461;26462; 11442 11442 1
ALEESNYELEGK ASYLDKVRALEESNYE SNYELEGKIKEWYEKH R A L G K I 1 0 1 0 0 0 4 1 0 0 2 1 0 0 0 1 0 0 1 0 0 0 12 0 1380.641 sp|P13645 sp|P13645|K1C 166 177 yes no 2 3.13E-10 136.63 170 15 173 26465;26466;11443;1144 11443 16
ALLEMQQTK QEAPLEWKALLEMQQT LLEMQQTKMVLETFGG K A L T K M 1 0 0 0 0 2 1 0 0 0 2 1 1 0 0 0 1 0 0 0 0 0 9 0 1060.559 CON__P02 CON__P02672 253 261 yes yes 2 0.0032584 95.909 187 8 190 30170;30171; 13331 13331 1
APSTYGGGLSVSSSR VLAGGSCRAPSTYGGG GLSVSSSRFSSGGACG R A P S R F 1 1 0 0 0 0 0 3 0 0 1 0 0 0 1 5 1 0 1 1 0 0 15 0 1424.69 sp|P02533 sp|P02533|K1C 42 56 yes no 2 0.0031687 58.676 245 4 251 39281;39282; 17257 17257 1
APVLSDSSCK PSLLQCLKAPVLSDSS VLSDSSCKSSYPGQIT K A P C K S 1 0 0 1 1 0 0 0 0 0 1 1 0 0 1 3 0 0 0 1 0 0 10 0 1062.502 CON__P00 CON__P00761 148 157 yes yes 2 0.0020818 88.948 248 1 254 39503;39504;17296;1729 17296 3
AQGYSGLSVK YWDTNPTRAQGYSGLS GYSGLSVKVVNSTTGP R A Q V K V 1 0 0 0 0 1 0 2 0 0 1 1 0 0 0 2 0 0 1 1 0 0 10 0 1008.524 sp|P07996sp|P07996|TSP 1055 1064 yes no 2 0.009768 73.233 252 223 258 39836;39837;17336;1733 17336 4
AQPVQVAEGSEPDGFWEALGGK QELLRVLRAQPVQVAE FWEALGGKAAYRTSPR R A Q G K A 3 0 0 1 0 2 3 4 0 0 1 1 0 1 2 1 0 1 0 2 0 0 22 0 2271.081 sp|P06396sp|P06396|GE 627 648 yes yes 2;3 0 246.96 260 204 266 43422;43423;21035;2103 21526 582
AQYEDIAQK DSIIAEVKAQYEDIAQ QYEDIAQKSKAEAESL K A Q Q K S 2 0 0 1 0 2 1 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 9 0 1064.514 sp|P04264sp|P04264|K2C 356 364 yes yes 2 0.052609 57.047 265 178 271 44528;44529; 21826 21826 1
AQYEEIANR DSIIAEVKAQYEEIAN QYEEIANRSRTEAESW K A Q N R S 2 1 1 0 0 1 2 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 9 0 1092.52 sp|P13647sp|P13647|K2C 344 352 yes no 2 0.029369 66.073 266 16 272 44558;44559; 21827 21827 1
ASLENSLEETK LQSQLSMKASLENSLE ENSLEETKGRYCMQLA K A S T K G 1 0 1 0 0 0 3 0 0 0 2 1 0 0 0 2 1 0 0 0 0 0 11 0 1219.593 sp|P02533 sp|P02533|K1C 353 363 no no 2 6.63E-05 99.815 281 4;13 287 46153;46154; 22458 22458 1
ATDAEADVASLNR KLEQAEKKATDAEADV ADVASLNRRIQLVEEE K A T N R R 4 1 1 2 0 0 1 0 0 0 1 0 0 0 0 1 1 0 0 1 0 0 13 0 1331.632 sp|P07951 sp|P07951|TPM 78 90 no no 2 1.82E-07 92.611 293 222;241 299 47508;47509;22942;2294 22943 2
AVEVLPK ANSAGATRAVEVLPKA RAVEVLPKAGALNSND R A V P K A 1 0 0 0 0 0 1 0 0 0 1 1 0 0 1 0 0 0 0 2 0 0 7 0 754.4589 sp|P06396sp|P06396|GE 578 584 yes no 2 0.043895 87.582 328 204 334 53469;53470;25190;2519 25190 2
AVMDDFAAFVEK KATKEQLKAVMDDFAA DFAAFVEKCCKADDKE K A V E K C 3 0 0 2 0 0 1 0 0 0 0 1 1 2 0 0 0 0 0 2 0 0 12 0 1341.628 sp|P02768sp|P02768|ALB 570 581 yes no 2;3 9.55E-14 121.6 345 11 351;352 59453;59454;28762;2876 28772 3 674
AWAYYSAVNPEK ESPGSACRAWAYYSAV YSAVNPEKDIHSGLIG R A W E K D 3 0 1 0 0 0 1 0 0 0 0 1 0 0 1 1 0 1 2 1 0 0 12 0 1397.662 sp|P12259sp|P12259|FA5 1727 1738 no no 2 2.36E-07 98.943 359 264;23 367 63327;63328;30751;3075 30758 16
CCAAADPHECYAK TYETTLEKCCAAADPH DPHECYAKVFDEFKPL K C C A K V 4 0 0 1 3 0 1 0 1 0 0 1 0 0 1 0 0 0 1 0 0 0 13 0 1551.591 sp|P02768sp|P02768|ALB 384 396 yes no 2;3 3.23E-05 107.45 377 11 385 65448;65449;31594;3159 31605 14
CCTESLVNR PVSDRVTKCCTESLVN CTESLVNRRPCFSALE K C C N R R 0 1 1 0 2 0 1 0 0 0 1 0 0 0 0 1 1 0 0 1 0 0 9 0 1137.491 sp|P02768sp|P02768|ALB 500 508 no no 2 6.15E-11 151.27 381 11;12 389 66012;66013;31641;3164 31694 57
CFLAFTQTK KGTKVHMKCFLAFTQT FLAFTQTKTFHEASED K C F T K T 1 0 0 0 1 1 0 0 0 0 1 1 0 2 0 0 2 0 0 0 0 0 9 0 1114.548 sp|P05452 sp|P05452|TET 81 89 yes yes 2 1.96E-08 145.63 400 196 408 69320;69321;32990;3299 33036 65
CFSGQCISK EGCGERFRCFSGQCIS FSGQCISKSLVCNGDS R C F S K S 0 0 0 0 2 1 0 1 0 1 0 1 0 1 0 2 0 0 0 0 0 0 9 0 1085.463 sp|P10643 sp|P10643|CO 91 99 no no 2 0.021364 70.816 401 252 409 69506;69507;33055;3305 33055 3
CGDLEEELK RAEVSELKCGDLEEEL GDLEEELKNVTNNLKS K C G L K N 0 0 0 1 1 0 3 1 0 0 2 1 0 0 0 0 0 0 0 0 0 0 9 0 1091.481 sp|P67936sp|P67936|TPM 154 162 no no 2 0.0048007 90.657 402 413;222 410 69561;69562;33058;3305 33058 6
CYDGYTLR LSDEISFRCYDGYTLR CYDGYTLRGSANRTCQ R C Y L R G 0 1 0 1 1 0 0 1 0 0 1 0 0 0 0 0 1 0 2 0 0 0 8 0 1046.449 CON__Q3KCON__Q3KUS7 131 138 yes yes 2 1.84E-05 143.85 452 26 460 75009;75010;35211;352 35225 55
DAEAWFNEK QLAEQNRKDAEAWFNE AEAWFNEKSKELTTEI K D A E K S 2 0 1 1 0 0 2 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 9 0 1108.483 sp|P13645 sp|P13645|K1C 335 343 yes no 2 0.0002766 131.06 456 15 464 75381;75382;35376;3537 35382 16
DAEEWFFTK KMAEKNRKDAEEWFFT AEEWFFTKTEELNREV K D A T K T 1 0 0 1 0 0 2 0 0 0 0 1 0 2 0 0 1 1 0 0 0 0 9 0 1171.519 sp|P02533 sp|P02533|K1C 301 309 yes no 2 0.0048619 82.279 457 4 465 75474;75475;35392;3539 35392 2
DAFLGSFLYEYSR CKNYQEAKDAFLGSFL SFLYEYSRRHPEYAVS K D A S R R 1 1 0 1 0 0 1 1 0 0 2 0 0 2 0 2 0 0 2 0 0 0 13 0 1566.736 CON__P02 CON__P02769 347 359 yes yes 2 0.0003825 70.942 459 12 467 75546;75547;35395;3539 35395 4
DCVGDVTENQICNK PTPQFGGKDCVGDVTE TENQICNKQDCPIDGC K D C N K Q 0 0 2 2 2 1 1 1 0 1 0 1 0 0 0 0 1 0 0 2 0 0 14 0 1650.698 sp|P07996sp|P07996|TSP 530 543 yes yes 2 8.59E-43 188.28 477 223 485 77655;77656;36129;3613 36131 10
DDNPNLPR NECFLQHKDDNPNLPR DDNPNLPRLVRPEVDV K D D P R L 0 1 2 2 0 0 0 0 0 0 1 0 0 0 2 0 0 0 0 0 0 0 8 0 939.441 sp|P02768sp|P02768|ALB 131 138 yes no 2 8.12E-20 139.92 485 11 493 79540;79541;37017;370 37030 44
DIEALFVSESK MQELLPAKDIEALFVS ALFVSESKKTLTRKAV K D I S K K 1 0 0 1 0 0 2 0 0 1 1 1 0 1 0 2 0 0 0 1 0 0 11 0 1236.624 CON__Q3KCON__Q3KUS7 626 636 yes yes 2 0.037449 62.2 549 26 557 91370;91371;42807;4280 42808 2
DIQYLPLIK AINLLPSRDIQYLPLI IQYLPLIKMSTITGPV R D I I K M 0 0 0 1 0 1 0 0 0 2 2 1 0 0 1 0 0 0 1 0 0 0 9 0 1101.643 CON__P02 CON__P02672 220 228 yes yes 2 0.0078555 80.229 562 8 571 93316;93317;43815;438 43821 11
DLASIAR PIQSVFTRDLASIARL RDLASIARLRIAKGGV R D L A R L 2 1 0 1 0 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 7 0 744.413 sp|P07996sp|P07996|TSP 190 196 yes no 2 0.064545 77.496 575 223 584 94642;94643; 44319 44319 1
DLGEENFK SEVAHRFKDLGEENFK DLGEENFKALVLIAFA K D L F K A 0 0 1 1 0 0 2 1 0 0 1 1 0 1 0 0 0 0 0 0 0 0 8 0 950.4345 sp|P02768sp|P02768|ALB 37 44 yes no 2 0.011583 110.63 589 11 598 95986;95987;44850;4485 44864 59
DNCQYVYNVDQR GDGILNERDNCQYVYN YVYNVDQRDTDMDGVG R D N Q R D 0 1 2 2 1 2 0 0 0 0 0 0 0 0 0 0 0 0 2 2 0 0 12 0 1572.663 sp|P07996sp|P07996|TSP 811 822 yes yes 2 4.94E-27 153.12 611 223 622 100728;1007247623;476 47625 7
DPDQTDGLGLSYLSSHIANVER KQFFKNWRDPDQTDGL SHIANVERVPFDAATL R D P E R V 1 1 1 3 0 1 1 2 1 1 3 0 0 0 1 3 1 0 1 1 0 0 22 0 2386.14 sp|P06396sp|P06396|GE 398 419 yes yes 2;3 0 305.54 625 204 636 102780;1027848464;4846 48467 272
DQIVDLTVGNNK YNTIDDLKDQIVDLTV DLTVGNNKTLLDIDNT K D Q N K T 0 0 2 2 0 1 0 1 0 1 1 1 0 0 0 0 1 0 0 2 0 0 12 0 1314.678 sp|P35527sp|P35527|K1C 213 224 yes no 2 0.0004898 92.538 641 19 652 104452;1044549236;4923 49237 2
DSQEEEKTEALTSAK QVFVWVGKDSQEEEKT TEALTSAKRYIETDPA K D S A K R 2 0 0 1 0 1 4 0 0 0 1 2 0 0 0 2 2 0 0 0 0 0 15 1 1664.774 sp|P06396sp|P06396|GE 714 728 yes no 2 0.0026906 81.565 666 204 677 107964;10796 50861 50861 1
DSSTWLTAFVLK SYAAWLSRDSSTWLTA WLTAFVLKVLSLAQEQ R D S L K V 1 0 0 1 0 0 0 0 0 0 2 1 0 1 0 2 2 1 0 1 0 0 12 0 1366.713 sp|P0C0L4 sp|P0C0L4|CO 1073 1084 no no 2 0.0008185 88.495 668 245;2 679 108081;1080850890;5089 50890 6
DVWGIEGPIDAAFTR PGYPKLIRDVWGIEGP PIDAAFTRINCQGKTY R D V T R I 2 1 0 2 0 0 1 2 0 2 0 0 0 1 1 0 1 1 0 1 0 0 15 0 1645.81 sp|P04004sp|P04004|VT 198 212 no no 2;3 6.68E-168 223.08 710 168 722 113227;1132252849;5285 53795 947
DYIFGDYIER MEKALQERDYIFGDYI IFGDYIERLWAYLTIE R D Y E R L 0 1 0 2 0 0 1 1 0 2 0 0 0 1 0 0 0 0 2 0 0 0 10 0 1289.593 CON__Q0VCON__Q0V8M9 547 556 yes yes 2 2.12E-15 141.52 722 21 735 115663;1156654654;5465 54665 101
ECCEKPLLEK DSISSKLKECCEKPLL CEKPLLEKSHCIAEVE K E C E K S 0 0 0 0 2 0 3 0 0 0 2 2 0 0 1 0 0 0 0 0 0 0 10 1 1304.611 sp|P02768sp|P02768|ALB 301 310 yes no 2;3 5.96E-31 177.7 759 11 772 120685;1206856557;5655 56561 22
ECEEIIR NIPVVSGKECEEIIRK KECEEIIRKGGETSEM K E C I R K 0 1 0 0 1 0 3 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 7 0 947.4382 sp|P02675 sp|P02675|FIB 240 246 no no 2 0.0013323 143.37 762 143;9 775 121525;1215256905;5690 56917 30
EDGGGWWYNR DPRKQCSKEDGGGWWY GGGWWYNRCHAANPNG K E D N R C 0 1 1 1 0 0 1 3 0 0 0 0 0 0 0 0 0 2 1 0 0 0 10 0 1238.511 sp|P02675 sp|P02675|FIB 427 436 no no 2 1.07E-24 166.96 775 143;9 788 123082;1230857563;5756 57712 165
EEAPSLR HRPLDKKREEAPSLRP REEAPSLRPAPPPISG R E E L R P 1 1 0 0 0 0 2 0 0 0 1 0 0 0 1 1 0 0 0 0 0 0 7 0 800.4028 sp|P02675 sp|P02675|FIB 54 60 no no 2 0.0083222 113.08 788 143;9 802 125050;1250558740;5874 58741 9
EFNAETFTFHADICTLSEK VDETYVPKEFNAETFT DICTLSEKERQIKKQT K E F E K E 2 0 1 1 1 0 3 0 1 1 1 1 0 3 0 1 3 0 0 0 0 0 19 0 2259.015 sp|P02768sp|P02768|ALB 525 543 yes no 2;3 2.40E-41 135.81 820 11 834 129252;1292560923;609 60923 11
EGGQTAPASTR IYKGGTSREGGQTAPA QTAPASTRLFQVRANS R E G T R L 2 1 0 0 0 1 1 2 0 0 0 0 0 0 1 1 2 0 0 0 0 0 11 0 1073.51 sp|P06396sp|P06396|GE 554 564 yes no 2 0.0056445 70.908 838 204 852 131651;1316561781;6178 61781 2
EIETYHNLLEGGQEDFESSGAGK SIKMRLEKEIETYHNL FESSGAGKIGLGGRGG K E I G K I 1 0 1 1 0 1 5 4 1 1 2 1 0 1 0 2 1 0 1 0 0 0 23 0 2509.125 sp|P35527sp|P35527|K1C 450 472 yes no 3 3.29E-12 79.143 856 19 872 134876 63624 63624 1
ELANELR RKVTEENKELANELRR KELANELRRPPLCYHN K E L L R R 1 1 1 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 7 0 843.445 sp|P07996sp|P07996|TSP 307 313 yes no 2 0.041523 88.734 876 223 894 139169;1391765587;6558 65588 2
ELTTEIDNNIEQISSYK AWFNEKSKELTTEIDN IEQISSYKSEITELRR K E L Y K S 0 0 2 1 0 1 3 0 0 3 1 1 0 0 0 2 2 0 1 0 0 0 17 0 1995.964 sp|P13645 sp|P13645|K1C 346 362 yes no 2 2.57E-14 136.93 914 15 932 145321;1453268669;6867 68670 2
EPAHLMSLFGGK QSRVVQGKEPAHLMSL LMSLFGGKPMIIYKGG K E P G K P 1 0 0 0 0 0 1 2 1 0 2 1 1 1 1 1 0 0 0 0 0 0 12 0 1285.649 sp|P06396sp|P06396|GE 531 542 yes no 2;3 5.26E-09 112.36 936 204 954 148789;1487970174;7017 70179 32
EPGLQIWR PEFLKAGKEPGLQIWR EPGLQIWRVEKFDLVP K E P W R V 0 1 0 0 0 1 1 1 0 1 1 0 0 0 1 0 0 1 0 0 0 0 8 0 997.5345 sp|P06396sp|P06396|GE 65 72 yes no 2 5.11E-13 126.24 941 204 959 150037;1500370989;7099 71020 236
EQLGPVTQEFWDNLEK TSTFSKLREQLGPVTQ EFWDNLEKETEGLRQE R E Q E K E 0 0 1 1 0 2 3 1 0 0 2 1 0 1 1 0 1 1 0 1 0 0 16 0 1931.927 sp|P02647sp|P02647|AP 86 101 no no 2;3 1.05E-122 198.14 953 136;17 971 151692;1516971667;7166 71893 244
EQQALQTVCLK AQEVALLKEQQALQTV ALQTVCLKGTKVHMKC K E Q L K G 1 0 0 0 1 3 1 0 0 0 2 1 0 0 0 0 1 0 0 1 0 0 11 0 1316.676 sp|P05452 sp|P05452|TET 63 73 yes no 2 2.08E-38 195.7 958 196 977 154080;1540872978;7297 73013 50
ETCFAEEGK KCCKADDKETCFAEEG TCFAEEGKKLVAASQA K E T G K K 1 0 0 0 1 0 3 1 0 0 0 1 0 1 0 0 1 0 0 0 0 0 9 0 1069.439 sp|P02768sp|P02768|ALB 589 597 yes no 2 0.0007412 114.5 983 11 1003 159284;1592875632;7563 75635 8
ETYGEMADCCAK LCTVATLRETYGEMAD EMADCCAKQEPERNEC R E T A K Q 2 0 0 1 2 0 2 1 0 0 0 1 1 0 0 0 1 0 1 0 0 0 12 0 1433.526 sp|P02768sp|P02768|ALB 106 117 yes no 2 2.46E-10 117.31 999 11 1020;1021 161742;1617476505;7650 76513 108
EVLLTGIQTQGAK WIQVDMQKEVLLTGIQ GIQTQGAKHYLKPYYT K E V A K H 1 0 0 0 0 2 1 2 0 1 2 1 0 0 0 0 2 0 0 1 0 0 13 0 1356.761 CON__Q28CON__Q28107 1957 1969 yes yes 2 1.21E-65 180.67 1012 23 1034 165336;1653378306;7830 78404 107
EVQGFESATFLGYFK NGRAVQHREVQGFESA ATFLGYFKSGLKYKKG R E V F K S 1 0 0 0 0 1 2 2 0 0 1 1 0 3 0 1 1 0 1 1 0 0 15 0 1721.83 sp|P06396sp|P06396|GE 148 162 yes no 2;3 4.78E-85 181.32 1015 204 1038 166435;1664378933;7893 79150 298
EVSFDVELPK VNRADTAKEVSFDVEL SFDVELPKTAFITNFT K E V P K T 0 0 0 1 0 0 2 0 0 0 1 1 0 1 1 1 0 0 0 2 0 0 10 0 1161.592 sp|Q06033sp|Q06033|ITI 76 85 no no 2 9.66E-05 107.57 1018 436;21 1041 167350;1673579408;7940 79535 130
EVVADSVWVDVK LIGASGQREVVADSVW DSVWVDVKDSCVGSLV R E V V K D 1 0 0 2 0 0 1 0 0 0 0 1 0 0 0 1 0 1 0 5 0 0 12 0 1344.693 sp|P01024sp|P01024|CO 545 556 no no 2 1.40E-07 120.09 1022 97;24 1045 167816;1678179581;7958 79643 67
FASFIDK QIKTLNNKFASFIDKV KFASFIDKVRFLEQQN K F A D K V 1 0 0 1 0 0 0 0 0 1 0 1 0 2 0 1 0 0 0 0 0 0 7 0 826.4225 sp|P35908sp|P35908|K22 189 195 no no 2 0.044508 87.284 1055 20;16;5;18;0;1 1079 175741;1757483671;8367 83671 3
FDLVPVPTNLYGDFFTGDAYVILK LQIWRVEKFDLVPVPT GDAYVILKTVQLRNGN K F D L K T 1 0 1 3 0 0 0 2 0 1 3 1 0 3 2 0 2 0 2 3 0 0 24 0 2703.384 sp|P06396sp|P06396|GE 76 99 yes yes 2 0.01132 55.66 1069 204 1093 177643;17764 84600 84600 0
FEMEQNLR TLDDFRIKFEMEQNLR FEMEQNLRQGVDADIN K F E L R Q 0 1 1 0 0 1 2 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 8 0 1065.491 sp|P35527sp|P35527|K1C 243 250 yes no 2 0.057343 65.038 1083 19 1107 179509;17951 85342 85342 1
FEQLELR RLPMSVRRFEQLELRP RFEQLELRPVLYNYLD R F E L R P 0 1 0 0 0 1 2 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 7 0 933.492 sp|P0C0L4 sp|P0C0L4|CO 846 852 no no 2 2.26E-05 154.11 1084 245;246;2 1108 179535;1795385343;8534 85377 147
FFVAPFPEVFGK VLNENLLRFFVAPFPE PFPEVFGKEKVNELSK R F F G K E 1 0 0 0 0 0 1 1 0 0 0 1 0 4 2 0 0 0 0 2 0 0 12 0 1383.723 CON__P02 CON__P02662 23 34 yes yes 2 0.0016832 87.149 1099 6 1125 181310;1813185942;8594 85942 19
FKDLGEENFK HKSEVAHRFKDLGEEN DLGEENFKALVLIAFA R F K F K A 0 0 1 1 0 0 2 1 0 0 1 2 0 2 0 0 0 0 0 0 0 0 10 1 1225.598 sp|P02768sp|P02768|ALB 35 44 yes no 2;3 5.86E-07 136.57 1118 11 1144 184476;1844787325;873 87328 15
FKPTLSQQQK NKTKAHIRFKPTLSQQ PTLSQQQKSPEQQETV R F K Q K S 0 0 0 0 0 3 0 0 0 0 1 2 0 1 1 1 1 0 0 0 0 0 10 1 1203.661 sp|Q14624sp|Q14624|ITI 215 224 no no 2;3 0.0001333 136.27 1119 463 1145 184656;1846587340;8734 87342 7
FLEQQNQVLETK ASFIDKVRFLEQQNQV QNQVLETKWELLQQLD R F L T K W 0 0 1 0 0 3 2 0 0 0 2 1 0 1 0 0 1 0 0 1 0 0 12 0 1475.762 sp|Q86Y46sp|Q86Y46|K2 152 163 yes no 2 4.86E-08 107.15 1131 25 1157 186478;1864788213;882 88214 2
FLEQQNQVLQTK ASFIDKVRFLEQQNQV QNQVLQTKWELLQQVD R F L T K W 0 0 1 0 0 4 1 0 0 0 2 1 0 1 0 0 1 0 0 1 0 0 12 0 1474.778 sp|P04264sp|P04264|K2C 200 211 no no 2 3.33E-66 189.72 1132 178;20 1158 186482;1864888215;882 88251 50
FLVNLVK ELQRKTDRFLVNLVKL RFLVNLVKLKHELTDE R F L V K L 0 0 1 0 0 0 0 0 0 0 2 1 0 1 0 0 0 0 0 2 0 0 7 0 831.5218 sp|P43652 sp|P43652|AFA 550 556 no no 1;2 1.77E-17 159.75 1144 362;30 1170 187713;1877188687;8868 88738 109
FPVFMGR VLWDQQHKFPVFMGRV KFPVFMGRVYDPRA__ K F P G R V 0 1 0 0 0 0 0 1 0 0 0 0 1 2 1 0 0 0 0 1 0 0 7 0 852.4316 sp|P05155 sp|P05155|IC1 488 494 no no 2 1.48E-13 166.66 1160 191 1187 190857;1908590385;9038 90418 230
FQDLVDAVR IPPVPDDKFQDLVDAV QDLVDAVRAEKGFLLL K F Q V R A 1 1 0 2 0 1 0 0 0 0 1 0 0 1 0 0 0 0 0 2 0 0 9 0 1061.551 sp|P07996sp|P07996|TSP 75 83 yes no 2 6.08E-19 163.9 1163 223 1190 191387;1913890648;9064 90649 46
FQMIPLDPK ISETDFRRFQMIPLDP QMIPLDPKGTSQNDPN R F Q P K G 0 0 0 1 0 1 0 0 0 1 1 1 1 1 2 0 0 0 0 0 0 0 9 0 1087.574 sp|P07996sp|P07996|TSP 960 968 yes no 2 0.033409 63.565 1169 223 1196 191900;1919090808;9080 90808 3
FQNALLVR FEQLGEYKFQNALLVR FQNALLVRYTKKVPQV K F Q V R Y 1 1 1 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 0 1 0 0 8 0 959.5553 sp|P02768sp|P02768|ALB 427 434 yes no 2 4.55E-19 153.88 1170 11 1197 191988;1919890811;908 91097 388
FSSSSGYGGGSSR GGGGGGGRFSSSSGYG GYGGGSSRVCGRGGGG R F S S R V 0 1 0 0 0 0 0 4 0 0 0 0 0 1 0 6 0 0 1 0 0 0 13 0 1234.521 sp|P35527sp|P35527|K1C 47 59 yes no 2 0.0037294 62.466 1199 19 1226 197094;19709 93089 93089 1
FTGSQPFGQGVEHATANK NCLPCPPRFTGSQPFG VEHATANKQVCKPRNP R F T N K Q 2 0 1 0 0 2 1 3 1 0 0 1 0 2 1 1 2 0 0 1 0 0 18 0 1874.891 sp|P07996sp|P07996|TSP 624 641 yes yes 3 0.0044293 28.472 1210 223 1237 198696;1986993778;9377 93778 5
FTVSVNVAAGSK ASGRKLEKFTVSVNVA VNVAAGSKVTFELTYE K F T S K V 2 0 1 0 0 0 0 1 0 0 0 1 0 1 0 2 1 0 0 3 0 0 12 0 1178.63 sp|Q06033sp|Q06033|ITI 138 149 no no 2 1.85E-07 100.88 1219 436;21 1247 200056;2000594428;944 94431 5
FVFGTTPEDILR QGVLQNVRFVFGTTPE TTPEDILRNKGCSSST R F V L R N 0 1 0 1 0 0 1 1 0 1 1 0 0 2 1 0 2 0 0 1 0 0 12 0 1393.724 sp|P07996sp|P07996|TSP 217 228 yes no 2 6.57E-21 140.75 1223 223 1251 200327;2003294449;9445 94452 81
GAFLYEPCGVSMPVLSTGVLR NISVSSSKGAFLYEPC VLSTGVLRSNGGCSIV K G A L R S 1 1 0 0 1 0 1 3 0 0 3 0 1 1 2 2 1 0 1 3 0 0 21 0 2252.133 CON__Q9NCON__Q9NSB4 447 467 yes yes 2 0.0059265 50.675 1241 29 1270 203205;20320 95523 95523 7 1
GASQAGAPQGR VRAATASRGASQAGAP QAGAPQGRVPEARPNS R G A G R V 3 1 0 0 0 2 0 3 0 0 0 0 0 0 1 1 0 0 0 0 0 0 11 0 998.4894 sp|P06396sp|P06396|GE 33 43 yes yes 2 0.0001397 93.992 1246 204 1275 203504;2035095609;956 95612 4
GFEPGVTNILK TPGVFIGKGFEPGVTN PGVTNILKTTQGSKIF K G F L K T 0 0 1 0 0 0 1 2 0 1 1 1 0 1 1 0 1 0 0 1 0 0 11 0 1173.639 sp|Q15063sp|Q15063|PO 576 586 yes no 2 0.032876 68.846 1303 464 1333 215078;21507101901;10 101902 2
GFLLLASLR VDAVRAEKGFLLLASL FLLLASLRQMKKTRGT K G F L R Q 1 1 0 0 0 0 0 1 0 0 4 0 0 1 0 1 0 0 0 0 0 0 9 0 988.607 sp|P07996sp|P07996|TSP 87 95 yes no 2 0.001161 104.75 1310 223 1340 215887;21588102346;10 102361 16
GFSCGSAIVGGGK QCVRGGPRGFSCGSAI SAIVGGGKRGAFSSVS R G F G K R 1 0 0 0 1 0 0 5 0 1 0 1 0 1 0 2 0 0 0 1 0 0 13 0 1195.566 sp|P19013 sp|P19013|K2C 14 26 yes no 2 0.020161 53.327 1318 18 1348 217425 103258 103258 1
GFSSGSAVVSGGSR GGGGGGFRGFSSGSAV AVVSGGSRRSTSSFSC R G F S R R 1 1 0 0 0 0 0 4 0 0 0 0 0 1 0 5 0 0 0 2 0 0 14 0 1253.6 sp|P35908sp|P35908|K22 21 34 yes no 2 2.13E-12 103.34 1320 20 1350 217590;21759103349;103 103349 2
GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR GSSRVCGRGGGGSFGY GGFGGGSRGFGGASGG R G G S R G 1 1 0 0 0 0 0 17 0 0 1 0 0 3 0 7 0 0 2 0 0 0 32 0 2704.154 sp|P35527sp|P35527|K1C 64 95 yes no 3 3.38E-13 45.685 1331 19 1361 219410 104439 104439 1
GGSGGSYGGGGSGGGYGGGSGSR GSYGRGSRGGSGGSYG YGGGSGSRGGSGGSYG R G G S R G 0 1 0 0 0 0 0 15 0 0 0 0 0 0 0 5 0 0 2 0 0 0 23 0 1790.72 sp|P35527sp|P35527|K1C 491 513 yes no 2 2.79E-42 114.63 1336 19 1366 219742;21974104489;104 104490 2
GGSGGSYGR GKIGLGGRGGSGGSYG GSGGSYGRGSRGGSGG R G G G R G 0 1 0 0 0 0 0 5 0 0 0 0 0 0 0 2 0 0 1 0 0 0 9 0 796.3464 sp|P35527sp|P35527|K1C 479 487 yes no 2 0.035051 62.546 1337 19 1367 219748 104491 104491 1
GGTLGTPQTGSENDALYEYLR ASEDCISRGGTLGTPQ DALYEYLRQSVGNEAE R G G L R Q 1 1 1 1 0 1 2 4 0 0 3 0 0 0 1 1 3 0 2 0 0 0 21 0 2241.055 sp|P05452 sp|P05452|TET 102 122 yes no 2;3 4.20E-269 242.07 1340 196 1370 219999;22000104590;104 104594 273
GGVASGFK KSGLKYKKGGVASGFK GGVASGFKHVVPNEVV K G G F K H 1 0 0 0 0 0 0 3 0 0 0 1 0 1 0 1 0 0 0 1 0 0 8 0 721.3759 sp|P06396sp|P06396|GE 170 177 yes no 2 0.023459 76.035 1341 204 1371 220310;22031104863;104 104863 15
GGVNDNFQGVLQNVR IARLRIAKGGVNDNFQ QGVLQNVRFVFGTTPE K G G V R F 0 1 3 1 0 2 0 3 0 0 1 0 0 1 0 0 0 0 0 3 0 0 15 0 1615.807 sp|P07996sp|P07996|TSP 202 216 yes no 2 1.79E-85 183.78 1343 223 1373 220424;22042104880;104 104925 46
GGWTVIQNR YCDMKTEKGGWTVIQN GWTVIQNRQDGSVDFG K G G N R Q 0 1 1 0 0 1 0 2 0 1 0 0 0 0 0 0 1 1 0 1 0 0 9 0 1029.536 CON__P02 CON__P02676 281 289 yes yes 2 2.10E-05 135.87 1344 9 1374 220481;22048104926;104 104928 13
GHLFLQTDQPVYNPGQR NLLFSSRRGHLFLQTD PVYNPGQRVRYRVFAL R G H Q R V 0 1 1 1 0 3 0 2 1 0 2 0 0 1 2 0 1 0 1 1 0 0 17 0 1968.981 CON__P01 CON__P01030 138 154 yes yes 2;3 0.0021004 43.628 1348 2 1378 221805;22180105718;105 105730 35
GLESQTK DGKKTFFRGLESQTKL RGLESQTKLVNGQSHI R G L T K L 0 0 0 0 0 1 1 1 0 0 1 1 0 0 0 1 1 0 0 0 0 0 7 0 761.3919 sp|P0C0L4 sp|P0C0L4|CO 298 304 no no 2 0.0098551 107.74 1372 245;246;2 1402 226680;22668108937;108 108937 2
GPDPSSPAFR GSGRRLVKGPDPSSPA DPSSPAFRIEDANLIP K G P F R I 1 1 0 1 0 0 0 1 0 0 0 0 0 1 3 2 0 0 0 0 0 0 10 0 1029.488 sp|P07996sp|P07996|TSP 51 60 yes no 2 1.52E-06 114.28 1420 223 1451 231987;23198111013;11 111029 18
GSLGGGFSSGGFSGGSFSR SLRISSSKGSLGGGFS FSGGSFSRGSSGGGCF K G S S R G 0 1 0 0 0 0 0 8 0 0 1 0 0 3 0 6 0 0 0 0 0 0 19 0 1706.765 sp|P13645 sp|P13645|K1C 41 59 yes no 2 4.98E-17 101.2 1460 15 1491 240602;24060115085;115 115085 4
GSSGGGCFGGSSGGYGGLGGFGGGSFR FSGGSFSRGSSGGGCF GFGGGSFRGSYGSSSF R G S F R G 0 1 0 0 1 0 0 15 0 0 1 0 0 3 0 5 0 0 1 0 0 0 27 0 2341.977 sp|P13645 sp|P13645|K1C 60 86 yes no 2 3.78E-15 78.021 1465 15 1496 242933;24293 116111 116111 1
GTLLALER LRQMKKTRGTLLALER GTLLALERKDHSGQVF R G T E R K 1 1 0 0 0 0 1 1 0 0 3 0 0 0 0 0 1 0 0 0 0 0 8 0 871.5127 sp|P07996sp|P07996|TSP 102 109 yes yes 2 0.017874 101.28 1480 223 1511 244041;24404116505;116 116506 7
GTSQNDPNWVVR QMIPLDPKGTSQNDPN NDPNWVVRHQGKELVQ K G T V R H 0 1 2 1 0 1 0 1 0 0 0 0 0 0 1 1 1 1 0 2 0 0 12 0 1371.653 sp|P07996sp|P07996|TSP 969 980 yes no 2 7.41E-23 145.17 1484 223 1515 244253;24425116555;116 116588 37
GVFVLNK VVLVAVDKGVFVLNKK KGVFVLNKKNKLTQSK K G V N K K 0 0 1 0 0 0 0 1 0 0 1 1 0 1 0 0 0 0 0 2 0 0 7 0 775.4592 sp|P01024sp|P01024|CO 601 607 no no 2 0.013131 103.41 1498 97;24 1529 245788;24578117241;117 117241 44
GYTQQLAFR GALELIKKGYTQQLAF YTQQLAFRQPSSAFAA K G Y F R Q 1 1 0 0 0 2 0 1 0 0 1 0 0 1 0 0 1 0 1 0 0 0 9 0 1082.551 sp|P01024sp|P01024|CO 1052 1060 no no 2 7.06E-15 162.51 1528 97;24 1559 250562;25056119258;119 119264 120
HGGGGGGFGGGGFGSR SSFSCLSRHGGGGGGF GGGGFGSRSLVGLGGT R H G S R S 0 1 0 0 0 0 0 11 1 0 0 0 0 2 0 1 0 0 0 0 0 0 16 0 1319.576 sp|P35908sp|P35908|K22 46 61 yes no 3 0.014711 27.149 1542 20 1573 251852;25185 119705 119705 1
HLVDEPQNLIK STVFDKLKHLVDEPQN DEPQNLIKQNCDQFEK K H L I K Q 0 0 1 1 0 1 1 0 1 1 2 1 0 0 1 0 0 0 0 1 0 0 11 0 1304.709 CON__P02 CON__P02769 402 412 yes yes 2 3.26E-145 230.06 1560 12 1591 253942;25394120384;120 120387 22
HPDYSVVLLLR FLYEYARRHPDYSVVL YSVVLLLRLAKTYETT R H P L R L 0 1 0 1 0 0 0 0 1 0 3 0 0 0 1 1 0 0 1 2 0 0 11 0 1310.735 sp|P02768sp|P02768|ALB 362 372 yes no 2;3 1.82E-06 124.92 1566 11 1597 254815;25481120764;120 120779 47
HPYFYAPELLFFAK YLYEIARRHPYFYAPE PELLFFAKRYKAAFTE R H P A K R 2 0 0 0 0 0 1 0 1 0 2 1 0 3 2 0 0 0 2 0 0 0 14 0 1741.887 sp|P02768sp|P02768|ALB 170 183 yes no 2;3 1.40E-38 146.11 1569 11 1600 255148;25514120835;120 120877 68
HVVPNEVVVQR GGVASGFKHVVPNEVV PNEVVVQRLFQVKGRR K H V Q R L 0 1 1 0 0 1 1 0 1 0 0 0 0 0 1 0 0 0 0 5 0 0 11 0 1274.71 sp|P06396sp|P06396|GE 178 188 yes no 2;3 1.37E-20 140.83 1590 204 1621 258848;25884122611;12 122629 227
IALGGLLFPASDLR NNSQLIMRIALGGLLF LFPASDLRLPLVPALD R I A L R L 2 1 0 1 0 0 0 2 0 1 4 0 0 1 1 1 0 0 0 0 0 0 14 0 1441.829 CON__Q6TCON__Q6T181 169 182 yes yes 2 8.95E-20 121.83 1605 28 1636 263336;26333124642;124 124642 24
IEDANLIPPVPDDK DPSSPAFRIEDANLIP IPPVPDDKFQDLVDAV R I E D K F 1 0 1 3 0 0 1 0 0 2 1 1 0 0 3 0 0 0 0 1 0 0 14 0 1534.788 sp|P07996sp|P07996|TSP 61 74 yes yes 2 2.25E-12 103.21 1637 223 1668 270450;27045128543;128 128573 43
IEGEPEFR GPTLTKVKIEGEPEFR IEGEPEFRLIKEGETI K I E F R L 0 1 0 0 0 0 3 1 0 1 0 0 0 1 1 0 0 0 0 0 0 0 8 0 975.4662 sp|Q15063sp|Q15063|PO 705 712 yes yes 2 0.063928 53.166 1647 464 1678 272588 129353 129353 1
IEISELNR GDSVRNSKIEISELNR IEISELNRVIQRLRSE K I E N R V 0 1 1 0 0 0 2 0 0 2 1 0 0 0 0 1 0 0 0 0 0 0 8 0 972.524 sp|P04264sp|P04264|K2C 396 403 no no 2 0.0003384 134.66 1651 178;20 1682 273507;27350130015;130 130015 6
IIAATIENAQPILQIDNAR TIEDLRNKIIAATIEN ILQIDNARLAADDFRT K I I A R L 4 1 2 1 0 2 1 0 0 5 1 0 0 0 1 0 1 0 0 0 0 0 19 0 2063.138 sp|P08779sp|P08779|K1C 178 196 yes no 2;3 1.44E-08 81.565 1686 13 1717 276822;27682131550;13 131550 2
IIDGVPVEITEK PIIKKYTKIIDGVPVE VPVEITEKETREERII K I I E K E 0 0 0 1 0 0 2 1 0 3 0 1 0 0 1 0 1 0 0 2 0 0 12 0 1311.729 sp|Q15063sp|Q15063|PO 736 747 yes no 2 0.013888 55.401 1688 464 1719 276977;27697131587;13 131588 4
IITHPNFNGNTLDNDIMLIK EQFINAAKIITHPNFN DNDIMLIKLSSPATLN K I I I K L 0 0 4 2 0 0 0 1 1 4 2 1 1 1 1 0 2 0 0 0 0 0 20 0 2282.173 CON__P00 CON__P00761 78 97 yes yes 2;3 2.13E-140 168.1 1707 1 1738;1739 279144;27914132246;13 132390 0 191
ILPLTVCK AQDERSKRILPLTVCK ILPLTVCKMHVLHCQG R I L C K M 0 0 0 0 1 0 0 0 0 1 2 1 0 0 1 0 1 0 0 1 0 0 8 0 942.5572 sp|P10643 sp|P10643|CO 737 744 no no 2 0.026264 84.244 1731 252 1763 281838;28183133588;133 133588 12
IMADSGPIYDK VVMYEGKKIMADSGPI DSGPIYDKTYAGGRLG K I M D K T 1 0 0 2 0 0 0 1 0 2 0 1 1 0 1 1 0 0 1 0 0 0 11 0 1208.575 sp|P07996sp|P07996|TSP 1131 1141 yes no 2 0.018398 59.067 1738 223 1770 282417;28241133749;133 133749 1
IPESGGDNSVFDIFELTGAAR MHVCGTNRIPESGGDN FELTGAARKGSGRRLV R I P A R K 2 1 1 2 0 0 2 3 0 2 1 0 0 2 1 2 1 0 0 1 0 0 21 0 2194.054 sp|P07996sp|P07996|TSP 21 41 yes no 2 3.41E-22 136.81 1751 223 1783 284337;28433134157;134 134165 8
IQLVEEELDR DVAALNRRIQLVEEEL LVEEELDRAQERLATA R I Q D R A 0 1 0 1 0 1 3 0 0 1 2 0 0 0 0 0 0 0 0 1 0 0 10 0 1242.646 sp|P67936sp|P67936|TPM 56 65 no no 2 1.29E-24 166.16 1772 413;210;222;2 1804 287378;28737135376;135 135416 49
ISIGGGSCAISGGYGSR YGLGGSKRISIGGGSC ISGGYGSRAGGSYGFG R I S S R A 1 1 0 0 1 0 0 6 0 3 0 0 0 0 0 4 0 0 1 0 0 0 17 0 1597.752 sp|P02538sp|P02538|K2C 70 86 no no 2 9.89E-06 78.486 1789 5 1821 289840 136410 136410 1
ISISTSGGSFR YNLGGSKRISISTSGG STSGGSFRNRFGAGAG R I S F R N 0 1 0 0 0 0 0 2 0 2 0 0 0 1 0 4 1 0 0 0 0 0 11 0 1110.567 sp|P13647sp|P13647|K2C 74 84 yes no 2 3.60E-05 103.55 1791 16 1823 289906;28990136414;136 136416 3
ISYIIGK DLWGEKPKISYIIGKD KISYIIGKDTWVELWP K I S G K D 0 0 0 0 0 0 0 1 0 3 0 1 0 0 0 1 0 0 1 0 0 0 7 0 792.4745 CON__Q2UCON__Q2UVX4 1617 1623 yes yes 2 0.054812 82.263 1797 24 1829 290491;29049136511;136 136512 3
ITQVLHFTK AFRLFETKITQVLHFT TQVLHFTKDVKAAANQ K I T T K D 0 0 0 0 0 1 0 0 1 1 1 1 0 1 0 0 2 0 0 1 0 0 9 0 1085.623 sp|P0C0L4 sp|P0C0L4|CO 1647 1655 no no 2;3 0.0014327 117.89 1820 245;246;2 1852 295309;29531139212;139 139323 119
KGGVASGFK FKSGLKYKKGGVASGF GGVASGFKHVVPNEVV K K G F K H 1 0 0 0 0 0 0 3 0 0 0 2 0 1 0 1 0 0 0 1 0 0 9 1 849.4709 sp|P06396sp|P06396|GE 169 177 yes no 2 0.0081668 113.71 1882 204 1915 304194;30419 143178 143178 1
KGYTQQLAFR QGALELIKKGYTQQLA YTQQLAFRQPSSAFAA K K G F R Q 1 1 0 0 0 2 0 1 0 0 1 1 0 1 0 0 1 0 1 0 0 0 10 1 1210.646 sp|P01024sp|P01024|CO 1051 1060 no no 3 0.0038452 53.124 1886 97;24 1919 304478;30447 143266 143266 1
KLVAASQAALGL TCFAEEGKKLVAASQA ASQAALGL________ K K L G L - 4 0 0 0 0 1 0 1 0 0 3 1 0 0 0 1 0 0 0 1 0 0 12 1 1140.687 sp|P02768sp|P02768|ALB 598 609 yes no 2 4.36E-09 115.7 1893 11 1926 305251;30525143513;143 143521 13
KQTALVELLK PDTEKQIKKQTALVEL TALVELLKHKPKATEE K K Q L K H 1 0 0 0 0 1 1 0 0 0 3 2 0 0 0 0 1 0 0 1 0 0 10 1 1141.707 CON__P02 CON__P02769 548 557 yes yes 2 1.53E-05 115.78 1903 12 1936 306241;30624 143736 143736 1
KQTALVELVK SEKERQIKKQTALVEL TALVELVKHKPKATKE K K Q V K H 1 0 0 0 0 1 1 0 0 0 2 2 0 0 0 0 1 0 0 2 0 0 10 1 1127.691 sp|P02768sp|P02768|ALB 549 558 yes no 2;3 2.25E-23 163.65 1904 11 1937 306287;30628143737;143 143753 141
KVPQVSTPTLVEVSR ALLVRYTKKVPQVSTP PTLVEVSRNLGKVGSK K K V S R N 0 1 0 0 0 1 1 0 0 0 1 1 0 0 2 2 2 0 0 4 0 0 15 1 1638.931 sp|P02768sp|P02768|ALB 438 452 no no 2;3 9.89E-138 161.49 1912 11;12 1945 307522;30752144442;144 144496 306
KYLYEIAR DNEETFLKKYLYEIAR KYLYEIARRHPYFYAP K K Y A R R 1 1 0 0 0 0 1 0 0 1 1 1 0 0 0 0 0 0 2 0 0 0 8 1 1054.581 sp|P02768sp|P02768|ALB 161 168 yes no 3 0.0040738 92.439 1916 11 1949 308237;30823144784;144 144784 1
KYVLPNFEVK SSTQFEVKKYVLPNFE VLPNFEVKITPGKPYI K K Y V K I 0 0 1 0 0 0 1 0 0 0 1 2 0 1 1 0 0 0 1 2 0 0 10 1 1235.691 sp|P0C0L4 sp|P0C0L4|CO 235 244 no no 2;3 8.21E-20 163.16 1920 245;246;2 1953 308366;30836144819;144 144844 81
LAADDFR LLQIDNARLAADDFRL RLAADDFRLKYENEVA R L A F R L 2 1 0 2 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 7 0 806.3923 sp|P13645 sp|P13645|K1C 229 235 no no 2 0.01709 100.07 1926 15;4;276;13;22 1959 310098;31009145589;145 145589 2
LAELEEALQK ALKDARNKLAELEEAL ELEEALQKAKQDMARL K L A Q K A 2 0 0 0 0 1 3 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 10 0 1142.618 sp|P13647sp|P13647|K2C 432 441 yes no 2 0.0008874 97.431 1933 16 1966 310818 145826 145826 1
LATALQK ELDRAQERLATALQKL RLATALQKLEEAEKAA R L A Q K L 2 0 0 0 0 1 0 0 0 0 2 1 0 0 0 0 1 0 0 0 0 0 7 0 743.4541 sp|P67936sp|P67936|TPM 70 76 no no 2 0.036891 90.986 1956 413;210;222;2 1990 313801;31380 147125 147125 1
LCNNPTPQFGGK GGVQKRSRLCNNPTPQ PTPQFGGKDCVGDVTE R L C G K D 0 0 2 0 1 1 0 2 0 0 1 1 0 1 2 0 1 0 0 0 0 0 12 0 1331.629 sp|P07996sp|P07996|TSP 518 529 yes no 2 5.43E-06 93.098 1967 223 2001 315592;31559147806;147 147807 6
LCTVATLR LHTLFGDKLCTVATLR LCTVATLRETYGEMAD K L C L R E 1 1 0 0 1 0 0 0 0 0 2 0 0 0 0 0 2 0 0 1 0 0 8 0 932.5113 sp|P02768sp|P02768|ALB 98 105 yes no 1;2 2.73E-10 157.9 1973 11 2007 316341;31634148063;148 148174 133
LDELRDEGK KAACLLPKLDELRDEG DELRDEGKASSAKQRL K L D G K A 0 1 0 2 0 0 2 1 0 0 2 1 0 0 0 0 0 0 0 0 0 0 9 1 1073.535 sp|P02768sp|P02768|ALB 206 214 yes no 2 0.011982 128.27 1977 11 2011 317477;31747 148298 148298 1
LDTLAQEVALLK MFEELKSRLDTLAQEV AQEVALLKEQQALQTV R L D L K E 2 0 0 1 0 1 1 0 0 0 4 1 0 0 0 0 1 0 0 1 0 0 12 0 1312.76 sp|P05452 sp|P05452|TET 51 62 yes yes 2;3 1.79E-56 182.64 1989 196 2023 319029;31903148793;148 148999 252
LEALKEGGGSLAEYHAK LRQRLTARLEALKEGG SLAEYHAKASEQLKAL R L E A K A 3 0 0 0 0 0 3 3 1 0 3 2 0 0 0 1 0 0 1 0 0 0 17 1 1771.911 CON__P15 CON__P15497 201 217 yes yes 3 3.52E-06 64.507 1998 17 2032 320295;32029149401;149 149404 4
LECEINTYR VLLDVRARLECEINTY ECEINTYRSLLESEDC R L E Y R S 0 1 1 0 1 0 2 0 0 1 1 0 0 0 0 0 1 0 1 0 0 0 9 0 1196.55 sp|Q15323sp|Q15323|K1 349 357 yes no 2 0.0080688 79.906 2001 22 2035 320681;32068 149633 149633 1
LEGLEDALQK ALKDAKNKLEGLEDAL GLEDALQKAKQDLARL K L E Q K A 1 0 0 1 0 1 2 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 10 0 1114.587 sp|P02538sp|P02538|K2C 427 436 no no 2 0.037264 57.96 2010 5 2045 322355;32235 150290 150290 1
LENEIQTYR QLLDIKIRLENEIQTY ENEIQTYRSLLEGEGS R L E Y R S 0 1 1 0 0 1 2 0 0 1 1 0 0 0 0 0 1 0 1 0 0 0 9 0 1164.578 sp|P13645 sp|P13645|K1C 442 450 yes no 2 4.75E-06 140.5 2026 15 2061 324524;32452150938;150 150938 2
LEQEIATYR ILLDVKTRLEQEIATY EQEIATYRRLLEGEDA R L E Y R R 1 1 0 0 0 1 2 0 0 1 1 0 0 0 0 0 1 0 1 0 0 0 9 0 1121.572 sp|P02533 sp|P02533|K1C 408 416 no no 2 0.0008217 109.71 2029 4;276;13 2064 325069;32507151126;15 151126 3
LEVDIDIK AQLVDMKRLEVDIDIK LEVDIDIKIRSCRGSC R L E I K I 0 0 0 2 0 0 1 0 0 2 1 1 0 0 0 0 0 0 0 1 0 0 8 0 943.5226 sp|P02671 sp|P02671|FIB 169 176 no no 2 0.033438 71.501 2036 142;8 2072 326127;32612151771;15 151771 2
LFACSNK KMDAHPPRLFACSNKI RLFACSNKIGRFVIEE R L F N K I 1 0 1 0 1 0 0 0 0 0 1 1 0 1 0 1 0 0 0 0 0 0 7 0 838.4007 sp|P06396sp|P06396|GE 669 675 yes no 2 0.0034928 132.96 2040 204 2076 326513;32651151890;15 151891 4
LGEHNIDVLEGNEQFINAAK YKSRIQVRLGEHNIDV EQFINAAKIITHPNFN R L G A K I 2 0 3 1 0 1 3 2 1 2 2 1 0 1 0 0 0 0 0 1 0 0 20 0 2210.097 CON__P00 CON__P00761 58 77 yes yes 2;3;4 0 401.16 2060 1 2097 329596;32959153643;153 153644 438
LGEYGFQNALIVR QNCDQFEKLGEYGFQN FQNALIVRYTRKVPQV K L G V R Y 1 1 1 0 0 1 1 2 0 1 2 0 0 1 0 0 0 0 1 1 0 0 13 0 1478.788 CON__P02 CON__P02769 421 433 yes yes 2 2.93E-27 136.57 2064 12 2101 330805;33080154314;154 154338 26
LHVDPENFR LSELHCDKLHVDPENF HVDPENFRLLGNVLVC K L H F R L 0 1 1 1 0 0 1 0 1 0 1 0 0 1 1 0 0 0 0 1 0 0 9 0 1125.557 sp|P68871 sp|P68871|HB 97 105 no no 2;3 4.58E-10 119.41 2096 416;132;27 2133 337108;33710156666;156 156711 52
LKECCEKPLLEK NQDSISSKLKECCEKP CEKPLLEKSHCIAEVE K L K E K S 0 0 0 0 2 0 3 0 0 0 3 3 0 0 1 0 0 0 0 0 0 0 12 2 1545.79 sp|P02768sp|P02768|ALB 299 310 yes no 2;3 1.17E-07 116.55 2116 11 2154 339861;33986157902;157 157903 3
LLALGTPENPSWLSIHLQDQK QLAAGSGRLLALGTPE SIHLQDQKVVLSSGSG R L L Q K V 1 0 1 1 0 2 1 1 1 1 5 1 0 0 2 2 1 1 0 0 0 0 21 0 2359.254 CON__Q6TCON__Q6T181 264 284 yes yes 3 3.23E-05 64.723 2120 28 2158 340346;34034 157984 157984 1
LLDNWDTLASTLSK LGKQLNLKLLDNWDTL TLASTLSKVREQLGPV K L L S K V 1 0 1 2 0 0 0 0 0 0 4 1 0 0 0 2 2 1 0 0 0 0 14 0 1575.814 CON__P15 CON__P15497 69 82 yes yes 2 1.61E-06 109.24 2128 17 2166 341760;34176158781;158 158790 10
LLVVYPWTQR VGGEALGRLLVVYPWT VVYPWTQRFFESFGDL R L L Q R F 0 1 0 0 0 1 0 0 0 0 2 0 0 0 1 0 1 1 1 2 0 0 10 0 1273.718 sp|P68871 sp|P68871|HB 32 41 no no 2;3 7.43E-09 157.68 2178 416;132;417;4 2217 350909;35091163721;163 163898 188
LNDLEDALQQAK ALKDAKNKLNDLEDAL EDALQQAKEDLARLLR K L N A K E 2 0 1 2 0 2 1 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 12 0 1356.689 sp|P04264sp|P04264|K2C 444 455 yes no 2 7.20E-06 91.265 2184 178 2223 351646;35164164025;164 164026 2
LNDLEEALQQAK ALKDARNKLNDLEEAL EEALQQAKEDLARLLR K L N A K E 2 0 1 1 0 2 2 0 0 0 3 1 0 0 0 0 0 0 0 0 0 0 12 0 1370.704 sp|P35908sp|P35908|K22 442 453 yes no 2 5.67E-10 137.95 2185 20 2224 351672;35167164027;164 164031 5
LPYSVVR QDFFIDLRLPYSVVRN RLPYSVVRNEQVEIRA R L P V R N 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 1 0 0 1 2 0 0 7 0 832.4807 sp|P01024sp|P01024|CO 835 841 no no 2 0.002772 143.18 2228 97;24 2268 358154;35815167344;167 167345 3
LQSSSASYGGGFGGGSCQLGGGR ________________ SCQLGGGRGVSTCSTR R L Q G R G 1 1 0 0 1 2 0 9 0 0 2 0 0 1 0 5 0 0 1 0 0 0 23 0 2145.95 sp|P13646sp|P13646|K1C 5 27 yes no 3 0.044586 15.128 2252 276 2292 362402 169569 169569 1
LRVDPVNFK LSDLHAHKLRVDPVNF RVDPVNFKLLSHCLLV K L R F K L 0 1 1 1 0 0 0 0 0 0 1 1 0 1 1 0 0 0 0 2 0 0 9 1 1086.619 CON__P01 sp|P69905|HB 92 100 no no 3 0.007141 74.92 2256 419;3 2296 362649;36265169613;169 169614 2
LSFNPTQLEEQCHI KALPMHIRLSFNPTQL QLEEQCHI________ R L S H I - 0 0 1 0 1 2 2 0 1 1 2 0 0 1 1 1 1 0 0 0 0 0 14 0 1714.799 CON__P02 CON__P02754 149 162 yes yes 2 9.10E-05 80.916 2264 10 2304 363473;36347169856;169 169857 3
LSPLAQELR KVQELQDKLSPLAQEL SPLAQELRDRARAHVE K L S L R D 1 1 0 0 0 1 1 0 0 0 3 0 0 0 1 1 0 0 0 0 0 0 9 0 1025.587 CON__P15 CON__P15497 164 172 yes yes 2 0.0006329 125.31 2289 17 2329 366756;36675171242;17 171242 3
LSSPATLNSR DNDIMLIKLSSPATLN SPATLNSRVATVSLPR K L S S R V 1 1 1 0 0 0 0 0 0 0 2 0 0 0 1 3 1 0 0 0 0 0 10 0 1044.556 CON__P00 CON__P00761 98 107 yes yes 2 1.58E-08 138.26 2295 1 2335 367328;36732171531;17 171545 80
LTPLYELVK LPQVIKQKLTPLYELV TPLYELVKEVPCASVK K L T V K E 0 0 0 0 0 0 1 0 0 0 3 1 0 0 1 0 1 0 1 1 0 0 9 0 1074.633 sp|P10643 sp|P10643|CO 421 429 no no 2 0.0064957 93.374 2318 252 2358 370722;37072173136;173 173147 61
LTSLSDR ALRADLEKLTSLSDRY KLTSLSDRYVSHFETE K L T D R Y 0 1 0 1 0 0 0 0 0 0 2 0 0 0 0 2 1 0 0 0 0 0 7 0 790.4185 sp|P0C0L4 sp|P0C0L4|CO 1504 1510 no no 2 1.52E-06 154.09 2324 245;246;2 2364 371606;37160173501;173 173507 27
LVAASQAALGL CFAEEGKKLVAASQAA ASQAALGL________ K L V G L - 4 0 0 0 0 1 0 1 0 0 3 0 0 0 0 1 0 0 0 1 0 0 11 0 1012.592 sp|P02768sp|P02768|ALB 599 609 yes no 1;2 1.13E-07 114.78 2339 11 2379 374341;37434174753;174 175184 524
LVILEGELER KYEEVARKLVILEGEL ILEGELERAEERAEVS K L V E R A 0 1 0 0 0 0 3 1 0 1 3 0 0 0 0 0 0 0 0 1 0 0 10 0 1169.666 sp|P67936sp|P67936|TPM 133 142 no no 2 1.05E-19 157.91 2361 413;222 2401 377899;37790176250;176 176292 104
LVNELTEFAK CPFDEHVKLVNELTEF NELTEFAKTCVADESH K L V A K T 1 0 1 0 0 0 2 0 0 0 2 1 0 1 0 0 1 0 0 1 0 0 10 0 1162.623 CON__P02 CON__P02769 66 75 yes yes 2 4.51E-11 144.12 2367 12 2407 378574;37857176557;176 176559 31
LVNEVTEFAK CPFEDHVKLVNEVTEF NEVTEFAKTCVADESA K L V A K T 1 0 1 0 0 0 2 0 0 0 1 1 0 1 0 0 1 0 0 2 0 0 10 0 1148.608 sp|P02768sp|P02768|ALB 66 75 yes no 2 1.32E-19 156.51 2368 11 2408 378756;37875176588;176 176811 227
LVPFATELHER YAGDLQKKLVPFATEL FATELHERLAKDSEKL K L V E R L 1 1 0 0 0 0 2 0 1 0 2 0 0 1 1 0 1 0 0 1 0 0 11 0 1310.698 sp|P06727sp|P06727|AP 80 90 no no 2;3 9.57E-47 180.44 2371 206 2411 379323;37932176837;176 176864 295
LVRPEVDVMCTAFHDNEETFLK DDNPNLPRLVRPEVDV DNEETFLKKYLYEIAR R L V L K K 1 1 1 2 1 0 3 0 1 0 2 1 1 2 1 0 2 0 0 3 0 0 22 1 2649.257 sp|P02768sp|P02768|ALB 139 160 yes no 3;4 5.44E-135 168.75 2378 11 2418;2419 380187;38018177238;177 177377 4 154
LVTDLTK AEFAEVSKLVTDLTKV KLVTDLTKVHTECCHG K L V T K V 0 0 0 1 0 0 0 0 0 0 2 1 0 0 0 0 2 0 0 1 0 0 7 0 788.4644 sp|P02768sp|P02768|ALB 258 264 no no 2 0.0035307 135.87 2379 11;12 2420 380519;38052177394;177 177414 57
LVVQIDNAK CTKSENARLVVQIDNA VVQIDNAKLAADDFRT R L V A K L 1 0 1 1 0 1 0 0 0 1 1 1 0 0 0 0 0 0 0 2 0 0 9 0 998.5761 sp|Q15323sp|Q15323|K1 127 135 yes no 2 0.0052707 85.212 2382 22 2423 381069;38107 177545 177545 1
MFLSFPTTK YGAEALERMFLSFPTT FLSFPTTKTYFPHFDL R M F T K T 0 0 0 0 0 0 0 0 0 0 1 1 1 2 1 1 2 0 0 0 0 0 9 0 1070.547 CON__P01 sp|P69905|HB 33 41 no no 2 0.0005768 126.52 2420 419;3 2465;2466 389687;38968183205;183 183208 1 94
MIGFPSSAGSVSPR LLEGQDAKMIGFPSSA SAGSVSPRSTSVTTTS K M I P R S 1 1 0 0 0 0 0 2 0 1 0 0 1 1 2 4 0 0 0 1 0 0 14 0 1391.687 sp|P13646sp|P13646|K1C 416 429 yes no 2 0.029009 47.559 2424 276 2471 390563 183503 183503 1
MPCTEDYLSLILNR CTKPESERMPCTEDYL YLSLILNRLCVLHEKT R M P N R L 0 1 1 1 1 0 1 0 0 1 3 0 1 0 1 1 1 0 1 0 0 0 14 0 1723.827 CON__P02 CON__P02769 469 482 yes yes 2 0.0002463 81.017 2438 12 2487 392218 184161 184161 6 1
MSTITGPVPR IQYLPLIKMSTITGPV TITGPVPREFKSQLQE K M S P R E 0 1 0 0 0 0 0 1 0 1 0 0 1 0 2 1 2 0 0 1 0 0 10 0 1057.559 CON__P02 CON__P02672 229 238 yes yes 2 0.0064443 87.476 2443 8 2494 392763;39276 184303 184303 2 1
MTLDDFR LLDIDNTRMTLDDFRI RMTLDDFRIKFEMEQN R M T F R I 0 1 0 2 0 0 0 0 0 0 1 0 1 1 0 0 1 0 0 0 0 0 7 0 896.4062 sp|P35527sp|P35527|K1C 234 240 yes no 2 0.0091192 110.34 2445 19 2496 392814;39281184311;184 184315 5
MYEQEWVR IYSLPGLKMYEQEWVR MYEQEWVRLHLLNIGG K M Y V R L 0 1 0 0 0 1 2 0 0 0 0 0 1 0 0 0 0 1 1 1 0 0 8 0 1139.507 sp|P12259sp|P12259|FA5 1820 1827 no no 2 0.013263 107.32 2459 264;23 2511 394085;39408184774;184 184777 20
NALWHTGNTPGQVR TGPGEHLRNALWHTGN GNTPGQVRTLWHDPRH R N A V R T 1 1 2 0 0 1 0 2 1 0 1 0 0 0 1 0 2 1 0 1 0 0 14 0 1549.775 sp|P07996sp|P07996|TSP 1078 1091 yes no 3 6.16E-13 78.401 2472 223 2527 396457;39645185842;185 185842 8
NECFLQHK CAKQEPERNECFLQHK NECFLQHKDDNPNLPR R N E H K D 0 0 1 0 1 1 1 0 1 0 1 1 0 1 0 0 0 0 0 0 0 0 8 0 1074.492 sp|P02768sp|P02768|ALB 123 130 yes no 2;3 0.0045731 96.285 2481 11 2536 397610;39761186305;186 186310 46
NEQVEIR RLPYSVVRNEQVEIRA RNEQVEIRAVLYNYRQ R N E I R A 0 1 1 0 0 1 2 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 7 0 886.4508 sp|P01024sp|P01024|CO 842 848 no no 2 0.012299 104.11 2484 97;24 2539 398497;39849186647;186 186647 2
NFFNPPIISR TNTKGHVKNFFNPPII FNPPIISRFIRVIPKT K N F S R F 0 1 2 0 0 0 0 0 0 2 0 0 0 2 2 1 0 0 0 0 0 0 10 0 1203.64 sp|P12259sp|P12259|FA5 2190 2199 no no 2 5.91E-07 127.68 2489 264;23 2544 399019;39902186776;186 186779 135
NIVELMR KDSNTLTKNIVELMRG KNIVELMRGDFAKANN K N I M R G 0 1 1 0 0 0 1 0 0 1 1 0 1 0 0 0 0 0 0 1 0 0 7 0 873.4742 CON__P02 CON__P02672 111 117 yes yes 2 0.050527 84.359 2522 8 2577 405241;40524 189780 189780 1
NLDLDSIIAEVK ILSMDNSRNLDLDSII DSIIAEVKAQYEEIAQ R N L V K A 1 0 1 2 0 0 1 0 0 2 2 1 0 0 0 1 0 0 0 1 0 0 12 0 1328.719 sp|P35908sp|P35908|K22 342 353 no no 2 3.80E-08 108.43 2528 20;16;5;0 2583 406473;40647190027;190 190064 39
NLDLDSIIAEVR VLSMDNNRNLDLDSII DSIIAEVRAQYEEIAQ R N L V R A 1 1 1 2 0 0 1 0 0 2 2 0 0 0 0 1 0 0 0 1 0 0 12 0 1356.725 sp|P19013 sp|P19013|K2C 315 326 no no 2 1.55E-08 129.16 2529 18;25 2584 406610;40661 190066 190066 1
NMQDMVEDYR SRLDSELKNMQDMVED QDMVEDYRNKYEDEIN K N M Y R N 0 1 1 2 0 1 1 0 0 0 0 0 2 0 0 0 0 0 1 1 0 0 10 0 1299.522 sp|P04264sp|P04264|K2C 258 267 yes no 2 0.017083 66.692 2549 178 2606 410078;41007191945;19 191945 2
NQILNLTTDNANILLQIDNAR YKTIDDLKNQILNLTT LLQIDNARLAADDFRL K N Q A R L 2 1 5 2 0 2 0 0 0 3 4 0 0 0 0 0 2 0 0 0 0 0 21 0 2366.255 sp|P13645 sp|P13645|K1C 208 228 yes no 3 0.0010822 27.904 2578 15 2635 414474;41447 194069 194069 1
NTLIIYLDK LDKAFSDRNTLIIYLD TLIIYLDKVSHSEDDC R N T D K V 0 0 1 1 0 0 0 0 0 2 2 1 0 0 0 0 1 0 1 0 0 0 9 0 1091.623 sp|P01024sp|P01024|CO 1442 1450 no no 2 0.005094 87.258 2600 97;24 2658 417411;41741195844;195 195844 24
NVQDAIADAEQR AHVKKQCKNVQDAIAD AIADAEQRGEHALKDA K N V Q R G 3 1 1 2 0 2 1 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 12 0 1328.632 sp|P35908sp|P35908|K22 419 430 yes no 2 3.96E-06 94.616 2608 20 2666 418310;41831 196188 196188 1
NWETEITAQPDGGK TGARIAYKNWETEITA TAQPDGGKTENCAVLS K N W G K T 1 0 1 1 0 1 2 2 0 1 0 1 0 0 1 0 2 1 0 0 0 0 14 0 1544.711 sp|P05452 sp|P05452|TET 156 169 yes no 2;3 0 301.6 2614 196 2672 419032;41903196593;196 196600 219
NYSPYYNTIDDLK KGPAAIQKNYSPYYNT YNTIDDLKDQIVDLTV K N Y L K D 0 0 2 2 0 0 0 0 0 1 1 1 0 0 1 1 1 0 3 0 0 0 13 0 1604.736 sp|P35527sp|P35527|K1C 200 212 yes no 2 2.03E-12 114.86 2624 19 2682 420387;42038197197;197 197198 2
PALPAGTEDTAK MLQVLGPKPALPAGTE AGTEDTAKEDAANRKL K P A A K E 3 0 0 1 0 0 1 1 0 0 1 1 0 0 2 0 2 0 0 0 0 0 12 0 1169.593 sp|P06396sp|P06396|GE 278 289 yes no 2 9.72E-14 121.5 2631 204 2689 420902;42090197280;197 197289 52
PCFSALEVDETYVPK TESLVNRRPCFSALEV VDETYVPKEFNAETFT R P C P K E 1 0 0 1 1 0 2 0 0 0 1 1 0 1 2 1 1 0 1 2 0 0 15 0 1753.823 sp|P02768sp|P02768|ALB 510 524 yes no 2 2.82E-74 172.92 2638 11 2696 422426;42242198404;198 198430 35
PEVDVMCTAFHDNEETFLK PNLPRLVRPEVDVMCT DNEETFLKKYLYEIAR R P E L K K 1 0 1 2 1 0 3 0 1 0 1 1 1 2 1 0 2 0 0 2 0 0 19 0 2281.003 sp|P02768sp|P02768|ALB 142 160 yes no 3 7.02E-05 59.252 2650 11 2708 423215;42321 198609 198609 1
PFDAFTDLK EEELCSGKPFDAFTDL FDAFTDLKNGSLFAFR K P F L K N 1 0 0 2 0 0 0 0 0 0 1 1 0 2 1 0 1 0 0 0 0 0 9 0 1052.518 sp|P04004sp|P04004|VT 160 168 no no 2 3.32E-69 201.39 2651 168 2709 423233;42323198610;198 198629 213
PLVEEPQNLIK AKVFDEFKPLVEEPQN EEPQNLIKQNCELFEQ K P L I K Q 0 0 1 0 0 1 2 0 0 1 2 1 0 0 2 0 0 0 0 1 0 0 11 0 1278.718 sp|P02768sp|P02768|ALB 403 413 yes no 2 2.91E-81 200.6 2694 11 2752 428312;42831200213;200 200217 142
PNSMVVEHPEFLK QGRVPEARPNSMVVEH VEHPEFLKAGKEPGLQ R P N L K A 0 0 1 0 0 0 2 0 1 0 1 1 1 1 2 1 0 0 0 2 0 0 13 0 1525.76 sp|P06396sp|P06396|GE 49 61 yes yes 2;3 1.15E-12 117.14 2700 204 2758 428972;42897200676;200 200699 33
PVQGVAYVR QARYIYGKPVQGVAYV VQGVAYVRFGLLDEDG K P V V R F 1 1 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 1 3 0 0 9 0 987.5502 sp|P0C0L4 sp|P0C0L4|CO 275 283 no no 2 2.46E-16 148.33 2734 245;246;2 2792 435125;43512203144;203 203158 128
QCANLQAAIADAEQR SEIDHVKKQCANLQAA AIADAEQRGEMALKDA K Q C Q R G 5 1 1 1 1 3 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 15 0 1657.784 sp|P02538sp|P02538|K2C 401 415 no no 3 0.030042 33.147 2757 5 2815 437681 204374 204374 1
QCANLQNAIADAEQR AEIDNVKKQCANLQNA AIADAEQRGELALKDA K Q C Q R G 4 1 2 1 1 3 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 15 0 1700.79 sp|P13647sp|P13647|K2C 406 420 no no 2 8.47E-05 82.171 2758 16 2816 437682;43768 204375 204375 1
QDGSVDFGR GWTVIQNRQDGSVDFG DGSVDFGRKWDPYKQG R Q D G R K 0 1 0 2 0 1 0 2 0 0 0 0 0 1 0 1 0 0 0 1 0 0 9 0 979.4359 sp|P02675 sp|P02675|FIB 286 294 no no 2 0.0007412 114.5 2766 143;9 2824 438352;43835204703;204 204705 25
QEIECQNQEYSLLLSIK EAQITDVRQEIECQNQ YSLLLSIKMRLEKEIE R Q E I K M 0 0 1 0 1 3 3 0 0 2 3 1 0 0 0 2 0 0 1 0 0 0 17 0 2094.03 sp|P35527sp|P35527|K1C 428 444 yes no 2 1.49E-47 164.11 2777 19 2835 439883 205231 205231 1
QEYEQLIAK TKTLNDMRQEYEQLIA EYEQLIAKNRKDIENQ R Q E A K N 1 0 0 0 0 2 2 0 0 1 1 1 0 0 0 0 0 0 1 0 0 0 9 0 1120.576 sp|P35527sp|P35527|K1C 328 336 yes no 2 0.0008402 118.74 2783 19 2841 440349;44035 205387 205387 1
QGSFQGGFR QASAWLTRQGSFQGGF GSFQGGFRSTQDTVIA R Q G F R S 0 1 0 0 0 2 0 3 0 0 0 0 0 2 0 1 0 0 0 0 0 0 9 0 982.4621 sp|P0C0L4 sp|P0C0L4|CO 1292 1300 no no 2 7.51E-56 193.16 2797 245;246;2 2855 443642;44364206771;206 206785 83
QGVDADINGLR FEMEQNLRQGVDADIN DADINGLRQVLDNLTM R Q G L R Q 1 1 1 2 0 1 0 2 0 1 1 0 0 0 0 0 0 0 0 1 0 0 11 0 1156.584 sp|P35527sp|P35527|K1C 251 261 yes no 2 0.012767 63.184 2798 19 2856 443857;44385206855;206 206855 2
QISNLQQSISDAEQR SEIDNVKKQISNLQQS SISDAEQRGENALKDA K Q I Q R G 1 1 1 1 0 4 1 0 0 2 1 0 0 0 0 3 0 0 0 0 0 0 15 0 1715.844 sp|P04264sp|P04264|K2C 418 432 yes no 2 2.98E-97 228.83 2809 178 2867 445325;44532207511;207 207511 4
QNCELFEQLGEYK EEPQNLIKQNCELFEQ FEQLGEYKFQNALLVR K Q N Y K F 0 0 1 0 1 2 3 1 0 0 2 1 0 1 0 0 0 0 1 0 0 0 13 0 1656.745 sp|P02768sp|P02768|ALB 414 426 yes no 2;3 2.55E-205 247.31 2834 11 2892 447991;44799208546;208 209046 505
QSLEASLAETEGR LQSQLALKQSLEASLA SLAETEGRYCVQLSQI K Q S G R Y 2 1 0 0 0 1 3 1 0 0 2 0 0 0 0 2 1 0 0 0 0 0 13 0 1389.674 sp|P13645 sp|P13645|K1C 387 399 yes no 2 7.39E-30 145.55 2850 15 2908 450818;45081210060;210 210060 4
QTALVELLK DTEKQIKKQTALVELL TALVELLKHKPKATEE K Q T L K H 1 0 0 0 0 1 1 0 0 0 3 1 0 0 0 0 1 0 0 1 0 0 9 0 1013.612 CON__P02 CON__P02769 549 557 yes yes 2 0.023237 69.825 2857 12 2915 451415;45141210216;210 210217 6
QTALVELVK EKERQIKKQTALVELV TALVELVKHKPKATKE K Q T V K H 1 0 0 0 0 1 1 0 0 0 2 1 0 0 0 0 1 0 0 2 0 0 9 0 999.5965 sp|P02768sp|P02768|ALB 550 558 yes no 2 0.0010544 96.331 2858 11 2916 451494;45149210222;210 210347 147
QTQVSVLPEGGETPLFK ITKMDYPKQTQVSVLP GGETPLFKQFFKNWRD K Q T F K Q 0 0 0 0 0 2 2 2 0 0 2 1 0 1 2 1 2 0 0 2 0 0 17 0 1828.957 sp|P06396sp|P06396|GE 374 390 yes no 2;3 1.30E-135 195.71 2863 204 2921 452436;45243210532;210 210843 408
QVLDNLTMEK DADINGLRQVLDNLTM LDNLTMEKSDLEMQYE R Q V E K S 0 0 1 1 0 1 1 0 0 0 2 1 1 0 0 0 1 0 0 1 0 0 10 0 1189.601 sp|P35527sp|P35527|K1C 262 271 yes no 2 0.061949 51.528 2875 19 2933 454259 211390 211390 1
RFEQLELR LRLPMSVRRFEQLELR RFEQLELRPVLYNYLD R R F L R P 0 2 0 0 0 1 2 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 8 1 1089.593 sp|P0C0L4 sp|P0C0L4|CO 845 852 no no 2 4.55E-21 172.94 2888 245;246;2 2946 456610;45661212307;21 212323 25
RHPDYSVVLLLR MFLYEYARRHPDYSVV YSVVLLLRLAKTYETT R R H L R L 0 2 0 1 0 0 0 0 1 0 3 0 0 0 1 1 0 0 1 2 0 0 12 1 1466.836 sp|P02768sp|P02768|ALB 361 372 yes no 3 4.35E-08 100.38 2894 11 2952 457158;45715212417;21 212448 39
RHPEYAVSVLLR SFLYEYSRRHPEYAVS YAVSVLLRLAKEYEAT R R H L R L 1 2 0 0 0 0 1 0 1 0 2 0 0 0 1 1 0 0 1 2 0 0 12 1 1438.805 CON__P02 CON__P02769 360 371 yes yes 3 0.000159 73.082 2895 12 2953 457280;45728212456;21 212457 3
RLEVDIDIK RAQLVDMKRLEVDIDI LEVDIDIKIRSCRGSC K R L I K I 0 1 0 2 0 0 1 0 0 2 1 1 0 0 0 0 0 0 0 1 0 0 9 1 1099.624 sp|P02671 sp|P02671|FIB 168 176 no no 2 0.0086913 115.7 2899 142;8 2957 457693;45769212565;21 212565 3
RPCFSALEVDETYVPK CTESLVNRRPCFSALE VDETYVPKEFNAETFT R R P P K E 1 1 0 1 1 0 2 0 0 0 1 1 0 1 2 1 1 0 1 2 0 0 16 1 1909.924 sp|P02768sp|P02768|ALB 509 524 yes no 2;3;4 7.37E-63 182.23 2905 11 2963 458216;45821212693;21 212713 346
SEDCFILDHGK PFAQGALKSEDCFILD CFILDHGKDGKIFVWK K S E G K D 0 0 0 2 1 0 1 1 1 1 1 1 0 1 0 1 0 0 0 0 0 0 11 0 1319.582 sp|P06396sp|P06396|GE 328 338 yes no 2;3 7.56E-20 168.8 2976 204 3034 469135;46913217454;217 217647 194
SGGGFSSGSAGIINYQR FSSRSGYRSGGGFSSG AGIINYQRRTTSSSTR R S G Q R R 1 1 1 0 0 1 0 5 0 2 0 0 0 1 0 4 0 0 1 0 0 0 17 0 1656.786 sp|P04264sp|P04264|K2C 13 29 yes no 2 1.17E-05 95.094 3011 178 3069 475054;47505 221105 221105 1
SGGGGGGGLGSGGSIR FSSSYLSRSGGGGGGG LGSGGSIRSSYSRFSS R S G I R S 0 1 0 0 0 0 0 10 0 1 1 0 0 0 0 3 0 0 0 0 0 0 16 0 1231.591 sp|P35527sp|P35527|K1C 14 29 yes no 2 7.72E-07 90.731 3012 19 3070 475056;47505221106;22 221106 3
SHCIAEVENDEMPADLPSLAADFVESK CEKPLLEKSHCIAEVE AADFVESKDVCKNYAE K S H S K D 4 0 1 3 1 0 4 0 1 1 2 1 1 1 2 3 0 0 0 2 0 0 27 0 2973.337 sp|P02768sp|P02768|ALB 311 337 yes no 2;3;4;5 4.49E-172 144.68 3027 11 3085;3086 478270;47827222982;22 222993 5 215
SILENLR PTNLRVLRSILENLRS RSILENLRSKIQKLES R S I L R S 0 1 1 0 0 0 1 0 0 1 2 0 0 0 0 1 0 0 0 0 0 0 7 0 843.4814 sp|P02675 sp|P02675|FIB 200 206 no no 2 0.0033176 141.98 3035 143;9 3094 479782;47978223917;223 223925 14
SISISVAR LVNLGGSKSISISVAR SISISVARGGGRGSGF K S I A R G 1 1 0 0 0 0 0 0 0 2 0 0 0 0 0 3 0 0 0 1 0 0 8 0 831.4814 sp|P04264sp|P04264|K2C 75 82 yes no 2 0.0006531 102.77 3046 178 3105 480750;48075224281;224 224284 6
SITLFVQEDR LLATGQWKSITLFVQE TLFVQEDRAQLYIDCE K S I D R A 0 1 0 1 0 1 1 0 0 1 1 0 0 1 0 1 1 0 0 1 0 0 10 0 1206.625 sp|P07996sp|P07996|TSP 155 164 yes no 2 0.000144 105.52 3048 223 3107 481303;48130224545;224 224549 27
SLDLDSIIAEVK ILSMDNNRSLDLDSII DSIIAEVKAQYEDIAQ R S L V K A 1 0 0 2 0 0 1 0 0 2 2 1 0 0 0 2 0 0 0 1 0 0 12 0 1301.708 sp|P04264sp|P04264|K2C 344 355 no no 2 6.34E-33 161.17 3059 178 3118 483816;48381225826;225 225938 113
SLHTLFGDELCK ESHAGCEKSLHTLFGD LFGDELCKVASLRETY K S L C K V 0 0 0 1 1 0 1 1 1 0 3 1 0 1 0 1 1 0 0 0 0 0 12 0 1418.686 CON__P02 CON__P02769 89 100 yes yes 3 0.0099359 35.523 3072 12 3132 486616;48661 227208 227208 1
SLHTLFGDK ESAENCDKSLHTLFGD LHTLFGDKLCTVATLR K S L D K L 0 0 0 1 0 0 0 1 1 0 2 1 0 1 0 1 1 0 0 0 0 0 9 0 1016.529 sp|P02768sp|P02768|ALB 89 97 yes no 2;3 0.0004974 111.17 3073 11 3133 486644;48664227209;227 227212 245
SLLEGEGSSGGGGR ENEIQTYRSLLEGEGS GSSGGGGRGGGSFGGG R S L G R G 0 1 0 0 0 0 2 6 0 0 2 0 0 0 0 3 0 0 0 0 0 0 14 0 1261.59 sp|P13645 sp|P13645|K1C 451 464 yes no 2 1.09E-20 126.71 3076 15 3136 487304;48730227494;227 227494 2
SLNNQFASFIDK SREREQIKSLNNQFAS QFASFIDKVRFLEQQN K S L D K V 1 0 2 1 0 1 0 0 0 1 1 1 0 2 0 2 0 0 0 0 0 0 12 0 1382.683 sp|P04264sp|P04264|K2C 186 197 yes no 2 2.13E-48 175.86 3079 178 3139 487376;48737227500;227 227513 26
SLSSEMYVK AIITQGCKSLSSEMYV LSSEMYVKSYTIHYSE K S L V K S 0 0 0 0 0 0 1 0 0 0 1 1 1 0 0 3 0 0 1 1 0 0 9 0 1042.501 sp|P12259sp|P12259|FA5 2143 2151 no no 2 0.01821 72.485 3088 264;23 3149 488511;48851 228043 228043 1
SLVGLGGTK GGGGFGSRSLVGLGGT LVGLGGTKSISISVAG R S L T K S 0 0 0 0 0 0 0 3 0 0 2 1 0 0 0 1 1 0 0 1 0 0 9 0 830.4862 sp|P35908sp|P35908|K22 62 70 yes no 2 0.0010813 105.14 3094 20 3155 489246;48924228272;228 228272 3
SLVNLGGSK AGGGFGSRSLVNLGGS LVNLGGSKSISISVAR R S L S K S 0 0 1 0 0 0 0 2 0 0 2 1 0 0 0 2 0 0 0 1 0 0 9 0 873.492 sp|P04264sp|P04264|K2C 66 74 yes no 2 0.0006043 105.14 3096 178 3157 489338;48933228282;228 228289 10
SLYNLGGSK GVGGYGSRSLYNLGGS LYNLGGSKRISISTSG R S L S K R 0 0 1 0 0 0 0 2 0 0 2 1 0 0 0 2 0 0 1 0 0 0 9 0 937.4869 sp|P13647sp|P13647|K2C 64 72 no no 2 0.0008556 119.41 3098 16 3159 489408;48940228293;228 228293 2
SPAQILQWQVLSNTVPAK YAKPAAVRSPAQILQW LSNTVPAKSCQAQPTT R S P A K S 2 0 1 0 0 3 0 0 0 1 2 1 0 0 2 2 1 1 0 2 0 0 18 0 1979.084 CON__P02 CON__P02668 69 86 yes yes 2;3 9.66E-30 115.57 3109 7 3170 491050;49105229273;229 229275 3
SQYEALVETNR NRVLNETRSQYEALVE EALVETNRREVEQWFT R S Q N R R 1 1 1 0 0 1 2 0 0 0 1 0 0 0 0 1 1 0 1 1 0 0 11 0 1308.631 sp|Q15323sp|Q15323|K1 230 240 yes no 2 0.03187 61.353 3139 22 3201 495291;49529 231363 231363 1
SQYEQLAEQNR TQLLNNMRSQYEQLAE EQLAEQNRKDAEAWFN R S Q N R K 1 1 1 0 0 3 2 0 0 0 1 0 0 0 0 1 0 0 1 0 0 0 11 0 1364.632 sp|P13645 sp|P13645|K1C 323 333 yes no 2 1.20E-07 114.5 3140 15 3202 495293;49529231364;23 231365 5
SSGSSYPSLLQCLK ISGWGNTKSSGSSYPS PSLLQCLKAPVLSDSS K S S L K A 0 0 0 0 1 1 0 1 0 0 3 1 0 0 1 5 0 0 1 0 0 0 14 0 1525.745 CON__P00 CON__P00761 134 147 yes yes 2 3.36E-38 141.95 3149 1 3212 496646;49664231807;23 232004 224
TAAENDFVTLK YEDEINKRTAAENDFV ENDFVTLKKDVDNAYM R T A L K K 2 0 1 1 0 0 1 0 0 0 1 1 0 1 0 0 2 0 0 1 0 0 11 0 1207.609 sp|P35908sp|P35908|K22 276 286 yes no 2 1.51E-11 125.48 3211 20 3276 507144;50714237474;237 237474 3
TAAENEFVALK YEDEINKRTAAENEFV ENEFVALKKDVDAAYM R T A L K K 3 0 1 0 0 0 2 0 0 0 1 1 0 1 0 0 1 0 0 1 0 0 11 0 1191.614 sp|O95678sp|O95678|K2 247 257 yes no 2 0.0022451 76.827 3212 0 3277 507155 237477 237477 1
TAAENEFVTLK YEDEINKRTAAENEFV ENEFVTLKKDVDAAYM R T A L K K 2 0 1 0 0 0 2 0 0 0 1 1 0 1 0 0 2 0 0 1 0 0 11 0 1221.624 sp|P02538sp|P02538|K2C 261 271 no no 2 0.012735 63.216 3213 5;14 3278 507156;50715 237478 237478 1
TASDFITK EERKAALKTASDFITK TASDFITKMDYPKQTQ K T A T K M 1 0 0 1 0 0 0 0 0 1 0 1 0 1 0 1 2 0 0 0 0 0 8 0 881.4495 sp|P06396sp|P06396|GE 361 368 yes yes 2 0.022835 83.206 3224 204 3290 508458;50845237790;237 237790 5
TCVADESAENCDK NEVTEFAKTCVADESA ESAENCDKSLHTLFGD K T C D K S 2 0 1 2 2 0 2 0 0 0 0 1 0 0 0 1 1 0 0 1 0 0 13 0 1497.571 sp|P02768sp|P02768|ALB 76 88 yes no 2 7.10E-47 166.86 3233 11 3299 510009;51001238646;238 238654 59
TEAESWYQTK EEIANRSRTEAESWYQ AESWYQTKYEELQQTA R T E T K Y 1 0 0 0 0 1 2 0 0 0 0 1 0 0 0 1 2 1 1 0 0 0 10 0 1241.556 sp|P13647sp|P13647|K2C 355 364 no no 2 0.0086168 74.464 3243 16 3310 511506;51150239440;239 239441 2
TEALTSAK KDSQEEEKTEALTSAK TEALTSAKRYIETDPA K T E A K R 2 0 0 0 0 0 1 0 0 0 1 1 0 0 0 1 2 0 0 0 0 0 8 0 819.4338 sp|P06396sp|P06396|GE 721 728 yes no 2 0.019937 96.492 3244 204 3311 511510;51151239442;239 239442 3
TENCAVLSGAANGK TAQPDGGKTENCAVLS LSGAANGKWFDKRCRD K T E G K W 3 0 2 0 1 0 1 2 0 0 1 1 0 0 0 1 1 0 0 1 0 0 14 0 1390.651 sp|P05452 sp|P05452|TET 170 183 yes yes 2 2.65E-16 115 3263 196 3330 514969;51497241881;24 241881 3
TFHEASEDCISR FLAFTQTKTFHEASED ASEDCISRGGTLGTPQ K T F S R G 1 1 0 1 1 0 2 0 1 1 0 0 0 1 0 2 1 0 0 0 0 0 12 0 1450.615 sp|P05452 sp|P05452|TET 90 101 yes no 2;3 8.50E-49 176.6 3274 196 3341 517214;51721243806;243 243828 112
TGAQELLR TGASEAEKTGAQELLR TGAQELLRVLRAQPVQ K T G L R V 1 1 0 0 0 1 1 1 0 0 2 0 0 0 0 0 1 0 0 0 0 0 8 0 886.4872 sp|P06396sp|P06396|GE 616 623 yes yes 2 2.09E-30 178.08 3290 204 3357 520154;52015245477;245 245493 60
TIVTTLQDSIR VLELRGLRTIVTTLQD TTLQDSIRKVTEENKE R T I I R K 0 1 0 1 0 1 0 0 0 2 1 0 0 0 0 1 3 0 0 1 0 0 11 0 1245.693 sp|P07996sp|P07996|TSP 289 299 yes no 2 3.76E-68 193.1 3327 223 3395 525871;52587247613;247 247613 164
TIYTPGSTVLYR YLFIQTDKTIYTPGST PGSTVLYRIFTVNHKL K T I Y R I 0 1 0 0 0 0 0 1 0 1 1 0 0 0 1 1 3 0 2 1 0 0 12 0 1369.724 sp|P01024sp|P01024|CO 137 148 no no 2 1.89E-20 138.66 3328 97;24 3396 526052;52605247777;247 247805 143
TLLDIDNTR DLTVGNNKTLLDIDNT LLDIDNTRMTLDDFRI K T L T R M 0 1 1 2 0 0 0 0 0 1 2 0 0 0 0 0 2 0 0 0 0 0 9 0 1059.556 sp|P35527sp|P35527|K1C 225 233 yes no 2 0.0002766 131.06 3342 19 3411 529133;52913250149;250 250156 8
TLLEGEESR DLEIATYRTLLEGEES LLEGEESRMSGECAPN R T L S R M 0 1 0 0 0 0 3 1 0 0 2 0 0 0 0 1 1 0 0 0 0 0 9 0 1032.509 sp|P04264sp|P04264|K2C 484 492 yes no 2 0.0033789 95.531 3343 178 3412 529160;52916250159;250 250161 7
TNAENEFVTIK YEDEINKRTNAENEFV ENEFVTIKKDVDGAYM R T N I K K 1 0 2 0 0 0 2 0 0 1 0 1 0 1 0 0 2 0 0 1 0 0 11 0 1264.63 sp|P04264sp|P04264|K2C 278 288 yes no 2 0.0023342 76.619 3370 178 3441 533964;53396252436;25 252438 5
TPSAAYLWVGTGASEAEK SNDAFVLKTPSAAYLW TGASEAEKTGAQELLR K T P E K T 4 0 0 0 0 0 2 2 0 0 1 1 0 0 1 2 2 1 1 1 0 0 18 0 1836.889 sp|P06396sp|P06396|GE 598 615 yes yes 2;3 1.42E-235 302.28 3394 204 3466 537660;53766254380;254 254380 225
TSSSTFQYITLLK NTVDSVSRTSSSTFQY FQYITLLKNMWKGRQN R T S L K N 0 0 0 0 0 1 0 0 0 1 2 1 0 1 0 3 3 0 1 0 0 0 13 0 1487.787 CON__P02 CON__P02676 144 156 yes yes 2 5.39E-10 103.22 3414 9 3486 541899;54190256280;256 256280 9
TWDPEGVIFYGDTNPK TSSSFEVRTWDPEGVI FYGDTNPKDDWFMLGL R T W P K D 0 0 1 2 0 0 1 2 0 1 0 1 0 1 2 0 2 1 1 1 0 0 16 0 1837.852 sp|P04278sp|P04278|SH 77 92 no no 2;3 2.92E-71 162.93 3446 180;28 3518 548334;54833260798;260 260955 175
TWNQSIALR RFIRVIPKTWNQSIAL WNQSIALRLELFGCDI K T W L R L 1 1 1 0 0 1 0 0 0 1 1 0 0 0 0 1 1 1 0 0 0 0 9 0 1087.577 sp|P12259sp|P12259|FA5 2207 2215 no no 2 5.52E-19 164.53 3449 264;23 3521 548803;54880260997;260 261050 71
TYEDDSPEWFK YEKSSEGKTYEDDSPE DDSPEWFKEDNAVQPN K T Y F K E 0 0 0 2 0 0 2 0 0 0 0 1 0 1 1 1 1 1 1 0 0 0 11 0 1415.588 sp|P12259sp|P12259|FA5 1685 1695 no no 2 5.65E-06 110.76 3454 264;23 3526 549340;54934261130;26 261130 62
TYETTLEK VLLLRLAKTYETTLEK TYETTLEKCCAAADPH K T Y E K C 0 0 0 0 0 0 2 0 0 0 1 1 0 0 0 0 3 0 1 0 0 0 8 0 983.4811 sp|P02768sp|P02768|ALB 376 383 yes no 2 0.015682 103.83 3455 11 3527 549465;54946261193;26 261199 23
TYFPHFDLSHGSAQVK FLSFPTTKTYFPHFDL SHGSAQVKGHGKKVAD K T Y V K G 1 0 0 1 0 1 0 1 2 0 1 1 0 2 1 2 1 0 1 1 0 0 16 0 1832.885 CON__P01 sp|P69905|HB 42 57 no no 2;3;4 0.00065 50.053 3456 419;3 3528 549799;54980261216;26 261221 6
VATVSLPR SPATLNSRVATVSLPR VATVSLPRSCAAAGTE R V A P R S 1 1 0 0 0 0 0 0 0 0 1 0 0 0 1 1 1 0 0 2 0 0 8 0 841.5022 CON__P00 CON__P00761 108 115 yes yes 2 2.55E-28 162.51 3492 1 3565 554813;55481263453;263 263528 1501
VCNYVNWIQQTIAAN NKPGVYTKVCNYVNWI IQQTIAAN________ K V C A N - 2 0 3 0 1 2 0 0 0 2 0 0 0 0 0 0 1 1 1 2 0 0 15 0 1792.857 CON__P00 CON__P00761 217 231 yes yes 2 3.43E-65 163.77 3497 1 3570 559566;55956265144;265 265184 77
VDALIDEIDFLR NKVELQAKVDALIDEI IDEIDFLRTLYDAELS K V D L R T 1 1 0 3 0 0 1 0 0 2 2 0 0 1 0 0 0 0 0 1 0 0 12 0 1417.745 sp|P12035 sp|P12035|K2C 325 336 yes no 2 0.0002393 78.655 3503 14 3576 560311 265439 265439 1
VDEVGGEALGR TSLFAKVKVDEVGGEA VGGEALGRLLVVYPWT K V D G R L 1 1 0 1 0 0 2 3 0 0 1 0 0 0 0 0 0 0 0 2 0 0 11 0 1100.546 CON__Q3SCON__Q3SX09 75 85 yes no 2 9.68E-21 155.42 3505 27 3578 560337;56033 265441 265441 1
VDLLNQEIEFLK IKVELQSKVDLLNQEI NQEIEFLKVLYDAEIS K V D L K V 0 0 1 1 0 1 2 0 0 1 3 1 0 1 0 0 0 0 0 1 0 0 12 0 1459.792 sp|P35908sp|P35908|K22 303 314 yes no 2 6.34E-33 161.17 3510 20 3583 561998;56199265920;265 265948 30
VDSLNDEINFLK NKVELEAKVDSLNDEI NDEINFLKVLYDAELS K V D L K V 0 0 2 2 0 0 1 0 0 1 2 1 0 1 0 1 0 0 0 1 0 0 12 0 1405.709 sp|P19013 sp|P19013|K2C 276 287 yes no 2 8.16E-05 84.213 3514 18 3587 562530;56253 266088 266088 1
VELEAALQQAK LKDAHSKRVELEAALQ EAALQQAKEELARMLR R V E A K E 3 0 0 0 0 2 2 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 11 0 1198.656 sp|P19013 sp|P19013|K2C 416 426 yes no 2 0.014082 61.999 3528 18 3601 564819 267280 267280 1
VFALDQK PGQRVRYRVFALDQKM RVFALDQKMRPSTDTI R V F Q K M 1 0 0 1 0 1 0 0 0 0 1 1 0 1 0 0 0 0 0 1 0 0 7 0 819.4491 sp|P0C0L4 sp|P0C0L4|CO 160 166 no no 2 0.0022617 144.29 3547 245;246;2 3620 566662;56666267884;267 267888 32
VFDEFKPLVEEPQNLIK DPHECYAKVFDEFKPL EEPQNLIKQNCELFEQ K V F I K Q 0 0 1 1 0 1 3 0 0 1 2 2 0 2 2 0 0 0 0 2 0 0 17 1 2044.088 sp|P02768sp|P02768|ALB 397 413 yes no 2;3;4 1.25E-232 239.31 3551 11 3624 567154;56715268046;268 268401 399
VGGHAAEYGAEALER NVKAAWGKVGGHAAEY YGAEALERMFLSFPTT K V G E R M 4 1 0 0 0 0 3 3 1 0 1 0 0 0 0 0 0 0 1 1 0 0 15 0 1528.727 CON__P01 CON__P01966 18 32 yes yes 3 0.0002212 48.823 3577 3 3651 571812;57181270185;270 270213 29
VHTECCHGDLLECADDR KLVTDLTKVHTECCHG LLECADDRADLAKYIC K V H D R A 1 1 0 3 3 0 2 1 2 0 2 0 0 0 0 0 1 0 0 1 0 0 17 0 2085.83 sp|P02768sp|P02768|ALB 265 281 yes no 2;3;4 9.67E-256 294.83 3589 11 3663 572644;57264270462;270 270473 91
VHVSEEGTEPEAMLQVLGPK NERSGRARVHVSEEGT MLQVLGPKPALPAGTE R V H P K P 1 0 0 0 0 1 4 2 1 0 2 1 1 0 2 1 1 0 0 3 0 0 20 0 2149.073 sp|P06396sp|P06396|GE 258 277 yes yes 2;3 2.57E-96 149.09 3590 204 3664 572963;57296270554;270 270569 36
VILEIDNAR TATIENNRVILEIDNA ILEIDNARLAADDFRL R V I A R L 1 1 1 1 0 0 1 0 0 2 1 0 0 0 0 0 0 0 0 1 0 0 9 0 1041.582 sp|P13646sp|P13646|K1C 176 184 no no 2 0.015106 74.127 3598 276 3673 574076 271077 271077 1
VLDELTLAR ADINGLRRVLDELTLA LDELTLARADLEMQIE R V L A R A 1 1 0 1 0 0 1 0 0 0 3 0 0 0 0 0 1 0 0 1 0 0 9 0 1028.587 sp|P02533 sp|P02533|K1C 224 232 no no 2 0.021169 70.919 3616 4;13 3691 576036;57603271944;27 271946 3
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VLDELTLTK ADINGLRRVLDELTLT LDELTLTKADLEMQIE R V L T K A 0 0 0 1 0 0 1 0 0 0 3 1 0 0 0 0 2 0 0 1 0 0 9 0 1030.591 sp|P13645 sp|P13645|K1C 258 266 yes no 2 0.0006947 123.98 3617 15 3692 576059;57606271947;27 271951 9
VLVLDTDYK IDALNENKVLVLDTDY LVLDTDYKKYLLFCME K V L Y K K 0 0 0 2 0 0 0 0 0 0 2 1 0 0 0 0 1 0 1 2 0 0 9 0 1064.575 CON__P02 CON__P02754 92 100 yes yes 2 0.035051 62.546 3652 10 3728 582572;58257 274832 274832 1
VPFDAATLHTSTAMAAQHGMDDDGTGQK SHIANVERVPFDAATL DDDGTGQKQIWRIEGS R V P Q K Q 5 0 0 4 0 2 0 3 2 0 1 1 2 1 1 1 4 0 0 1 0 0 28 0 2872.276 sp|P06396sp|P06396|GE 420 447 yes yes 4 7.44E-15 72.035 3676 204 3752 586284;58628276695;276 276696 2
VPMMNSK HFKNSVIKVPMMNSKK KVPMMNSKKYPVAHFI K V P S K K 0 0 1 0 0 0 0 0 0 0 0 1 2 0 1 1 0 0 0 1 0 0 7 0 805.3826 sp|P05155 sp|P05155|IC1 322 328 no no 2 0.0034928 128.38 3679 191 3755 586708;58670277011;277 277012 4
VPQVSTPTLVEVSR LLVRYTKKVPQVSTPT PTLVEVSRNLGKVGSK K V P S R N 0 1 0 0 0 1 1 0 0 0 1 0 0 0 2 2 2 0 0 4 0 0 14 0 1510.836 sp|P02768sp|P02768|ALB 439 452 no no 2;3 2.69E-64 193.22 3681 11;12 3757 586956;58695277218;277 277237 250
VPVDPATYGQFYGGDSYIILYNYR WRIEGSNKVPVDPATY YIILYNYRHGGRQGQI K V P Y R H 1 1 1 2 0 1 0 3 0 2 1 0 0 1 2 1 1 0 5 2 0 0 24 0 2770.328 sp|P06396sp|P06396|GE 458 481 yes no 3 9.21E-06 37.817 3689 204 3765 588712;58871278093;278 278093 3
VQALEEANNDLENK RLASYLDKVQALEEAN ANNDLENKIQDWYDKK K V Q N K I 2 0 3 1 0 1 3 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 14 0 1585.758 sp|P35527sp|P35527|K1C 171 184 yes no 2 2.63E-56 170.52 3692 19 3768 589074;58907278312;278 278314 3
VQELQDKLSPLAQELR FREGARQKVQELQDKL SPLAQELRDRARAHVE K V Q L R D 1 1 0 1 0 3 2 0 0 0 4 1 0 0 1 1 0 0 0 1 0 0 16 1 1866.021 CON__P15 CON__P15497 157 172 yes yes 3 0.000796 59.728 3696 17 3772 589476;58947278473;278 278473 2
VRPQQLVK GVYELLLKVRPQQLVK VRPQQLVKHLQMDIHI K V R V K H 0 1 0 0 0 2 0 0 0 0 1 1 0 0 1 0 0 0 0 2 0 0 8 1 966.5975 sp|Q14624sp|Q14624|ITI 163 170 no no 3 0.0076001 108.46 3714 463 3790 592451;59245279658;279 279662 6
VSILAAIDEASK LPVLESLKVSILAAID AAIDEASKKLNAQ___ K V S S K K 3 0 0 1 0 0 1 0 0 2 1 1 0 0 0 2 0 0 0 1 0 0 12 0 1215.671 CON__P15 CON__P15497 249 260 yes yes 2 1.58E-07 101.95 3721 17 3797 594034;59403280395;280 280396 3
VSILAAIDEASKK LPVLESLKVSILAAID AIDEASKKLNAQ____ K V S K K L 3 0 0 1 0 0 1 0 0 2 1 2 0 0 0 2 0 0 0 1 0 0 13 1 1343.766 CON__P15 CON__P15497 249 261 yes yes 3 0.01338 35.891 3722 17 3798 594076;59407280398;280 280398 2
VSLAGACGVGGYGSR GGGGGFGRVSLAGACG GVGGYGSRSLYNLGGS R V S S R S 2 1 0 0 1 0 0 5 0 0 1 0 0 0 0 2 0 0 1 2 0 0 15 0 1409.672 sp|P13647sp|P13647|K2C 49 63 yes no 2 4.83E-05 83.182 3724 16 3800 594525;59452280562;280 280564 3
VTFELTYEELLK VNVAAGSKVTFELTYE LTYEELLKRHKGKYEM K V T L K R 0 0 0 0 0 0 3 0 0 0 3 1 0 1 0 0 2 0 1 1 0 0 12 0 1483.781 sp|Q06033sp|Q06033|ITI 150 161 no no 2 1.61E-07 101.82 3746 436;21 3822 598737;59873282804;28 282812 71
VTMQNLNDR GLLSGNEKVTMQNLND TMQNLNDRLASYLDKV K V T D R L 0 1 2 1 0 1 0 0 0 0 1 0 1 0 0 0 1 0 0 1 0 0 9 0 1089.524 sp|P13645 sp|P13645|K1C 148 156 no no 2 1.78E-05 136.75 3762 15;4;13 3839 603881;60388 284838 284838 1
WELLQQVDTSTR QNQVLQTKWELLQQVD QQVDTSTRTHNLEPYF K W E T R T 0 1 0 1 0 2 1 0 0 0 2 0 0 0 0 1 2 1 0 1 0 0 12 0 1474.742 sp|P04264sp|P04264|K2C 212 223 yes no 2 1.16E-245 257.88 3851 178 3931 616296;61629289660;289 289662 7
WNLLQQQTTTTSSK QNKVLETKWNLLQQQT QTTTTSSKNLEPLFET K W N S K N 0 0 1 0 0 3 0 0 0 0 2 1 0 0 0 2 4 1 0 0 0 0 14 0 1634.826 sp|P19013 sp|P19013|K2C 183 196 yes no 2 0.0004008 89.805 3879 18 3960 619907 291167 291167 1
WTLLQEQGTK QNKVLDTKWTLLQEQG LLQEQGTKTVRQNLEP K W T T K T 0 0 0 0 0 2 1 1 0 0 2 1 0 0 0 0 2 1 0 0 0 0 10 0 1202.63 sp|P02538sp|P13647|K2C 200 209 no no 2 0.0034902 82.749 3896 16;5 3978 622575;62257292157;29 292158 3
YDGCCEGDVVQCIR LLEDVSSKYDGCCEGD GDVVQCIRGRSKVMSH K Y D I R G 0 1 0 2 3 1 1 2 0 1 0 0 0 0 0 0 0 0 1 2 0 0 14 0 1729.686 CON__REFSCON__REFSEQ 266 279 yes yes 2 1.34E-12 104.22 3922 30 4004 626498;62649 293981 293981 1
YEELQITAGR AESLYQSKYEELQITA ELQITAGRHGDSVRNS K Y E G R H 1 1 0 0 0 1 2 1 0 1 1 0 0 0 0 0 1 0 1 0 0 0 10 0 1178.593 sp|P04264sp|P04264|K2C 377 386 no no 2 8.88E-07 120.12 3935 178 4017 628234;62823294806;294 294823 19
YEELQQTAGR AESWYQTKYEELQQTA ELQQTAGRHGDDLRNT K Y E G R H 1 1 0 0 0 2 2 1 0 0 1 0 0 0 0 0 1 0 1 0 0 0 10 0 1193.568 sp|P13647sp|P13647|K2C 365 374 no no 2 5.34E-07 128.38 3936 16 4018 628308;62830 294825 294825 1
YEELQVTAGR AESWYQTKYEELQVTA ELQVTAGRHGDDLRNT K Y E G R H 1 1 0 0 0 1 2 1 0 0 1 0 0 0 0 0 1 0 1 1 0 0 10 0 1164.578 sp|O95678sp|P02538|K2C 360 369 no no 2 0.0009763 88.948 3937 5;0 4019 628313 294826 294826 1
YENELALR AADDFRLKYENELALR YENELALRQSVEADIN K Y E L R Q 1 1 1 0 0 0 2 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 8 0 1006.508 sp|P13646sp|P13646|K1C 194 201 no no 2 0.020131 88.942 3945 276 4027 629215;62921 295319 295319 1
YENEVALR AADDFRLKYENEVALR YENEVALRQSVEADIN K Y E L R Q 1 1 1 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 8 0 992.4927 sp|P13645 sp|P13645|K1C 238 245 yes no 2 0.010804 112.17 3946 15 4028 629231;62923295320;295 295320 3
YICENQDSISSK DDRADLAKYICENQDS NQDSISSKLKECCEKP K Y I S K L 0 0 1 1 1 1 1 0 0 2 0 1 0 0 0 3 0 0 1 0 0 0 12 0 1442.635 sp|P02768sp|P02768|ALB 287 298 yes no 2 4.22E-56 179.1 3979 11 4062 633845;63384297171;297 297198 135
YIETDPANR EALTSAKRYIETDPAN IETDPANRDRRTPITV R Y I N R D 1 1 1 1 0 0 1 0 0 1 0 0 0 0 1 0 1 0 1 0 0 0 9 0 1077.509 sp|P06396sp|P06396|GE 730 738 yes no 2 0.0007816 110.81 3981 204 4064 634202;63420297307;297 297321 24
YIYGKPVQGVAYVR MQLDIQARYIYGKPVQ VQGVAYVRFGLLDEDG R Y I V R F 1 1 0 0 0 1 0 2 0 1 0 1 0 0 1 0 0 0 3 3 0 0 14 1 1611.877 sp|P0C0L4 sp|P0C0L4|CO 270 283 no no 2 4.23E-12 105.52 3988 245;246;2 4071 634999;63500 297515 297515 1
YLDGLTAER GYIDSLKRYLDGLTAE LDGLTAERTSQNSELN R Y L E R T 1 1 0 1 0 0 1 1 0 0 2 0 0 0 0 0 1 0 1 0 0 0 9 0 1036.519 sp|P35908sp|P35908|K22 239 247 yes no 2 0.0047651 91.069 3993 20 4076 635481;63548297762;297 297762 3
YLGYLEQLLR KEDVPSERYLGYLEQL GYLEQLLRLKKYKVPQ R Y L L R L 0 1 0 0 0 1 1 1 0 0 4 0 0 0 0 0 0 0 2 0 0 0 10 0 1266.697 CON__P02 CON__P02662 91 100 yes yes 2 0.0021246 101.72 3997 6 4080 635778;63577297806;297 297807 6
YLYEIAR NEETFLKKYLYEIARR KYLYEIARRHPYFYAP K Y L A R R 1 1 0 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 2 0 0 0 7 0 926.4862 sp|P02768sp|P02768|ALB 162 168 no no 2 8.42E-05 149.06 4006 11;12 4089 636961;63696298345;298 298346 114
YVLPNFEVK STQFEVKKYVLPNFEV VLPNFEVKITPGKPYI K Y V V K I 0 0 1 0 0 0 1 0 0 0 1 1 0 1 1 0 0 0 1 2 0 0 9 0 1107.596 sp|P0C0L4 sp|P0C0L4|CO 236 244 no no 2 0.0003361 130.22 4048 245;246;2 4131 643225;64322300563;300 300581 198
AAAATGTIFTFR EVDESGTRAAAATGTI TGTIFTFRSARLNSQR R A A F R S 4 1 0 0 0 0 0 1 0 1 0 0 0 2 0 0 3 0 0 0 0 0 12 0 1225.646 sp|P05154sp|P05154|IPS 362 373 yes yes 2 0.016205 54.539 0 190 0 0;1;2;3;4;5;6; 0;1 1 2
AAANQMR LHFTKDVKAAANQMRN KAAANQMRNFLVRASC K A A M R N 3 1 1 0 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 7 0 760.365 sp|P0C0L4 sp|P0C0L4|CO 1659 1665 no no 2 0.0059374 119.23 2 245;246 2 121;122;123; 26;27;28;2 29 6
AAATGPSFWLGNETLK ________________ WLGNETLKVPLALFAL M A A L K V 3 0 1 0 0 0 1 2 0 0 2 1 0 1 1 1 2 1 0 0 0 0 16 0 1661.841 sp|P12955 sp|P12955|PEP 2 17 yes yes 2 7.86E-54 146.36 3 270 3 166;167;168; 32;33;34;3 37 81
AACAQLNDFLQEYGTQGCQV LCRSTRQRAACAQLND YGTQGCQV________ R A A Q V - 3 0 1 1 2 4 1 2 0 0 2 0 0 1 0 0 1 0 1 1 0 0 20 0 2271.989 sp|P0C0L4 sp|P0C0L4|CO 1725 1744 no no 2;3 1.13E-267 238.2 4 245;246 4 280;281;282;2114;115;11 419 355
AACLPLPGYR NELNDLFKAACLPLPG CLPLPGYRVREITENL K A A Y R V 2 1 0 0 1 0 0 1 0 0 2 0 0 0 2 0 0 0 1 0 0 0 10 0 1116.575 sp|P13796sp|P13796|PLS 40 49 yes yes 2 9.13E-07 119.89 6 279 6 788;789;790;7471;472;47 482 12
AADAEAEVASLNR KLELAEKKAADAEAEV AEVASLNRRIQLVEEE K A A N R R 5 1 1 1 0 0 2 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 13 0 1315.637 sp|P06753 sp|P06753|TPM 79 91 yes yes 2 1.55E-10 107.83 7 210 7 865;866;867;8484;485;48 485 4
AADDTWEPFASGK VAVHVFRKAADDTWEP WEPFASGKTSESGELH K A A G K T 3 0 0 2 0 0 1 1 0 0 0 1 0 1 1 1 1 1 0 0 0 0 13 0 1393.615 sp|P02766sp|P02766|TTH 56 68 yes yes 2 9.71E-102 178.08 8 158 8 896;897;898;8489;490;49 490 167
AAFCYQIR FTLRPGMRAAFCYQIR AAFCYQIRRCTDDVRP R A A I R R 2 1 0 0 1 1 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 8 0 1027.491 sp|P26927sp|P26927|HG 352 359 yes yes 2 0.0030551 126.16 10 330 10 1176;1177;11658;659;66 686 37
AAFDDAIAELDTLSEESYK DRACRLAKAAFDDAIA TLSEESYKDSTLIMQL K A A Y K D 4 0 0 3 0 0 3 0 0 1 2 1 0 1 0 2 1 0 1 0 0 0 19 0 2086.958 sp|P62258sp|P62258|143 197 215 yes yes 2 1.37E-40 122.66 11 404 11 1270;1271;12695;696;69 695 6
AAGNECPELQPPVHGK RGWRLSYRAAGNECPE LQPPVHGKIEPSQAKY R A A G K I 2 0 1 0 1 1 2 2 1 0 1 1 0 0 3 0 0 0 0 1 0 0 16 0 1702.81 sp|P48740sp|P48740|MA 296 311 yes yes 3 0.0014634 32.997 13 370 13 1644;1645;16 799 799 1
AAGTLYTYPENWR ________________ YTYPENWRAFKALIAA M A A W R A 2 1 1 0 0 0 1 1 0 0 1 0 0 0 1 0 2 1 2 0 0 0 13 0 1540.731 sp|P26641 sp|P26641|EF1 2 14 yes yes 2 0.0001326 96.89 14 328 14 1669;1670;16 800 800 1
AAGVPSATITWR RTVRLYCRAAGVPSAT PSATITWRKEGGSLPP R A A W R K 3 1 0 0 0 0 0 1 0 1 0 0 0 0 1 1 2 1 0 1 0 0 12 0 1228.656 sp|P98160sp|P98160|PG 1979 1990 yes yes 2 0.0020265 89.029 15 425 15 1676;1677;16801;802;80 801 4
AAISGENAGLVR TAWKQYRKAAISGENA GENAGLVRASGRTMEQ K A A V R A 3 1 1 0 0 0 1 2 0 1 1 0 0 0 0 1 0 0 0 1 0 0 12 0 1156.62 sp|P19827sp|P19827|ITIH 126 137 yes no 2 3.57E-48 174.41 16 305 16 1800;1801;18805;806;80 863 134
AAMVGMLANFLGFR LDTEDKLRAAMVGMLA LANFLGFRIYGMHSEL R A A F R I 3 1 1 0 0 0 0 2 0 0 2 0 2 2 0 0 0 0 0 1 0 0 14 0 1496.763 sp|P01019sp|P01019|AN 103 116 yes yes 2 1.13E-05 85.716 17 95 17 2232;2233 940 940 1
AANWAGVGELSAPSSLFECK HFYEFRARAANWAGVG PSSLFECKEWTMPQPG R A A C K E 4 0 1 0 1 0 2 2 0 0 2 1 0 1 1 3 0 1 0 1 0 0 20 0 2092.989 sp|Q5VTT5sp|Q5VTT5|MY 776 795 yes yes 2 3.81E-68 136.6 18 483 18 2234 941 941 1
AAPSVTLFPPSSEELQANK ________________ SEELQANKATLVCLIS K A A N K A 3 0 1 0 0 1 2 0 0 0 2 1 0 1 3 3 1 0 0 1 0 0 19 0 1985.011 sp|P0CG06sp|P0CG06|LA 5 23 yes no 2;3 4.62E-52 131.32 19 247 19 2235;2236;22942;943;94 1148 217
AAQVTIQSSGTFSSK ATFTRTGKAAQVTIQS SSGTFSSKFQVDNNNR K A A S K F 2 0 0 0 0 2 0 1 0 1 0 1 0 1 0 4 2 0 0 1 0 0 15 0 1510.763 sp|P01023 sp|P01023|A2 1275 1289 yes yes 2 1.23E-52 150.06 20 96 20 2677;2678;261161;1162; 1167 37
AASGTQNNVLR KELENALKAASGTQNN GTQNNVLRGEPFIRGG K A A L R G 2 1 2 0 0 1 0 1 0 0 1 0 0 0 0 1 1 0 0 1 0 0 11 0 1129.584 sp|P10643 sp|P10643|CO 362 372 yes yes 2 5.74E-95 209.87 21 252 21 3009;3010;301205;1206; 1211 50
AASGTTGTYQEWK DIDVRFQKAASGTTGT TGTYQEWKDKAQNLYQ K A A W K D 2 0 0 0 0 1 1 2 0 0 0 1 0 0 0 1 3 1 1 0 0 0 13 0 1398.642 sp|P04114sp|P04114|AP 4133 4145 yes yes 2 3.65E-128 215.06 22 174 22 3162;3163;311255;1256; 1262 143
AATGECTATVGK CEYKDAAKAATGECTA ECTATVGKRSSTKFSV K A A G K R 3 0 0 0 1 0 1 2 0 0 0 1 0 0 0 0 3 0 0 1 0 0 12 0 1164.545 sp|P01042 sp|P01042|KN 102 113 yes yes 2 6.77E-05 104.05 23 103 23 3352;3353;331398;1399; 1410 17
AATVGSLAGQPLQER LVEQGRVRAATVGSLA AGQPLQERAQAWGERL R A A E R A 3 1 0 0 0 2 1 2 0 0 2 0 0 0 1 1 1 0 0 1 0 0 15 0 1496.795 sp|P02649sp|P02649|AP 210 224 yes yes 2;3 1.73E-227 244 24 137 24 3470;3471;341415;1416; 1600 212
AAVPIVNLK SIVRRADRAAVPIVNL AVPIVNLKDELLFPSW R A A L K D 2 0 1 0 0 0 0 0 0 1 1 1 0 0 1 0 0 0 0 2 0 0 9 0 923.5804 sp|P39060sp|P39060|CO 1638 1646 yes yes 2 0.019665 71.715 25 357 25 3711;3712;371627;1628; 1627 3
AAVPSGASTGIYEALELR FTSKGLFRAAVPSGAS IYEALELRDNDKTRYM R A A L R D 4 1 0 0 0 0 2 2 0 1 2 0 0 0 1 2 1 0 1 1 0 0 18 0 1803.937 sp|P06733 sp|P06733|EN 33 50 yes no 2;3 1.93E-11 117.92 26 208 26 3788;3789;371630;1631; 1634 42
AAVYQPQPHPQPPPYGHCVTDSGVVYSVGMQWLK SGPFTDVRAAVYQPQP SVGMQWLKTQGNKQML R A A L K T 2 0 0 1 1 4 0 3 2 0 1 1 1 0 6 2 1 1 3 5 0 0 34 0 3792.818 sp|P02751 sp|P02751|FIN 291 324 yes yes 4 8.20E-33 82.988 27 153 27 3911;3912;39 1675 1675 1
AAYNLVR KIDKEACRAAYNLVRD RAAYNLVRDDGSAVIW R A A V R D 2 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 0 0 7 0 805.4446 sp|Q14019sp|Q14019|CO 12 18 yes yes 2 0.0027506 143.22 28 457 28 3920;3921;391676;1677; 1681 23
ACANPAAGSVILLENLR CVGPEVEKACANPAAG VILLENLRFHVEEEGK K A C L R F 4 1 2 0 1 0 1 1 0 1 3 0 0 0 1 1 0 0 0 1 0 0 17 0 1767.93 sp|P00558sp|P00558|PG 107 123 yes yes 2;3 4.64E-110 179.93 29 78 29 3997;3998;391699;1700; 1705 10
ACDGINDCGDQSDELCCK GKYISQMKACDGINDC QSDELCCKACQGKGFH K A C C K A 1 0 1 4 4 1 1 2 0 1 1 1 0 0 0 1 0 0 0 0 0 0 18 0 2115.76 sp|P05156sp|P05156|CFA 240 257 yes yes 2 0 271.32 30 192 30 4165;4166;411709;1710; 1709 33
ACGACPLWGK TLPASAEKACGACPLW GACPLWGKCDAESSKC K A C G K C 2 0 0 0 2 0 0 2 0 0 1 1 0 0 1 0 0 1 0 0 0 0 10 0 1118.5 sp|P10643 sp|P10643|CO 772 781 yes yes 2 0.0011655 95.352 32 252 32 4339;4340;431772;1773; 1780 86
ACIPTGPYPCGK YTLADNGKACIPTGPY TGPYPCGKQTLERRKR K A C G K Q 1 0 0 0 2 0 0 2 0 1 0 1 0 0 3 0 1 0 1 0 0 0 12 0 1319.6 sp|P00742 sp|P00742|FA 163 174 yes yes 2 3.84E-10 115.71 33 85 33 4530;4531;451858;1859; 1880 42
ACPSHQPDISSGLELPFPPGVPTLDNIK PQPHYQLRACPSHQPD VPTLDNIKNICHLRRF R A C I K N 1 0 1 2 1 1 1 2 1 2 3 1 0 1 6 3 1 0 0 1 0 0 28 0 2985.491 sp|Q16610sp|Q16610|EC 283 310 yes yes 3 1.80E-31 95.823 34 475 34 4720;4721;471901;1902; 1904 59
ADAEGESDLENSR SDLVNAIKADAEGESD ESDLENSRKLLSAAKI K A D S R K 2 1 1 2 0 0 3 1 0 0 1 0 0 0 0 2 0 0 0 0 0 0 13 0 1391.58 sp|Q9Y490sp|Q9Y490|TL 842 854 yes yes 2 3.73E-16 123.51 35 554 35 4856;4857;481960;1961; 1964 6
ADGESCSASMMYQEGK TRKELFYKADGESCSA SMMYQEGKFRYRRVAE K A D G K F 2 0 0 1 1 1 2 2 0 0 0 1 2 0 0 3 0 0 1 0 0 0 16 0 1749.664 sp|P01008sp|P01008|AN 274 289 yes yes 2 4.30E-122 193.22 38 92 38 5192;5193;512003;2004; 2013 87
ADGLAVIGVLMK SLAEAASKADGLAVIG AVIGVLMKVGEANPKL K A D M K V 2 0 0 1 0 0 0 2 0 1 2 1 1 0 0 0 0 0 0 2 0 0 12 0 1185.679 sp|P00915 sp|P00915|CA 139 150 yes yes 2 0.0003421 76.345 39 90 39 5324;5325;532090;2091; 2143 63
ADGSYAAWLSR MRIQQFRKADGSYAAW SYAAWLSRDSSTWLTA K A D S R D 3 1 0 1 0 0 0 1 0 0 1 0 0 0 0 2 0 1 1 0 0 0 11 0 1195.562 sp|P0C0L4 sp|P0C0L4|CO 1062 1072 no no 2 2.06E-81 202.44 40 245;246 40 5474;5475;542153;2154; 2179 280
ADLFYDVEALDLESPK PNVFGFCRADLFYDVE ALDLESPKNLVINCEV R A D P K N 2 0 0 3 0 0 2 0 0 0 3 1 0 1 1 1 0 0 1 1 0 0 16 0 1823.883 sp|P04196sp|P04196|HR 220 235 yes yes 2;3 2.45E-122 196.02 41 176 41 6094;6095;602441;2442; 2442 758
ADLLLSTQPGR ASASLPAKADLLLSTQ LLSTQPGREEGSPLEL K A D G R E 1 1 0 1 0 1 0 1 0 0 3 0 0 0 1 1 1 0 0 0 0 0 11 0 1169.64 sp|P08195 sp|P08195|4F2 593 603 yes yes 2 0.014536 61.691 42 225 42 7155;7156;71 3201 3201 1
ADLSGITGAR IEEAFTSKADLSGITG LSGITGARNLAVSQVV K A D A R N 2 1 0 1 0 0 0 2 0 1 1 0 0 0 0 1 1 0 0 0 0 0 10 0 959.5036 sp|P01011 sp|P01011|AA 341 350 yes yes 2 3.04E-63 199.68 43 94 43 7163;7164;713202;3203; 3260 293
ADMQNLVER ________________ DMQNLVERLERAVGRL M A D E R L 1 1 1 1 0 1 1 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 9 0 1074.513 sp|Q01518sp|Q01518|CA 2 10 yes yes 2 0.048506 56.729 44 429 44 7791;7792;77 3498 3498 1
ADQLTEEQIAEFK ________________ EEQIAEFKEAFSLFDK M A D F K E 2 0 0 1 0 2 3 0 0 1 1 1 0 1 0 0 1 0 0 0 0 0 13 0 1520.736 sp|P62158sp|P62158|CA 2 14 yes yes 2 8.83E-77 192.3 45 403 45 7831;7832;783499;3500; 3503 75
ADQVCINLR TAGTHNCRADQVCINL DQVCINLRGSFACQCP R A D L R G 1 1 1 1 1 1 0 0 0 1 1 0 0 0 0 0 0 0 0 1 0 0 9 0 1087.544 sp|Q12805sp|Q12805|FB 186 194 yes yes 2 0.0005614 122.13 46 442 46 7998;7999;803575;3576; 3613 69
ADRDQYELLCLDNTR IFENLANKADRDQYEL LLCLDNTRKPVDEYKD K A D T R K 1 2 1 3 1 1 1 0 0 0 3 0 0 0 0 0 1 0 1 0 0 0 15 1 1880.869 sp|P02787sp|P02787|TR 237 251 yes yes 2;3 8.04E-185 274.45 47 162 47 8111;8112;813644;3645; 3646 129
ADSVVDLLSYNVQGSGETTYDHK LRARYHMKADSVVDLL GETTYDHKNTFTLSYD K A D H K N 1 0 1 3 0 1 1 2 1 0 2 1 0 0 0 3 2 0 2 3 0 0 23 0 2497.161 sp|P04114sp|P04114|AP 1393 1415 yes yes 2;3 1.78E-104 176.23 48 174 48 8334;8335;833773;3774; 3896 142
ADVLTTGAGNPVGDK KEQRAAQKADVLTTGA AGNPVGDKLNVITVGP K A D D K L 2 0 1 2 0 0 0 3 0 0 1 1 0 0 1 0 2 0 0 2 0 0 15 0 1413.71 sp|P04040sp|P04040|CA 24 38 yes yes 2 0.0002546 72.29 49 169 49 8539;8540;853915;3916; 3917 5
ADVQAHGEGQEFSITCLVDEEEMK DNKQSSFKADVQAHGE LVDEEEMKKLLRERGH K A D M K K 2 0 0 2 1 2 5 2 1 1 1 1 1 1 0 1 1 0 0 2 0 0 24 0 2721.19 sp|P19827sp|P19827|ITIH 525 548 yes yes 3 3.34E-109 150.26 50 305 50 8597;8598;853920;3921; 4039 126
AEAGVPAEFSIWTR AGGPGLERAEAGVPAE AEFSIWTREAGAGGLA R A E T R E 3 1 0 0 0 0 2 1 0 1 0 0 0 1 1 1 1 1 0 1 0 0 14 0 1532.762 sp|P21333 sp|P21333|FLN 2251 2264 yes yes 2 6.25E-06 88.187 52 310 52 8783;8784;874047;4048; 4047 4
AEAQAQYSAAVAK YPGIIKEKAEAQAQYS QYSAAVAKGKSAGLVK K A E A K G 6 0 0 0 0 2 1 0 0 0 0 1 0 0 0 1 0 0 1 1 0 0 13 0 1306.652 sp|Q14624sp|Q14624|ITI 99 111 yes yes 2;3 6.23E-30 146.11 53 463 53 8834;8835;884051;4052; 4176 143
AEATTLHVAPQGTAMAVSTFR FLQEQGHRAEATTLHV AMAVSTFRKLDGICWQ R A E F R K 5 1 0 0 0 1 1 1 1 0 1 0 1 1 1 1 4 0 0 2 0 0 21 0 2158.084 sp|P07360sp|P07360|CO 70 90 yes yes 3 1.12E-57 133.98 54 218 54 9324;9325;934197;4198; 4199 89
AECMLQQAER REKDDIQRAECMLQQA CMLQQAERLGCRQFVT R A E E R L 2 1 0 0 1 2 2 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 10 0 1234.543 sp|P13796sp|P13796|PLS 334 343 yes yes 2 0.0034902 82.749 55 279 55 9482;9483;944286;4287; 4289 8
AEDHFSVIDFNQNIR KTILDDLRAEDHFSVI IDFNQNIRTWRNDLIS R A E I R T 1 1 2 2 0 1 1 0 1 2 0 0 0 2 0 1 0 0 0 1 0 0 15 0 1803.854 sp|P19823 sp|P19823|ITIH 342 356 yes yes 2;3 6.51E-228 247.96 56 304 56 9555;9556;954294;4295; 4608 315
AEDTAVYYCAK YLQMNSLRAEDTAVYY TAVYYCAK________ R A E A K - 3 0 0 1 1 0 1 0 0 0 0 1 0 0 0 0 1 0 2 1 0 0 11 0 1289.56 sp|P01768sp|P01768|HV 107 117 yes no 2 3.09E-05 104.17 57 119 57 9983;9984;994610;4611; 4613 7
AEDTAVYYCAR YLQMNSLRAEDTAVYY TAVYYCAR________ R A E A R - 3 1 0 1 1 0 1 0 0 0 0 0 0 0 0 0 1 0 2 1 0 0 11 0 1317.566 sp|P01780sp|P01780|HV 107 117 no no 2 5.15E-05 104.2 58 121;120 58 10071;10072;4617;4618; 4623 11
AEEEHLGILGPQLHADVGDK FRVPVERKAEEEHLGI LHADVGDKVKIIFKNM K A E D K V 2 0 0 2 0 1 3 3 2 1 3 1 0 0 1 0 0 0 0 1 0 0 20 0 2127.06 sp|P00450sp|P00450|CER 800 819 yes yes 2;3;4 1.93E-152 140.32 59 74 59 10098;10099;4628;4629; 4629 37
AEELLSR HGNITRSKAEELLSRT KAEELLSRTGKDGSFL K A E S R T 1 1 0 0 0 0 2 0 0 0 2 0 0 0 0 1 0 0 0 0 0 0 7 0 816.4341 sp|Q92835sp|Q92835|SH 15 21 yes yes 2 4.64E-09 162.07 60 511 60 10295;10296;4665;4666; 4666 18
AEELSIQVSCR LLVQGSLRAEELSIQV LSIQVSCRIMGITLVS R A E C R I 1 1 0 0 1 1 2 0 0 1 1 0 0 0 0 2 0 0 0 1 0 0 11 0 1290.624 sp|Q9Y5Y7sp|Q9Y5Y7|LYV 27 37 yes yes 2 0.005392 81.338 61 557 61 10368 4683 4683 1
AEEQPQVELFVK ________________ PQVELFVKAGSDGAKI M A E V K A 1 0 0 0 0 2 3 0 0 0 1 1 0 1 1 0 0 0 0 2 0 0 12 0 1415.73 sp|O00299sp|O00299|CL 2 13 yes yes 2 0.00084 71.349 62 42 62 10369;10370;4684;4685; 4684 4
AEEREPELYLKWK ________________ PELYLKWKHCETPGVK M A E W K H 1 1 0 0 0 0 4 0 0 0 2 2 0 0 1 0 0 1 1 0 0 0 13 2 1689.873 sp|Q5T5N4sp|Q5T5N4|CF 2 14 yes yes 2 0.0009476 84.213 63 481 63 10399;10400; 4688 4688 1
AEEYEFLTPVEEAPK MVGSYGPRAEEYEFLT TPVEEAPKGMLARGSY R A E P K G 2 0 0 0 0 0 5 0 0 0 1 1 0 1 2 0 1 0 1 1 0 0 15 0 1750.83 sp|P52565 sp|P52565|GD 153 167 yes yes 2 0.0002499 70.195 64 381 64 10486;10487;4689;4690; 4690 3
AEFQDALEK QSHISLSKAEFQDALE EFQDALEKLNMGITDL K A E E K L 2 0 0 1 0 1 2 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 9 0 1049.503 sp|P0C0L4 sp|P0C0L4|CO 317 325 no no 2 0.0006833 124.23 67 245;246 67 10827;10828;4756;4757; 4770 125
AEFTVETR TGNMVKKRAEFTVETR AEFTVETRSAGQGEVL R A E T R S 1 1 0 0 0 0 2 0 0 0 0 0 0 1 0 0 2 0 0 1 0 0 8 0 951.4662 sp|P21333 sp|P21333|FLN 302 309 yes yes 2 0.014503 120.49 68 310 68 11269;11270;4884;4885; 4886 5
AEGDVAALNR GERERREKAEGDVAAL GDVAALNRRIQLVEEE K A E N R R 3 1 1 1 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 10 0 1014.509 sp|P67936sp|P67936|TPM 45 54 yes yes 2 8.68E-09 139.88 70 413 70 11336;11337;4891;4892; 4893 14
AEGSDVANAVLDGADCIMLSGETAK IKKPRPTRAEGSDVAN MLSGETAKGDYPLEAV R A E A K G 5 0 1 3 1 0 2 3 0 1 2 1 1 0 0 2 1 0 0 2 0 0 25 0 2493.136 sp|P14618sp|P14618|KPY 343 367 yes yes 2 5.05E-221 197.14 71 283 71 11412;11413; 4905 4905 1
AEIEYLEK DLVAIQNKAEIEYLEK AEIEYLEKTLPFSRSY K A E E K T 1 0 0 0 0 0 3 0 0 1 1 1 0 0 0 0 0 0 1 0 0 0 8 0 993.5019 sp|P14151 sp|P14151|LYA 71 78 yes yes 2 0.019515 96.253 72 280 72 11417;11418;4906;4907; 4907 33
AEISFEDR IAVEGPSKAEISFEDR AEISFEDRKDGSCGVA K A E D R K 1 1 0 1 0 0 2 0 0 1 0 0 0 1 0 1 0 0 0 0 0 0 8 0 965.4454 sp|P21333 sp|P21333|FLN 2281 2288 yes yes 2 3.30E-06 139.68 73 310 73 11522;11523;4940;4941; 4943 7
AELQEGAR RQKVEPLRAELQEGAR AELQEGARQKLHELQE R A E A R Q 2 1 0 0 0 1 2 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 8 0 872.4352 sp|P02647sp|P02647|AP 148 155 yes yes 2 0.00502 130.04 74 136 74 11576;11577;4947;4948; 4955 9
AEMADQAAAWLTR HLLLHEGKAEMADQAA QAAAWLTRQGSFQGGF K A E T R Q 5 1 0 1 0 1 1 0 0 0 1 0 1 0 0 0 1 1 0 0 0 0 13 0 1432.677 sp|P0C0L5 sp|P0C0L5|CO 1279 1291 yes yes 2;3 2.01E-183 238.51 75 246 75;76 11668;11669;4956;4957; 5005 66 426
AEMADQASAWLTR HLLLHEGKAEMADQAS QASAWLTRQGSFQGGF K A E T R Q 4 1 0 1 0 1 1 0 0 0 1 0 1 0 0 1 1 1 0 0 0 0 13 0 1448.672 sp|P0C0L4 sp|P0C0L4|CO 1279 1291 yes yes 2;3 9.48E-281 265.36 76 245 77;78 12400;12401;5386;5387; 5386 63 39
AENFFILR FMRFMMMRAENFFILR AENFFILRRKPVEGYD R A E L R R 1 1 1 0 0 0 1 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 8 0 1008.539 sp|P59998sp|P59998|AR 98 105 yes yes 2 0.022638 84.244 77 395 79 12480;12481 5425 5425 1
AEPLAFTFSHDYK LYSKFLLKAEPLAFTF FTFSHDYKGSTSHHLV K A E Y K G 2 0 0 1 0 0 1 0 1 0 1 1 0 2 1 1 1 0 1 0 0 0 13 0 1524.725 sp|P04114sp|P04114|AP 1935 1947 yes yes 2;3 6.64E-47 167.12 78 174 80 12482;12483;5426;5427; 5527 140
AEQCCEETASSISLHGK FTPTETNKAEQCCEET SSISLHGKGSFRFSYS K A E G K G 2 0 0 0 2 1 3 1 1 1 1 1 0 0 0 3 1 0 0 0 0 0 17 0 1905.82 sp|P02748sp|P02748|CO 251 267 yes yes 2;3 8.00E-91 164.64 79 150 81 12769;12770;5566;5567; 5638 78
AESPEVCFNEESPK NVVDKCCKAESPEVCF CFNEESPKIGN_____ K A E P K I 1 0 1 0 1 0 4 0 0 0 0 1 0 1 2 2 0 0 0 1 0 0 14 0 1621.693 sp|P43652 sp|P43652|AFA 583 596 yes yes 2 3.43E-86 214.82 80 362 82 12985;12986;5644;5645; 5804 160
AFDICPLVK FTVIGIRKAFDICPLV FDICPLVKIDTALIKA K A F V K I 1 0 0 1 1 0 0 0 0 1 1 1 0 1 1 0 0 0 0 1 0 0 9 0 1061.558 sp|P01031 sp|P01031|CO 1155 1163 yes yes 2 0.0049487 88.942 83 98 85 13190;13191;5808;5809; 5879 77
AFGPGLQGGSAGSPAR PTKPSKVKAFGPGLQG GSAGSPARFTIDTKGA K A F A R F 3 1 0 0 0 1 0 5 0 0 1 0 0 1 2 2 0 0 0 0 0 0 16 0 1428.711 sp|P21333 sp|P21333|FLN 1072 1087 yes yes 2 9.73E-14 131.17 84 310 86 13347;13348;5886;5887; 5893 28
AFIQLWAFDAVK PIVRGPCRAFIQLWAF LWAFDAVKGKCVLFPY R A F V K G 3 0 0 1 0 1 0 0 0 1 1 1 0 2 0 0 0 1 0 1 0 0 12 0 1407.755 sp|P02760sp|P02760|AM 298 309 yes yes 2 4.35E-10 137.95 85 155 87 13499;13500;5914;5915; 5980 75
AFLEVNEEGSEAAASTAVVIAGR YVSDAFHKAFLEVNEE TAVVIAGRSLNPNRVT K A F G R S 6 1 1 0 0 0 4 2 0 1 1 0 0 1 0 2 1 0 0 3 0 0 23 0 2290.144 sp|P01008sp|P01008|AN 403 425 yes yes 2;3 2.68E-213 267.11 87 92 89 13669;13670;5995;5996; 6014 1137
AFLLTPR LTSCLDSKAFLLTPRN KAFLLTPRNQEACELS K A F P R N 1 1 0 0 0 0 0 0 0 0 2 0 0 1 1 0 1 0 0 0 0 0 7 0 816.4858 sp|O95445sp|O95445|AP 172 178 yes yes 2 0.0035089 132.72 88 66 90 16042;16043;7163;7164; 7174 145
AFPALTSLDLSDNPGLGER AFSCEQVRAFPALTSL DNPGLGERGLMAALCP R A F E R G 2 1 1 2 0 0 1 2 0 0 4 0 0 1 2 2 1 0 0 0 0 0 19 0 1971.99 sp|P08571 sp|P08571|CD 192 210 yes yes 2;3 0 295.83 89 232 91 16234;16235;7308;7309; 7313 258
AFQTVVLDPEGDAQIDPNWVVLNQGR EVTLTDFRAFQTVVLD WVVLNQGREIVQTMNS R A F G R E 2 1 2 3 0 3 1 2 0 1 2 0 0 1 2 0 1 1 0 4 0 0 26 0 2880.441 sp|P49747sp|P49747|CO 533 558 yes yes 2;3 7.83E-10 69.084 90 373 92 16560;16561;7566;7567; 7566 13
AFQVWSDVTPLR TVDDAFARAFQVWSDV WSDVTPLRFSRIHDGE R A F L R F 1 1 0 1 0 1 0 0 0 0 1 0 0 1 1 1 1 1 0 2 0 0 12 0 1417.735 sp|P08253 sp|P08253|MM 147 158 yes yes 2 2.23E-117 196.88 91 227 93 16671;16672;7579;7580; 7591 101
AFTECCVVASQLR SLGPRCIKAFTECCVV CVVASQLRANISHKDM K A F L R A 2 1 0 0 2 1 1 0 0 0 1 0 0 1 0 1 1 0 0 2 0 0 13 0 1539.717 sp|P01031 sp|P01031|CO 727 739 yes yes 2;3 4.07E-163 285.16 92 98 94 16788;16789;7680;7681; 7875 205
AFVLSSVDELEQQR EKQAPENKAFVLSSVD VDELEQQRDEIVSYLC K A F Q R D 1 1 0 1 0 2 2 0 0 0 2 0 0 1 0 2 0 0 0 2 0 0 14 0 1619.816 sp|P04275 sp|P04275|VW 1437 1450 yes yes 2;3 1.97E-155 223.31 93 179 95 17107;17108;7885;7886; 7997 128
AFVVDMMER EAEFEVLKAFVVDMME FVVDMMERLRISQKWV K A F E R L 1 1 0 1 0 0 1 0 0 0 0 0 2 1 0 0 0 0 0 2 0 0 9 0 1096.505 sp|P04275 sp|P04275|VW 1298 1306 yes yes 2 6.15E-11 151.27 94 179 96 17374;17375;8016;8017; 8034 21
AFWLDVSHNR DALGPLQRAFWLDVSH WLDVSHNRLEALPNSL R A F N R L 1 1 1 1 0 0 0 0 1 0 1 0 0 1 0 1 0 1 0 1 0 0 10 0 1243.61 sp|P35858sp|P35858|ALS 484 493 yes yes 2;3 7.13E-25 168.23 95 351 97 17442;17443;8037;8038; 8091 63
AFYVNVLNEEQR DDNVTQVRAFYVNVLN NVLNEEQRKRLCENIA R A F Q R K 1 1 2 0 0 1 2 0 0 0 1 0 0 1 0 0 0 0 1 2 0 0 12 0 1480.731 sp|P04040sp|P04040|CA 445 456 yes yes 2 1.29E-27 186.78 96 169 98 17638;17639;8101;8102 8101 2
AFYYPEEAGLAFGGPGSSR AAWALGAKAFYYPEEA FGGPGSSRYLRLEVHY K A F S R Y 3 1 0 0 0 0 2 4 0 0 1 0 0 2 2 2 0 0 2 0 0 0 19 0 1974.911 sp|P09172 sp|P09172|DO 308 326 yes yes 2;3 3.73E-85 156.08 97 238 99 17666;17667;8103;8104; 8110 107
AGAFCLSEDAGLGISSTASLR PDTITEWKAGAFCLSE ISSTASLRAFQPFFVE K A G L R A 4 1 0 1 1 0 1 3 0 1 3 0 0 1 0 4 1 0 0 0 0 0 21 0 2082.005 sp|P01023 sp|P01023|A2 767 787 no no 2;3 1.35E-179 261.67 98 96;307 100 17937;17938;8210;8211; 8308 99
AGALQCSPSDAYTK GCAALVTKAGALQCSP SPSDAYTKKELIECAR K A G T K K 3 0 0 1 1 1 0 1 0 0 1 1 0 0 1 2 1 0 1 0 0 0 14 0 1467.666 sp|Q9Y490sp|Q9Y490|TL 1934 1947 yes yes 2 1.74E-16 116.77 100 554 102 18698;18699;8481;8482; 8483 14
AGALQLLLVGDK SAMESYFRAGALQLLL QLLLVGDKVPHDLDML R A G D K V 2 0 0 1 0 1 0 2 0 0 4 1 0 0 0 0 0 0 0 1 0 0 12 0 1196.713 sp|P55058sp|P55058|PLT 283 294 yes yes 2 2.32E-09 112.71 101 388 103 18765;18766;8495;8496; 8551 63
AGCVAESTAVCR RCQVVGGKAGCVAEST AESTAVCRAQGDPHYT K A G C R A 3 1 0 0 2 0 1 1 0 0 0 0 0 0 0 1 1 0 0 2 0 0 12 0 1279.565 sp|Q9Y6R7sp|Q9Y6R7|FC 462 473 yes yes 2 0.0001934 80.231 102 559 104 18912;18913; 8558 8558 1
AGDALWLR CLMQQGIKAGDALWLR AGDALWLRFKYYSFFD K A G L R F 2 1 0 1 0 0 0 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 8 0 900.4818 sp|Q86UX7sp|Q86UX7|UR 243 250 yes yes 2 1.67E-36 164.89 103 497 105 18974;18975;8559;8560; 8560 82
AGDFLEANYMNLQR SLPGSITKAGDFLEAN ANYMNLQRSYTVAIAG K A G Q R S 2 1 2 1 0 1 1 1 0 0 2 0 1 1 0 0 0 0 1 0 0 0 14 0 1640.762 sp|P01024sp|P01024|CO 1172 1185 yes yes 2;3 3.51E-09 125.97 104 97 106 19170;19171;8641;8642; 8649 14
AGEQVTYTCATYYK GEKKDVYKAGEQVTYT YTCATYYKMDGASNVT K A G Y K M 2 0 0 0 1 1 1 1 0 0 0 1 0 0 0 0 3 0 3 1 0 0 14 0 1653.735 sp|P08603 sp|P08603|CFA 1010 1023 yes yes 2 2.37E-43 155.98 105 233 107 19298;19299;8655;8656; 8811 182
AGEVQEPELR KIDVHWTRAGEVQEPE EVQEPELRGDVLHNGN R A G L R G 1 1 0 0 0 1 3 1 0 0 1 0 0 0 1 0 0 0 0 1 0 0 10 0 1126.562 sp|P25311 sp|P25311|ZA2 242 251 yes yes 2 6.22E-16 155.07 106 326 108 19519;19520;8837;8838; 8851 158
AGFAGDDAPR DNGSGMCKAGFAGDDA FAGDDAPRAVFPSIVG K A G P R A 3 1 0 2 0 0 0 2 0 0 0 0 0 1 1 0 0 0 0 0 0 0 10 0 975.441 sp|P60709sp|P60709|AC 19 28 no no 2 0.0010372 96.311 107 398;412;406 109 19742;19743;8996;8997; 8997 7
AGFSWIEVTFK TGQYEREKAGFSWIEV SWIEVTFKNPLVWVHA K A G F K N 1 0 0 0 0 0 1 1 0 1 0 1 0 2 0 1 1 1 0 1 0 0 11 0 1283.655 sp|Q14624sp|Q14624|ITI 778 788 yes yes 2 0.0001353 94.309 108 463 110 19824;19825;9003;9004; 9144 162
AGGSWDLAVQER VTWPDESKAGGSWDLA WDLAVQERAARSQCTY K A G E R A 2 1 0 1 0 1 1 2 0 0 1 0 0 0 0 1 0 1 0 1 0 0 12 0 1287.621 sp|P22792 sp|P22792|CP 464 475 yes yes 2 6.10E-48 171.85 109 315 111 20066;20067;9166;9167; 9361 225
AGHIAWTSSGK NEIKTLLKAGHIAWTS IAWTSSGKGSWKWACP K A G G K G 2 0 0 0 0 0 0 2 1 1 0 1 0 0 0 2 1 1 0 0 0 0 11 0 1113.557 sp|P04114sp|P04114|AP 2916 2926 yes yes 2;3 1.38E-11 125.82 110 174 112 20456;20457;9392;9393; 9393 28
AGLAASLAGPHSIVGR DGSLWRYRAGLAASLA GPHSIVGRAVVVHAGE R A G G R A 4 1 0 0 0 0 0 3 1 1 2 0 0 0 1 2 0 0 0 1 0 0 16 0 1475.821 sp|P08294sp|P08294|SO 161 176 yes yes 2 0.021552 43.991 112 228 114 20676;20677 9425 9425 1
AGLLRPDYALLGHR TLPSCAVRAGLLRPDY DYALLGHRQLVRTDCP R A G H R Q 2 2 0 1 0 0 0 2 1 0 4 0 0 0 1 0 0 0 1 0 0 0 14 1 1550.868 sp|Q96PD5sp|Q96PD5|PG 510 523 yes no 3;4 1.87E-33 141.46 114 518 116 20681;20682;9427;9428; 9427 20
AGLNSLEAVK ________________ LNSLEAVKRKIQALQQ M A G V K R 2 0 1 0 0 0 1 1 0 0 2 1 0 0 0 1 0 0 0 1 0 0 10 0 1000.555 sp|P67936sp|P67936|TPM 2 11 yes yes 2 1.02E-06 117.89 115 413 117 20822;20823;9447;9448; 9465 20
AGLQAFFQVQECNK CQNLNHLKAGLQAFFQ FQVQECNKSSSKDNIR K A G N K S 2 0 1 0 1 3 1 1 0 0 1 1 0 2 0 0 0 0 0 1 0 0 14 0 1638.782 sp|P00450sp|P00450|CER 346 359 yes yes 2 3.92E-75 182.46 116 74 118 20858;20859;9468;9469; 9480 120
AGLQFPVGR KAKTRSSRAGLQFPVG GLQFPVGRVHRLLRKG R A G G R V 1 1 0 0 0 1 0 2 0 0 1 0 0 1 1 0 0 0 0 1 0 0 9 0 943.524 sp|Q99878sp|Q99878|H2 22 30 yes no 2 0.0007889 119.89 117 185 119 21163;21164;9607;9608; 9618 92
AGPHCPTAQLIATLK ITSLEVIKAGPHCPTA AQLIATLKNGRKICLD K A G L K N 3 0 0 0 1 1 0 1 1 1 2 1 0 0 2 0 2 0 0 0 0 0 15 0 1576.84 sp|P02776sp|P02776|PLF 63 77 yes no 3 3.10E-06 85.909 118 161 120 21305;21306;9700;9701; 9702 9
AGQAVDDFIEK RRIILLVKAGQAVDDF AVDDFIEKLVPLLDTG K A G E K L 2 0 0 2 0 1 1 1 0 1 0 1 0 1 0 0 0 0 0 1 0 0 11 0 1191.577 sp|P52209sp|P52209|6PG 77 87 yes yes 2 0.011315 78.556 119 380 121 21394;21395;9709;9710 9710 2
AGQLSVK FAVLYLERAGQLSVKL RAGQLSVKLYARSLPV R A G V K L 1 0 0 0 0 1 0 1 0 0 1 1 0 0 0 1 0 0 0 1 0 0 7 0 701.4072 sp|P07360sp|P07360|CO 143 149 yes yes 2 0.0039703 124.89 120 218 122 21429;21430;9711;9712; 9714 4
AGQSAAGAAPGGGVDTR ________________ PGGGVDTRDAEMPATE R A G T R D 5 1 0 1 0 1 0 5 0 0 0 0 0 0 1 1 1 0 0 1 0 0 17 0 1441.691 sp|P21333 sp|P21333|FLN 8 24 yes yes 2 9.46E-06 78.763 121 310 123 21509;21510;9715;9716; 9717 5
AGTELVNFLSYFVELGTQPATQ QLTPLIKKAGTELVNF LGTQPATQ________ K A G T Q - 2 0 1 0 0 2 2 2 0 0 3 0 0 2 1 1 3 0 1 2 0 0 22 0 2384.19 sp|P02652 sp|P02652|AP 79 100 yes yes 2;3 9.75E-62 119.39 122 138 124 21546;21547;9720;9721; 9740 24
AGTQIENIDEDFR WCNSHLRKAGTQIENI ENIDEDFRDGLKLMLL K A G F R D 1 1 1 2 0 1 2 1 0 2 0 0 0 1 0 0 1 0 0 0 0 0 13 0 1506.695 sp|O43707sp|O43707|AC 67 79 yes yes 2 1.37E-10 108.43 123 56 125 21668 9744 9744 1
AGTQIENIEEDFR WCNSHLRKAGTQIENI ENIEEDFRDGLKLMLL K A G F R D 1 1 1 1 0 1 3 1 0 2 0 0 0 1 0 0 1 0 0 0 0 0 13 0 1520.711 sp|P12814sp|P12814|AC 48 60 yes no 2 2.40E-100 205.53 124 266 126 21669;21670;9745;9746; 9818 83
AGVAPLQVK SFQVDTSKAGVAPLQV GVAPLQVKVQGPKGLV K A G V K V 2 0 0 0 0 1 0 1 0 0 1 1 0 0 1 0 0 0 0 2 0 0 9 0 881.5335 sp|P21333 sp|P21333|FLN 1478 1486 yes yes 2 0.0053542 84.244 125 310 127 21830;21831;9828;9829; 9829 4
AGVETTTPSK KADSSPAKAGVETTTP VETTTPSKQSNNKYAA K A G S K Q 1 0 0 0 0 0 1 1 0 0 0 1 0 0 1 1 3 0 0 1 0 0 10 0 989.5029 sp|P0CG06sp|P0CG06|LA 51 60 yes no 2 0.013111 66.692 126 247 128 21850 9832 9832 1
AGVLFGMSDR QLLVRRLKAGVLFGMS VLFGMSDRGELENADL K A G D R G 1 1 0 1 0 0 0 2 0 0 1 0 1 1 0 1 0 0 0 1 0 0 10 0 1051.512 sp|P09172 sp|P09172|DO 83 92 yes yes 2 0.0023645 87.181 127 238 129 21851;21852;9833;9834; 9836 5
AHFSPSNIILDFPAAGSAAR EATLNFLKAHFSPSNI PAAGSAARRDVQNVAA K A H A R R 5 1 1 1 0 0 0 1 1 2 1 0 0 2 2 3 0 0 0 0 0 0 20 0 2041.038 sp|O00391sp|O00391|QS 533 552 yes yes 3 6.51E-69 137.69 128 43 130 21885;21886;9838;9839; 9839 19
AHLDIAGSLEGHLR ELSNDQEKAHLDIAGS GSLEGHLRFLKNIILP K A H L R F 2 1 0 1 0 0 1 2 2 1 3 0 0 0 0 1 0 0 0 0 0 0 14 0 1487.785 sp|P04114sp|P04114|AP 3657 3670 yes yes 3 1.80E-43 121.56 129 174 131 21960;21961;9857;9858; 9858 15
AHSCPSVWK ISKHNDIRAHSCPSVW HSCPSVWKKTKNS___ R A H W K K 1 0 0 0 1 0 0 0 1 0 0 1 0 0 1 2 0 1 0 1 0 0 9 0 1070.497 sp|P07225 sp|P07225|PRO 663 671 yes yes 2;3 0.0008045 81.296 130 212 132 22039;22040;9872;9873; 9872 3
AHVIVMAATNR LMDGLKQRAHVIVMAA IVMAATNRPNSIDPAL R A H N R P 3 1 1 0 0 0 0 0 1 1 0 0 1 0 0 0 1 0 0 2 0 0 11 0 1181.634 sp|P55072 sp|P55072|TER 339 349 yes yes 2 0.0067192 76.478 131 389 133 22185;22186;9875;9876 9875 74 2
AHVSFKPTVAQQR VISKGQQKAHVSFKPT KPTVAQQRICPNCRET K A H Q R I 2 1 0 0 0 2 0 0 1 0 0 1 0 1 1 1 1 0 0 2 0 0 13 1 1467.795 sp|P19823 sp|P19823|ITIH 247 259 yes yes 2;3 0.0004793 96.342 132 304 134 22226;22227;9877;9878; 9878 6
AHVVPCFDASK HIPGSPFKAHVVPCFD VPCFDASKVKCSGPGL K A H S K V 2 0 0 1 1 0 0 0 1 0 0 1 0 1 1 1 0 0 0 2 0 0 11 0 1229.586 sp|P21333 sp|P21333|FLN 1152 1162 yes yes 3 0.0004459 63.624 133 310 135 22330;22331; 9883 9883 1
AHYGGFTVQNEANK DWKGDKVKAHYGGFTV TVQNEANKYQISVNKY K A H N K Y 2 0 2 0 0 1 1 2 1 0 0 1 0 1 0 0 1 0 1 1 0 0 14 0 1534.717 sp|P02675 sp|P02675|FIB 354 367 yes yes 2;3 4.29E-194 241.39 134 143 136 22356;22357;9884;9885; 9915 37
AIADMLR ATANLSRRAIADMLRA RAIADMLRACKEAAYH R A I L R A 2 1 0 1 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 7 0 788.4215 sp|Q9Y490sp|Q9Y490|TL 2211 2217 yes yes 2 0.0032244 127.66 135 554 137 22548;22549;9921;9922 9921 2
AIDEDCSQYEPIPGSQK EDDCEDVRAIDEDCSQ EPIPGSQKAALGYNIL R A I Q K A 1 0 0 2 1 2 2 1 0 2 0 1 0 0 2 2 0 0 1 0 0 0 17 0 1935.852 sp|P07357sp|P07357|CO 135 151 yes yes 2;3 1.41E-179 215.34 136 215 138 22612;22613;9923;9924; 9932 186
AIEDYINEFSVR LKKQNLERAIEDYINE YINEFSVRKCHTCQNG R A I V R K 1 1 1 1 0 0 2 0 0 2 0 0 0 1 0 1 0 0 1 1 0 0 12 0 1454.704 sp|P02748sp|P02748|CO 497 508 yes no 2;3 1.47E-77 232.41 137 150 139 22874;22875;10109;101 10386 320
AIELLQEFSDQHPENAAEIK CREKQHTKAIELLQEF PENAAEIKLTMAQLKI K A I I K L 3 0 1 1 0 2 4 0 1 2 2 1 0 1 1 1 0 0 0 0 0 0 20 0 2281.123 sp|O76094sp|O76094|SR 357 376 yes yes 2 0.0017275 71.176 138 65 140 23357;23358;10432;1043 10433 2
AIFSVGPVSPSR SHARGSSRAIFSVGPV VGPVSPSRRWSYRCYG R A I S R R 1 1 0 0 0 0 0 1 0 1 0 0 0 1 2 3 0 0 0 2 0 0 12 0 1215.661 sp|Q8N6C8sp|Q8N6C8|LIR 180 191 yes no 2 2.43E-08 137.05 139 503 141 23368;23369;10434;1043 10450 18
AIFYMNNPSR ESVYGQCKAIFYMNNP FYMNNPSRVLYLAAYN K A I S R V 1 1 2 0 0 0 0 0 0 1 0 0 1 1 1 1 0 0 1 0 0 0 10 0 1211.576 sp|Q9UGMsp|Q9UGM5|F 119 128 yes yes 2 8.02E-08 131.06 140 545 142 23446;23447;10452;1045 10453 24
AIGEMDNQVSQLTSELK CECSQLRKAIGEMDNQ SQLTSELKFIKNAVAG K A I L K F 1 0 1 1 0 2 2 1 0 1 2 1 1 0 0 2 1 0 0 1 0 0 17 0 1861.909 sp|Q9BWPsp|Q9BWP8|C 121 137 yes yes 2 1.46E-38 126.1 141 524 143 23558;23559;10482;1048 10483 6
AIGYATAADCGR LLTFGLAKAIGYATAA ATAADCGRTVLSPVEP K A I G R T 4 1 0 1 1 0 0 2 0 1 0 0 0 0 0 0 1 0 1 0 0 0 12 0 1224.556 sp|Q9Y6R7sp|Q9Y6R7|FC 423 434 yes yes 2 3.08E-08 109.29 143 559 145 23655;23656;10489;1049 10492 20
AIGYLNTGYQR LTPEIKSKAIGYLNTG YLNTGYQRQLNYKHYD K A I Q R Q 1 1 1 0 0 1 0 2 0 1 1 0 0 0 0 0 1 0 2 0 0 0 11 0 1254.636 sp|P01023 sp|P01023|A2 1004 1014 yes yes 2 1.73E-212 256.03 144 96 146 23797;23798;10509;105 10542 203
AIHLDLEEYR EEEINTYKAIHLDLEE HLDLEEYRNSSRVEKF K A I Y R N 1 1 0 1 0 0 2 0 1 1 2 0 0 0 0 0 0 0 1 0 0 0 10 0 1257.635 sp|Q96KN2sp|Q96KN2|CN 312 321 yes yes 2;3 6.22E-05 99.136 145 517 147 24054;24055;10713;107 10713 83
AILQSGSFNAPWAVTSLYEAR GSHSLFTRAILQSGSF VTSLYEARNRTLNLAK R A I A R N 4 1 1 0 0 1 1 1 0 1 2 0 0 1 1 3 1 1 1 1 0 0 21 0 2280.154 sp|P06276sp|P06276|CH 248 268 yes yes 2;3 6.29E-45 144.68 146 202 148 24280;24281;10796;1079 10847 56
AIPVTQYLK KVNCLQTRAIPVTQYL IPVTQYLKAFSSYQKH R A I L K A 1 0 0 0 0 1 0 0 0 1 1 1 0 0 1 0 1 0 1 1 0 0 9 0 1031.602 sp|P43652 sp|P43652|AFA 206 214 yes yes 2 0.0034357 95.352 147 362 149 24392;24393;10852;1085 10854 64
AIQLTYNPDESSK SEVKQLIKAIQLTYNP YNPDESSKPNMIDAAT K A I S K P 1 0 1 1 0 1 1 0 0 1 1 1 0 0 1 2 1 0 1 0 0 0 13 0 1464.71 sp|P02679sp|P02679|FIB 89 101 yes yes 2 0.0039161 60.255 148 144 150 24592;24593; 10916 10916 0
AIQLTYNPDESSKPNMIDAATLK SEVKQLIKAIQLTYNP MIDAATLKSRKMLEEI K A I L K S 3 0 2 2 0 1 1 0 0 2 2 2 1 0 2 2 2 0 1 0 0 0 23 1 2519.258 sp|P02679sp|P02679|FIB 89 111 yes yes 2;3 5.84E-12 80.453 149 144 151 24600;24601;10917;109 10917 4
AISGLTIDGHAVGAK ALVVAQTKAISGLTID DGHAVGAKLTWEAVPG K A I A K L 3 0 0 1 0 0 0 3 1 2 1 1 0 0 0 1 1 0 0 1 0 0 15 0 1408.767 sp|Q9Y6R7sp|Q9Y6R7|FC 366 380 yes yes 2 0.0027051 59.265 150 559 152 24661;24662; 10921 10921 0
AIVAGDQNVEYK PKCKGCFKAIVAGDQN GDQNVEYKGTVWHKDC K A I Y K G 2 0 1 1 0 1 1 1 0 1 0 1 0 0 0 0 0 0 1 2 0 0 12 0 1305.657 sp|Q13642sp|Q13642|FH 107 118 yes yes 2 0.0059739 61.56 151 452 153 24666;24667; 10922 10922 1
AKPALEDLR HLSTLSEKAKPALEDL KPALEDLRQGLLPVLE K A K L R Q 2 1 0 1 0 0 1 0 0 0 2 1 0 0 1 0 0 0 0 0 0 0 9 1 1011.571 sp|P02647sp|P02647|AP 231 239 yes yes 3 0.0013665 97.965 152 136 154 24687;24688;10923;109 10928 39
ALAEGVLLR LARQAVDRALAEGVLL LAEGVLLRTSQEPTSS R A L L R T 2 1 0 0 0 0 1 1 0 0 3 0 0 0 0 0 0 0 0 1 0 0 9 0 940.5706 sp|P48637sp|P48637|GS 26 34 yes yes 2 0.0012222 104.45 153 368 155 24832;24833;10962;1096 10965 7
ALAGCDFLTISPK FRNTGEIKALAGCDFL DFLTISPKLLGELLQD K A L P K L 2 0 0 1 1 0 0 1 0 1 2 1 0 1 1 1 1 0 0 0 0 0 13 0 1391.712 sp|P37837sp|P37837|TA 246 258 yes yes 2 5.39E-10 103.22 154 356 156 24939;24940; 10969 10969 1
ALANSLACQGK AQEEYVKRALANSLAC NSLACQGKYTPSGQAG R A L G K Y 3 0 1 0 1 1 0 1 0 0 2 1 0 0 0 1 0 0 0 0 0 0 11 0 1131.571 sp|P04075 sp|P04075|ALD 332 342 yes yes 2 0.0003946 88.948 155 172 157 24952;24953;10970;1097 10971 3
ALAQCAPPPAVCAELVR RCEPCDARALAQCAPP AVCAELVREPGCGCCL R A L V R E 5 1 0 0 2 1 1 0 0 0 2 0 0 0 3 0 0 0 0 2 0 0 17 0 1821.923 sp|P17936sp|P17936|IBP 47 63 yes yes 2;3 1.18E-14 127.37 156 297 158 24980;24981;10973;1097 11127 170
ALASIDSK KDTEAMKRALASIDSK ALASIDSKLNQAKGWL R A L S K L 2 0 0 1 0 0 0 0 0 1 1 1 0 0 0 2 0 0 0 0 0 0 8 0 803.4389 sp|P18206sp|P18206|VIN 269 276 yes yes 2 0.011022 113.89 157 300 159 25269;25270;11143;1114 11144 2
ALASQLQDSLK EGESPQARALASQLQD SQLQDSLKDLKARMQE R A L L K D 2 0 0 1 0 2 0 0 0 0 3 1 0 0 0 2 0 0 0 0 0 0 11 0 1172.64 sp|P18206sp|P18206|VIN 571 581 yes yes 2 1.48E-05 107.15 158 300 160 25290;25291;11145;1114 11152 16
ALAVNPR GGLIQTARALAVNPRD RALAVNPRDPPSWSVL R A L P R D 2 1 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 7 0 739.4341 sp|Q9Y490sp|Q9Y490|TL 1619 1625 yes yes 2 0.007708 114.67 159 554 161 25343;25344;11161;1116 11163 4
ALDFAVGEYNK VEEEGVRRALDFAVGE FAVGEYNKASNDMYHS R A L N K A 2 0 1 1 0 0 1 1 0 0 1 1 0 1 0 0 0 0 1 1 0 0 11 0 1225.598 sp|P01034sp|P01034|CYT 52 62 yes yes 2 0.0001299 94.692 160 100 162 25415;25416;11165;1116 11166 2
ALDFIASK HKISNVNKALDFIASK ALDFIASKGVKLVSIG K A L S K G 2 0 0 1 0 0 0 0 0 1 1 1 0 1 0 1 0 0 0 0 0 0 8 0 863.4753 sp|O43707sp|P12814|AC 96 103 no no 2 0.012978 117.1 161 266;56 163 25420;25421;11167;1116 11171 14
ALDGAFTEENR ANLVKTIKALDGAFTE GAFTEENRAQCRAATA K A L N R A 2 1 1 1 0 0 2 1 0 0 1 0 0 1 0 0 1 0 0 0 0 0 11 0 1221.563 sp|Q9Y490sp|Q9Y490|TL 1545 1555 yes yes 2 4.86E-14 169.44 162 554 164 25526;25527;11181;1118 11200 26
ALDGLWNR PFRDQNRKALDGLWNR ALDGLWNRHHVERVEI K A L N R H 1 1 1 1 0 0 0 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 8 0 943.4876 sp|O95479sp|O95479|G6 224 231 yes yes 2 0.0042773 130.77 163 67 165 25628;25629;11209;112 11209 10
ALDLINK AVEPEAEKALDLINKR KALDLINKRRRDGYLF K A L N K R 1 0 1 1 0 0 0 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 7 0 785.4647 sp|P04196sp|P04196|HR 34 40 yes yes 2 0.0095036 108.98 164 176 166 25760;25761;11219;112 11229 18
ALDLSLK EKENLTARALDLSLKY RALDLSLKYHFVTPLT R A L L K Y 1 0 0 1 0 0 0 0 0 0 3 1 0 0 0 1 0 0 0 0 0 0 7 0 758.4538 sp|Q06033sp|Q06033|ITI 585 591 yes yes 2 0.0064116 118.01 165 436 167 25870;25871;11237;1123 11238 20
ALDNLAR NEADELRKALDNLARQ KALDNLARQMIMKDKN K A L A R Q 2 1 1 1 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 7 0 771.4239 sp|O14791sp|O14791|AP 114 120 yes yes 2 0.0055693 133.99 166 48 168 26050;26051; 11257 11257 1
ALDQYLMEFNACR AKRQNLRRALDQYLME LMEFNACRCGPCFNNG R A L C R C 2 1 1 1 1 1 1 0 0 0 2 0 1 1 0 0 0 0 1 0 0 0 13 0 1629.728 sp|P07357sp|P07357|CO 486 498 yes yes 2;3 9.21E-281 265.55 167 215 169;170 26086;26087;11258;1125 11262 59 181
ALEATTEHIR DEATKGTRALEATTEH EATTEHIRQELAVFCS R A L I R Q 2 1 0 0 0 0 2 0 1 1 1 0 0 0 0 0 2 0 0 0 0 0 10 0 1139.594 sp|Q9Y490sp|Q9Y490|TL 2145 2154 yes yes 2 0.012552 70.256 168 554 171 26426;26427;11439;1144 11439 3
ALEFVAR GSPLNTGKALEFVARN KALEFVARNLFVKSAG K A L A R N 2 1 0 0 0 0 1 0 0 0 1 0 0 1 0 0 0 0 0 1 0 0 7 0 804.4494 sp|P12111 sp|P12111|CO 1519 1525 yes yes 2 0.017748 99.511 171 263 174 26531;26532; 11460 11460 1
ALEILQEEDLIDEDDIPVR KGQAGLQRALEILQEE DEDDIPVRSFFPENWL R A L V R S 1 1 0 4 0 1 4 0 0 3 3 0 0 0 1 0 0 0 0 1 0 0 19 0 2224.111 sp|P0C0L4 sp|P0C0L4|CO 757 775 no no 2;3;4 1.66E-271 292.51 172 245;246 175 26535;26536;11461;1146 12585 1131
ALELDSNLYR QACVLMIKALELDSNL ELDSNLYRIGQSKVFF K A L Y R I 1 1 1 1 0 0 1 0 0 0 3 0 0 0 0 1 0 0 1 0 0 0 10 0 1192.609 sp|P35579sp|P35579|MY 746 755 yes yes 2 0.0020167 89.355 173 350 176 28111;28112;12603;1260 12604 2
ALELEQER ELEEQTRRALELEQER ALELEQERKRAQSEAE R A L E R K 1 1 0 0 0 1 3 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 8 0 986.5033 sp|P26038sp|P26038|MO 372 379 yes yes 2 0.013123 107.59 174 327 177 28166;28167;12605;1260 12605 3
ALEQDLPVNIK INAVSAFRALEQDLPV QDLPVNIKFIIEGMEE R A L I K F 1 0 1 1 0 1 1 0 0 1 2 1 0 0 1 0 0 0 0 1 0 0 11 0 1238.687 sp|Q96KN2sp|Q96KN2|CN 182 192 yes yes 2 3.06E-13 137 175 517 178 28208;28209;12608;1260 12691 102
ALEVEECR PGPSNRPRALEVEECR ALEVEECRCPPGYIGL R A L C R C 1 1 0 0 1 0 3 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 8 0 1004.46 sp|P98160sp|P98160|PG 1524 1531 yes yes 2 6.57E-05 107.32 176 425 179 28356;28357;12710;127 12715 10
ALFLETEQLK SKPEIVSKALFLETEQ FLETEQLKKLGDCISE K A L L K K 1 0 0 0 0 1 2 0 0 0 3 1 0 1 0 0 1 0 0 0 0 0 10 0 1190.655 sp|Q13740sp|Q13740|CD 143 152 yes yes 2 2.07E-09 141.39 177 453 180 28503;28504;12720;127 12728 92
ALFVSEEEK LLPAQDIKALFVSEEE LFVSEEEKKLTRKEVY K A L E K K 1 0 0 0 0 0 3 0 0 0 1 1 0 1 0 1 0 0 0 1 0 0 9 0 1050.523 sp|P00751 sp|P00751|CFA 630 638 yes yes 2 6.88E-12 155.75 178 89 181 28650;28651;12812;128 12822 176
ALFVSEEEKK LLPAQDIKALFVSEEE FVSEEEKKLTRKEVYI K A L K K L 1 0 0 0 0 0 3 0 0 0 1 2 0 1 0 1 0 0 0 1 0 0 10 1 1178.618 sp|P00751 sp|P00751|CFA 630 639 yes yes 2;3 5.64E-19 160.88 179 89 182 29042;29043;12990;1299 12996 24
ALGDLISATK NAVKDVAKALGDLISA GDLISATKAAAGKVGD K A L T K A 2 0 0 1 0 0 0 1 0 1 2 1 0 0 0 1 1 0 0 0 0 0 10 0 987.5601 sp|Q9Y490sp|Q9Y490|TL 2090 2099 yes yes 2 1.37E-06 115.71 180 554 183 29277;29278;13014;130 13024 11
ALGHLDLSGNR VSWLHGLKALGHLDLS HLDLSGNRLRKLPPGL K A L N R L 1 1 1 1 0 0 0 2 1 0 3 0 0 0 0 1 0 0 0 0 0 0 11 0 1151.605 sp|P02750sp|P02750|A2 165 175 yes yes 2;3 6.28E-26 159.58 181 152 184 29344;29345;13025;130 13037 141
ALGQNPTNAEVLK SQCGDVMRALGQNPTN PTNAEVLKVLGNPKSD R A L L K V 2 0 2 0 0 1 1 1 0 0 2 1 0 0 1 0 1 0 0 1 0 0 13 0 1353.725 sp|P60660sp|P60660|MY 38 50 yes no 2 0.000373 72.848 182 397 185 29615;29616;13167;1316 13167 5
ALIAGGGAPEIELALR IRCLVKKRALIAGGGA PEIELALRLTEYSRTL R A L L R L 4 1 0 0 0 0 2 3 0 2 3 0 0 0 1 0 0 0 0 0 0 0 16 0 1549.883 sp|P50991 sp|P50991|TCP 420 435 yes yes 2 4.91E-09 96.103 183 377 186 29649;29650;13172;1317 13173 3
ALILGELEK KKDVKVFRALILGELE LILGELEKGQSQFQAL R A L E K G 1 0 0 0 0 0 2 1 0 1 3 1 0 0 0 0 0 0 0 0 0 0 9 0 984.5856 sp|Q86UD sp|Q86UD1|OA 84 92 yes yes 2 0.0038295 94.114 184 496 187 29696;29697;13175;1317 13207 46
ALLAFQESK APKPECEKALLAFQES LLAFQESKNLCEAMEN K A L S K N 2 0 0 0 0 1 1 0 0 0 2 1 0 1 0 1 0 0 0 0 0 0 9 0 1005.55 sp|P20851 sp|P20851|C4 205 213 yes yes 2 0.0005536 127.02 185 308 188 29846;29847;13221;132 13261 43
ALLAYAFALAGNQDK HGSHVYTKALLAYAFA ALAGNQDKRKEVLKSL K A L D K R 5 0 1 1 0 1 0 1 0 0 3 1 0 1 0 0 0 0 1 0 0 0 15 0 1564.825 sp|P01023 sp|P01023|A2 1148 1162 yes yes 2;3 1.25E-52 149.94 186 96 189 29955;29956;13264;1326 13306 67
ALLEVVQSGGK LTIKLVIKALLEVVQS EVVQSGGKNIELAVMR K A L G K N 1 0 0 0 0 1 1 2 0 0 2 1 0 0 0 1 0 0 0 2 0 0 11 0 1099.624 sp|O14818sp|O14818|PS 194 204 yes no 2 0.013099 61.161 188 49 191 30193;30194; 13332 13332 0
ALLSPEQR LGRCAEYRALLSPEQR ALLSPEQRNKNCTAIW R A L Q R N 1 1 0 0 0 1 1 0 0 0 2 0 0 0 1 1 0 0 0 0 0 0 8 0 912.5029 sp|Q10588sp|Q10588|BS 56 63 yes yes 2 0.0008471 94.262 189 441 192 30216;30217;13333;1333 13333 9
ALLTPVAIAAGR AVGDVCGKALLTPVAI PVAIAAGRKLAHRLFE K A L G R K 4 1 0 0 0 0 0 1 0 1 2 0 0 0 1 0 1 0 0 1 0 0 12 0 1151.703 sp|P00390sp|P00390|GS 380 391 yes yes 2 6.55E-05 88.37 190 72 193 30259;30260;13342;1334 13349 6
ALLVGEHLNIIVTPK IDWTDNHKALLVGEHL LNIIVTPKSPYIDKIT K A L P K S 1 0 1 0 0 0 1 1 1 2 3 1 0 0 1 0 1 0 0 2 0 0 15 0 1615.966 sp|P01031 sp|P01031|CO 475 489 yes yes 3 0.0005938 44.807 191 98 194 30350;30351;13350;1335 13354 5
ALLVTASQCQQPAENK HTGLKLERALLVTASQ CQQPAENKLSDLLAPI R A L N K L 3 0 1 0 1 3 1 0 0 0 2 1 0 0 1 1 1 0 0 1 0 0 16 0 1756.878 sp|Q01518sp|Q01518|CA 85 100 yes yes 2 1.40E-38 132.32 192 429 195 30456;30457;13355;1335 13355 3
ALMDETMK SQVTQELRALMDETMK ALMDETMKELKAYKSE R A L M K E 1 0 0 1 0 0 1 0 0 0 1 1 2 0 0 0 1 0 0 0 0 0 8 0 937.4249 sp|P02649sp|P02649|AP 80 87 yes yes 2 0.017636 81.32 193 137 196 30488;30489;13358;1335 13361 13
ALNHLPLEYNSALYSR HLSDVFLKALNHLPLE YNSALYSRIFDDFGTH K A L S R I 2 1 2 0 0 0 1 0 1 0 4 0 0 0 1 2 0 0 2 0 0 0 16 0 1859.953 sp|P13671 sp|P13671|CO 341 356 yes yes 3 6.88E-46 138.73 194 277 197 30504;30505;13371;1337 13375 75
ALNSIIDVYHK ________________ SIIDVYHKYSLIKGNF K A L H K Y 1 0 1 1 0 0 0 0 1 2 1 1 0 0 0 1 0 0 1 1 0 0 11 0 1271.687 sp|P05109sp|P05109|S10 8 18 yes yes 3 0.0001883 69.721 195 189 198 30623;30624;13447;1344 13447 15
ALPAPIEK YKCKVSNKALPAPIEK ALPAPIEKTISKTKGQ K A L E K T 2 0 0 0 0 0 1 0 0 1 1 1 0 0 2 0 0 0 0 0 0 0 8 0 837.496 sp|P01857sp|P01860|IGH 257 264 no no 2 0.019153 90.777 196 126;124 199 30698;30699;13462;1346 13467 24
ALPFWNEEIVPQIK SLKDTIARALPFWNEE EEIVPQIKAGKRVLIA R A L I K A 1 0 1 0 0 1 2 0 0 2 1 1 0 1 2 0 0 1 0 1 0 0 14 0 1682.903 sp|P15259sp|P15259|PG 163 176 yes no 2 0.0003411 73.499 197 287 200 30819;30820;13486;1348 13486 7
ALPQPQNVTSLLGCTH VEKLNAAKALPQPQNV TSLLGCTH________ K A L T H - 1 0 1 0 1 2 0 1 1 0 3 0 0 0 2 1 2 0 0 1 0 0 16 0 1734.872 sp|P02790sp|P02790|HE 447 462 yes yes 2;3 1.78E-33 149.17 198 164 201 30857;30858;13493;1349 13615 153
ALPTTYEK TTFVDDIKALPTTYEK ALPTTYEKGEYFAFLE K A L E K G 1 0 0 0 0 0 1 0 0 0 1 1 0 0 1 0 2 0 1 0 0 0 8 0 921.4808 sp|P02748sp|P02748|CO 325 332 yes yes 2 0.015065 91.626 199 150 202 31118;31119;13647;1364 13653 10
ALQASALAAWGGK KLSFSYGRALQASALA ALAAWGGKAANKEATQ R A L G K A 5 0 0 0 0 1 0 2 0 0 2 1 0 0 0 1 0 1 0 0 0 0 13 0 1242.672 sp|P05062 sp|P05062|ALD 305 317 yes yes 2 0.012929 70.1 200 187 203 31214;31215;13657;1365 13658 2
ALQASALK ALTFSYGRALQASALK ALQASALKAWGGKKEN R A L L K A 3 0 0 0 0 1 0 0 0 0 2 1 0 0 0 1 0 0 0 0 0 0 8 0 800.4756 sp|P04075 sp|P04075|ALD 305 312 yes yes 2 0.038792 69.176 201 172 204 31235;31236; 13659 13659 1
ALQATVGNSYK KAANGSLRALQATVGN ATVGNSYKCNAEEHVR R A L Y K C 2 0 1 0 0 1 0 1 0 0 1 1 0 0 0 1 1 0 1 1 0 0 11 0 1150.598 sp|P11279sp|P11279|LAM 327 337 yes yes 2 0.0001445 93.649 202 259 205 31271;31272; 13660 13660 1
ALQDQLVLVAAK KTSPVDEKALQDQLVL QLVLVAAKLDTEDKLR K A L A K L 3 0 0 1 0 2 0 0 0 0 3 1 0 0 0 0 0 0 0 2 0 0 12 0 1267.75 sp|P01019sp|P01019|AN 83 94 yes yes 2;3 3.57E-20 135.79 203 95 206 31277;31278;13661;1366 14078 506
ALQEYAAK TKRNNLRKALQEYAAK ALQEYAAKFDPCQCAP K A L A K F 3 0 0 0 0 1 1 0 0 0 1 1 0 0 0 0 0 0 1 0 0 0 8 0 892.4654 sp|P13671 sp|P13671|CO 510 517 yes yes 2 0.022805 83.614 204 277 207 32287;32288;14174;1417 14176 3
ALQTEMAR SLAASERKALQTEMAR ALQTEMARIKKWLTFS K A L A R I 2 1 0 0 0 1 1 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 8 0 918.4593 sp|P11226sp|P11226|MB 114 121 yes yes 2 0.011594 110.61 205 258 208 32358;32359;14177;1417 14180 11
ALSGFSLQSCR STRIKKSKALSGFSLQ GFSLQSCRHSIPVFCH K A L C R H 1 1 0 0 1 1 0 1 0 0 2 0 0 1 0 3 0 0 0 0 0 0 11 0 1224.592 sp|P03951 sp|P03951|FA 274 284 yes yes 2 0.0037567 74.165 206 165 209 32450;32451;14188;1418 14191 4
ALSIGFETCR PTMAQMEKALSIGFET SIGFETCRYGFIEGHV K A L C R Y 1 1 0 0 1 0 1 1 0 1 1 0 0 1 0 1 1 0 0 0 0 0 10 0 1152.56 sp|P16070sp|P16070|CD 69 78 yes yes 2 1.89E-41 148.99 207 291 210 32491;32492;14192;1419 14193 46
ALSSEWKPEIR RHYLVRYRALSSEWKP SEWKPEIRLPSGSDHV R A L I R L 1 1 0 0 0 0 2 0 0 1 1 1 0 0 1 2 0 1 0 0 0 0 11 1 1314.693 sp|P13591 sp|P13591|NC 651 661 yes yes 3 0.017745 45.257 208 273 211 32556;32557;14239;1424 14240 2
ALSTDPAAPNLK SKLLLAAKALSTDPAA DPAAPNLKSQLAAAAR K A L L K S 3 0 1 1 0 0 0 0 0 0 2 1 0 0 2 1 1 0 0 0 0 0 12 0 1196.64 sp|Q9Y490sp|Q9Y490|TL 1321 1332 yes yes 2 3.67E-14 125.16 209 554 212 32586;32587;14241;1424 14249 28
ALSVAELTQQMFDAR AQGSQQYRALSVAELT TQQMFDARNTMAACDL R A L A R N 3 1 0 1 0 2 1 0 0 0 2 0 1 1 0 1 1 0 0 1 0 0 15 0 1678.835 sp|Q9H4B7sp|Q9H4B7|TB 283 297 yes yes 2 4.57E-13 100.93 210 529 213 32712;32713;14269;1427 14269 2
ALSVVWDR YIILLLGKALSVVWDR ALSVVWDRHLSISVVL K A L D R H 1 1 0 1 0 0 0 0 0 0 1 0 0 0 0 1 0 1 0 2 0 0 8 0 944.508 sp|P04275 sp|P04275|VW 969 976 yes yes 2 0.01286 116.9 211 179 214 32731;32732;14271;1427 14272 19
ALTDMPQMR QKVPPEWKALTDMPQM LTDMPQMRMELERPGG K A L M R M 1 1 0 1 0 1 0 0 0 0 1 0 2 0 1 0 1 0 0 0 0 0 9 0 1061.5 sp|P02671 sp|P02671|FIB 250 258 yes yes 2 0.0006472 125.01 212 142 215 32827;32828;14290;1429 14297 115
ALTSELANAR ERVQKHLKALTSELAN TSELANARDESKKTAN K A L A R D 3 1 1 0 0 0 1 0 0 0 2 0 0 0 0 1 1 0 0 0 0 0 10 0 1044.556 sp|P26038sp|P26038|MO 524 533 yes yes 2 0.0016337 91.853 213 327 216 32999;33000; 14406 14406 1
ALVDTLK YELQREDRALVDTLKF RALVDTLKFVTQAEGA R A L L K F 1 0 0 1 0 0 0 0 0 0 2 1 0 0 0 0 1 0 0 1 0 0 7 0 758.4538 sp|P04114sp|P04114|AP 1028 1034 yes yes 2 0.012299 104.11 214 174 217 33003;33004;14407;1440 14413 35
ALVEGVDQLFTDYQIK SANEEDLKALVEGVDQ LFTDYQIKDGHVILQL K A L I K D 1 0 0 2 0 2 1 1 0 1 2 1 0 1 0 0 1 0 1 2 0 0 16 0 1837.946 sp|P01031 sp|P01031|CO 1441 1456 yes yes 2;3 2.38E-165 218.01 215 98 218 33171;33172;14442;1444 14751 406
ALVEQGFTVPEIK QDWAKRMKALVEQGFT GFTVPEIKTILGTMPA K A L I K T 1 0 0 0 0 1 2 1 0 1 1 1 0 1 1 0 1 0 0 2 0 0 13 0 1429.782 sp|P04114sp|P04114|AP 2579 2591 yes yes 2;3 1.49E-29 141.95 216 174 219 33842;33843;14848;1484 15000 154
ALVILAK ________________ RALVILAKGAEEMETV R A L A K G 2 0 0 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 0 1 0 0 7 0 726.5004 sp|Q99497sp|Q99497|PA 6 12 yes yes 2 0.036669 91.093 217 520 220 34361;34362;15002;1500 15002 4
ALVQQMEQLR PYGENFNKALVQQMEQ VQQMEQLRQKLGPHAG K A L L R Q 1 1 0 0 0 3 1 0 0 0 2 0 1 0 0 0 0 0 0 1 0 0 10 0 1214.644 sp|P06727sp|P06727|AP 317 326 yes yes 2 1.28E-61 198.07 218 206 221;222 34424;34425;15006;1500 15055 58 218
ALWEKPFISSR LVNYIYFKALWEKPFI EKPFISSRTTPKDFYV K A L S R T 1 1 0 0 0 0 1 0 0 1 1 1 0 1 1 2 0 1 0 0 0 0 11 1 1332.719 sp|P29622 sp|P29622|KA 217 227 yes yes 3 1.43E-11 104.79 219 336 223 35071;35072; 15224 15224 1
ALYAQAR IKEKTVGRALYAQARA RALYAQARAKGKTAGL R A L A R A 3 1 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 7 0 791.429 sp|P19823 sp|P19823|ITIH 140 146 yes no 2 0.007708 114.67 220 304 224 35126;35127;15225;152 15229 30
ALYLQYTDETFR RIGRLYKKALYLQYTD QYTDETFRTTIEKPVW K A L F R T 1 1 0 1 0 1 1 0 0 0 2 0 0 1 0 0 2 0 2 0 0 0 12 0 1518.736 sp|P00450sp|P00450|CER 70 81 yes yes 2;3 1.69E-196 245.99 221 74 225 35248;35249;15255;1525 15312 584
ALYLSDNDFEILPPDIGK FFYLTTLRALYLSDND ILPPDIGKLTKLQILS R A L G K L 1 0 1 3 0 0 1 1 0 2 3 1 0 1 2 1 0 0 1 0 0 0 18 0 2019.02 sp|Q15404sp|Q15404|RS 138 155 yes yes 2 0.0076584 59.57 222 468 226 36251;36252;15850;1585 15851 3
ALYVHGGYK SVYDHRTRALYVHGGY LYVHGGYKAFSANKYR R A L Y K A 1 0 0 0 0 0 0 2 1 0 1 1 0 0 0 0 0 0 2 1 0 0 9 0 1006.524 sp|O75882sp|O75882|AT 513 521 yes yes 3 0.024727 35.152 223 64 227 36273;36274;15853;1585 15853 5
ALYWVNGQVPDGVSK FFPDSVNKALYWVNGQ QVPDGVSKVLVDHFGY K A L S K V 1 0 1 1 0 1 0 2 0 0 1 1 0 0 1 1 0 1 1 3 0 0 15 0 1631.831 sp|P04114sp|P04114|AP 718 732 yes yes 2;3 3.95E-74 170.89 224 174 228 36344;36345;15858;1585 15928 77
ALYYDLISSPDIHGTYK RTESIIHRALYYDLIS PDIHGTYKELLDTVTA R A L Y K E 1 0 0 2 0 0 0 1 1 2 2 1 0 0 1 2 1 0 3 0 0 0 17 0 1954.968 sp|P36955 sp|P36955|PED 107 123 yes yes 2;3 4.44E-101 177.83 225 353 229 36513;36514;15935;1593 15942 281
AMAVEDIISR GKTERARKAMAVEDII AVEDIISRVRGGSSGW K A M S R V 2 1 0 1 0 0 1 0 0 2 0 0 1 0 0 1 0 0 0 1 0 0 10 0 1103.565 sp|P07357sp|P07357|CO 413 422 yes yes 2 1.38E-09 140.5 226 215 230;231 36859;36860;16216;162 16220 63
AMISSPPFR FQCKFPHKAMISSPPF MISSPPFRAICQEGKF K A M F R A 1 1 0 0 0 0 0 0 0 1 0 0 1 1 2 2 0 0 0 0 0 0 9 0 1004.511 sp|Q9BXR6sp|Q9BXR6|FH 547 555 yes yes 2 0.0099513 77.282 227 525 232 36977;36978;16279;1628 16286 6
ANLLQAEIEELR QLAMVERRANLLQAEI QAEIEELRATLEQTER R A N L R A 2 1 1 0 0 1 3 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 12 0 1397.751 sp|P12882 sp|Q9UKX2|M 1684 1695 no no 2 9.83E-23 143.89 228 549;268 233 37108 16287 16287 1
ANLPQSFQVDTSK GLSPGMVRANLPQSFQ SFQVDTSKAGVAPLQV R A N S K A 1 0 1 1 0 2 0 0 0 0 1 1 0 1 1 2 1 0 0 1 0 0 13 0 1433.715 sp|P21333 sp|P21333|FLN 1465 1477 yes yes 2 1.60E-10 129.89 229 310 234 37109;37110;16288;1628 16296 11
ANLQIDQINTDLNLER LINDRLKKANLQIDQI NTDLNLERSHAQKNEN K A N E R S 1 1 3 2 0 2 1 0 0 2 3 0 0 0 0 0 1 0 0 0 0 0 16 0 1868.959 sp|P35579sp|P35579|MY 1755 1770 yes yes 2 3.54E-45 167.44 230 350 235 37173;37174; 16299 16299 1
ANPTVTLFPPSSEELQANK ________________ SEELQANKATLVCLIS K A N N K A 2 0 2 0 0 1 2 0 0 0 2 1 0 1 3 2 2 0 0 1 0 0 19 0 2042.032 sp|P0CG04sp|P0CG04|LA 5 23 yes no 2;3 1.86E-12 132.09 231 39 236 37191;37192;16300;1630 16315 18
ANRPFLVFIR NPNRVTFKANRPFLVF RPFLVFIREVPLNTII K A N I R E 1 2 1 0 0 0 0 0 0 1 1 0 0 2 1 0 0 0 0 1 0 0 10 1 1231.719 sp|P01008sp|P01008|AN 436 445 yes yes 2;3 8.89E-25 152.63 232 92 237 37475;37476;16319;163 16321 135
ANSFLGEK RVEASISKANSFLGEK ANSFLGEKASAGLLGA K A N E K A 1 0 1 0 0 0 1 1 0 0 1 1 0 1 0 1 0 0 0 0 0 0 8 0 864.4341 sp|P0C0L4 sp|P0C0L4|CO 1175 1182 yes yes 2 0.019699 89.752 233 245 238 37716;37717;16454;1645 16461 10
ANTVQEATFQMELPK VTSRVVNRANTVQEAT TFQMELPKKAFITNFS R A N P K K 2 0 1 0 0 2 2 0 0 0 1 1 1 1 1 0 2 0 0 1 0 0 15 0 1705.835 sp|Q14624sp|Q14624|ITI 61 75 yes yes 2;3 3.30E-65 164.04 234 463 239;240 37879;37880;16464;1646 16749 76 310
ANVFVQLPR RNALRAIKANVFVQLP NVFVQLPRLQKLYLDR K A N P R L 1 1 1 0 0 1 0 0 0 0 1 0 0 1 1 0 0 0 0 2 0 0 9 0 1042.592 sp|P35858sp|P35858|ALS 235 243 yes yes 2 0.0005042 127.84 235 351 241 38297;38298;16776;1677 16781 168
APDAGGCLHADPDLGVLCPTGCQLQEALLQQER TQKKVERKAPDAGGCL EALLQQERPIRNSVDE K A P E R P 4 1 0 3 3 4 2 4 1 0 6 0 0 0 3 0 1 0 0 1 0 0 33 0 3588.676 sp|P02675 sp|P02675|FIB 89 121 yes yes 3;4 5.87E-75 116.49 236 143 242 38512;38513;16946;1694 16946 6
APDLQDLPWQVK GVLTSEKRAPDLQDLP QDLPWQVKLTNSEGKD R A P V K L 1 0 0 2 0 2 0 0 0 0 2 1 0 0 2 0 0 1 0 1 0 0 12 0 1408.735 sp|P22891 sp|P22891|PRO 182 193 yes yes 2 1.94E-27 155.06 237 316 243 38599;38600;16952;1695 17014 88
APDVFPIISGCR ________________ FPIISGCRHPKDNSPV K A P C R H 1 1 0 1 1 0 0 1 0 2 0 0 0 1 2 1 0 0 0 1 0 0 12 0 1330.67 sp|P01880sp|P01880|IGH 5 16 yes yes 2 2.30E-20 137.95 238 131 244 38764;38765;17041;1704 17089 53
APGWDPLCWDECR PIWGGSWRAPGWDPLC PLCWDECRGSCPTCPE R A P C R G 1 1 0 2 2 0 1 1 0 0 1 0 0 0 2 0 0 2 0 0 0 0 13 0 1660.676 sp|Q9Y6R7sp|Q9Y6R7|FC 1846 1858 yes no 2 2.23E-75 188.28 239 559 245 38875;38876;17099;1710 17099 47
APLQVAVLGPTGVAEPVEVR VDCSQAGRAPLQVAVL VAEPVEVRDNGDGTHT R A P V R D 3 1 0 0 0 1 2 2 0 0 2 0 0 0 3 0 1 0 0 5 0 0 20 0 2001.126 sp|Q14315sp|Q14315|FL 1475 1494 yes yes 2 1.45E-68 139.86 240 460 246 39033 17146 17146 1
APNHAVVTR YANCHLARAPNHAVVT PNHAVVTRKDKEACVH R A P T R K 2 1 1 0 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 2 0 0 9 0 963.525 sp|P02787sp|P02787|TR 601 609 yes yes 3 0.043548 37.344 241 162 247 39034 17147 17147 1
APPSVFAEVPQAQPVLVFK ________________ AQPVLVFKLTADFRED M A P F K L 3 0 0 0 0 2 1 0 0 0 1 1 0 2 4 1 0 0 0 4 0 0 19 0 2023.114 sp|P17174sp|P17174|AA 2 20 yes yes 2 0.0038708 63.091 242 294 248 39035;39036; 17148 17148 1
APQTGIVDECCFR GYGSSSRRAPQTGIVD IVDECCFRSCDLRRLE R A P F R S 1 1 0 1 2 1 1 1 0 1 0 0 0 1 1 0 1 0 0 1 0 0 13 0 1551.681 sp|P05019sp|P05019|IGF 86 98 yes yes 2 2.74E-145 226.29 243 186 249 39040;39041;17149;1715 17156 94
APSTWLTAYVVK AFAAFVKRAPSTWLTA WLTAYVVKVFSLAVNL R A P V K V 2 0 0 0 0 0 0 0 0 0 1 1 0 0 1 1 2 1 1 2 0 0 12 0 1334.723 sp|P01024sp|P01024|CO 1073 1084 yes yes 2 1.85E-05 90.15 244 97 250 39204;39205;17243;1724 17245 14
APTAQVESFR NSATVSWRAPTAQVES TAQVESFRITYVPITG R A P F R I 2 1 0 0 0 1 1 0 0 0 0 0 0 1 1 1 1 0 0 1 0 0 10 0 1104.556 sp|P24821 sp|P24821|TEN 1732 1741 yes yes 2 1.63E-24 164.96 246 325 252 39284;39285;17258;1725 17264 17
APTCGLCEVAR TQPCPTAKAPTCGLCE CGLCEVARLRQNADQC K A P A R L 2 1 0 0 2 0 1 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 11 0 1232.564 sp|P04275 sp|P04275|VW 2301 2311 yes yes 2 2.03E-12 133.13 247 179 253 39372;39373;17275;1727 17295 21
APWCHTTNSQVR CRNPDGKRAPWCHTTN HTTNSQVRWEYCKIPS R A P V R W 1 1 1 0 1 1 0 0 1 0 0 0 0 0 1 1 2 1 0 1 0 0 12 0 1455.668 sp|P00747sp|P00747|PLM 332 343 yes yes 2;3 3.81E-40 166.09 249 87 255 39519;39520;17299;1730 17304 20
APYPNYDR RDECFARRAPYPNYDR APYPNYDRDILTIDIG R A P D R D 1 1 1 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 8 0 994.4508 sp|Q16610sp|Q16610|EC 400 407 yes yes 2 0.022122 85.212 250 475 256 39679;39680;17319;173 17320 2
AQEACGPLEMDSALSVVQNLEK ELRTAAQKAQEACGPL SVVQNLEKDLQEVKAA K A Q E K D 3 0 1 1 1 2 3 1 0 0 3 1 1 0 1 2 0 0 0 2 0 0 22 0 2388.13 sp|Q9Y490sp|Q9Y490|TL 1041 1062 yes yes 2;3 9.90E-11 104.41 251 554 257 39718;39719;17321;173 17335 15
AQIINDAFNLASAHK SAIPVINRAQIINDAF FNLASAHKVPVTLALN R A Q H K V 4 0 2 1 0 1 0 0 1 2 1 1 0 1 0 1 0 0 0 0 0 0 15 0 1611.837 sp|P15144sp|P15144|AM 659 673 yes yes 3 0.0003285 61.641 253 285 259 39908;39909; 17340 17340 1
AQIPILR VSVATTTKAQIPILRM KAQIPILRMNFKQELN K A Q L R M 1 1 0 0 0 1 0 0 0 2 1 0 0 0 1 0 0 0 0 0 0 0 7 0 809.5123 sp|P04114sp|P04114|AP 3431 3437 yes yes 2 5.65E-05 150.82 254 174 260 39951;39952;17341;1734 17342 195
AQITGYR LVRWTPPRAQITGYRL RAQITGYRLTVGLTRR R A Q Y R L 1 1 0 0 0 1 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 0 7 0 807.4239 sp|P02751 sp|P02751|FIN 1022 1028 yes yes 2 0.0033176 141.98 255 153 261 40250;40251;17536;1753 17543 15
AQLGDLPWQVAIK KRIVGGKRAQLGDLPW LPWQVAIKDASGITCG R A Q I K D 2 0 0 1 0 2 0 1 0 1 2 1 0 0 1 0 0 1 0 1 0 0 13 0 1437.798 sp|P05156sp|P05156|CFA 346 358 yes yes 1;2;3 3.05E-34 154.84 256 192 262 40372;40373;17551;1755 17594 339
AQLVPLPPSTYVEFTVSGTDCVAK FQLEEISRAQLVPLPP SGTDCVAKEATEAAKC R A Q A K E 2 0 0 1 1 1 1 1 0 0 2 1 0 1 3 2 3 0 1 4 0 0 24 0 2578.299 sp|P02765 sp|P02765|FET 188 211 yes yes 2;3 5.37E-94 182.18 257 157 263 41011;41012;17892;1789 20178 2726
AQMDLSGR TCLYVMDRAQMDLSGR AQMDLSGRGNPIKVSR R A Q G R G 1 1 0 1 0 1 0 1 0 0 1 0 1 0 0 1 0 0 0 0 0 0 8 0 876.4124 sp|P00488sp|P00488|F13 246 253 yes yes 2 0.015153 104.45 258 75 264 42802;42803;20622;206 20622 7
AQNLYQELLTQEGQASFQGLK TYQEWKDKAQNLYQEL QASFQGLKDNVFDGLV K A Q L K D 2 0 1 0 0 5 2 2 0 0 4 1 0 1 0 1 1 0 1 0 0 0 21 0 2365.191 sp|P04114sp|P04114|AP 4148 4168 yes yes 2;3 0 335.77 259 174 265 42848;42849;20629;2063 20652 404
AQQVSQGLDVLTAK SSPVAMQKAQQVSQGL GLDVLTAKVENAARKL K A Q A K V 2 0 0 1 0 3 0 1 0 0 2 1 0 0 0 1 1 0 0 2 0 0 14 0 1456.789 sp|P18206sp|P18206|VIN 353 366 yes yes 2 1.47E-47 156.51 261 300 267 44122;44123;21618;216 21699 80
AQTTVTCMENGWSPTPR HPGYALPKAQTTVTCM NGWSPTPRCIRVKTCS K A Q P R C 1 1 1 0 1 1 1 1 0 0 0 0 1 0 2 1 4 1 0 1 0 0 17 0 1934.862 sp|P08603 sp|P08603|CFA 425 441 yes yes 2 1.44E-122 190.1 262 233 268 44280;44281;21700;2170 21700 2
AQVVSNLK QAPSQEDRAQVVSNLK AQVVSNLKGISMSSSK R A Q L K G 1 0 1 0 0 1 0 0 0 0 1 1 0 0 0 1 0 0 0 2 0 0 8 0 857.4971 sp|Q9Y490sp|Q9Y490|TL 1299 1306 yes yes 2 0.022716 84.097 263 554 269 44291;44292;21702;2170 21711 10
AQWANPFDPSK LVNYIHFKAQWANPFD ANPFDPSKTEDSSSFL K A Q S K T 2 0 1 1 0 1 0 0 0 0 0 1 0 1 2 1 0 1 0 0 0 0 11 0 1259.594 sp|P05543 sp|P05543|TH 208 218 yes no 2 7.21E-12 128.27 264 198 270 44349;44350;21712;217 21815 113
AQYVLISPEASSR ITPCPEEKAQYVLISP ISPEASSRFGSSLITV K A Q S R F 2 1 0 0 0 1 1 0 0 1 1 0 0 0 1 3 0 0 1 1 0 0 13 0 1419.736 sp|P80108sp|P80108|PH 787 799 yes yes 2 7.67E-47 166.55 267 422 273 44563;44564;21828;218 21911 159
AREDIFMETLK KQDSQLQKAREDIFME DIFMETLKDIVEYYND K A R L K D 1 1 0 1 0 0 2 0 0 1 1 1 1 1 0 0 1 0 0 0 0 0 11 1 1351.681 sp|P25311 sp|P25311|ZA2 92 102 yes yes 3 0.0009934 67.456 268 326 274 44742;44743;21987;2198 21988 2
ARPEDVVNLDLK DGGLKKPKARPEDVVN DVVNLDLKSTLRVLYN K A R L K S 1 1 1 2 0 0 1 0 0 0 2 1 0 0 1 0 0 0 0 2 0 0 12 1 1367.741 sp|Q9HBI1sp|Q9HBI1|PA 336 347 yes yes 3 0.0001408 63.091 269 532 275 44765;44766; 21989 21989 1
ASAGLLGAHAAAITAYALTLTK ANSFLGEKASAGLLGA AYALTLTKAPVDLLGV K A S T K A 8 0 0 0 0 0 0 2 1 1 4 1 0 0 0 1 3 0 1 0 0 0 22 0 2084.163 sp|P0C0L4 sp|P0C0L4|CO 1183 1204 no no 2;3;4 1.64E-157 183.31 270 245;246 276 44797;44798;21990;2199 21997 82
ASAGPQPLLVQSCK QHAASTPKASAGPQPL PLLVQSCKAVAEQIPL K A S C K A 2 0 0 0 1 2 0 1 0 0 2 1 0 0 2 2 0 0 0 1 0 0 14 0 1454.755 sp|Q9Y490sp|Q9Y490|TL 944 957 yes yes 2 0.0069794 67.385 271 554 277 45080;45081;22072;2207 22073 2
ASCLYGQLPK TWQEGSLKASCLYGQL CLYGQLPKFQDGDLTL K A S P K F 1 0 0 0 1 1 0 1 0 0 2 1 0 0 1 1 0 0 1 0 0 0 10 0 1135.57 sp|P09211 sp|P09211|GST 46 55 yes yes 2 0.02515 72.485 272 239 278 45124;45125;22075;2207 22075 3
ASEFLGYWEPR IISDSQIKASEFLGYW FLGYWEPRLARLNNGG K A S P R L 1 1 0 0 0 0 2 1 0 0 1 0 0 1 1 1 0 1 1 0 0 0 11 0 1353.635 sp|P12259sp|P12259|FA5 1925 1935 yes yes 2 2.87E-11 121.73 273 264 279 45219;45220;22078;2207 22122 58
ASFSQPLFQAVAAICR NRRALRLRASFSQPLF QAVAAICRLLSIRHPE R A S C R L 4 1 0 0 1 2 0 0 0 1 1 0 0 2 1 2 0 0 0 1 0 0 16 0 1764.898 sp|Q86UX7sp|Q86UX7|UR 114 129 yes yes 2;3 1.48E-45 147.74 274 497 280 45360;45361;22136;2213 22180 56
ASGPGLNTTGVPASLPVEFTIDAK THDASKVKASGPGLNT VEFTIDAKDAGEGLLA K A S A K D 3 0 1 1 0 0 1 3 0 1 2 1 0 1 3 2 3 0 0 2 0 0 24 0 2341.217 sp|P21333 sp|P21333|FLN 1550 1573 yes yes 2 0.025253 25.59 275 310 281 45483;45484; 22192 22192 1
ASGSLPYTQTLQDHLNSLK AMSSWLQKASGSLPYT QDHLNSLKEFNLQNMG K A S L K E 1 0 1 1 0 2 0 1 1 0 4 1 0 0 1 3 2 0 1 0 0 0 19 0 2072.054 sp|P04114sp|P04114|AP 1241 1259 yes yes 2;3 1.81E-85 155.98 276 174 282 45515;45516;22193;2219 22366 198
ASGVAVSDGVIK ________________ AVSDGVIKVFNDMKVR M A S I K V 2 0 0 1 0 0 0 2 0 1 0 1 0 0 0 2 0 0 0 3 0 0 12 0 1101.603 sp|P23528sp|P23528|CO 2 13 yes yes 1;2 3.42E-10 115.78 277 322 283 45847;45848;22391;2239 22444 60
ASHEEVEGLVEK DTWSWGERASHEEVEG EVEGLVEKIRFPMMLP R A S E K I 1 0 0 0 0 0 4 1 1 0 1 1 0 0 0 1 0 0 0 2 0 0 12 0 1325.646 sp|Q08380sp|Q08380|LG 334 345 yes yes 2 1.96E-14 126.19 278 440 284 45983;45984; 22454 22454 1
ASIHEAWTDGK LAEKFRQKASIHEAWT HEAWTDGKEAMLRQKD K A S G K E 2 0 0 1 0 0 1 1 1 1 0 1 0 0 0 1 1 1 0 0 0 0 11 0 1213.573 sp|O43707sp|P12814|AC 403 413 no no 3 0.0029384 53.967 279 266;56 285 45986;45987;22455;2245 22455 2
ASLAFLQK VAIDLSNKASLAFLQK ASLAFLQKHLGLHKDF K A S Q K H 2 0 0 0 0 1 0 0 0 0 2 1 0 1 0 1 0 0 0 0 0 0 8 0 876.5069 sp|Q13093sp|Q13093|PA 387 394 yes yes 2 0.034134 71.141 280 445 286 46071;46072; 22457 22457 1
ASPAFLASQNTK IRVSVQLKASPAFLAS FLASQNTKGEESYCIC K A S T K G 3 0 1 0 0 1 0 0 0 0 1 1 0 1 1 2 1 0 0 0 0 0 12 0 1233.635 sp|P20742 sp|P20742|PZP 836 847 yes yes 2 3.02E-40 167.06 282 307 288 46162;46163;22459;2246 22459 14
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ASPDWGYDDK ________________ PDWGYDDKNGPEQWSK M A S D K N 1 0 0 3 0 0 0 1 0 0 0 1 0 0 1 1 0 1 1 0 0 0 10 0 1152.472 sp|P00915 sp|P00915|CA 2 11 yes yes 2 0.015598 66.568 283 90 289 46217;46218;22473;2247 22473 5
ASQSVSSYLAWYQQK ERATLSCRASQSVSSY YLAWYQQKPGQAPRLL R A S Q K P 2 0 0 0 0 3 0 0 0 0 1 1 0 0 0 4 0 1 2 1 0 0 15 0 1744.842 sp|P04433 sp|P04433|KV 45 59 yes yes 2 0.042136 42.802 284 182 290 46305;46306; 22478 22478 1
ASSFLGEK RVEASISKASSFLGEK ASSFLGEKASAGLLGA K A S E K A 1 0 0 0 0 0 1 1 0 0 1 1 0 1 0 2 0 0 0 0 0 0 8 0 837.4232 sp|P0C0L5 sp|P0C0L5|CO 1175 1182 yes yes 2 0.01375 106.36 285 246 291 46309;46310;22479;2248 22481 7
ASSIIDELFQDR VMQDHFSRASSIIDEL IDELFQDRFFTREPQD R A S D R F 1 1 0 2 0 1 1 0 0 2 1 0 0 1 0 2 0 0 0 0 0 0 12 0 1392.689 sp|P10909sp|P10909|CLU 183 194 yes yes 2;3 2.75E-78 198.72 286 253 292 46390;46391;22486;2248 22767 330
ASSLIEEAK TASDVLDKASSLIEEA SSLIEEAKKAAGHPGD K A S A K K 2 0 0 0 0 0 2 0 0 1 1 1 0 0 0 2 0 0 0 0 0 0 9 0 946.4971 sp|Q9Y490sp|Q9Y490|TL 1162 1170 yes yes 2 0.020299 71.379 287 554 293 46992;46993;22818;228 22818 2
ASSVVVSGTPIR LPVGYHGRASSVVVSG VVSGTPIRRPMGQMKP R A S I R R 1 1 0 0 0 0 0 1 0 1 0 0 0 0 1 3 1 0 0 3 0 0 12 0 1171.656 sp|P16930sp|P16930|FAA 163 174 yes yes 2 3.61E-05 88.495 288 292 294 47018;47019;22820;228 22820 2
ASVSVTAEDEGTQR GNDSFSAKASVSVTAE AEDEGTQRLTCAVILG K A S Q R L 2 1 0 1 0 1 2 1 0 0 0 0 0 0 0 2 2 0 0 2 0 0 14 0 1448.674 sp|P05362 sp|P05362|ICA 274 287 yes yes 2 8.95E-05 80.979 289 195 295 47073;47074; 22822 22822 1
ASYLDCIR PSVACVKKASYLDCIR ASYLDCIRAIAANEAD K A S I R A 1 1 0 1 1 0 0 0 0 1 1 0 0 0 0 1 0 0 1 0 0 0 8 0 996.4699 sp|P02787sp|P02787|TR 62 69 yes yes 2 1.42E-15 168.45 290 162 296 47115;47116;22823;228 22829 69
ATAQMLEVMFK YSLVEAPRATAQMLEV QMLEVMFKGEIFHRNH R A T F K G 2 0 0 0 0 1 1 0 0 0 1 1 2 1 0 0 1 0 0 1 0 0 11 0 1267.631 sp|P18428sp|P18428|LBP 238 248 yes yes 2 7.21E-12 128.27 291 301 297 47239;47240;22892;2289 22917 34
ATAVVDGAFK GKPAPDFKATAVVDGA AVVDGAFKEVKLSDYK K A T F K E 3 0 0 1 0 0 0 1 0 0 0 1 0 1 0 0 1 0 0 2 0 0 10 0 977.5182 sp|P32119sp|P32119|PR 17 26 yes yes 2 0.0004769 101.64 292 342 298 47329;47330;22926;229 22926 15
ATEDEGSEQK IYRSPEKKATEDEGSE EDEGSEQKIPEATNRR K A T Q K I 1 0 0 1 0 1 3 1 0 0 0 1 0 0 0 1 1 0 0 0 0 0 10 0 1092.457 sp|P01008sp|P01008|AN 62 71 yes yes 2 1.73E-11 147.19 294 92 300 47521;47522;22944;2294 22945 2
ATEHLSTLSEK RLAEYHAKATEHLSTL HLSTLSEKAKPALEDL K A T E K A 1 0 0 0 0 0 2 0 1 0 2 1 0 0 0 2 2 0 0 0 0 0 11 0 1214.614 sp|P02647sp|P02647|AP 220 230 yes yes 2;3 5.75E-110 214.71 295 136 301 47527;47528;22946;2294 22951 28
ATFGCHDGYSLDGPEEIECTK PTLYYKDKATFGCHDG PEEIECTKLGNWSAMP K A T T K L 1 0 0 2 2 0 3 3 1 1 1 1 0 1 1 1 2 0 1 0 0 0 21 0 2384.989 sp|P02749sp|P02749|AP 230 250 yes yes 2;3 9.78E-269 299.76 296 151 302 47762;47763;22974;2297 22982 260
ATFQTPDFIVPLTDLR VSLQALQKATFQTPDF IVPLTDLRIPSVQINF K A T L R I 1 1 0 2 0 1 0 0 0 1 2 0 0 2 2 0 3 0 0 1 0 0 16 0 1832.967 sp|P04114sp|P04114|AP 2610 2625 yes yes 2;3 3.96E-165 215.77 297 174 303 48194;48195;23234;2323 23739 506
ATFTCFVVGSDLK QDLWLRDKATFTCFVV FVVGSDLKDAHLTWEV K A T L K D 1 0 0 1 1 0 0 1 0 0 1 1 0 2 0 1 2 0 0 2 0 0 13 0 1443.707 sp|P01880sp|P01880|IGH 186 198 yes yes 2 1.25E-07 94.465 298 131 304 49034;49035;23751;2375 23753 5
ATGVLYDYVNK SLKDNVPKATGVLYDY VLYDYVNKYHWEHTGL K A T N K Y 1 0 1 1 0 0 0 1 0 0 1 1 0 0 0 0 1 0 2 2 0 0 11 0 1241.629 sp|P04114sp|P04114|AP 4077 4087 yes yes 2 1.47E-31 151.48 299 174 305 49136;49137;23756;2375 23775 176
ATITGYR TVHWIAPRATITGYRI RATITGYRIRHHPEHF R A T Y R I 1 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 2 0 1 0 0 0 7 0 780.413 sp|P02751 sp|P02751|FIN 1383 1389 yes yes 2 0.0004399 148.28 300 153 306 49371;49372;23935;2393 23972 44
ATITSLWGK GHFTEEDKATITSLWG TITSLWGKVNVEDAGG K A T G K V 1 0 0 0 0 0 0 1 0 1 1 1 0 0 0 1 2 1 0 0 0 0 9 0 975.5389 sp|P69891 sp|P69892|HB 10 18 no no 2 0.01821 72.485 301 417;418 307 49508;49509; 23979 23979 1
ATLDVDEAGTEAAAATSFAIK EASKSFHKATLDVDEA AATSFAIKFFSAQTNR K A T I K F 7 0 0 2 0 0 2 1 0 1 1 1 0 1 0 1 3 0 0 1 0 0 21 0 2051.006 sp|P29622 sp|P29622|KA 366 386 yes yes 2;3 8.46E-28 109.1 302 336 308 49514;49515;23980;2398 23982 3
ATLGPAVR LLLQLSEKATLGPAVR ATLGPAVRPLPWQRVD K A T V R P 2 1 0 0 0 0 0 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 8 0 783.4603 sp|P00746sp|P00746|CFA 124 131 yes yes 2 0.014505 105.2 303 86 309 49568;49569;23983;2398 23985 10
ATLITFLCDR NNERHTPRATLITFLC LITFLCDRDAGVGFPE R A T D R D 1 1 0 1 1 0 0 0 0 1 2 0 0 1 0 0 2 0 0 0 0 0 10 0 1208.622 sp|P11717sp|P11717|MP 724 733 yes yes 2 0.0010345 96.331 304 261 310 49688;49689;23994;2399 23998 6
ATLYALSHAVNNYHK MARDQRSRATLYALSH HAVNNYHKTNPTGTQE R A T H K T 3 0 2 0 0 0 0 0 2 0 2 1 0 0 0 1 1 0 2 1 0 0 15 0 1700.864 sp|P04114sp|P04114|AP 440 454 yes yes 3 0.0087704 35.303 305 174 311 49786;49787; 24000 24000 1
ATTVTGTPCQDWAAQEPHR GKGYRGKRATTVTGTP WAAQEPHRHSIFTPET R A T H R H 3 1 0 1 1 2 1 1 1 0 0 0 0 0 2 0 4 1 0 1 0 0 19 0 2124.965 sp|P00747sp|P00747|PLM 494 512 yes yes 2;3 7.08E-164 201.09 306 87 312 49817;49818;24001;2400 24014 216
ATVAVYLESLQDTK KLFLEETKATVAVYLE LESLQDTKITLIINWL K A T T K I 2 0 0 1 0 1 1 0 0 0 2 1 0 0 0 1 2 0 1 2 0 0 14 0 1536.804 sp|P04114sp|P04114|AP 2475 2488 yes yes 2;3 8.13E-100 199.68 307 174 313 50162;50163;24217;242 24309 113
ATVLNYLPK RGEAFTLKATVLNYLP TVLNYLPKCIRVSVQL K A T P K C 1 0 1 0 0 0 0 0 0 0 2 1 0 0 1 0 1 0 1 1 0 0 9 0 1017.586 sp|P01023 sp|P01023|A2 812 820 no no 2 0.0091075 88.942 308 96;307 314 50415;50416;24330;2433 24330 22
ATVNPSAPR DLSHNSLRATVNPSAP TVNPSAPRCMWSSALN R A T P R C 2 1 1 0 0 0 0 0 0 0 0 0 0 0 2 1 1 0 0 1 0 0 9 0 911.4825 sp|P08571 sp|P08571|CD 263 271 yes yes 2 0.025648 68.383 309 232 315 50510;50511; 24352 24352 1
ATVQQLEGR ________________ TVQQLEGRWRLVDSKG M A T G R W 1 1 0 0 0 2 1 1 0 0 1 0 0 0 0 0 1 0 0 1 0 0 9 0 1000.53 sp|Q01469sp|Q01469|FA 2 10 yes yes 2 0.0012188 103.83 310 428 316 50520;50521;24353;2435 24353 2
ATVVYQGER SCKVPVKKATVVYQGE TVVYQGERVKIQEKFK K A T E R V 1 1 0 0 0 1 1 1 0 0 0 0 0 0 0 0 1 0 1 2 0 0 9 0 1021.519 sp|P02749sp|P02749|AP 271 279 yes yes 2 5.20E-34 178.3 311 151 317 50533;50534;24355;2435 24373 80
ATWLSLFSSEESNLGANNYDDYR QNSRRPSRATWLSLFS ANNYDDYRMDWLVPAT R A T Y R M 2 1 3 2 0 0 2 1 0 0 3 0 0 1 0 4 1 1 2 0 0 0 23 0 2651.178 sp|P04004sp|P04004|VT 399 421 yes yes 2;3 1.14E-103 153.23 312 168 318 51004;51005;24440;2444 24440 5
ATWSGAVLAGR PPPRPQLRATWSGAVL SGAVLAGRDAVLRCEG R A T G R D 3 1 0 0 0 0 0 2 0 0 1 0 0 0 0 1 1 1 0 1 0 0 11 0 1087.577 sp|P04217sp|P04217|A1 407 417 yes yes 2 1.07E-15 142.79 313 177 319 51016;51017;24446;2444 24484 330
ATYIQNYR NPQSISLKATYIQNYR ATYIQNYRLRGIGMWN K A T Y R L 1 1 1 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 2 0 0 0 8 0 1027.509 sp|Q01459sp|Q01459|DIA 340 347 yes yes 2 0.013345 117.7 314 427 320 51830;51831;24780;2478 24781 11
AVAEPGIQLK YWQANPFRAVAEPGIQ AEPGIQLKAVKSSTGP R A V L K A 2 0 0 0 0 1 1 1 0 1 1 1 0 0 1 0 0 0 0 1 0 0 10 0 1024.592 sp|P49747sp|P49747|CO 629 638 no no 2 0.0014302 93.374 315 373;348 321 51957;51958;24791;2479 24827 45
AVAEQIPLLVQGVR PLLVQSCKAVAEQIPL PLLVQGVRGSQAQPDS K A V V R G 2 1 0 0 0 2 1 1 0 1 2 0 0 0 1 0 0 0 0 3 0 0 14 0 1491.877 sp|Q9Y490sp|Q9Y490|TL 958 971 yes yes 2;3 8.05E-26 163.38 316 554 322 52095;52096;24836;2483 24836 86
AVAGNISDPGLQK SPMVMDAKAVAGNISD ISDPGLQKSFLDSGYR K A V Q K S 2 0 1 1 0 1 0 2 0 1 1 1 0 0 1 1 0 0 0 1 0 0 13 0 1268.673 sp|P18206sp|P18206|VIN 803 815 yes yes 2 1.67E-12 115.78 317 300 323 52262;52263;24930;2493 24939 12
AVAQALEVIPR GVEQWPYRAVAQALEV QALEVIPRTLIQNCGA R A V P R T 3 1 0 0 0 1 1 0 0 1 1 0 0 0 1 0 0 0 0 2 0 0 11 0 1165.682 sp|P49368sp|P49368|TCP 439 449 yes yes 2 0.0008079 84.615 318 371 324 52387;52388;24942;2494 24943 2
AVASAAAALVLK DALMQLAKAVASAAAA AAAALVLKAKSVAQRT K A V L K A 6 0 0 0 0 0 0 0 0 0 2 1 0 0 0 1 0 0 0 2 0 0 12 0 1083.665 sp|Q9Y490sp|Q9Y490|TL 674 685 yes yes 2 5.35E-06 93.178 319 554 325 52490;52491;24944;2494 24961 70
AVASFLR PESEPEVKAVASFLRR KAVASFLRRNINQIKA K A V L R R 2 1 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 1 0 0 7 0 762.4388 sp|Q96IY4 sp|Q96IY4|CBP 291 297 yes yes 2 8.42E-05 149.06 320 516 326 52706;52707;25018;250 25020 74
AVAVSGLDPAR VPVSGDLRAVAVSGLD VSGLDPARKYKFLLFG R A V A R K 3 1 0 1 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 2 0 0 11 0 1054.577 sp|P22105 sp|P22105|TEN 3312 3322 yes yes 2 0.0003946 88.948 321 312 327 52868;52869;25092;2509 25092 6
AVDAALK CNDKDLFKAVDAALKK KAVDAALKKYNSQNQS K A V L K K 3 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 7 0 686.3963 sp|P01042 sp|P01042|KN 36 42 yes yes 2 0.0095036 108.98 322 103 328 52937;52938;25098;2509 25098 4
AVDQSVLLMK PQSVCALRAVDQSVLL DQSVLLMKPDAELSAS R A V M K P 1 0 0 1 0 1 0 0 0 0 2 1 1 0 0 1 0 0 0 2 0 0 10 0 1102.606 sp|P01023 sp|P01023|A2 599 608 no no 2 9.80E-07 119.27 323 96;307 329 53072;53073;25102;2510 25111 10
AVDQSVLLMKPDAELSASSVYNLLPEK PQSVCALRAVDQSVLL VYNLLPEKDLTGFPGP R A V E K D 3 0 1 2 0 1 2 0 0 0 5 2 1 0 2 4 0 0 1 3 0 0 27 1 2916.515 sp|P01023 sp|P01023|A2 599 625 yes yes 2;3;4 9.15E-49 112.26 324 96 330 53094;53095;25112;251 25130 28
AVDTWSWGER PSELALLKAVDTWSWG DTWSWGERASHEEVEG K A V E R A 1 1 0 1 0 0 1 1 0 0 0 0 0 0 0 1 1 2 0 1 0 0 10 0 1205.547 sp|Q08380sp|Q08380|LG 324 333 yes yes 2 6.51E-07 126.41 325 440 331 53177;53178;25141;2514 25146 22
AVEPQLQEEER RNWSLPNRAVEPQLQE PQLQEEERMVYVAFSE R A V E R M 1 1 0 0 0 2 4 0 0 0 1 0 0 0 1 0 0 0 0 1 0 0 11 0 1326.642 sp|P55058sp|P55058|PLT 252 262 yes yes 2 1.38E-07 113.62 326 388 332 53267;53268;25163;2516 25168 16
AVFPSIVGR FAGDDAPRAVFPSIVG VFPSIVGRPRHQGVMV R A V G R P 1 1 0 0 0 0 0 1 0 1 0 0 0 1 1 1 0 0 0 2 0 0 9 0 944.5444 sp|P60709sp|P60709|AC 29 37 no no 2 4.35E-09 148.33 329 398;412;406 335 53620;53621;25192;2519 25196 116
AVFPSIVGRPR FAGDDAPRAVFPSIVG PSIVGRPRHQGVMVGM R A V P R H 1 2 0 0 0 0 0 1 0 1 0 0 0 1 2 1 0 0 0 2 0 0 11 1 1197.698 sp|P60709sp|P60709|AC 29 39 no no 3 6.97E-12 125.97 330 398;412;406 336 53791;53792;25311;253 25311 29
AVFVDLEPTVIDEIR GAGKHVPRAVFVDLEP PTVIDEIRNGPYRQLF R A V I R N 1 1 0 2 0 0 2 0 0 2 1 0 0 1 1 0 1 0 0 3 0 0 15 0 1714.914 sp|P68366sp|P68366|TBA 65 79 yes yes 3 0.0069241 44.807 331 415 337 53892;53893; 25342 25342 1
AVFVDLEPTVIDEVR GAGKHVPRAVFVDLEP PTVIDEVRTGTYRQLF R A V V R T 1 1 0 2 0 0 2 0 0 1 1 0 0 1 1 0 1 0 0 4 0 0 15 0 1700.899 sp|P68363 sp|P68363|TBA 65 79 yes no 2;3 2.09E-74 174.24 332 414 338 53933;53934;25343;2534 25424 82
AVGDKLPECEAVCGK NEKQWINKAVGDKLPE ECEAVCGKPKNPANPV K A V G K P 2 0 0 1 2 0 2 2 0 0 1 2 0 0 1 0 0 0 0 2 0 0 15 1 1631.765 sp|P00738sp|P00738|HP 137 151 no no 2;3 3.12E-36 136.7 333 82;83 339 54159;54160;25426;254 25428 3
AVGLAGTFR FQCFQQARAVGLAGTF VGLAGTFRAFLSSRLQ R A V F R A 2 1 0 0 0 0 0 2 0 0 1 0 0 1 0 0 1 0 0 1 0 0 9 0 890.4974 sp|P39060sp|P39060|CO 1610 1618 yes yes 2 4.58E-10 120.92 334 357 340 54162;54163;25429;2543 25434 11
AVGSGATFSHYYYMILSR DTLNLNLRAVGSGATF YYYMILSRGQIVFMNR R A V S R G 2 1 0 0 0 0 0 2 1 1 1 0 1 1 0 3 1 0 3 1 0 0 18 0 2021.967 sp|P0C0L4 sp|P0C0L4|CO 495 512 no no 2;3 1.46E-64 134.21 335 245;246 341 54207;54208;25440;2544 25441 52
AVGYLITGYQR LTQEIKAKAVGYLITG YLITGYQRQLNYKHQD K A V Q R Q 1 1 0 0 0 1 0 2 0 1 1 0 0 0 0 0 1 0 2 1 0 0 11 0 1239.661 sp|P20742 sp|P20742|PZP 1010 1020 yes yes 2;3 3.36E-07 112.84 336 307 342 54388;54389;25492;2549 25504 36
AVIPGLR NLNVSEPRAVIPGLRS RAVIPGLRSSTFYNIT R A V L R S 1 1 0 0 0 0 0 1 0 1 1 0 0 0 1 0 0 0 0 1 0 0 7 0 724.4596 sp|Q12913sp|Q12913|PT 419 425 yes yes 2 0.027426 94.95 337 444 343 54448;54449;25531;2553 25535 5
AVISPGFDVFAK GKEFLIEKAVISPGFD PGFDVFAKKNQGILEF K A V A K K 2 0 0 1 0 0 0 1 0 1 0 1 0 2 1 1 0 0 0 2 0 0 12 0 1249.671 sp|P06681 sp|P06681|CO 538 549 yes yes 2 1.01E-18 127.4 338 205 344 54461;54462;25536;2553 25542 87
AVLDVFEEGTEASAATAVK AVSQVVHKAVLDVFEE ASAATAVKITLLSALV K A V V K I 5 0 0 1 0 0 3 1 0 0 1 1 0 1 0 1 2 0 0 3 0 0 19 0 1906.952 sp|P01011 sp|P01011|AA 361 379 yes yes 2;3 4.89E-196 214.23 339 94 345 54586;54587;25624;256 25627 3036
AVLFCLSEDK EEVKKRKKAVLFCLSE LFCLSEDKKNIILEEG K A V D K K 1 0 0 1 1 0 1 0 0 0 2 1 0 1 0 1 0 0 0 1 0 0 10 0 1180.58 sp|P23528sp|P23528|CO 35 44 yes yes 2 8.09E-07 122.19 340 322 346 59128;59129;28676;2867 28676 17
AVLGAVPR FWGPAQIRAVLGAVPR AVLGAVPRGRLLVLDL R A V P R G 2 1 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 2 0 0 8 0 781.481 sp|P54802 sp|P54802|AN 368 375 yes yes 2 0.033676 71.378 341 386 347 59220;59221;28693;2869 28693 2
AVLHIGEK KLSNAAHKAVLHIGEK AVLHIGEKGTEAAAVP K A V E K G 1 0 0 0 0 0 1 1 1 1 1 1 0 0 0 0 0 0 0 1 0 0 8 0 865.5022 sp|P05543 sp|P05543|TH 353 360 yes yes 2 0.033745 71.342 342 198 348 59234;59235; 28695 28695 1
AVLTIDEK KLSKAVHKAVLTIDEK AVLTIDEKGTEAAGAM K A V E K G 1 0 0 1 0 0 1 0 0 1 1 1 0 0 0 0 1 0 0 1 0 0 8 0 887.4964 sp|P01009sp|P01009|A1A 360 367 yes yes 2 0.013263 107.32 343 93 349 59265;59266;28696;2869 28742 61
AVLYNYR RNEQVEIRAVLYNYRQ RAVLYNYRQNQELKVR R A V Y R Q 1 1 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 2 1 0 0 7 0 897.4709 sp|P01024sp|P01024|CO 849 855 yes yes 2 0.013131 103.41 344 97 350 59421;59422;28757;2875 28761 5
AVPHPDSQPDTIDHDLLLLQLSEK KRLYDVLRAVPHPDSQ LLLQLSEKATLGPAVR R A V E K A 1 0 0 4 0 2 1 0 2 1 5 1 0 0 3 2 1 0 0 1 0 0 24 0 2680.371 sp|P00746sp|P00746|CFA 100 123 yes yes 4 0.064039 9.5865 346 86 353 60654;60655; 29445 29445 1
AVPPNNSNAAEDDLPTVELQGVVPR RTAFGGRRAVPPNNSN ELQGVVPRGVNLQEFL R A V P R G 3 1 3 2 0 1 2 1 0 0 2 0 0 0 4 1 1 0 0 4 0 0 25 0 2601.304 sp|P00488sp|P00488|F13 14 38 yes yes 3 1.04E-08 66.3 347 75 354 60665;60666;29446;2944 29447 6
AVQPGETYTYK GRNNTMIRAVQPGETY PGETYTYKWNILEFDE R A V Y K W 1 0 0 0 0 1 1 1 0 0 0 1 0 0 1 0 2 0 2 1 0 0 11 0 1255.609 sp|P12259sp|P12259|FA5 474 484 yes yes 2 0.0011942 82.287 348 264 355 60722;60723;29452;2945 29466 17
AVSISPTNVILTWK PSPVFDIKAVSISPTN TNVILTWKSNDTAASE K A V W K S 1 0 1 0 0 0 0 0 0 2 1 1 0 0 1 2 2 1 0 2 0 0 14 0 1527.866 sp|Q12913sp|Q12913|PT 127 140 yes yes 2 0.001287 66.56 349 444 356 60853;60854;29469;2947 29470 1
AVSMPSFSILGSDVR AFGYVFPKAVSMPSFS SILGSDVRVPSYTLIL K A V V R V 1 1 0 1 0 0 0 1 0 1 1 0 1 1 1 4 0 0 0 2 0 0 15 0 1564.792 sp|P04114sp|P04114|AP 3277 3291 yes yes 2;3 2.68E-53 151.98 350 174 357;358 60856;60857;29471;2947 29478 44 334
AVSPLPYLR PTFEACHRAVSPLPYL VSPLPYLRNCRYDVCS R A V L R N 1 1 0 0 0 0 0 0 0 0 2 0 0 0 2 1 0 0 1 1 0 0 9 0 1014.586 sp|P04275 sp|P04275|VW 598 606 yes yes 2 0.056004 56.011 351 179 359 61412;61413;29806;2980 29807 2
AVTELNEPLSNEDR DDMASAMKAVTELNEP EPLSNEDRNLLSVAYK K A V D R N 1 1 2 1 0 0 3 0 0 0 2 0 0 0 1 1 1 0 0 1 0 0 14 0 1585.758 sp|Q04917sp|Q04917|14 29 42 yes yes 2 2.41E-43 155.97 352 435 360 61458;61459; 29808 29808 1
AVTQALNR QRLAQVAKAVTQALNR AVTQALNRCVSCLPGQ K A V N R C 2 1 1 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 1 0 0 8 0 871.4876 sp|Q9Y490sp|Q9Y490|TL 1191 1198 yes yes 2 0.022966 81.381 353 554 361 61474;61475;29809;298 29810 3
AVVEVDESGTR QVSEMVHKAVVEVDES EVDESGTRAAAATGTI K A V T R A 1 1 0 1 0 0 2 1 0 0 0 0 0 0 0 1 1 0 0 3 0 0 11 0 1160.567 sp|P05154sp|P05154|IPS 351 361 yes yes 2 5.26E-20 151.44 354 190 362 61515;61516;29812;298 29823 103
AVVFLEPQWYR MRTEDLPKAVVFLEPQ FLEPQWYRVLEKDSVT K A V Y R V 1 1 0 0 0 1 1 0 0 0 1 0 0 1 1 0 0 1 1 2 0 0 11 0 1406.735 sp|P08637sp|P08637|FCG 26 36 yes yes 2 5.34E-47 182.57 355 234 363 61717;61718;29915;299 30016 112
AVYEAVLR GKFTADQKAVYEAVLR AVYEAVLRSSRAVMGA K A V L R S 2 1 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 1 2 0 0 8 0 919.5127 sp|P12955 sp|P12955|PEP 304 311 yes yes 2 0.018921 100.07 356 270 364 61852;61853;30027;300 30032 8
AVYLPNCDR ASPRMVPRAVYLPNCD VYLPNCDRKGFYKRKQ R A V D R K 1 1 1 1 1 0 0 0 0 0 1 0 0 0 1 0 0 0 1 1 0 0 9 0 1106.518 sp|P24593 sp|P24593|IBP 213 221 yes yes 2 0.0026574 97.798 357 324 365 61906;61907;30035;3003 30036 47
AVYTCNEGYQLLGEINYR NVFEYGVKAVYTCNEG LLGEINYRECDTDGWT K A V Y R E 1 1 2 0 1 1 2 2 0 1 2 0 0 0 0 0 1 0 3 1 0 0 18 0 2162.01 sp|P08603 sp|P08603|CFA 110 127 yes yes 2;3 0 302.28 358 233 366 62042;62043;30082;3008 30615 665
AWEDTLDK NNHTCTWKAWEDTLDK AWEDTLDKYCDREYAV K A W D K Y 1 0 0 2 0 0 1 0 0 0 1 1 0 0 0 0 1 1 0 0 0 0 8 0 976.4502 sp|Q16610sp|Q16610|EC 361 368 yes yes 2 0.018642 100.39 360 475 368 63387;63388;30767;3076 30799 34
AWFLESK RDLGPLTKAWFLESKD KAWFLESKDSLLKKTH K A W S K D 1 0 0 0 0 0 1 0 0 0 1 1 0 1 0 1 0 1 0 0 0 0 7 0 879.4491 sp|P55056sp|P55056|AP 99 105 yes yes 2 0.013127 100.74 361 387 369 63540;63541;30801;3080 30809 10
AWGESTPLANKPGK ISPQNASRAWGESTPL PLANKPGKQSGHPKFP R A W G K Q 2 0 1 0 0 0 1 2 0 0 1 2 0 0 2 1 1 1 0 0 0 0 14 1 1454.752 sp|P12259sp|P12259|FA5 981 994 yes yes 3 0.029252 42.789 362 264 370 63612;63613;30811;308 30811 2
AWGPGLEGGVVGK ECGNQKVRAWGPGLEG LEGGVVGKSADFVVEA R A W G K S 1 0 0 0 0 0 1 5 0 0 1 1 0 0 1 0 0 1 0 2 0 0 13 0 1225.646 sp|P21333 sp|P21333|FLN 581 593 yes yes 2 6.64E-08 96.342 363 310 371 63665;63666;30813;308 30816 72
AWITAPVALR PHLVRQKRAWITAPVA ITAPVALREGEDLSKK R A W L R E 3 1 0 0 0 0 0 0 0 1 1 0 0 0 1 0 1 1 0 1 0 0 10 0 1096.639 sp|Q14126sp|Q14126|DS 50 59 yes yes 2 2.51E-08 136.11 364 459 372 63774;63775;30885;3088 30898 109
AWLMASR EKASEEEKAWLMASRQ KAWLMASRQQLAKETS K A W S R Q 2 1 0 0 0 0 0 0 0 0 1 0 1 0 0 1 0 1 0 0 0 0 7 0 833.4218 sp|Q9UK55sp|Q9UK55|ZP 66 72 yes yes 2 0.004276 138.07 365 548 373 63959;63960;30996;3099 31005 48
AWLMSDK SFYEYLLKAWLMSDKT KAWLMSDKTDLEAKKM K A W D K T 1 0 0 1 0 0 0 0 0 0 1 1 1 0 0 1 0 1 0 0 0 0 7 0 849.4055 sp|P33908sp|P33908|MA 422 428 yes no 2 0.028733 94.407 366 345 374 64150;64151;31044;3104 31045 9
AWQDCGMR DCHVLRKKAWQDCGMR AWQDCGMRIFFESVYG K A W M R I 1 1 0 1 1 1 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 8 0 1022.406 sp|Q9UGMsp|Q9UGM5|F 100 107 yes yes 2 0.014679 119.89 367 545 375 64290;64291;31053;3105 31055 16
AYLDVNELK FDPDSPHRAYLDVNEL YLDVNELKNILKLDGS R A Y L K N 1 0 1 1 0 0 1 0 0 0 2 1 0 0 0 0 0 0 1 1 0 0 9 0 1063.555 sp|Q13219sp|Q13219|PA 494 502 yes yes 2 0.068701 52.937 368 448 376 64426 31069 31069 1
AYLEEECPATLR PVYVQRAKAYLEEECP EECPATLRKYLKYSKN K A Y L R K 2 1 0 0 1 0 3 0 0 0 2 0 0 0 1 0 1 0 1 0 0 0 12 0 1450.676 sp|P25311 sp|P25311|ZA2 180 191 yes yes 2;3 4.48E-104 208.25 369 326 377 64427;64428;31070;3107 31288 236
AYLEGTCVDGLR ARVAEQLRAYLEGTCV GTCVDGLRRYLENGKE R A Y L R R 1 1 0 1 1 0 1 2 0 0 2 0 0 0 0 0 1 0 1 1 0 0 12 0 1352.64 sp|P30447sp|P30447|1A 182 193 yes no 2 1.00E-07 104.17 370 197 378 64808;64809;31306;3130 31306 2
AYNRPTLR YIRISPTRAYNRPTLR AYNRPTLRLELQGCEV R A Y L R L 1 2 1 0 0 0 0 0 0 0 1 0 0 0 1 0 1 0 1 0 0 0 8 1 989.5407 sp|P12259sp|P12259|FA5 2048 2055 yes yes 3 0.0015587 82.279 371 264 379 64834 31308 31308 1
AYSDLSR QNFTLCFRAYSDLSRA RAYSDLSRAYSLFSYN R A Y S R A 1 1 0 1 0 0 0 0 0 0 1 0 0 0 0 2 0 0 1 0 0 0 7 0 810.3872 sp|P02743 sp|P02743|SA 58 64 yes yes 2 5.98E-06 155.73 372 146 380 64835;64836;31309;313 31328 36
AYSLFSYNTQGR RAYSDLSRAYSLFSYN FSYNTQGRDNELLVYK R A Y G R D 1 1 1 0 0 1 0 1 0 0 1 0 0 1 0 2 1 0 2 0 0 0 12 0 1405.663 sp|P02743 sp|P02743|SA 65 76 yes yes 2 5.18E-259 233.46 373 146 381 65018;65019;31345;3134 31560 224
AYYENSPQQVFSTEFEVK NMGQWKIRAYYENSPQ FSTEFEVKEYVLPSFE R A Y V K E 1 0 1 0 0 2 3 0 0 0 0 1 0 2 1 2 1 0 2 2 0 0 18 0 2164.995 sp|P01024sp|P01024|CO 208 225 yes yes 2;3 8.31E-23 112.5 374 97 382 65284;65285;31571;3157 31584 21
AYYHLLEQVAPK STDIKDSKAYYHLLEQ LLEQVAPKGDEEGVPA K A Y P K G 2 0 0 0 0 1 1 0 1 0 2 1 0 0 1 0 0 0 2 1 0 0 12 0 1430.756 sp|P13796sp|P13796|PLS 298 309 yes yes 2 0.015616 65.347 375 279 383 65428 31592 31592 1
CAEENCFIQK LCRDELCRCAEENCFI EENCFIQKSDDKVTLE R C A Q K S 1 0 1 0 2 1 2 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 10 0 1297.543 sp|P01024sp|P01024|CO 1513 1522 yes yes 2 0.0014302 93.374 376 97 384 65429;65430; 31593 31593 1
CCDLPFPEQACCAEEEK LIHNMTARCCDLPFPE ACCAEEEKLTFINDLC R C C E K L 2 0 0 1 4 1 4 0 0 0 1 1 0 1 2 0 0 0 0 0 0 0 17 0 2141.816 sp|Q16610sp|Q16610|EC 449 465 yes yes 2;3 5.60E-48 132.99 378 475 386 65711;65712;31608;3160 31608 5
CCESASEDCMAK DITNILSKCCESASED ASEDCMAKELPEHTVK K C C A K E 2 0 0 1 3 0 2 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 12 0 1446.488 sp|P02774sp|P02774|VT 265 276 yes yes 2 3.33E-10 116.3 379 159 387 65811;65812;31613;316 31614 27
CCQDGVTR YASPTAKRCCQDGVTR CCQDGVTRLPMMRSCE R C C T R L 0 1 0 1 2 1 0 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 8 0 994.3961 sp|P0C0L4 sp|P0C0L4|CO 702 709 no no 2 0.025024 75.854 380 245;246 388 66003;66004; 31640 31640 1
CCVECPPCPAPPVAGPSVFLFPPKPK VDKTVERKCCVECPPC FLFPPKPKDTLMISRT K C C P K D 2 0 0 0 4 0 1 1 0 0 1 2 0 2 9 1 0 0 0 3 0 0 26 1 2907.394 sp|P01859sp|P01859|IGH 102 127 yes yes 3;4 1.88E-06 41.423 382 125 390 66213;66214;31698;3169 31699 3
CDCICPVGSQGLACEVSYR VPVLKGSRCDCICPVG LACEVSYRKNTPIDGK R C D Y R K 1 1 0 1 4 1 1 2 0 1 1 0 0 0 1 2 0 0 1 2 0 0 19 0 2229.928 sp|P07358sp|P07358|CO 521 539 yes yes 2;3 9.63E-137 187.57 383 216 391 66216;66217;31701;3170 31708 64
CDENILWLDYK LDNAYMEKCDENILWL NILWLDYKNICKVVEV K C D Y K N 0 0 1 2 1 0 1 0 0 1 2 1 0 0 0 0 0 1 1 0 0 0 11 0 1467.67 sp|P14618sp|P14618|KPY 152 162 yes yes 2 7.53E-16 161.76 384 283 392 66542;66543;31766;3176 31767 2
CDEWSVNSVGK LSHHERLKCDEWSVNS WSVNSVGKIECVSAET K C D G K I 0 0 1 1 1 0 1 1 0 0 0 1 0 0 0 2 0 1 0 2 0 0 11 0 1279.55 sp|P02787sp|P02787|TR 374 384 yes yes 2 3.62E-47 183.43 385 162 393 66617;66618;31768;3176 31821 67
CDFTEDQTAEFK ________________ EDQTAEFKEAFQLFDR M C D F K E 1 0 0 2 1 1 2 0 0 0 0 1 0 2 0 0 2 0 0 0 0 0 12 0 1489.603 sp|P60660sp|P60660|MY 2 13 yes yes 2 0.010295 57.347 386 397 394 66726;66727; 31835 31835 1
CDPHEATCYDDGK GNGKGEFKCDPHEATC ATCYDDGKTYHVGEQW K C D G K T 1 0 0 3 2 0 1 1 1 0 0 1 0 0 1 0 1 0 1 0 0 0 13 0 1566.572 sp|P02751 sp|P02751|FIN 2288 2300 yes yes 2;3 9.44E-76 190.7 387 153 395 66729;66730;31836;3183 31839 8
CDPVDQCQDSETGTFYQIGDSWEK GQGRGRWKCDPVDQCQ QIGDSWEKYVHGVRYQ K C D E K Y 0 0 0 4 2 3 2 2 0 1 0 1 0 1 1 2 2 1 1 1 0 0 24 0 2864.154 sp|P02751 sp|P02751|FIN 555 578 yes yes 2;3 1.49E-48 149.97 388 153 396 66825;66826;31844;3184 31851 63
CDSSPDSAEDVR KFSVVYAKCDSSPDSA PDSAEDVRKVCQDCPL K C D V R K 1 1 0 3 1 0 1 0 0 0 0 0 0 0 1 3 0 0 0 1 0 0 12 0 1336.52 sp|P02765 sp|P02765|FET 132 143 yes no 2 2.51E-06 96.113 389 157 397 67169;67170;31908;3190 31920 16
CEEDEEFTCR SIEECAAKCEEDEEFT EDEEFTCRAFQYHSKE K C E C R A 0 1 0 1 2 0 4 0 0 0 0 0 0 1 0 0 1 0 0 0 0 0 10 0 1373.486 sp|P00747sp|P00747|PLM 53 62 yes yes 2 5.48E-88 210.37 390 87 398 67290;67291;31924;319 31954 102
CEFDINECK KPGWQGEKCEFDINEC EFDINECKDPSNINGG K C E C K D 0 0 1 1 2 0 2 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 9 0 1213.474 sp|P07225 sp|P07225|PRO 154 162 yes yes 2 0.0008574 108.74 391 212 399 67623;67624;32028;320 32032 5
CEGFVCAQTGR RPCRSQVRCEGFVCAQ FVCAQTGRCVNRRLLC R C E G R C 1 1 0 0 2 1 1 2 0 0 0 0 0 1 0 0 1 0 0 1 0 0 11 0 1283.539 sp|P07358sp|P07358|CO 122 132 yes yes 2 1.66E-68 196.79 392 216 400 67682;67683;32035;3203 32039 103
CEGPIPDVTFELLR AGRDAVLRCEGPIPDV DVTFELLREGETKAVK R C E L R E 0 1 0 1 1 0 2 1 0 1 2 0 0 1 2 0 1 0 0 1 0 0 14 0 1644.818 sp|P04217sp|P04217|A1 423 436 yes yes 2;3 3.94E-25 158.05 393 177 401 67863;67864;32139;3214 32143 294
CEIAGWGETK YVVPPGTKCEIAGWGE IAGWGETKGTGNDTVL K C E T K G 1 0 0 0 1 0 2 2 0 1 0 1 0 0 0 0 1 1 0 0 0 0 10 0 1149.513 sp|P26927sp|P26927|HG 602 611 yes no 2 3.94E-05 110.79 394 330 402 68190;68191;32434;3243 32448 17
CEWETPEGCEQVLTGK TWYPEVPKCEWETPEG CEQVLTGKRLMQCLPN K C E G K R 0 0 0 0 2 1 4 2 0 0 1 1 0 0 1 0 2 1 0 1 0 0 16 0 1921.819 sp|P04003 sp|P04003|C4 538 553 yes yes 2 7.45E-78 168.98 395 167 403 68244;68245;32452;3245 32503 62
CFDHAAGTSYVVGETWEK TCKPIAEKCFDHAAGT VVGETWEKPYQGWMMV K C F E K P 2 0 0 1 1 0 2 2 1 0 0 1 0 1 0 1 2 1 1 2 0 0 18 0 2055.9 sp|P02751 sp|P02751|FIN 186 203 yes yes 3 1.87E-16 103.01 396 153 404 68454;68455;32516;325 32518 23
CFEGFGIDGPAIAK YGEEVTYKCFEGFGID IDGPAIAKCLGEKWSH K C F A K C 2 0 0 1 1 0 1 3 0 2 0 1 0 2 1 0 0 0 0 0 0 0 14 0 1480.702 sp|P08603 sp|P08603|CFA 959 972 yes yes 2;3 6.26E-26 133.91 397 233 405 68562;68563;32539;3254 32816 325
CFEPQLLR GNHCQKEKCFEPQLLR CFEPQLLRFFHKNEIW K C F L R F 0 1 0 0 1 1 1 0 0 0 2 0 0 1 1 0 0 0 0 0 0 0 8 0 1061.533 sp|P00748sp|P00748|FA 135 142 yes yes 2 0.0001377 139.27 398 88 406 69127;69128;32883;3288 32943 103
CFESFER AELSCKGRCFESFERG RCFESFERGRECDCDA R C F E R G 0 1 0 0 1 0 2 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 7 0 973.3964 sp|Q92954sp|Q92954|PR 74 80 yes yes 2 0.019763 98.133 399 512 407 69277;69278;32986;3298 32987 4
CGPASVQAIK ENSDGMYRCGPASVQA PASVQAIKHGHVCFQF R C G I K H 2 0 0 0 1 1 0 1 0 1 0 1 0 0 1 1 0 0 0 1 0 0 10 0 1029.528 sp|P00488sp|P00488|F13 410 419 yes yes 2 0.0083294 96.367 403 75 411 69599;69600;33064;3306 33066 6
CGPCFNNGVPILEGTSCR LMEFNACRCGPCFNNG ILEGTSCRCQCRLGSL R C G C R C 0 1 2 0 3 0 1 3 0 1 1 0 0 1 2 1 1 0 0 1 0 0 18 0 2036.887 sp|P07357sp|P07357|CO 499 516 yes yes 2 1.66E-92 166.62 404 215 412 69715;69716;33070;3307 33070 2
CGPPPPIDNGDITSFPLSVYAPASSVEYQCQNLYQLEGNK QCKDSTGKCGPPPPID LYQLEGNKRITCRNGQ K C G N K R 2 0 3 2 2 3 2 3 0 2 3 1 0 1 6 4 1 0 3 2 0 0 40 0 4425.057 sp|P08603 sp|P08603|CFA 1109 1148 no no 3 3.24E-57 90.672 405 233;432 413 69719;69720; 33072 33072 1
CGTGIVGVFVK QKLPMCDKCGTGIVGV GIVGVFVKLRDRHRHP K C G V K L 0 0 0 0 1 0 0 3 0 1 0 1 0 1 0 0 1 0 0 3 0 0 11 0 1135.606 sp|O00151sp|O00151|PD 263 273 yes yes 2 0.0056384 70.919 406 40 414 69728;69729; 33073 33073 1
CHPGYKPTTDEPTTVICQK VGTVLRYRCHPGYKPT PTTVICQKNLRWTPYQ R C H Q K N 0 0 0 1 2 1 1 1 1 1 0 2 0 0 3 0 4 0 1 1 0 0 19 1 2231.035 sp|P04003 sp|P04003|C4 332 350 yes yes 4 0.0092225 22.324 407 167 415 69760;69761; 33074 33074 1
CIEGTCVCK VFCQPWQRCIEGTCVC IEGTCVCKLPYQCPKN R C I C K L 0 0 0 0 3 0 1 1 0 1 0 1 0 0 0 0 1 0 0 1 0 0 9 0 1125.462 sp|P05156sp|P05156|CFA 54 62 yes yes 2 0.0081968 79.713 408 192 416 69779;69780;33075;3307 33077 10
CINQLLCK QKKLCRKRCINQLLCK CINQLLCKLPTDSELA R C I C K L 0 0 1 0 2 1 0 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 8 0 1047.521 sp|P49908sp|P49908|SEP 281 288 yes yes 2 2.00E-05 143.37 409 374 417 69923;69924;33085;3308 33093 37
CLAFECPENYR FNIQGGFRCLAFECPE FECPENYRRSAATLQQ R C L Y R R 1 1 1 0 2 0 2 0 0 0 1 0 0 1 1 0 0 0 1 0 0 0 11 0 1457.607 sp|P23142 sp|P23142|FBL 551 561 yes no 2 2.58E-68 195.17 410 319 418 70023;70024;33122;331 33248 127
CLAPLEGAR SGRALRLRCLAPLEGA LAPLEGARFALVREDR R C L A R F 2 1 0 0 1 0 1 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 9 0 985.5015 sp|P04217sp|P04217|A1 325 333 yes yes 2 4.62E-16 150.17 411 177 419 70267;70268;33259;3326 33299 93
CLAYDFYPGK PGEKKKLKCLAYDFYP AYDFYPGKIDVHWTRA K C L G K I 1 0 0 1 1 0 0 1 0 0 1 1 0 1 1 0 0 0 2 0 0 0 10 0 1232.554 sp|P25311 sp|P25311|ZA2 225 234 yes yes 2 0.0009837 96.711 412 326 420 70487;70488;33358;3335 33426 91
CLCACPFK TVILMDGKCLCACPFK CLCACPFKFEGIACEI K C L F K F 1 0 0 0 3 0 0 0 0 0 1 1 0 1 1 0 0 0 0 0 0 0 8 0 1054.44 sp|P02748sp|P02748|CO 526 533 yes yes 2 0.007456 127.66 413 150 421 70815;70816;33449;3345 33502 68
CLDPCVISQEIMEK GQWSEPPKCLDPCVIS ISQEIMEKYNIKLKWT K C L E K Y 0 0 0 1 2 1 2 0 0 2 1 1 1 0 1 1 0 0 0 1 0 0 14 0 1720.783 sp|P36980sp|P36980|FH 203 216 yes yes 2 6.61E-05 81.92 414 354 422 70992;70993;33517;335 33524 7
CLEVEGHR NPCLHGGRCLEVEGHR CLEVEGHRLCHCPVGY R C L H R L 0 1 0 0 1 0 2 1 1 0 1 0 0 0 0 0 0 0 0 1 0 0 8 0 998.4604 sp|P00748sp|P00748|FA 189 196 yes yes 2;3 0.0042003 114.43 415 88 423 71107;71108;33525;335 33526 9
CLHPCVISR GQWSEPPKCLHPCVIS LHPCVISREIMENYNI K C L S R E 0 1 0 0 2 0 0 0 1 1 1 0 0 0 1 1 0 0 0 1 0 0 9 0 1140.553 sp|P08603 sp|P08603|CFA 1163 1171 no no 2;3 0.000404 101.25 416 233;432 424 71199;71200;33534;3353 33540 20
CLPDGTWR TVGYQYFRCLPDGTWR CLPDGTWRQGDVECQR R C L W R Q 0 1 0 1 1 0 0 1 0 0 1 0 0 0 1 0 1 1 0 0 0 0 8 0 1003.455 sp|P13671 sp|P13671|CO 686 693 yes yes 2 0.011104 114.02 417 277 425 71348;71349;33554;3355 33580 39
CLPVTAPENGK IPICEVVKCLPVTAPE VTAPENGKIVSSAMEP K C L G K I 1 0 1 0 1 0 1 1 0 0 1 1 0 0 2 0 1 0 0 1 0 0 11 0 1184.586 sp|P08603 sp|P08603|CFA 146 156 yes yes 2 2.04E-38 171.75 418 233 426 71495;71496;33593;3359 33593 3
CLVNLIEK SNFTGAKKCLVNLIEK CLVNLIEKVASYGVKP K C L E K V 0 0 1 0 1 0 1 0 0 1 2 1 0 0 0 0 0 0 0 1 0 0 8 0 987.5423 sp|P00751 sp|P00751|CFA 292 299 yes yes 2 9.03E-11 161.68 419 89 427 71510;71511;33596;3359 33600 116
CNEIINWLDK DKQKILDKCNEIINWL EIINWLDKNQTAEKEE K C N D K N 0 0 2 1 1 0 1 0 0 2 1 1 0 0 0 0 0 1 0 0 0 0 10 0 1303.623 sp|P11142 sp|P11142|HS 574 583 yes yes 2 0.029261 60.398 420 255 428 71708;71709; 33712 33712 1
CNEYYLLR TGSSVEYRCNEYYLLR CNEYYLLRGSKISRCE R C N L R G 0 1 1 0 1 0 1 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 8 0 1129.523 sp|P05160sp|P05160|F13 425 432 yes no 2 1.79E-22 175.75 421 193 429 71722;71723;33713;337 33769 79
CNLLAEK KEATEAAKCNLLAEKQ KCNLLAEKQYGFCKAT K C N E K Q 1 0 1 0 1 0 1 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 7 0 846.4269 sp|P02765 sp|P02765|FET 219 225 yes no 2 0.028119 94.662 422 157 430 71848;71849;33792;3379 33792 8
CNMGYEYSER ENERFQYKCNMGYEYS MGYEYSERGDAVCTES K C N E R G 0 1 1 0 1 0 2 1 0 0 0 0 1 0 0 1 0 0 2 0 0 0 10 0 1307.491 sp|P08603 sp|P08603|CFA 237 246 yes yes 2 4.32E-120 224.7 423 233 431 71977;71978;33800;3380 33811 102
CPAPELLGGPSVFLFPPK DTPPPCPRCPAPELLG SVFLFPPKPKDTLMIS R C P P K P 1 0 0 0 1 0 1 2 0 0 3 1 0 2 5 1 0 0 0 1 0 0 18 0 1925.012 sp|P01860sp|P01860|IGH 159 176 yes yes 2 6.19E-12 95.417 424 126 432 72173;72174; 33902 33902 0
CPAPELLGGPSVFLFPPKPK DTPPPCPRCPAPELLG FLFPPKPKDTLMISRT R C P P K D 1 0 0 0 1 0 1 2 0 0 3 2 0 2 6 1 0 0 0 1 0 0 20 1 2150.16 sp|P01860sp|P01860|IGH 159 178 yes yes 3 4.81E-05 46.131 425 126 433 72177;72178;33903;3390 33903 3
CPAPVSFENGIYTPR KAVCKPVRCPAPVSFE ENGIYTPRLGSYPVGG R C P P R L 1 1 1 0 1 0 1 1 0 1 0 0 0 1 3 1 1 0 1 1 0 0 15 0 1706.809 sp|P06681 sp|P06681|CO 89 103 yes yes 2 3.01E-22 115.33 426 205 434 72208;72209;33906;3390 33906 3
CPFPSRPDNGFVNYPAK LPECREVKCPFPSRPD GFVNYPAKPTLYYKDK K C P A K P 1 1 2 1 1 0 0 1 0 0 0 1 0 2 4 1 0 0 1 1 0 0 17 1 1964.92 sp|P02749sp|P02749|AP 205 221 yes yes 3 7.45E-10 71.545 427 151 435 72216;72217; 33909 33909 1
CPINCLLGDFGPWSDCDPCIEK TRECNWQRCPINCLLG DCDPCIEKQSKVRSVL R C P E K Q 0 0 1 3 4 0 1 2 0 2 2 1 0 1 3 1 0 1 0 0 0 0 22 0 2652.112 sp|P13671 sp|P13671|CO 78 99 yes yes 2;3 5.63E-182 192.54 428 277 436 72219;72220;33910;339 33955 51
CQAYESNR PTLDPEEKCQAYESNR CQAYESNRESLLNHFL K C Q N R E 1 1 1 0 1 1 1 0 0 0 0 0 0 0 0 1 0 0 1 0 0 0 8 0 1026.419 sp|P43652 sp|P43652|AFA 148 155 yes yes 2 0.031537 72.485 429 362 437 72385;72386; 33961 33961 1
CQPVDCGIPESIENGK KWSNSKLKCQPVDCGI PESIENGKVEDPESTL K C Q G K V 0 0 1 1 2 1 2 2 0 2 0 1 0 0 2 1 0 0 0 1 0 0 16 0 1801.798 sp|P09871 sp|P09871|C1S 354 369 yes yes 2 1.02E-63 151.52 430 242 438 72400;72401; 33962 33962 1
CQSWSSMTPHR STTTTGKKCQSWSSMT WSSMTPHRHQKTPENY K C Q H R H 0 1 0 0 1 1 0 0 1 0 0 0 1 0 1 3 1 1 0 0 0 0 11 0 1375.576 sp|P00747sp|P00747|PLM 398 408 yes no 3 0.042531 28.327 431 87 439 72403;72404; 33963 33963 1
CSAPEPSQKPPGKPCPGLAYEQR PKETRSRKCSAPEPSQ PGLAYEQRRCTGLPPC K C S Q R R 2 1 0 0 2 2 2 2 0 0 1 2 0 0 6 2 0 0 1 0 0 0 23 2 2553.21 sp|P27918sp|P27918|PRO 224 246 yes yes 4 0.0032702 31.473 432 335 440 72421;72422; 33964 33964 1
CSSNLVLTGSSER HGDKVRYRCSSNLVLT VLTGSSERECQGNGVW R C S E R E 0 1 1 0 1 0 1 1 0 0 2 0 0 0 0 4 1 0 0 1 0 0 13 0 1408.662 sp|P06681 sp|P06681|CO 177 189 yes yes 2 7.03E-89 199.68 433 205 441 72429;72430;33965;3396 34009 53
CSTSSLLEACTFR KAVGNLRKCSTSSLLE LLEACTFRRP______ K C S F R R 1 1 0 0 2 0 1 0 0 0 2 0 0 1 0 3 2 0 0 0 0 0 13 0 1530.681 sp|P02787sp|P02787|TR 684 696 yes yes 2;3 1.37E-128 219.03 434 162 442 72579;72580;34018;340 34153 165
CSVFYGAPSK DYYNPERRCSVFYGAP VFYGAPSKSRLLATLC R C S S K S 1 0 0 0 1 0 0 1 0 0 0 1 0 1 1 2 0 0 1 1 0 0 10 0 1114.512 sp|P0C0L4 sp|P0C0L4|CO 1566 1575 no no 2 8.04E-07 122.33 435 245;246 443 72815;72816;34186;3418 34203 129
CSYTEDAQCIDGTIEVPK FCKNKEKKCSYTEDAQ DGTIEVPKCFKEHSSL K C S P K C 1 0 0 2 2 1 2 1 0 2 0 1 0 0 1 1 2 0 1 1 0 0 18 0 2084.903 sp|P02749sp|P02749|AP 307 324 yes yes 2;3 0 258.23 436 151 444 73018;73019;34315;343 34341 355
CTEGFNVDK DQESCKGRCTEGFNVD TEGFNVDKKCQCDELC R C T D K K 0 0 1 1 1 0 1 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 9 0 1068.455 sp|P04004sp|P04004|VT 28 36 yes yes 2 0.0007782 122.19 437 168 445 73542;73543;34670;3467 34675 35
CTKPDLSNGYISDVK PEPRCFKKCTKPDLSN NGYISDVKLLYKIQEN K C T V K L 0 0 1 2 1 0 0 1 0 1 1 2 0 0 1 2 1 0 1 1 0 0 15 1 1695.814 sp|P05160sp|P05160|F13 91 105 yes yes 3 0.0007157 43.05 438 193 446 73682 34705 34705 1
CTLKPCDYPDIK TGWIPAPRCTLKPCDY PCDYPDIKHGGLYHEN R C T I K H 0 0 0 2 2 0 0 0 0 1 1 2 0 0 2 0 1 0 1 0 0 0 12 1 1508.7 sp|P08603 sp|P08603|CFA 320 331 yes yes 2;3 4.11E-26 155.26 439 233 447 73683;73684;34706;3470 34735 56
CTSTGWIPAPR ATRGNTAKCTSTGWIP TGWIPAPRCTLKPCDY K C T P R C 1 1 0 0 1 0 0 1 0 1 0 0 0 0 2 1 2 1 0 0 0 0 11 0 1244.597 sp|P08603 sp|P08603|CFA 309 319 yes yes 2 7.74E-95 208.37 440 233 448 73945;73946;34764;3476 34777 244
CTTPPPSSGPTYQCLK WELCDIPRCTTPPPSS GPTYQCLKGTGENYRG R C T L K G 0 0 0 0 2 1 0 1 0 0 1 1 0 0 4 2 3 0 1 0 0 0 16 0 1792.812 sp|P00747sp|P00747|PLM 262 277 yes yes 2 1.49E-45 140.39 441 87 449 74198;74199;35023;350 35080 69
CTWLIEGQPNR GNYKYKTKCTWLIEGQ LIEGQPNRIMRLRFNH K C T N R I 0 1 1 0 1 1 1 1 0 1 1 0 0 0 1 0 1 1 0 0 0 0 11 0 1372.656 sp|O75882sp|O75882|AT 158 168 yes yes 2 5.08E-95 210.37 442 64 450 74472;74473;35093;3509 35153 61
CVCLLPPQCFK KCSASTSKCVCLLPPQ LLPPQCFKGGNQLYCV K C V F K G 0 0 0 0 3 1 0 0 0 0 2 1 0 1 2 0 0 0 0 1 0 0 11 0 1420.667 sp|P13671 sp|P13671|CO 880 890 yes yes 2 0.002561 93.374 443 277 451 74588;74589;35157;3515 35164 13
CVDVDECAPPAEPCGK HLNEEGTRCVDVDECA PPAEPCGKGHRCVNSP R C V G K G 2 0 0 2 3 0 2 1 0 0 0 1 0 0 3 0 0 0 0 2 0 0 16 0 1802.727 sp|P23142 sp|P23142|FBL 354 369 yes yes 2 4.11E-33 120.55 444 319 452 74638;74639;35170;3517 35170 2
CVGWNGQCSGK GSQLRYRRCVGWNGQC WNGQCSGKVAPGTLEW R C V G K V 0 0 1 0 2 1 0 3 0 0 0 1 0 0 0 1 0 1 0 1 0 0 11 0 1251.513 sp|P27918sp|P27918|PRO 104 114 yes yes 2 0.0056445 70.908 445 335 453 74643;74644 35172 35172 1
CVLFPYGGCQGNGNK AFDAVKGKCVLFPYGG GCQGNGNKFYSEKECR K C V N K F 0 0 2 0 2 1 0 4 0 0 1 1 0 1 1 0 0 0 1 1 0 0 15 0 1669.734 sp|P02760sp|P02760|AM 312 326 yes yes 2 2.62E-58 159.79 446 155 454 74645;74646;35173;3517 35179 9
CVNSPGSFR EPCGKGHRCVNSPGSF VNSPGSFRCECKTGYY R C V F R C 0 1 1 0 1 0 0 1 0 0 0 0 0 1 1 2 0 0 0 1 0 0 9 0 1022.46 sp|P23142 sp|P23142|FBL 373 381 yes yes 2 1.15E-11 155.38 447 319 455 74659;74660;35182;3518 35182 5
CVPVCGVPR VLGPELPKCVPVCGVP VPVCGVPREPFEEKQR K C V P R E 0 1 0 0 2 0 0 1 0 0 0 0 0 0 2 0 0 0 0 3 0 0 9 0 1042.505 sp|P09871 sp|P09871|C1S 421 429 yes yes 2 0.0069268 81.635 448 242 456 74712;74713;35187;3518 35199 18
CVQSTKPSLMIQK ELKSSILKCVQSTKPS KPSLMIQKAAIQALRK K C V Q K A 0 0 0 0 1 2 0 0 0 1 1 2 1 0 1 2 1 0 0 1 0 0 13 1 1518.79 sp|P04114sp|P04114|AP 513 525 yes yes 3 0.032282 30.023 449 174 457 74931;74932; 35206 35206 1
CVSCLPGQR AVTQALNRCVSCLPGQ VSCLPGQRDVDNALRA R C V Q R D 0 1 0 0 2 1 0 1 0 0 1 0 0 0 1 1 0 0 0 1 0 0 9 0 1075.49 sp|Q9Y490sp|Q9Y490|TL 1199 1207 yes yes 2 0.027428 67.277 450 554 458 74948;74949;35207;3520 35208 2
CVYLQTSMK VITVTGERCVYLQTSM VYLQTSMKYNILPEKE R C V M K Y 0 0 0 0 1 1 0 0 0 0 1 1 1 0 0 1 1 0 1 1 0 0 9 0 1128.531 sp|P20742 sp|P20742|PZP 1327 1335 yes yes 2 0.0008163 109.86 451 307 459 74993;74994;35209;352 35209 2
CYFPYLENGYNQNYGR PAVPCLRKCYFPYLEN GYNQNYGRKFVQGKSI K C Y G R K 0 1 3 0 1 1 1 2 0 0 1 0 0 1 1 0 0 0 4 0 0 0 16 0 2056.874 sp|P08603 sp|P08603|CFA 389 404 yes no 2;3 3.12E-86 215.56 453 233 461 75156;75157;35266;3526 35266 7
CYTAVVPLVYGGETK CYTYDRNKCYTAVVPL LVYGGETKMVETALTP K C Y T K M 1 0 0 0 1 0 1 2 0 0 1 1 0 0 1 0 2 0 2 3 0 0 15 0 1655.823 sp|P01591 sp|P01591|IGJ 131 145 yes yes 2 8.15E-38 138.45 454 105 462 75179;75180; 35273 35273 1
DADPDTFFAK SENVCQERDADPDTFF DPDTFFAKFTFEYSRR R D A A K F 2 0 0 3 0 0 0 0 0 0 0 1 0 2 1 0 1 0 0 0 0 0 10 0 1125.498 sp|P43652 sp|P43652|AFA 344 353 yes yes 2 0.0004769 101.64 455 362 463 75203;75204;35274;3527 35366 102
DAFCVFEQNQGLPLR SQAPKTIRDAFCVFEQ QNQGLPLRRHHSDLYS R D A L R R 1 1 1 1 1 2 1 1 0 0 2 0 0 2 1 0 0 0 0 1 0 0 15 0 1792.857 sp|Q16853sp|Q16853|AO 427 441 yes yes 2 0.0065903 54.198 458 478 466 75480;75481; 35394 35394 1
DAGEGGLSLAIEGPSK ATFTVNTKDAGEGGLS LAIEGPSKAEISCTDN K D A S K A 2 0 0 1 0 0 2 4 0 1 2 1 0 0 1 2 0 0 0 0 0 0 16 0 1499.747 sp|P21333 sp|P21333|FLN 1892 1907 yes yes 2 6.34E-09 95.417 460 310 468 75568;75569; 35399 35399 1
DAGEGLLAVQITDPEGK VEFTIDAKDAGEGLLA QITDPEGKPKKTHIQD K D A G K P 2 0 0 2 0 1 2 3 0 1 2 1 0 0 1 0 1 0 0 1 0 0 17 0 1711.863 sp|P21333 sp|P21333|FLN 1574 1590 yes yes 2 5.55E-05 56.122 461 310 469 75582;75583 35400 35400 0
DAGQYSCEIENEAGR EILNSTKRDAGQYSCE EIENEAGRDVCGALVS R D A G R D 2 1 1 1 1 1 3 2 0 1 0 0 0 0 0 1 0 0 1 0 0 0 15 0 1697.695 sp|Q8WZ4sp|Q8WZ42|TI 6979 6993 yes yes 3 0.043231 18.823 462 508 470 75584;75585;35401;3540 35401 15
DAGTIAGLNVLR DSQRQATKDAGTIAGL IAGLNVLRIINEPTAA K D A L R I 2 1 1 1 0 0 0 2 0 1 2 0 0 0 0 0 1 0 0 1 0 0 12 0 1198.667 sp|P11142 sp|P11142|HS 160 171 yes yes 2 9.85E-27 149.94 463 255 471 75839;75840;35416;354 35476 65
DAGVIAGLNVLR DSQRQATKDAGVIAGL IAGLNVLRIINEPTAA K D A L R I 2 1 1 1 0 0 0 2 0 1 2 0 0 0 0 0 0 0 0 2 0 0 12 0 1196.688 sp|P34931 sp|P34931|HS 162 173 no no 2 6.61E-05 85.676 464 346 472 75964;75965;35481;3548 35483 3
DAHLTWEVAGK FVVGSDLKDAHLTWEV LTWEVAGKVPTGGVEE K D A G K V 2 0 0 1 0 0 1 1 1 0 1 1 0 0 0 0 1 1 0 1 0 0 11 0 1225.609 sp|P01880sp|P01880|IGH 199 209 yes yes 2;3 0.0003477 99.013 465 131 473 76072;76073;35484;3548 35485 2
DALSSVQESQVAQQAR KHATKTAKDALSSVQE SQVAQQARGWVTDGFS K D A A R G 3 1 0 1 0 4 1 0 0 0 1 0 0 0 0 3 0 0 0 2 0 0 16 0 1715.844 sp|P02656sp|P02656|AP 45 60 yes yes 2;3 1.04E-289 331.48 466 141 474 76106;76107;35486;3548 35771 357
DAPDHQELNLDVSLQLPSR QALAQYQKDAPDHQEL VSLQLPSRSSKITHRI K D A S R S 1 1 1 3 0 2 1 0 1 0 4 0 0 0 2 2 0 0 0 1 0 0 19 0 2146.066 sp|P01024sp|P01024|CO 1285 1303 yes yes 2;3;4 1.67E-84 177.84 467 97 475 76512;76513;35843;3584 35844 3
DAQGQPQAVPVSGDLR DSFLVQYRDAQGQPQA VPVSGDLRAVAVSGLD R D A L R A 2 1 0 2 0 3 0 2 0 0 1 0 0 0 2 1 0 0 0 2 0 0 16 0 1636.817 sp|P22105 sp|P22105|TEN 3296 3311 yes yes 2 3.41E-09 96.82 468 312 476 76521;76522;35846;3584 35846 2
DAQYAPGYDK DKKGSCERDAQYAPGY QYAPGYDKVKDISEVV R D A D K V 2 0 0 2 0 1 0 1 0 0 0 1 0 0 1 0 0 0 2 0 0 0 10 0 1126.493 sp|P00751 sp|P00751|CFA 659 668 yes yes 2 0.0038886 81.95 469 89 477 76526;76527;35848;3584 35867 28
DASGATFTWTPSSGK TCTLTGLRDASGATFT TWTPSSGKSAVQGPPE R D A G K S 2 0 0 1 0 0 0 2 0 0 0 1 0 1 1 3 3 1 0 0 0 0 15 0 1511.689 sp|P01877sp|P01877|IGH 141 155 yes yes 2 2.83E-110 195.25 470 130 478 76705;76706;35876;3587 35877 13
DASGVTFTWTPSSGK TCTLTGLRDASGVTFT TWTPSSGKSAVQGPPE R D A G K S 1 0 0 1 0 0 0 2 0 0 0 1 0 1 1 3 3 1 0 1 0 0 15 0 1539.721 sp|P01876sp|P01876|IGH 154 168 yes yes 2 1.09E-97 190.53 471 129 479 76819;76820;35889;3589 36006 137
DAVEDLESVGK GGLGKLGKDAVEDLES EDLESVGKGAVHDVKD K D A G K G 1 0 0 2 0 0 2 1 0 0 1 1 0 0 0 1 0 0 0 2 0 0 11 0 1160.556 sp|P81605 sp|P81605|DC 86 96 yes yes 2 0.0017983 79.148 472 424 480 77143;77144;36026;360 36026 2
DAVEKPQEFTIVAFVK IIDALEMRDAVEKPQE FTIVAFVKYDKNQDVH R D A V K Y 2 0 0 1 0 1 2 0 0 1 0 2 0 2 1 0 1 0 0 3 0 0 16 1 1819.972 sp|P04114sp|P04114|AP 2044 2059 yes yes 3 0.040225 34.612 473 174 481 77154;77155;36028;360 36028 2
DCHLAQVPSHTVVAR RKPVDEYKDCHLAQVP PSHTVVARSMGGKEDL K D C A R S 2 1 0 1 1 1 0 0 2 0 1 0 0 0 1 1 1 0 0 3 0 0 15 0 1688.842 sp|P02787sp|P02787|TR 259 273 yes yes 2;3;4 5.09E-10 97.797 474 162 482 77251;77252;36030;3603 36047 21
DCLILTWAPPSDTR VRCLDVNRDCLILTWA WAPPSDTRGNPITAYT R D C T R G 1 1 0 2 1 0 0 0 0 1 2 0 0 0 2 1 2 1 0 0 0 0 14 0 1643.798 sp|Q5VTT5sp|Q5VTT5|MY 387 400 yes yes 2 2.85E-15 112.15 475 483 483 77469;77470 36052 36052 1
DCSLPYATESK HRMATHQKDCSLPYAT LPYATESKECRMVQEQ K D C S K E 1 0 0 1 1 0 1 0 0 0 1 1 0 0 1 2 1 0 1 0 0 0 11 0 1269.555 sp|P23142 sp|P23142|FBL 49 59 yes yes 2 1.73E-05 106.2 476 319 484 77471;77472;36053;3605 36060 76
DDDIAALVVDNGSGMCK ________________ DNGSGMCKAGFAGDDA M D D C K A 2 0 1 4 1 0 0 2 0 1 1 1 1 0 0 1 0 0 0 2 0 0 17 0 1778.782 sp|P60709sp|P60709|AC 2 18 yes yes 2 8.43E-84 158.01 478 398 486 77713;77714;36139;3614 36147 9
DDEEFIESNK DHPEKVNKDDEEFIES EEFIESNKMHAINGRM K D D N K M 0 0 1 2 0 0 3 0 0 1 0 1 0 1 0 1 0 0 0 0 0 0 10 0 1224.515 sp|P00450sp|P00450|CER 948 957 yes yes 2 3.77E-61 194.9 479 74 487 77795;77796;36148;3614 36153 137
DDFLIYDR WTLLNGSKDDFLIYDR DDFLIYDRCGRLVYHL K D D D R C 0 1 0 3 0 0 0 0 0 1 1 0 0 1 0 0 0 0 1 0 0 0 8 0 1055.492 sp|P49908sp|P49908|SEP 132 139 yes yes 2 0.0002287 137.18 480 374 488 78022;78023;36285;3628 36291 145
DDGLFSGDPNWFPK LGGLAVARDDGLFSGD GDPNWFPKKSKENPRN R D D P K K 0 0 1 3 0 0 0 2 0 0 1 1 0 2 2 1 0 1 0 0 0 0 14 0 1593.71 sp|P37802 sp|P37802|TAG 140 153 yes yes 2 0.000179 77.379 481 355 489 78207;78208;36430;3643 36441 27
DDINSYECWCPFGFEGK CLNGGSCKDDINSYEC CPFGFEGKNCELDVTC K D D G K N 0 0 1 2 2 0 2 2 0 1 0 1 0 2 1 1 0 1 1 0 0 0 17 0 2122.84 sp|P00740sp|P00740|FA9 110 126 yes yes 2 9.84E-73 152.47 482 84 490 78283;78284;36457;3645 36459 39
DDKESVPISDTIIPAVPPPTDLR NVSVYTVKDDKESVPI VPPPTDLRFTNIGPDT K D D L R F 1 1 0 4 0 0 1 0 0 3 1 1 0 0 5 2 2 0 0 2 0 0 23 1 2474.29 sp|P02751 sp|P02751|FIN 1252 1274 yes yes 2;3 1.60E-196 203.9 483 153 491 78446;78447;36496;3649 36511 211
DDLYVSDAFHK PGIVAEGRDDLYVSDA YVSDAFHKAFLEVNEE R D D H K A 1 0 0 3 0 0 0 0 1 0 1 1 0 1 0 1 0 0 1 1 0 0 11 0 1308.599 sp|P01008sp|P01008|AN 392 402 yes yes 2;3 6.03E-12 129.38 484 92 492 78734;78735;36707;3670 36935 307
DDPDAPLQPVTPLQLFEGR EYDELPAKDDPDAPLQ PLQLFEGRRNRRRREA K D D G R R 1 1 0 3 0 2 1 1 0 0 3 0 0 1 4 0 1 0 0 1 0 0 19 0 2107.059 sp|P0C0L4 sp|P0C0L4|CO 1429 1447 no no 2;3 1.66E-179 207.97 486 245;246 494 79774;79775;37061;3706 37082 72
DDPLTNLNTAFDVAEK IDYGKLRKDDPLTNLN TAFDVAEKYLDIPKML K D D E K Y 2 0 2 3 0 0 1 0 0 0 2 1 0 1 1 0 2 0 0 1 0 0 16 0 1761.842 sp|P12814sp|P12814|AC 199 214 yes yes 2 2.50E-06 89.629 487 266 495 79929;79930;37133;3713 37133 3
DDTVCLAK ETKDLLFRDDTVCLAK DDTVCLAKLHDRNTYE R D D A K L 1 0 0 2 1 0 0 0 0 0 1 1 0 0 0 0 1 0 0 1 0 0 8 0 920.4273 sp|P02787sp|P02787|TR 652 659 yes yes 2 0.022972 81.297 488 162 496 79951;79952;37136;3713 37139 4
DDWFMLGLR FYGDTNPKDDWFMLGL DWFMLGLRDGRPEIQL K D D L R D 0 1 0 2 0 0 0 1 0 0 2 0 1 1 0 0 0 1 0 0 0 0 9 0 1151.543 sp|P04278sp|P04278|SH 93 101 yes yes 2 0.0004531 128.57 489 180 497 79985;79986;37140;3714 37143 26
DDYFVSGAGLPGR KTVAILLKDDYFVSGA SGAGLPGRFKAEKVEF K D D G R F 1 1 0 2 0 0 0 3 0 0 1 0 0 1 1 1 0 0 1 1 0 0 13 0 1352.636 sp|P23470sp|P23470|PTP 130 142 yes yes 2 1.56E-10 107.79 490 321 498 80056;80057;37166;3716 37182 17
DEAANTLIADYVAK GGMLAMPKDEAANTLI LIADYVAKSGFFRVFI K D E A K S 4 0 1 2 0 0 1 0 0 1 1 1 0 0 0 0 1 0 1 1 0 0 14 0 1492.741 sp|Q9Y6Z7sp|Q9Y6Z7|CO 188 201 yes yes 2 3.32E-16 113.69 491 560 499 80164;80165;37183;3718 37195 15
DEDNNLLTEK VLVTLYERDEDNNLLT DNNLLTEKQKLRVKKI R D E E K Q 0 0 2 2 0 0 2 0 0 0 2 1 0 0 0 0 1 0 0 0 0 0 10 0 1189.546 sp|P09486sp|P09486|SPR 182 191 yes yes 2 0.03848 57.59 492 240 500 80219;80220; 37198 37198 1
DEELSCTVVELK HLTIPYFRDEELSCTV SCTVVELKYTGNASAL R D E L K Y 0 0 0 1 1 0 3 0 0 0 2 1 0 0 0 1 1 0 0 2 0 0 12 0 1420.676 sp|P01011 sp|P01011|AA 256 267 yes yes 2;3 2.52E-40 167.67 493 94 501 80244;80245;37199;3720 37775 833
DEEVVQCLSDGWSSQPTCR GYKTTGGKDEEVVQCL WSSQPTCRKEHETCLA K D E C R K 0 1 0 2 2 2 2 1 0 0 1 0 0 0 1 3 1 1 0 2 0 0 19 0 2251.947 sp|P05160sp|P05160|F13 129 147 yes yes 2;3 3.57E-196 271.56 494 193 502 81785;81786;38052;3805 38062 24
DEGTAFLVYGAPGFSK QILVGVNKDEGTAFLV YGAPGFSKDNNSIITR K D E S K D 2 0 0 1 0 0 1 3 0 0 1 1 0 2 1 1 1 0 1 1 0 0 16 0 1657.799 sp|P06276sp|P06276|CH 352 367 yes yes 2 7.45E-78 168.98 495 202 503 81934;81935;38078;3807 38086 127
DEIPHNDIALLK KYSHYNERDEIPHNDI HNDIALLKLKPVDGHC R D E L K L 1 0 1 2 0 0 1 0 1 2 2 1 0 0 1 0 0 0 0 0 0 0 12 0 1376.73 sp|Q14520sp|Q14520|HA 405 416 yes yes 2;3 4.78E-06 114.89 496 462 504 82088;82089;38205;3820 38209 130
DEPTYILNIK QVFLYPEKDEPTYILN PTYILNIKRGIISALL K D E I K R 0 0 1 1 0 0 1 0 0 2 1 1 0 0 1 0 1 0 1 0 0 0 10 0 1204.634 sp|P04114sp|P04114|AP 148 157 yes yes 2 0.0001183 106.36 497 174 505 82347;82348;38337;3833 38345 116
DFAEHLLIPR LPVCTPEKDFAEHLLI AEHLLIPRTRGLLSGW K D F P R T 1 1 0 1 0 0 1 0 1 1 2 0 0 1 1 0 0 0 0 0 0 0 10 0 1209.651 sp|P22891 sp|P22891|PRO 286 295 yes yes 2;3 2.43E-15 151.44 498 316 506 82505;82506;38453;3845 38556 118
DFALLSLQVPLK DFTLSSERDFALLSLQ LSLQVPLKDAKSCGLH R D F L K D 1 0 0 1 0 1 0 0 0 0 4 1 0 1 1 1 0 0 0 1 0 0 12 0 1342.786 sp|P0C0L4 sp|P0C0L4|CO 81 92 no no 2;3 6.24E-27 152.28 499 245;246 507 82693;82694;38572;3857 38574 317
DFALQNPSAVPR GCPLKALRDFALQNPS QNPSAVPRFVQAICEG R D F P R F 2 1 1 1 0 1 0 0 0 0 1 0 0 1 2 1 0 0 0 1 0 0 12 0 1313.673 sp|P35858sp|P35858|ALS 549 560 yes yes 2;3 1.25E-90 202.36 500 351 508 83098;83099;38897;3889 39027 154
DFCGGVIIR KLTNSEGKDFCGGVII FCGGVIIRENFVLTTA K D F I R E 0 1 0 1 1 0 0 2 0 2 0 0 0 1 0 0 0 0 0 1 0 0 9 0 1035.517 sp|P22891 sp|P22891|PRO 201 209 yes yes 2 0.0036945 94.539 501 316 509 83330;83331;39053;3905 39056 21
DFDFVPPVVR LLALLQLKDFDFVPPV DFVPPVVRWLNEQRYY K D F V R W 0 1 0 2 0 0 0 0 0 0 0 0 0 2 2 0 0 0 0 3 0 0 10 0 1189.613 sp|P01024sp|P01024|CO 1245 1254 yes yes 2 7.38E-07 124.08 502 97 510 83396;83397;39074;3907 39081 178
DFEQPLAISR GFRLVGGKDFEQPLAI EQPLAISRVTPGSKAA K D F S R V 1 1 0 1 0 1 1 0 0 1 1 0 0 1 1 1 0 0 0 0 0 0 10 0 1174.598 sp|O00151sp|O00151|PD 23 32 yes yes 2 1.25E-24 166.3 503 40 511 83583;83584;39252;3925 39283 38
DFHINLFR RSKVPPPRDFHINLFR DFHINLFRMQPWLRQH R D F F R M 0 1 1 1 0 0 0 0 1 1 1 0 0 2 0 0 0 0 0 0 0 0 8 0 1060.545 sp|P06681 sp|P06681|CO 727 734 yes yes 2;3 0.0021515 128.48 504 205 512 83663;83664;39290;3929 39290 16
DFLLQQTMLR SDADPSTKDFLLQQTM LLQQTMLRVKDPKKSL K D F L R V 0 1 0 1 0 2 0 0 0 0 3 0 1 1 0 0 1 0 0 0 0 0 10 0 1263.665 sp|Q04760sp|Q04760|LG 29 38 yes yes 2 2.95E-06 112.84 505 434 513 83881;83882; 39306 39306 1
DFLQSLK QQDSPGNKDFLQSLKG KDFLQSLKGFPRGDKL K D F L K G 0 0 0 1 0 1 0 0 0 0 2 1 0 1 0 1 0 0 0 0 0 0 7 0 849.4596 sp|P08697sp|P08697|A2A 455 461 yes yes 2 0.0058121 119.56 506 235 514 83891;83892;39307;3930 39363 62
DFNEECPR DWSTRKSRDFNEECPR DFNEECPRLRIFSHPN R D F P R L 0 1 1 1 1 0 2 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 8 0 1065.419 sp|Q13418sp|Q13418|ILK 234 241 yes yes 2 0.022638 84.244 507 450 515 84199;84200; 39369 39369 1
DFNIPGFPTVR ETNSAVCRDFNIPGFP IPGFPTVRFFKAFTKN R D F V R F 0 1 1 1 0 0 0 1 0 1 0 0 0 2 2 0 1 0 0 1 0 0 11 0 1261.646 sp|O00391sp|O00391|QS 112 122 yes yes 2 2.09E-11 123.88 508 43 516 84215;84216;39370;3937 39374 79
DFSAEYEEDGK TKGTFAHRDFSAEYEE AEYEEDGKYEGLQEWE R D F G K Y 1 0 0 2 0 0 3 1 0 0 0 1 0 1 0 1 0 0 1 0 0 0 11 0 1288.51 sp|P04114sp|P04114|AP 3953 3963 yes yes 2 1.05E-25 156.92 509 174 517 84407;84408;39474;3947 39480 126
DFSAEYEEDGKYEGLQEWEGK TKGTFAHRDFSAEYEE GLQEWEGKAHLNIKSP R D F G K A 1 0 0 2 0 1 6 3 0 0 1 2 0 1 0 1 0 1 2 0 0 0 21 1 2508.061 sp|P04114sp|P04114|AP 3953 3973 yes yes 3 7.10E-83 123.43 510 174 518 84582;84583;39603;3960 39604 17
DFSALESQLQDTQELLQEENR SKSSKLTKDFSALESQ ELLQEENRQKLSLSTK K D F N R Q 1 1 1 2 0 4 4 0 0 0 4 0 0 1 0 2 1 0 0 0 0 0 21 0 2492.167 sp|P35579sp|P35579|MY 1302 1322 yes yes 2;3 5.32E-97 154.47 511 350 519 84699;84700;39620;396 39626 7
DFSLWEK IITTPPLKDFSLWEKT KDFSLWEKTGLKEFLK K D F E K T 0 0 0 1 0 0 1 0 0 0 1 1 0 1 0 1 0 1 0 0 0 0 7 0 923.4389 sp|P04114sp|P04114|AP 3149 3155 yes yes 1;2 0.012819 110.81 512 174 520 84743;84744;39627;396 39629 9
DFTCVHQALK ESILSYPKDFTCVHQA TCVHQALKGFTTKGVT K D F L K G 1 0 0 1 1 1 0 0 1 0 1 1 0 1 0 0 1 0 0 1 0 0 10 0 1217.586 sp|P05155 sp|P05155|IC1 202 211 yes yes 2;3 2.78E-74 201.39 513 191 521 84996;84997;39637;3963 39663 165
DFTFDLYR TVAPSSRRDFTFDLYR DFTFDLYRALASAAPS R D F Y R A 0 1 0 2 0 0 0 0 0 0 1 0 0 2 0 0 1 0 1 0 0 0 8 0 1075.498 sp|P05154sp|P05154|IPS 47 54 yes yes 2 1.93E-30 178.65 514 190 522 85363;85364;39802;3980 39804 169
DFTPVCTTELGR GILFSHPRDFTPVCTT VCTTELGRAAKLAPEF R D F G R A 0 1 0 1 1 0 1 1 0 0 1 0 0 1 1 0 3 0 0 1 0 0 12 0 1394.65 sp|P30041 sp|P30041|PR 42 53 yes yes 2 1.38E-27 155.42 515 337 523 85567;85568;39971;3997 39992 28
DFVQPPTK NCDIYPGKDFVQPPTK DFVQPPTKICVGCPRD K D F T K I 0 0 0 1 0 1 0 0 0 0 0 1 0 1 2 0 1 0 0 1 0 0 8 0 930.4811 sp|P01042 sp|P01042|KN 255 262 yes yes 2 0.017874 101.28 516 103 524 85653;85654;39999;4000 40010 29
DFYVDENTTVR ISSRTTPKDFYVDENT VDENTTVRVPMMLQDQ K D F V R V 0 1 1 2 0 0 1 0 0 0 0 0 0 1 0 0 2 0 1 2 0 0 11 0 1357.615 sp|P29622 sp|P29622|KA 232 242 yes yes 2 2.01E-11 143.7 517 336 525 85787;85788;40028;400 40038 111
DGAGDVAFVK SGAFKCLKDGAGDVAF AGDVAFVKHSTIFENL K D G V K H 2 0 0 2 0 0 0 2 0 0 0 1 0 1 0 0 0 0 0 2 0 0 10 0 977.4818 sp|P02787sp|P02787|TR 216 225 yes yes 2 3.80E-05 110.87 518 162 526 86037;86038;40154;4015 40154 99
DGDSVMVLPTIPEEEAK VATPVDWKDGDSVMVL TIPEEEAKKLFPKGVF K D G A K K 1 0 0 2 0 0 3 1 0 1 1 1 1 0 2 1 1 0 0 2 0 0 17 0 1828.876 sp|P30041 sp|P30041|PR 183 199 yes yes 2 0.0005593 62.088 519 337 527 86193;86194; 40253 40253 1
DGFDISGNPWICDQNLSDLYR GQPNWDMRDGFDISGN QNLSDLYRWLQAQKDK R D G Y R W 0 1 2 4 1 1 0 2 0 2 2 0 0 1 1 2 0 1 1 0 0 0 21 0 2484.102 sp|P02750sp|P02750|A2 292 312 yes yes 2;3 0 280.5 520 152 528 86199;86200;40254;4025 40497 270
DGFFGNPR VSVFVPPRDGFFGNPR DGFFGNPRKSKLICQA R D G P R K 0 1 1 1 0 0 0 2 0 0 0 0 0 2 1 0 0 0 0 0 0 0 8 0 908.4141 sp|P01871 sp|P01871|IGH 121 128 yes no 2 0.011104 114.02 521 128 529 86529;86530;40525;405 40565 49
DGFVQDEGTMFPVGK CPSPPALKDGFVQDEG GTMFPVGKNVVYTCNE K D G G K N 0 0 0 2 0 1 1 3 0 0 0 1 1 2 1 0 1 0 0 2 0 0 15 0 1625.74 sp|P10643 sp|P10643|CO 579 593 yes yes 2 3.49E-38 140.39 522 252 530 86761;86762;40574;4057 40717 143
DGHVILQLNSIPSSDFLCVR LFTDYQIKDGHVILQL SSDFLCVRFRIFELFE K D G V R F 0 1 1 2 1 1 0 1 1 2 3 0 0 1 1 3 0 0 0 2 0 0 20 0 2269.153 sp|P01031 sp|P01031|CO 1457 1476 yes yes 3 0.0002476 43.326 523 98 531 86930;86931;40718;407 40721 21
DGIGDACDPDADGDGVPNEK SGQEDVDRDGIGDACD GDGVPNEKDNCPLVRN R D G E K D 2 0 1 6 1 0 1 4 0 1 0 1 0 0 2 0 0 0 0 1 0 0 20 0 2015.801 sp|P49747sp|P49747|CO 306 325 yes yes 2 2.08E-06 74.987 524 373 532 87124;87125;40739;4074 40740 2
DGLCVPR LRATIRMKDGLCVPRK KDGLCVPRKWIYHLTE K D G P R K 0 1 0 1 1 0 0 1 0 0 1 0 0 0 1 0 0 0 0 1 0 0 7 0 815.396 sp|O95445sp|O95445|AP 92 98 yes yes 2 0.045226 86.935 525 66 533 87129;87130;40741;4074 40742 2
DGLILTSR YSENRVEKDGLILTSR DGLILTSRGPGTSFEF K D G S R G 0 1 0 1 0 0 0 1 0 1 2 0 0 0 0 1 1 0 0 0 0 0 8 0 873.492 sp|Q99497sp|Q99497|PA 149 156 yes yes 2 0.0001357 139.31 526 520 534 87178;87179;40743;4074 40760 20
DGLIPLEIR IVQTLSLKDGLIPLEI GLIPLEIRFLHNPDAA K D G I R F 0 1 0 1 0 0 1 1 0 2 2 0 0 0 1 0 0 0 0 0 0 0 9 0 1024.592 sp|Q13228sp|Q13228|SB 246 254 yes yes 2 0.0051307 86.833 527 449 535 87273;87274;40763;4076 40765 5
DGLIVPIFQER LLNIGPTKDGLIVPIF IVPIFQERLLAVGKWL K D G E R L 0 1 0 1 0 1 1 1 0 2 1 0 0 1 1 0 0 0 0 1 0 0 11 0 1285.703 sp|P04066sp|P04066|FU 344 354 yes yes 2 0.0004932 87.913 528 170 536 87380;87381;40768;4076 40775 28
DGNDHSLWR LTAAHCFRDGNDHSLW GNDHSLWRVNVGDPKS R D G W R V 0 1 1 2 0 0 0 1 1 0 1 0 0 0 0 1 0 1 0 0 0 0 9 0 1098.484 sp|P06681 sp|P06681|CO 511 519 yes yes 2;3 2.40E-05 135 529 205 537 87506;87507;40805;4080 40809 22
DGNTLTYYR NGLCNRDRDGNTLTYY GNTLTYYRRPWNVASL R D G Y R R 0 1 1 1 0 0 0 1 0 0 1 0 0 0 0 0 2 0 2 0 0 0 9 0 1101.509 sp|P02748sp|P02748|CO 186 194 yes yes 2 6.71E-56 193.86 530 150 538 87695;87696;40827;408 40870 71
DGSCGVAYVVQEPGDYEVSVK EISFEDRKDGSCGVAY GDYEVSVKFNEEHIPD K D G V K F 1 0 0 2 1 1 2 3 0 0 0 1 0 0 1 2 0 0 2 5 0 0 21 0 2257.021 sp|P21333 sp|P21333|FLN 2290 2310 yes yes 2 0.0052961 59.607 531 310 539 87928;87929; 40898 40898 1
DGSPDVTTADIGANTPDATK ATSSPGLRDGSPDVTT ANTPDATKGCPDVQAS R D G T K G 3 0 1 4 0 0 0 2 0 1 0 1 0 0 2 1 4 0 0 1 0 0 20 0 1944.891 sp|Q96PD5sp|Q96PD5|PG 175 194 yes yes 2;3 6.32E-179 253.15 532 518 540 87937;87938;40899;4090 41001 121
DGSTIPIAK GTEPDMIRDGSTIPIA GSTIPIAKMFQEIVHK R D G A K M 1 0 0 1 0 0 0 1 0 2 0 1 0 0 1 1 1 0 0 0 0 0 9 0 900.4917 sp|Q96KN2sp|Q96KN2|CN 447 455 yes yes 2 0.033409 63.565 533 517 541 88160;88161; 41020 41020 1
DGTDYIEIIPK LVIVGLSKDGTDYIEI DYIEIIPKEEVQSSED K D G P K E 0 0 0 2 0 0 1 1 0 3 0 1 0 0 1 0 1 0 1 0 0 0 11 0 1262.639 sp|P12259sp|P12259|FA5 1518 1528 yes yes 2 2.90E-11 121.64 534 264 542 88174;88175;41021;410 41027 11
DGTFPLPIGESVTVTR LPELKCLKDGTFPLPI GESVTVTRDLEGTYLC K D G T R D 0 1 0 1 0 0 1 2 0 1 1 0 0 1 2 1 3 0 0 2 0 0 16 0 1687.878 sp|P05362 sp|P05362|ICA 434 449 yes yes 2 0.0005023 64.121 535 195 543 88276 41032 41032 1
DGTVTTDWK GANDFMLRDGTVTTDW GTVTTDWKTLVQEWTV R D G W K T 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 0 3 1 0 1 0 0 9 0 1021.472 sp|P04275 sp|P04275|VW 2100 2108 yes yes 2 0.0040478 93.429 536 179 544 88277;88278;41033;4103 41034 3
DGVGDVCQDDFDADK PGQEDADRDGVGDVCQ QDDFDADKVVDKIDVC R D G D K V 1 0 0 6 1 1 0 2 0 0 0 1 0 1 0 0 0 0 0 2 0 0 15 0 1654.642 sp|P49747sp|P49747|CO 498 512 yes yes 2 2.37E-58 160.15 537 373 545 88305;88306;41036;4103 41036 9
DGWHSWPIAHQWPQGPSAVDAAFSWEEK YWRLDTSRDGWHSWPI AAFSWEEKLYLVQGTQ R D G E K L 4 0 0 2 0 2 2 2 2 1 0 1 0 1 3 3 0 4 0 1 0 0 28 0 3218.464 sp|P02790sp|P02790|HE 290 317 yes yes 3;4 1.07E-18 80.847 538 164 546 88353;88354;41046;4104 41048 5
DGWSAQPTCIK SGSITCGKDGWSAQPT SAQPTCIKSCDIPVFM K D G I K S 1 0 0 1 1 1 0 1 0 1 0 1 0 0 1 1 1 1 0 0 0 0 11 0 1261.576 sp|P08603 sp|P08603|CFA 497 507 yes yes 2 3.31E-20 153.24 539 233 547 88380;88381;41051;4105 41072 195
DGYLFQLLR DLINKRRRDGYLFQLL GYLFQLLRIADAHLDR R D G L R I 0 1 0 1 0 1 0 1 0 0 3 0 0 1 0 0 0 0 1 0 0 0 9 0 1123.603 sp|P04196sp|P04196|HR 44 52 yes yes 1;2 1.75E-22 148.33 540 176 548 88882;88883;41247;4124 41446 237
DHAVDLIQK STLPPETKDHAVDLIQ HAVDLIQKGYMRIQQF K D H Q K G 1 0 0 2 0 1 0 0 1 1 1 1 0 0 0 0 0 0 0 1 0 0 9 0 1037.551 sp|P0C0L4 sp|P0C0L4|CO 1043 1051 no no 2;3 2.31E-22 164.72 541 245;246 549 89378;89379;41485;4148 41485 50
DHENELLNK RPQGSTCRDHENELLN HENELLNKQSVPAHFV R D H N K Q 0 0 2 1 0 0 2 0 1 0 2 1 0 0 0 0 0 0 0 0 0 0 9 0 1110.531 sp|P06681 sp|P06681|CO 602 610 yes yes 2 2.32E-26 176.79 542 205 550 89550;89551;41539;4154 41542 30
DHLGFQVTWPDESK QLVCPVTRDHLGFQVT VTWPDESKAGGSWDLA R D H S K A 0 0 0 2 0 1 1 1 1 0 1 1 0 1 1 1 1 1 0 1 0 0 14 0 1657.774 sp|P22792 sp|P22792|CP 450 463 yes yes 2;3 1.35E-97 193.22 543 315 551 89680;89681;41569;4157 41652 97
DIAPTLTLYVGK HSENATAKDIAPTLTL TLTLYVGKKQLVEIEK K D I G K K 1 0 0 1 0 0 0 1 0 1 2 1 0 0 1 0 2 0 1 1 0 0 12 0 1289.723 sp|P00738sp|P00738|HP 216 227 no no 2;3 1.55E-07 102.06 544 82;83 552 89889;89890;41670;4167 41848 210
DIASGLIGPLIICK HSHIDAPKDIASGLIG IGPLIICKKDSLDKEK K D I C K K 1 0 0 1 1 0 0 2 0 4 2 1 0 0 1 1 0 0 0 0 0 0 14 0 1468.832 sp|P00450sp|P00450|CER 188 201 yes yes 2;3 1.02E-31 165.18 545 74 553 90142;90143;41880;4188 42456 792
DIAWTEDSK QPFAGKIKDIAWTEDS IAWTEDSKRIAVVGEG K D I S K R 1 0 0 2 0 0 1 0 0 1 0 1 0 0 0 1 1 1 0 0 0 0 9 0 1063.482 sp|O75083sp|O75083|W 107 115 yes yes 2 0.0041324 93.162 546 59 554 91115;91116;42700;4270 42701 4
DICEEQVNSLPGSITK LISLQEAKDICEEQVN SLPGSITKAGDFLEAN K D I T K A 0 0 1 1 1 1 2 1 0 2 1 1 0 0 1 2 1 0 0 1 0 0 16 0 1788.856 sp|P01024sp|P01024|CO 1156 1171 yes yes 2 1.39E-165 219.43 547 97 555 91145;91146;42704;4270 42712 96
DIDECDIVPDACK DPVRQQCKDIDECDIV DIVPDACKGGMKCVNH K D I C K G 1 0 0 4 2 0 1 0 0 2 0 1 0 0 1 0 0 0 0 1 0 0 13 0 1548.644 sp|Q12805sp|Q12805|FB 44 56 yes yes 2 1.00E-21 132.25 548 442 556 91287;91288;42800;4280 42800 7
DIEHLTSLDFFR KMHTARVRDIEHLTSL LTSLDFFRKTSRSYPE R D I F R K 0 1 0 2 0 0 1 0 1 1 2 0 0 2 0 1 1 0 0 0 0 0 12 0 1491.736 sp|Q13822sp|Q13822|EN 829 840 yes yes 3 0.0052983 38.238 550 455 558 91419;91420; 42809 42809 1
DIFTGLIGPMK YSAVDPTKDIFTGLIG TGLIGPMKICKKGSLH K D I M K I 0 0 0 1 0 0 0 2 0 2 1 1 1 1 1 0 1 0 0 0 0 0 11 0 1190.637 sp|P00450sp|P00450|CER 548 558 yes no 2 1.93E-12 133.23 551 74 559;560 91477;91478;42810;428 43110 12 344
DIHSGLIGPLLICQK YSAVNPEKDIHSGLIG GPLLICQKGILHKDSN K D I Q K G 0 0 0 1 1 1 0 2 1 3 3 1 0 0 1 1 0 0 0 0 0 0 15 0 1662.913 sp|P12259sp|P12259|FA5 1739 1753 yes yes 3 9.00E-27 89.747 552 264 561 92059;92060;43155;4315 43155 2
DIIDPAFR LKGDVSLKDIIDPAFR DIIDPAFRASWIAQKL K D I F R A 1 1 0 2 0 0 0 0 0 2 0 0 0 1 1 0 0 0 0 0 0 0 8 0 945.492 sp|Q01459sp|Q01459|DIA 112 119 yes yes 2 0.011594 122.79 553 427 562 92090;92091;43157;4315 43159 69
DILTIDIGR APYPNYDRDILTIDIG ILTIDIGRVTPNLMGH R D I G R V 0 1 0 2 0 0 0 1 0 3 1 0 0 0 0 0 1 0 0 0 0 0 9 0 1014.571 sp|Q16610sp|Q16610|EC 408 416 yes yes 2 3.10E-08 143.61 554 475 563 92250;92251;43226;432 43237 108
DINAYNCEEPTEK EDHLAWSKDINAYNCE NCEEPTEKLPFPIIDD K D I E K L 1 0 2 1 1 0 3 0 0 1 0 1 0 0 1 0 1 0 1 0 0 0 13 0 1581.662 sp|P30041 sp|P30041|PR 85 97 yes yes 2 7.76E-10 101.39 555 337 564 92394;92395; 43334 43334 1
DINYVNPVIK LLTSLNLKDINYVNPV NYVNPVIKWLSEEQRY K D I I K W 0 0 2 1 0 0 0 0 0 2 0 1 0 0 1 0 0 0 1 2 0 0 10 0 1173.639 sp|P01031 sp|P01031|CO 1263 1272 yes yes 2 0.0021542 103.74 556 98 565 92436;92437;43335;4333 43347 80
DIPMNPMCIYR DICTAKPRDIPMNPMC MNPMCIYRSPEKKATE R D I Y R S 0 1 1 1 1 0 0 0 0 2 0 0 2 0 2 0 0 0 1 0 0 0 11 0 1408.63 sp|P01008sp|P01008|AN 46 56 yes yes 2 8.24E-08 116.25 557 92 566 92583;92584;43415;434 43415 20
DIPTNSPELEETLTHTITK KICVGCPRDIPTNSPE TLTHTITKLNAENNAT R D I T K L 0 0 1 1 0 0 3 0 1 2 2 1 0 0 2 1 5 0 0 0 0 0 19 0 2138.074 sp|P01042 sp|P01042|KN 270 288 yes yes 2;3 8.68E-126 229.17 558 103 567 92742;92743;43437;4343 43798 364
DIQMTQSPSSLSASVGDR ________________ LSASVGDRVTITCQAS - D I D R V 1 1 0 2 0 2 0 1 0 1 1 0 1 0 1 5 1 0 0 1 0 0 18 0 1877.879 sp|P01594sp|P01594|KV 1 18 no no 2;3 8.94E-57 141.46 559 106;109 568 93240;93241;43802;4380 43809 9
DIQMTQSPSSLSATVGDR ________________ LSATVGDRVTLLCEAS - D I D R V 1 1 0 2 0 2 0 1 0 1 1 0 1 0 1 4 2 0 0 1 0 0 18 0 1891.895 sp|P01613 sp|P01613|KV 1 18 yes yes 2;3 3.76E-30 118.37 560 110 569 93284;93285;43811;438 43812 3
DIQSLPR AEEQDLFRDIQSLPRN RDIQSLPRNAALRKLN R D I P R N 0 1 0 1 0 1 0 0 0 1 1 0 0 0 1 1 0 0 0 0 0 0 7 0 827.4501 sp|Q9NZN3sp|Q9NZN3|EH 281 287 no no 2 0.064029 77.748 561 539;530 570 93300;93301; 43814 43814 1
DISEVVTPR APGYDKVKDISEVVTP ISEVVTPRFLCTGGVS K D I P R F 0 1 0 1 0 0 1 0 0 1 0 0 0 0 1 1 1 0 0 2 0 0 9 0 1014.535 sp|P00751 sp|P00751|CFA 671 679 yes yes 2 6.08E-19 163.9 563 89 572 93449;93450;43826;438 43989 211
DITSDTSGDFR ELKRDLAKDITSDTSG SDTSGDFRNALLSLAK K D I F R N 0 1 0 3 0 0 0 1 0 1 0 0 0 1 0 2 2 0 0 0 0 0 11 0 1212.526 sp|P04083 sp|P04083|AN 167 177 yes yes 2 0.062804 46.462 564 173 573 93778 44039 44039 1
DITTCFGGSLGIQYEDK ESLGITSRDITTCFGG LGIQYEDKINVGGGLS R D I D K I 0 0 0 2 1 1 1 3 0 2 1 1 0 1 0 1 2 0 1 0 0 0 17 0 1902.867 sp|P07357sp|P07357|CO 371 387 yes yes 2 0.053547 52.071 565 215 574 93779;93780; 44040 44040 0
DIVMTQSPLSLPVTPGEPASISCR ________________ EPASISCRSSQSLLHS - D I C R S 1 1 0 1 1 1 1 1 0 2 2 0 1 0 4 4 2 0 0 2 0 0 24 0 2554.277 sp|P01617sp|P01617|KV 1 24 yes yes 2;3 0.0001431 63.037 566 111 575 93806;93807;44041;4404 44042 2
DKAPGQLECETAIAALNSCLR KKLITSMRDKAPGQLE AALNSCLRDLDQASLA R D K L R D 4 1 1 1 2 1 2 1 0 1 3 1 0 0 1 1 1 0 0 0 0 0 21 1 2316.12 sp|Q9Y490sp|Q9Y490|TL 1653 1673 yes yes 3 0.052752 27.32 567 554 576 93809;93810; 44043 44043 1
DKDQEVLLQTFLDDASPGDK ALRKMEPKDKDQEVLL DDASPGDKRLAAYLML K D K D K R 1 0 0 5 0 2 1 1 0 0 3 2 0 1 1 1 1 0 0 1 0 0 20 1 2233.075 sp|P04114sp|P04114|AP 538 557 yes yes 2;3 0 285.58 568 174 577 93838;93839;44044;4404 44216 209
DKDQEVLLQTFLDDASPGDKR ALRKMEPKDKDQEVLL DASPGDKRLAAYLMLM K D K K R L 1 1 0 5 0 2 1 1 0 0 3 2 0 1 1 1 1 0 0 1 0 0 21 2 2389.176 sp|P04114sp|P04114|AP 538 558 yes yes 3 1.93E-13 89.483 569 174 578 94165;94166;44253;4425 44255 3
DKGQAGLQR ESLRKKSRDKGQAGLQ KGQAGLQRALEILQEE R D K Q R A 1 1 0 1 0 2 0 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 9 1 971.5148 sp|P0C0L4 sp|P0C0L4|CO 748 756 no no 2 0.020302 117.16 570 245;246 579 94226;94227; 44257 44257 1
DKVNSFFSTFK SFLEKDLRDKVNSFFS NSFFSTFKEKESQDKT R D K F K E 0 0 1 1 0 0 0 0 0 0 0 2 0 3 0 2 1 0 0 1 0 0 11 1 1318.656 sp|P06727sp|P06727|AP 349 359 yes yes 2;3 7.63E-15 147.3 571 206 580 94248;94249;44258;4425 44290 46
DKYILQGVTSWGLGCAR GPLVCFEKDKYILQGV SWGLGCARPNKPGVYV K D K A R P 1 1 0 1 1 1 0 3 0 1 2 1 0 0 0 1 1 1 1 1 0 0 17 1 1922.967 sp|P00747sp|P00747|PLM 770 786 no no 3 0.028504 34.395 572 87;230 581 94400;94401; 44304 44304 1
DLAEDAPWK AEMPATEKDLAEDAPW LAEDAPWKKIQQNTFT K D L W K K 2 0 0 2 0 0 1 0 0 0 1 1 0 0 1 0 0 1 0 0 0 0 9 0 1043.492 sp|P21333 sp|P21333|FLN 34 42 no no 2 0.016745 73.26 573 310;460 582 94405;94406;44305;4430 44308 10
DLALDGGLQR GLAQRLQRDLALDGGL ALDGGLQRLLSSLRAD R D L Q R L 1 1 0 2 0 1 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0 10 0 1056.556 sp|Q9BYG4sp|Q9BYG4|PA 338 347 yes yes 2 0.0018641 90.308 574 526 583 94474;94475;44316;443 44318 3
DLATVYVDVLK QSPWDRVKDLATVYVD TVYVDVLKDSGRDYVS K D L L K D 1 0 0 2 0 0 0 0 0 0 2 1 0 0 0 0 1 0 1 3 0 0 11 0 1234.681 sp|P02647sp|P02647|AP 37 47 yes yes 2;3 8.13E-08 116.3 576 136 585 94680;94681;44320;443 44320 208
DLCGCYSVSSVLPGCAEPWNHGK AVQGPPERDLCGCYSV AEPWNHGKTFTCTAAY R D L G K T 1 0 1 1 3 0 1 3 1 0 2 1 0 0 2 3 0 1 1 2 0 0 23 0 2592.12 sp|P01876sp|P01876|IGH 178 200 yes yes 2;3;4 2.28E-53 126.91 577 129 586 95033;95034;44529;4453 44531 12
DLCGCYSVSSVLPGCAQPWNHGETFTCTAAHPELK AVQGPPERDLCGCYSV TAAHPELKTPLTANIT R D L L K T 3 0 1 1 4 1 2 3 2 0 3 1 0 1 3 3 3 1 1 2 0 0 35 0 3948.733 sp|P01877sp|P01877|IGH 165 199 yes yes 4 1.00E-05 31.58 578 130 587 95127 44541 44541 1
DLDMFINASK ATPDEQNRDLDMFINA DMFINASKNFNLNITW R D L S K N 1 0 1 2 0 0 0 0 0 1 1 1 1 1 0 1 0 0 0 0 0 0 10 0 1152.549 sp|O75882sp|O75882|AT 1192 1201 yes yes 2 0.0022121 106.68 579 64 588 95128;95129;44542;4454 44542 51
DLDQASLAAVSQQLAPR AALNSCLRDLDQASLA VSQQLAPREGISQEAL R D L P R E 4 1 0 2 0 3 0 0 0 0 3 0 0 0 1 2 0 0 0 1 0 0 17 0 1781.927 sp|Q9Y490sp|Q9Y490|TL 1674 1690 yes yes 2;3 5.42E-91 166.62 580 554 589 95234;95235;44593;4459 44664 95
DLEELVK HLPAGIFRDLEELVKL RDLEELVKLYLGSNNL R D L V K L 0 0 0 1 0 0 2 0 0 0 2 1 0 0 0 0 0 0 0 1 0 0 7 0 844.4542 sp|P22792 sp|P22792|CP 335 341 yes yes 2 0.060547 79.454 581 315 590 95446;95447; 44688 44688 1
DLEEPINFR WYWTRQDRDLEEPINF LEEPINFRLPENRISK R D L F R L 0 1 1 1 0 0 2 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 9 0 1131.556 sp|Q9NPH sp|Q9NPH3|IL 78 86 yes yes 2 1.34E-15 143.85 582 533 591 95509;95510;44689;4469 44765 83
DLEGLSQR EVKRKLQKDLEGLSQR DLEGLSQRHEEKVAAY K D L Q R H 0 1 0 1 0 1 1 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 8 0 916.4614 sp|P35579sp|P35579|MY 1393 1400 yes yes 2 0.023261 77.282 583 350 592 95628;95629; 44774 44774 1
DLEGTYLCR GESVTVTRDLEGTYLC LEGTYLCRARSTQGEV R D L C R A 0 1 0 1 1 0 1 1 0 0 2 0 0 0 0 0 1 0 1 0 0 0 9 0 1125.513 sp|P05362 sp|P05362|ICA 450 458 yes yes 2 4.11E-06 137.18 584 195 593 95650;95651;44775;4477 44791 43
DLEVSEIR LDKPGPPRDLEVSEIR DLEVSEIRKDSCYLTW R D L I R K 0 1 0 1 0 0 2 0 0 1 1 0 0 0 0 1 0 0 0 1 0 0 8 0 959.4924 sp|Q8WZ4sp|Q8WZ42|TI 18242 18249 yes yes 2 0.011457 114.6 585 508 594 95744;95745 44818 44818 1
DLEVVAATPTSLLISWDAPAVTVR STVSDVPRDLEVVAAT DAPAVTVRYYRITYGE R D L V R Y 4 1 0 2 0 0 1 0 0 1 3 0 0 0 2 2 3 1 0 4 0 0 24 0 2523.359 sp|P02751 sp|P02751|FIN 1453 1476 yes yes 2;3 0 258.16 586 153 595 95746;95747;44819;448 44829 11

© 2020 Mongan D et al. JAMA Psychiatry.



DLFNAIATGK EDPDYGIRDLFNAIAT FNAIATGKYPSWTFYI R D L G K Y 2 0 1 1 0 0 0 1 0 1 1 1 0 1 0 0 1 0 0 0 0 0 10 0 1048.555 sp|P04040sp|P04040|CA 264 273 yes yes 2 0.0015019 92.838 587 169 596 95821;95822;44832;4483 44832 8
DLGEELEALK NKAEKQKRDLGEELEA GEELEALKTELEDTLD R D L L K T 1 0 0 1 0 0 3 1 0 0 3 1 0 0 0 0 0 0 0 0 0 0 10 0 1115.571 sp|P35579sp|P35579|MY 1136 1145 yes no 2 0.000635 99.802 588 350 597 95927;95928;44840;4484 44840 10
DLHLSDVFLK LNFTTKAKDLHLSDVF HLSDVFLKALNHLPLE K D L L K A 0 0 0 2 0 0 0 0 1 0 3 1 0 1 0 1 0 0 0 1 0 0 10 0 1185.639 sp|P13671 sp|P13671|CO 331 340 yes yes 2;3 7.64E-31 148.52 590 277 599 96316;96317;44909;449 45112 208
DLIPNGEYFFR NKLSWTVKDLIPNGEY PNGEYFFRVKAVNKVG K D L F R V 0 1 1 1 0 0 1 1 0 1 1 0 0 2 1 0 0 0 1 0 0 0 11 0 1369.667 sp|Q8WZ4sp|Q8WZ42|TI 15469 15479 yes yes 2 0.0022451 76.827 591 508 600 96548 45117 45117 1
DLLGIYEK RRWYVPVKDLLGIYEK DLLGIYEKLYGRKVIT K D L E K L 0 0 0 1 0 0 1 1 0 1 2 1 0 0 0 0 0 0 1 0 0 0 8 0 949.5121 sp|P80108sp|P80108|PH 188 195 yes yes 2 0.0222 85.064 592 422 601 96549;96550;45118;451 45120 29
DLLLDPAWEK QPEEDWDRDLLLDPAW LLDPAWEKQQRKTFTA R D L E K Q 1 0 0 2 0 0 1 0 0 0 3 1 0 0 1 0 0 1 0 0 0 0 10 0 1198.623 sp|O43707sp|P12814|AC 22 31 no no 2 0.0037209 82.287 593 266;56 602 96646;96647;45147;4514 45165 29
DLLLPQPDLR NKLQVLGKDLLLPQPD LLPQPDLRYLFLNGNK K D L L R Y 0 1 0 2 0 1 0 0 0 0 4 0 0 0 2 0 0 0 0 0 0 0 10 0 1178.666 sp|P02750sp|P02750|A2 230 239 yes yes 2 1.50E-09 141.52 594 152 603 96705;96706;45177;4517 45322 182
DLLPASLGSYYR FLDPFVLRDLLPASLG ASLGSYYRYTGSLTTP R D L Y R Y 1 1 0 1 0 0 0 1 0 0 3 0 0 0 1 2 0 0 2 0 0 0 12 0 1353.693 sp|P23470sp|P23470|PTP 240 251 yes yes 2 1.04E-33 163.16 595 321 604 96964;96965;45359;4536 45480 128
DLLQTVEDQYK EKQDNSIKDLLQTVED QTVEDQYKQLNQQHSQ K D L Y K Q 0 0 0 2 0 2 1 0 0 0 2 1 0 0 0 0 1 0 1 1 0 0 11 0 1350.667 sp|Q9Y5C1sp|Q9Y5C1|AN 177 187 yes yes 2 0.0044085 66.568 596 556 605 97117;97118;45489;4549 45491 2
DLMVLNDVYR AEPTWNLKDLMVLNDV MVLNDVYRVMAVDALA K D L Y R V 0 1 1 2 0 0 0 0 0 0 2 0 1 0 0 0 0 0 1 2 0 0 10 0 1236.617 sp|P15144sp|P15144|AM 433 442 yes yes 2 0.027373 60.973 597 285 606 97170;97171; 45492 45492 1
DLQFSEIR SPVLESPRDLQFSEIR DLQFSEIRETSAKVNW R D L I R E 0 1 0 1 0 1 1 0 0 1 1 0 0 1 0 1 0 0 0 0 0 0 8 0 1006.508 sp|P22105 sp|P22105|TEN 3759 3766 yes no 2 7.53E-07 143.85 598 312 607 97288;97289;45493;4549 45502 48
DLQFVEVTDVK SDTVPSPRDLQFVEVT FVEVTDVKVTIMWTPP R D L V K V 0 0 0 2 0 1 1 0 0 0 1 1 0 1 0 0 1 0 0 3 0 0 11 0 1291.666 sp|P02751 sp|P02751|FIN 912 922 yes yes 2 1.46E-68 176.33 599 153 608 97407;97408;45541;4554 46416 877
DLSEAHFAPC EVVGLDLRDLSEAHFA SEAHFAPC________ R D L P C - 2 0 0 1 1 0 1 0 1 0 1 0 0 1 1 1 0 0 0 0 0 0 10 0 1145.481 sp|P35858sp|P35858|ALS 596 605 yes yes 2 4.53E-07 129.39 600 351 609 98855;98856;46437;4643 46470 55
DLTDYLMK LRLDLAGRDLTDYLMK DLTDYLMKILTERGYS R D L M K I 0 0 0 2 0 0 0 0 0 0 2 1 1 0 0 0 1 0 1 0 0 0 8 0 997.479 sp|P60709sp|P60709|AC 184 191 no no 1;2 0.0003385 110.31 601 398;412;406 610 98985;98986;46492;4649 46497 4
DLTNFPDNVDQQEEEQGHCPR VYNLLTVKDLTNFPDN EEQGHCPRPFFIHNGA K D L P R P 0 1 2 3 1 3 3 1 1 0 1 0 0 1 2 0 1 0 0 1 0 0 21 0 2527.067 sp|P20742 sp|P20742|PZP 622 642 yes yes 3 6.45E-181 205.62 602 307 611 99097;99098; 46498 46498 1
DLVGELGTALR SKDVGPHRDLVGELGT GELGTALRKRNIRYGL R D L L R K 1 1 0 1 0 0 1 2 0 0 3 0 0 0 0 0 1 0 0 1 0 0 11 0 1142.63 sp|P04066sp|P04066|FU 163 173 yes yes 2 0.0052696 84.213 603 170 612 99105;99106;46499;4650 46502 6
DLYANTVLSGGTTMYPGIADR KCDVDIRKDLYANTVL MYPGIADRMQKEITAL K D L D R M 2 1 1 2 0 0 0 3 0 1 2 0 1 0 1 1 3 0 2 1 0 0 21 0 2214.063 sp|P60709sp|P60709|AC 292 312 no no 2 2.69E-268 236.43 604 398;412 613 99135;99136;46506;4650 46508 48
DLYSGLIGPLIVCR YSTVDQVKDLYSGLIG IGPLIVCRRPYLKVFN K D L C R R 0 1 0 1 1 0 0 2 0 2 3 0 0 0 1 1 0 0 1 1 0 0 14 0 1574.849 sp|P00450sp|P00450|CER 888 901 yes yes 2;3 1.31E-173 229.17 605 74 614 99223;99224;46554;4655 47124 587
DMPASEDLQDLQK RQGHPENRDMPASEDL EDLQDLQKKLCRKRCI R D M Q K K 1 0 0 3 0 2 1 0 0 0 2 1 1 0 1 1 0 0 0 0 0 0 13 0 1488.677 sp|P49908sp|P49908|SEP 262 274 yes yes 2 2.19E-39 158.79 606 374 615 99861;99862;47142;4714 47230 104
DMQWHQR VQSVRRIRDMQWHQRG RDMQWHQRGAFHPSN_ R D M Q R G 0 1 0 1 0 2 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 0 7 0 999.4345 sp|P43320sp|P43320|CR 192 198 yes yes 2 0.050527 84.359 607 361 616 100041;1000447246;4724 47246 2
DMTEVISSLENANYK SVLNDNSRDMTEVISS SLENANYKDHENGTGT R D M Y K D 1 0 2 1 0 0 2 0 0 1 1 1 1 0 0 2 1 0 1 1 0 0 15 0 1712.793 sp|P06681 sp|P06681|CO 315 329 yes yes 2;3 6.30E-251 250.72 608 205 617;618 100116;1001147248;4724 47455 219
DMYSFLEDMGLK PVSSTNEKDMYSFLED FLEDMGLKAFTNSKIR K D M L K A 0 0 0 2 0 0 1 1 0 0 2 1 2 1 0 1 0 0 1 0 0 0 12 0 1447.636 sp|P01023 sp|P01023|A2 665 676 yes yes 2 0.0008519 74.841 609 96 619;620 100453;1004547468;4746 47468 25 2
DNCCILDER CVAYVATRDNCCILDE NCCILDERFGSYCPTT R D N E R F 0 1 1 2 2 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 9 0 1193.481 sp|P02679sp|P02679|FIB 32 40 yes yes 2 1.93E-44 189 610 144 621 100475;1004747470;4747 47482 153
DNDGWLTSDPR MFFSTYDRDNDGWLTS GWLTSDPRKQCSKEDG R D N P R K 0 1 1 3 0 0 0 1 0 0 1 0 0 0 1 1 1 1 0 0 0 0 11 0 1274.553 sp|P02675 sp|P02675|FIB 411 421 yes yes 2 7.36E-20 175.93 612 143 623 100790;1007947630;4763 47758 142
DNDLISLPK KLQILSLRDNDLISLP NDLISLPKEIGELTQL R D N P K E 0 0 1 2 0 0 0 0 0 1 2 1 0 0 1 1 0 0 0 0 0 0 9 0 1013.539 sp|Q15404sp|Q15404|RS 166 174 yes yes 2 0.021364 70.816 613 468 624 101114;1011147773;4777 47773 3
DNEDFQESNR SEPEKVDKDNEDFQES EDFQESNRMYSVNGYT K D N N R M 0 1 2 2 0 1 2 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 10 0 1252.496 sp|P00450sp|P00450|CER 249 258 yes no 2 6.00E-88 210.01 614 74 625 101159;1011647776;4777 47788 36
DNELLVYK FSYNTQGRDNELLVYK DNELLVYKERVGEYSL R D N Y K E 0 0 1 1 0 0 1 0 0 0 2 1 0 0 0 0 0 0 1 1 0 0 8 0 992.5179 sp|P02743 sp|P02743|SA 77 84 yes yes 2 0.0098279 125.25 615 146 626 101375;1013747812;478 47819 95
DNENVVNEYSSELEK QKRQKQVKDNENVVNE EYSSELEKHQLYIDET K D N E K H 0 0 3 1 0 0 4 0 0 0 1 1 0 0 0 2 0 0 1 2 0 0 15 0 1767.78 sp|P02675 sp|P02675|FIB 164 178 yes yes 2;3 5.31E-152 277.15 616 143 627 101526;1015247907;4790 48089 194
DNIQGITKPAIR KRHRKVLRDNIQGITK GITKPAIRRLARRGGV R D N I R R 1 1 1 1 0 1 0 1 0 3 0 1 0 0 1 0 1 0 0 0 0 0 12 1 1324.746 sp|P62805 sp|P62805|H4 25 36 yes yes 3 0.019852 48.659 617 407 628 101745;10174 48101 48101 1
DNPMYYCNK FRYENCPKDNPMYYCN NPMYYCNKKTSCRSCA K D N N K K 0 0 2 1 1 0 0 0 0 0 0 1 1 0 1 0 0 0 2 0 0 0 9 0 1203.469 sp|O75882sp|O75882|AT 750 758 yes yes 2 0.0053681 102.41 618 64 629 101814;10181 48102 48102 1
DNSQVNAVTVLTLLDK GNTEEAIRDNSQVNAV TVLTLLDKLVNMLDAV R D N D K L 1 0 2 2 0 1 0 0 0 0 3 1 0 0 0 1 2 0 0 3 0 0 16 0 1728.926 sp|O95810sp|O95810|SD 49 64 yes yes 2 2.33E-70 158.58 619 69 630 101850;1018548103;4810 48118 17
DNSVHWER LNEEAVKKDNSVHWER DNSVHWERPQKPKAPV K D N E R P 0 1 1 1 0 0 1 0 1 0 0 0 0 0 0 1 0 1 0 1 0 0 8 0 1041.463 sp|P01023 sp|P01023|A2 1178 1185 yes yes 2;3 0.017022 91.069 620 96 631 101922;1019248120;481 48121 20
DNVFDGLVR QASFQGLKDNVFDGLV NVFDGLVRVTQEFHMK K D N V R V 0 1 1 2 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 2 0 0 9 0 1033.519 sp|P04114sp|P04114|AP 4169 4177 yes yes 2 5.51E-19 164.53 621 174 632 102059;1020648140;4814 48154 189
DNWISVDSVTSEIK RYVKLEDRDNWISVDS DSVTSEIKLAKLPDFE R D N I K L 0 0 1 2 0 0 1 0 0 2 0 1 0 0 0 3 1 1 0 2 0 0 14 0 1591.773 sp|Q14126sp|Q14126|DS 435 448 yes yes 2 0.0037827 60.49 622 459 633 102411;10241 48329 48329 1
DPALCCYLSPGDEQVNCFNINYLR GPRRNIWRDPALCCYL CFNINYLRNVALVSGD R D P L R N 1 1 3 2 3 1 1 1 0 1 3 0 0 1 2 1 0 0 2 1 0 0 24 0 2917.283 sp|Q16610sp|Q16610|EC 482 505 yes yes 2;3 5.81E-58 123.43 623 475 634 102419;1024248330;4833 48330 17
DPDNIAAWYLR RTNINSSRDPDNIAAW NIAAWYLRSNNGNRRN R D P L R S 2 1 1 2 0 0 0 0 0 1 1 0 0 0 1 0 0 1 1 0 0 0 11 0 1332.646 sp|P12259sp|P12259|FA5 1563 1573 yes yes 2 3.11E-95 211.85 624 264 635 102606;1026048348;4834 48353 114
DPILFPSFIHSQK NTPIFFIRDPILFPSF PSFIHSQKRNPQTHLK R D P Q K R 0 0 0 1 0 1 0 0 1 2 1 1 0 2 2 2 0 0 0 0 0 0 13 0 1527.809 sp|P04040sp|P04040|CA 157 169 yes yes 2 0.0055478 68.893 626 169 637 103156 48738 48738 1
DPNGLPPEAQK SYSFVFSRDPNGLPPE GLPPEAQKIVRQRQEE R D P Q K I 1 0 1 1 0 1 1 1 0 0 1 1 0 0 3 0 0 0 0 0 0 0 11 0 1164.578 sp|P02753 sp|P02753|RET 158 168 yes yes 2 4.85E-32 166.07 627 154 638 103157;1031548739;4874 48741 15
DPPSDLLLLK PSRMRPWKDPPSDLLL PSDLLLLKQSNSSKIL K D P L K Q 0 0 0 2 0 0 0 0 0 0 4 1 0 0 2 1 0 0 0 0 0 0 10 0 1109.633 sp|P12259sp|P12259|FA5 926 935 yes yes 2 0.017083 66.692 628 264 639 103273;1032748756;4875 48756 7
DPSASPGDAGEQAIR NQAKGWLRDPSASPGD DAGEQAIRQILDEAGK R D P I R Q 3 1 0 2 0 1 1 2 0 1 0 0 0 0 2 2 0 0 0 0 0 0 15 0 1469.675 sp|P18206sp|P18206|VIN 286 300 yes yes 2 1.04E-30 128.85 629 300 640 103389;1033948763;4876 48774 12
DPSPVSGPVHLFR ASRLQAKRDPSPVSGP SGPVHLFRLSGKCFSL R D P F R L 0 1 0 1 0 0 0 1 1 0 1 0 0 1 3 2 0 0 0 2 0 0 13 0 1406.731 sp|Q9UJJ9 sp|Q9UJJ9|GN 54 66 yes yes 3 0.0046674 49.423 630 547 641 103432 48775 48775 1
DPTFIPAPIQAK KANAGKPKDPTFIPAP IPAPIQAKTSPVDEKA K D P A K T 2 0 0 1 0 1 0 0 0 2 0 1 0 1 3 0 1 0 0 0 0 0 12 0 1296.708 sp|P01019sp|P01019|AN 64 75 yes yes 2;3 3.12E-10 143.7 631 95 642 103433;1034348776;4877 48785 206
DPTPEQTHR SPPGVCSRDPTPEQTH PTPEQTHRLARAMMAF R D P H R L 0 1 0 1 0 1 1 0 1 0 0 0 0 0 2 0 2 0 0 0 0 0 9 0 1079.5 sp|P08697sp|P08697|A2A 73 81 yes yes 2;3 0.0053111 84.743 632 235 643 103737;1037348982;4898 48983 3
DPTQALNEQGDSR HKYAALLKDPTQALNE LNEQGDSRNNSSVEDQ K D P S R N 1 1 1 2 0 2 1 1 0 0 1 0 0 0 1 1 1 0 0 0 0 0 13 0 1429.643 sp|Q8IZQ1sp|Q8IZQ1|WD 522 534 yes yes 2 0.0003673 73.985 633 502 644 103758;1037548985;4898 48988 4
DPVASSLSPYFGTK RCSLLEPRDPVASSLS LSPYFGTKTRYEDVNP R D P T K T 1 0 0 1 0 0 0 1 0 0 1 1 0 1 2 3 1 0 1 1 0 0 14 0 1467.725 sp|Q9UNWsp|Q9UNW1|M 37 50 yes yes 2 1.35E-05 84.658 634 552 645 103812;1038148989;4899 48991 3
DPVQEAWAEDVDLR GIFPVLCKDPVQEAWA WAEDVDLRVNFAMNVG K D P L R V 2 1 0 3 0 1 2 0 0 0 1 0 0 0 1 0 0 1 0 2 0 0 14 0 1641.764 sp|P14618sp|P14618|KPY 476 489 yes yes 2 2.35E-43 185.25 635 283 646 103929;1039348992;4899 49014 28
DPVQLNLLYVQAR SDQNVDSRDPVQLNLL NLLYVQARDDILNGSH R D P A R D 1 1 1 1 0 2 0 0 0 0 3 0 0 0 1 0 0 0 1 2 0 0 13 0 1527.841 sp|Q9Y490sp|Q9Y490|TL 208 220 yes no 2 4.72E-39 144.47 636 554 647 103993;1039949020;490 49022 2
DQATYEDFVEGLR MQAISNNKDQATYEDF EDFVEGLRVFDKEGNG K D Q L R V 1 1 0 2 0 1 2 1 0 0 1 0 0 1 0 0 1 0 1 1 0 0 13 0 1541.7 sp|P05976sp|P05976|MY 125 137 yes yes 2 2.03E-07 91.937 637 201 648 104069;10407 49047 49047 1
DQEVLLQTFLDDASPGDK RKMEPKDKDQEVLLQT DDASPGDKRLAAYLML K D Q D K R 1 0 0 4 0 2 1 1 0 0 3 1 0 1 1 1 1 0 0 1 0 0 18 0 1989.953 sp|P04114sp|P04114|AP 540 557 yes yes 2;3 0 281.76 638 174 649 104073;1040749048;4904 49186 176
DQFLQLSQYR PSHCAEHKDQFLQLSQ FLQLSQYRQLKTAEDY K D Q Y R Q 0 1 0 1 0 3 0 0 0 0 2 0 0 1 0 1 0 0 1 0 0 0 10 0 1296.646 sp|O95479sp|O95479|G6 100 109 yes yes 2 0.0027753 84.615 639 67 650 104363;10436 49224 49224 1
DQGTYEDYVEGLR LQTVAKNKDQGTYEDY EDYVEGLRVFDKEGNG K D Q L R V 0 1 0 2 0 1 2 2 0 0 1 0 0 0 0 0 1 0 2 1 0 0 13 0 1543.679 sp|P60660sp|P60660|MY 82 94 yes yes 2 2.80E-21 128.01 640 397 651 104414;1044149225;492 49235 10
DQLIYNLLK ________________ QLIYNLLKEEQTPQNK K D Q L K E 0 0 1 1 0 1 0 0 0 1 3 1 0 0 0 0 0 0 1 0 0 0 9 0 1118.634 sp|P00338sp|P00338|LD 6 14 yes yes 2 0.00187 101.28 642 70 653 104460;1044649238;4923 49259 32
DQQEAALVDMVNDGVEDLR RTLGLYGKDQQEAALV NDGVEDLRCKYISLIY K D Q L R C 2 1 1 4 0 2 2 1 0 0 2 0 1 0 0 0 0 0 0 3 0 0 19 0 2115.974 sp|P09211 sp|P09211|GST 83 101 yes yes 2 0.030763 50.562 643 239 654 104559;10456 49270 49270 1
DQVLVSCDTGYK SQAKYFFKDQVLVSCD VSCDTGYKVLKDNVEM K D Q Y K V 0 0 0 2 1 1 0 1 0 0 1 1 0 0 0 1 1 0 1 2 0 0 12 0 1383.634 sp|P48740sp|P48740|MA 323 334 yes yes 2 5.63E-23 146.11 644 370 655 104562;1045649271;4927 49272 63
DQYELLCLDNTR NLANKADRDQYELLCL LLCLDNTRKPVDEYKD R D Q T R K 0 1 1 2 1 1 1 0 0 0 3 0 0 0 0 0 1 0 1 0 0 0 12 0 1538.704 sp|P02787sp|P02787|TR 240 251 yes yes 2;3 1.15E-220 256.24 645 162 656 104733;1047349334;4933 49337 175
DQYYNIDVPSR YDYYAFSKDQYYNIDV YNIDVPSRTARAITTR K D Q S R T 0 1 1 2 0 1 0 0 0 1 0 0 0 0 1 1 0 0 2 1 0 0 11 0 1368.631 sp|Q92954sp|Q92954|PR 1373 1383 yes yes 2 5.42E-16 145.89 646 512 657 104987;1049849509;495 49514 39
DRDGNTLTYYR FYNGLCNRDRDGNTLT GNTLTYYRRPWNVASL R D R Y R R 0 2 1 2 0 0 0 1 0 0 1 0 0 0 0 0 2 0 2 0 0 0 11 1 1372.637 sp|P02748sp|P02748|CO 184 194 yes yes 2;3 1.79E-45 181.68 647 150 658 105043;1050449548;4954 49548 6
DSAHGFLK HGKDLLFKDSAHGFLK DSAHGFLKVPPRMDAK K D S L K V 1 0 0 1 0 0 0 1 1 0 1 1 0 1 0 1 0 0 0 0 0 0 8 0 873.4345 sp|P02787sp|P02787|TR 316 323 yes yes 2 0.014503 120.49 648 162 659 105139;1051449554;4955 49555 6
DSALSWEYCR RPWCYVVKDSALSWEY ALSWEYCRLEACESLT K D S C R L 1 1 0 1 1 0 1 0 0 0 1 0 0 0 0 2 0 1 1 0 0 0 10 0 1285.54 sp|Q04756sp|Q04756|HG 354 363 yes no 2 6.31E-182 244.76 649 433 660 105207;1052049560;4956 49564 168
DSCTLPASAEK RNYTLTGRDSCTLPAS TLPASAEKACGACPLW R D S E K A 2 0 0 1 1 0 1 0 0 0 1 1 0 0 1 2 1 0 0 0 0 0 11 0 1177.529 sp|P10643 sp|P10643|CO 761 771 yes yes 2 1.01E-05 109.02 650 252 661 105391;1053949731;4973 49735 24
DSCVGSLVVK DSVWVDVKDSCVGSLV CVGSLVVKSGQSEDRQ K D S V K S 0 0 0 1 1 0 0 1 0 0 1 1 0 0 0 2 0 0 0 3 0 0 10 0 1062.538 sp|P01024sp|P01024|CO 557 566 yes yes 1;2 0.0018 90.709 651 97 662 105498;1054949755;4975 49811 66
DSDGDGIGDACDNCPQK RVPNSDQKDSDGDGIG ACDNCPQKSNPDQADV K D S Q K S 1 0 1 5 2 1 0 3 0 1 0 1 0 0 1 1 0 0 0 0 0 0 17 0 1822.673 sp|P49747sp|P49747|CO 397 413 yes yes 2 8.06E-21 111.52 652 373 663 105723;1057249822;498 49823 2
DSDLLSPSDFK DPEDPTLRDSDLLSPS LLSPSDFKIILGKHWR R D S F K I 0 0 0 3 0 0 0 0 0 0 2 1 0 1 1 3 0 0 0 0 0 0 11 0 1222.572 sp|P48740sp|P48740|MA 505 515 yes yes 2 6.53E-20 150.27 653 370 664 105728;1057249824;498 49828 90
DSDWPFCSDEDWNYK ERHQSACKDSDWPFCS SDEDWNYKCPSGCRMK K D S Y K C 0 0 1 4 1 0 1 0 0 0 0 1 0 1 1 2 0 2 1 0 0 0 15 0 1962.737 sp|P02671 sp|P02671|FIB 49 63 yes yes 2 1.64E-58 208.84 654 142 665 105895;1058949914;499 49919 199
DSEITFIK TGEAVAEKDSEITFIK DSEITFIKKVTCTNAE K D S I K K 0 0 0 1 0 0 1 0 0 2 0 1 0 1 0 1 1 0 0 0 0 0 8 0 951.4913 sp|P01031 sp|P01031|CO 1595 1602 yes yes 2 0.017837 101.33 655 98 666 106137;1061350113;501 50117 40
DSFDIIK DITEGNLRDSFDIIKR RDSFDIIKRYMDGMTV R D S I K R 0 0 0 2 0 0 0 0 0 2 0 1 0 1 0 1 0 0 0 0 0 0 7 0 836.428 sp|P23142 sp|P23142|FBL 643 649 yes no 2 0.0051935 121.29 656 319 667 106280;1062850154;5015 50157 12
DSFHLDEQFTVPVEMMQAR FDPSLTQRDSFHLDEQ PVEMMQARTYPLRWFL R D S A R T 1 1 0 2 0 2 2 0 1 0 1 0 2 2 1 1 1 0 0 2 0 0 19 0 2279.035 sp|P08697sp|P08697|A2A 253 271 yes yes 3 4.71E-32 118.23 657 235 668 106331;1063350166;5016 50166 46
DSGFQMNQLR YAVAVVKKDSGFQMNQ GFQMNQLRGKKSCHTG K D S L R G 0 1 1 1 0 2 0 1 0 0 1 0 1 1 0 1 0 0 0 0 0 0 10 0 1194.545 sp|P02787sp|P02787|TR 123 132 yes yes 2 7.53E-07 123.69 658 162 669 106405;1064050212;502 50212 3
DSGSYFCR YIPKATLKDSGSYFCR DSGSYFCRGLFGSKNV K D S C R G 0 1 0 1 1 0 0 1 0 0 0 0 0 1 0 2 0 0 1 0 0 0 8 0 990.3865 sp|P08637sp|P08637|FCG 166 173 yes no 2 6.41E-07 150.02 659 234 670 106430;1064350215;502 50226 18
DSHSLTTNIMEILR FEYQKNNKDSHSLTTN TNIMEILRGDFSSANN K D S L R G 0 1 1 1 0 0 1 0 1 2 2 0 1 0 0 2 2 0 0 0 0 0 14 0 1628.819 sp|P02671 sp|P02671|FIB 101 114 yes yes 2;3 2.51E-06 86.313 660 142 671 106540;1065450234;5023 50235 3
DSLDQLVGGVPVTLNAQTIDVNQETSDLDPSK YPIKVQVKDSLDQLVG TSDLDPSKSVTRVDDG K D S S K S 1 0 2 5 0 3 1 2 0 1 4 1 0 0 2 3 3 0 0 4 0 0 32 0 3367.663 sp|P01031 sp|P01031|CO 377 408 yes yes 3;4 5.11E-118 140.55 661 98 672 106545;1065450238;5023 50293 56
DSLLQDGEFSMDLR GQKCSVIRDSLLQDGE GEFSMDLRTKSTGGAP R D S L R T 0 1 0 3 0 1 1 1 0 0 3 0 1 1 0 2 0 0 0 0 0 0 14 0 1624.74 sp|P07737sp|P07737|PRO 76 89 yes yes 2 4.43E-42 149.96 662 220 673 106692;1066950294;5029 50315 27
DSMIWDCTCIGAGR GDTYERPKDSMIWDCT CTCIGAGRGRISCTIA K D S G R G 1 1 0 2 2 0 0 2 0 2 0 0 1 0 0 1 1 1 0 0 0 0 14 0 1640.675 sp|P02751 sp|P02751|FIN 117 130 yes yes 2 7.09E-124 208.63 663 153 674 106800;1068050321;503 50339 170
DSPSVWAAVPGK DAAIVGYKDSPSVWAA VWAAVPGKTFVNITPA K D S G K T 2 0 0 1 0 0 0 1 0 0 0 1 0 0 2 2 0 1 0 2 0 0 12 0 1212.614 sp|P07737sp|P07737|PRO 27 38 yes no 2 0.0004331 75.571 664 220 675 107065;1070650498;5049 50500 10
DSPVLIDFFEDTER SSALANTKDSPVLIDF DFFEDTERYRKQANKA K D S E R Y 0 1 0 3 0 0 2 0 0 1 1 0 0 2 1 1 1 0 0 1 0 0 14 0 1681.784 sp|P04196sp|P04196|HR 140 153 yes yes 2;3 0 272.94 665 176 676 107284;1072850508;5050 50820 352
DSSCGTGYELTEDNSCK VGSFRCQRDSSCGTGY LTEDNSCKDIDECESG R D S C K D 0 0 1 2 2 0 2 2 0 0 1 1 0 0 0 3 2 0 1 0 0 0 17 0 1921.731 sp|P23142 sp|P23142|FBL 245 261 yes yes 2 2.35E-234 241.31 667 319 678 107977;1079750862;5086 50864 28
DSTLIMQLLR TLSEESYKDSTLIMQL TLIMQLLRDNLTLWTS K D S L R D 0 1 0 1 0 1 0 0 0 1 3 0 1 0 0 1 1 0 0 0 0 0 10 0 1188.654 sp|P63104sp|P63104|143 213 222 no no 2 1.84E-11 147.06 669 411;404;435;4680;681 108168;1081650896;5089 50900 63
DSTYSLSSTLTLSK SVTEQDSKDSTYSLSS SSTLTLSKADYEKHKV K D S S K A 0 0 0 1 0 0 0 0 0 0 3 1 0 0 0 5 3 0 1 0 0 0 14 0 1501.751 sp|P01834sp|P01834|IGK 62 75 yes yes 2 2.62E-23 126.19 670 123 682 108315;1083150959;5096 51192 251
DSVTETLPR RWFTCVLKDSVTETLP SVTETLPRVNRTAAIS K D S P R V 0 1 0 1 0 0 1 0 0 0 1 0 0 0 1 1 2 0 0 1 0 0 9 0 1016.514 sp|P03951 sp|P03951|FA 80 88 yes yes 2 5.96E-09 148.04 671 165 683 109001;1090051214;512 51276 77
DSVTGTLPK KRFGCFLKDSVTGTLP SVTGTLPKVHRTGAVS K D S P K V 0 0 0 1 0 0 0 1 0 0 1 1 0 0 1 1 2 0 0 1 0 0 9 0 916.4866 sp|P03952 sp|P03952|KLK 81 89 yes yes 2 0.0053262 84.568 672 166 684 109133;1091351291;5129 51291 24
DSYVGDEAQSK VMVGMGQKDSYVGDEA VGDEAQSKRGILTLKY K D S S K R 1 0 0 2 0 1 1 1 0 0 0 1 0 0 0 2 0 0 1 1 0 0 11 0 1197.515 sp|P60709sp|P60709|AC 51 61 no no 2 6.63E-08 117.01 673 398;412;406 685 109268;1092651315;513 51317 10
DSYYMTSSQLSTPLQQWR TFPEIQRRDSYYMTSS STPLQQWRQGEYKCVV R D S W R Q 0 1 0 1 0 3 0 0 0 0 2 0 1 0 1 4 2 1 2 0 0 0 18 0 2190.005 sp|P01880sp|P01880|IGH 61 78 yes yes 2 2.66E-92 164.11 674 131 686 109405;1094051325;513 51328 9
DTANWLEINPDTGAISTR KITYRIWRDTANWLEI DTGAISTRAELDREDF R D T T R A 2 1 2 2 0 0 1 1 0 2 1 0 0 0 1 1 3 1 0 0 0 0 18 0 1972.949 sp|P12830sp|P12830|CA 528 545 yes yes 2 1.23E-39 124.51 675 267 687 109448;10944 51334 51334 1
DTCFEGGDITTVFTPSAK ECVTQLLKDTCFEGGD TVFTPSAKYCQVVCTY K D T A K Y 1 0 0 2 1 0 1 2 0 1 0 1 0 2 1 1 4 0 0 1 0 0 18 0 1944.878 sp|P03951 sp|P03951|FA 27 44 yes yes 2 1.37E-49 178.22 676 165 688 109503;1095051335;5133 51341 43
DTDLDGFPDEK GNGILCGRDTDLDGFP LDGFPDEKLRCPERQC R D T E K L 0 0 0 4 0 0 1 1 0 0 1 1 0 1 1 0 1 0 0 0 0 0 11 0 1250.53 sp|P49747sp|P49747|CO 269 279 yes no 2 0.0013769 81.338 677 373 689 109645;1096451378;5137 51379 2
DTDTGALLFIGK QPFIFVLRDTDTGALL GALLFIGKILDPRGP_ R D T G K I 1 0 0 2 0 0 0 2 0 1 2 1 0 1 0 0 2 0 0 0 0 0 12 0 1249.655 sp|P36955 sp|P36955|PED 400 411 yes no 2 3.49E-11 119.75 678 353 690 109708;1097051380;5138 51398 26
DTEDQEDQVDPR KKRSHLKRDTEDQEDQ QEDQVDPRLIDGKMTR R D T P R L 0 1 0 4 0 2 2 0 0 0 0 0 0 0 1 0 1 0 0 1 0 0 12 0 1445.591 sp|P04070sp|P04070|PRO 200 211 yes yes 2 6.34E-07 98.048 679 171 691 109774;1097751406;5140 51407 6
DTEEEDFHVDQVTTVK WERPFEVKDTEEEDFH VDQVTTVKVPMMKRLG K D T V K V 0 0 0 3 0 1 3 0 1 0 0 1 0 1 0 0 3 0 0 3 0 0 16 0 1890.848 sp|P01009sp|P01009|A1A 226 241 yes yes 2;3 1.81E-97 184.34 680 93 692 109826;1098251412;514 51417 51
DTEVLLVGLEPGTR PSSGQQSRDTEVLLVG VGLEPGTRYNATVYSQ R D T T R Y 0 1 0 1 0 0 2 2 0 0 3 0 0 0 1 0 2 0 0 2 0 0 14 0 1497.804 sp|Q12913sp|Q12913|PT 327 340 yes yes 2 2.35E-16 115.57 681 444 693 109973;1099751463;5146 51468 7
DTGENLETPSSFTIK LTAVIVDKDTGENLET TPSSFTIKVHDVNDNW K D T I K V 0 0 1 1 0 0 2 1 0 1 1 1 0 1 1 2 3 0 0 0 0 0 15 0 1637.778 sp|P33151 sp|P33151|CA 126 140 yes yes 2 0.014726 49.3 682 344 694 110102;11010 51470 51470 1
DTGTYGFLLPER YSFTIELRDTGTYGFL YGFLLPERYIKPTCRE R D T E R Y 0 1 0 1 0 0 1 2 0 0 2 0 0 1 1 0 2 0 1 0 0 0 12 0 1367.672 sp|Q96IY4 sp|Q96IY4|CBP 388 399 yes yes 2 1.94E-27 155.06 683 516 695 110129;1101351471;5147 51473 174
DTLMISR FLFPPKPKDTLMISRT KDTLMISRTPEVTCVV K D T S R T 0 1 0 1 0 0 0 0 0 1 1 0 1 0 0 1 1 0 0 0 0 0 7 0 834.4269 sp|P01857sp|P01860|IGH 179 185 no no 2 1.93E-20 172.39 684 126;124;125;1 696 110316;1103151645;5164 51654 69
DTLPSCAVR EAALRTVRDTLPSCAV TLPSCAVRAGLLRPDY R D T V R A 1 1 0 1 1 0 0 0 0 0 1 0 0 0 1 1 1 0 0 1 0 0 9 0 1017.491 sp|Q96PD5sp|Q96PD5|PG 501 509 yes yes 2 0.0007316 112.17 685 518 697 110449;1104551714;517 51716 40
DTMVEDLVVLVR EIKDRNKRDTMVEDLV EDLVVLVRGGASEHIT R D T V R G 0 1 0 2 0 0 1 0 0 0 2 0 1 0 0 0 1 0 0 4 0 0 12 0 1387.738 sp|P07358sp|P07358|CO 417 428 yes yes 2 5.72E-19 130.66 686 216 698 110586;1105851754;5175 51760 14
DTPFSQIK LNLSDITKDTPFSQIK DTPFSQIKEIIIHQNY K D T I K E 0 0 0 1 0 1 0 0 0 1 0 1 0 1 1 1 1 0 0 0 0 0 8 0 934.476 sp|P03952 sp|P03952|KLK 460 467 yes yes 2 0.019202 92.677 687 166 699 110637;1106351768;5176 51769 10
DTSCVNPPTVQNAYIVSR WTGRPTCRDTSCVNPP QNAYIVSRQMSKYPSG R D T S R Q 1 1 2 1 1 1 0 0 0 1 0 0 0 0 2 2 2 0 1 3 0 0 18 0 2019.968 sp|P08603 sp|P08603|CFA 1045 1062 yes yes 2 3.76E-42 121.76 688 233 700 110751;1107551778;5177 51782 6
DTVIKPLLVEPEGLEK SVPEHGRKDTVIKPLL VEPEGLEKETTFNSLL K D T E K E 0 0 0 1 0 0 3 1 0 1 3 2 0 0 2 0 1 0 0 2 0 0 16 1 1779.003 sp|P01023 sp|P01023|A2 897 912 yes yes 2;3 1.99E-76 168.89 689 96 701 110765;1107651784;5178 51985 226
DTVQIHDITGK AQCQEPCKDTVQIHDI QIHDITGKDCQDIANK K D T G K D 0 0 0 2 0 1 0 1 1 2 0 1 0 0 0 0 2 0 0 1 0 0 11 0 1225.63 sp|P02679sp|P02679|FIB 167 177 yes yes 2;3 3.12E-16 169.65 690 144 702 111118;1111152015;520 52022 98
DTWVEHWPEEDECQDEENQK NLSYIIGKDTWVEHWP CQDEENQKQCQDLGAF K D T Q K Q 0 0 1 3 1 2 6 0 1 0 0 1 0 0 1 0 1 2 0 1 0 0 20 0 2602.019 sp|P01024sp|P01024|CO 1625 1644 yes yes 3 1.14E-27 108.75 691 97 703 111340;11134 52113 52113 1
DVAPGTLCDVAGWGIVNHAGR LPWQRVDRDVAPGTLC GIVNHAGRRPDSLQHV R D V G R R 3 1 1 2 1 0 0 4 1 1 1 0 0 0 1 0 1 1 0 3 0 0 21 0 2164.048 sp|P00746sp|P00746|CFA 141 161 yes yes 3 4.65E-83 144.17 692 86 704 111349;1113552114;521 52115 107
DVAVIAESIR IYSDHRSKDVAVIAES AVIAESIRMAMGLRIK K D V I R M 2 1 0 1 0 0 1 0 0 2 0 0 0 0 0 1 0 0 0 2 0 0 10 0 1071.592 sp|Q9NZK5sp|Q9NZK5|CE 297 306 yes yes 2 0.01032 72.643 693 538 705 111491;11149 52221 52221 1
DVAVLCR CDDGWDIKDVAVLCRE KDVAVLCRELGCGAAS K D V C R E 1 1 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 0 7 0 831.4273 sp|O43866sp|O43866|CD 57 63 yes yes 2 0.010269 106.29 694 57 706 111559;1115652222;522 52222 34
DVCDPGNTK DVELPTNKDVCDPGNT VCDPGNTKVMDKYTFE K D V T K V 0 0 1 2 1 0 0 1 0 0 0 1 0 0 1 0 1 0 0 1 0 0 9 0 1004.423 sp|P02774sp|P02774|VT 333 341 yes yes 2 0.0069216 81.642 695 159 707 111655;1116552256;5225 52257 3
DVDECSLKPSICGTAVCK LSNKKDCKDVDECSLK ICGTAVCKNIPGDFEC K D V C K N 1 0 0 2 3 0 1 1 0 1 1 2 0 0 1 2 1 0 0 2 0 0 18 1 2037.917 sp|P07225 sp|P07225|PRO 201 218 yes yes 2;3 1.13E-15 121.24 696 212 708 111697;1116952259;5226 52260 14
DVDIDSYPDEELPCSAR GDGYICGKDVDIDSYP EELPCSARNCKKDNCK K D V A R N 1 1 0 4 1 0 2 0 0 1 1 0 0 0 2 2 0 0 1 1 0 0 17 0 1979.842 sp|P35443 sp|P35443|TSP 464 480 yes yes 2 2.78E-54 138.2 697 348 709 111784;1117852273;5227 52274 7
DVDLEFLAK LRKSPVAKDVDLEFLA VDLEFLAKMTNGFSGA K D V A K M 1 0 0 2 0 0 1 0 0 0 2 1 0 1 0 0 0 0 0 1 0 0 9 0 1048.544 sp|P55072 sp|P55072|TER 669 677 yes yes 2 0.0053262 84.568 698 389 710 111862;1118652280;5228 52282 3
DVEFLAQLK VFLEKLKKDVEFLAQL VEFLAQLKLMDYSLLV K D V L K L 1 0 0 1 0 1 1 0 0 0 2 1 0 1 0 0 0 0 0 1 0 0 9 0 1061.576 sp|P48426sp|P48426|PI4 262 270 yes no 2 0.0020406 100.45 699 367 711 111913;1119152283;5228 52284 2
DVFLEMNIPYSVVR TVKAKVFKDVFLEMNI NIPYSVVRGEQIQLKG K D V V R G 0 1 1 1 0 0 1 0 0 1 1 0 1 1 1 1 0 0 1 3 0 0 14 0 1680.855 sp|P01031 sp|P01031|CO 822 835 yes yes 2 3.73E-48 190.15 700 98 712 111932;1119352285;5228 52290 97
DVINEAWFPEDQR RLIHFSAKDVINEAWF AWFPEDQRVLTPNLVA K D V Q R V 1 1 1 2 0 1 2 0 0 1 0 0 0 1 1 0 0 1 0 1 0 0 13 0 1617.742 sp|Q8NBP7sp|Q8NBP7|PC 422 434 yes yes 2 1.41E-27 139.32 701 505 713 112069;1120752382;5238 52382 3
DVLLQVDDER RRTEKKLKDVLLQVDD LLQVDDERRNAEQYKD K D V E R R 0 1 0 3 0 1 1 0 0 0 2 0 0 0 0 0 0 0 0 2 0 0 10 0 1200.599 sp|P35579sp|P35579|MY 1846 1855 yes yes 2 7.17E-05 108.98 702 350 714 112098;1120952385;5238 52390 6
DVMQGTDEHVVCK SQVLLPSKDVMQGTDE TDEHVVCKVQHPNGNK K D V C K V 0 0 0 2 1 1 1 1 1 0 0 1 1 0 0 0 1 0 0 3 0 0 13 0 1516.665 sp|P01871 sp|P01871|IGH 77 89 yes yes 2;3 3.32E-09 103.08 703 128 715 112134;1121352391;5239 52393 3
DVNAAIAAIK YRGDVVPKDVNAAIAA NAAIAAIKTKRSIQFV K D V I K T 4 0 1 1 0 0 0 0 0 2 0 1 0 0 0 0 0 0 0 1 0 0 10 0 984.5604 sp|P68366sp|P68366|TBA 327 336 yes yes 2 0.015677 80.165 704 415 716 112220;1122252394;5239 52395 2
DVQNVAAAPELAMGALELESR AAGSAARRDVQNVAAA GALELESRNSTLDPGK R D V S R N 5 1 1 1 0 1 3 1 0 0 3 0 1 0 1 1 0 0 0 2 0 0 21 0 2183.089 sp|O00391sp|O00391|QS 554 574 yes yes 3 0.0018606 39.68 705 43 717 112264;1122652396;5239 52400 5
DVTDTTALITWFK APSQIEVKDVTDTTAL TALITWFKPLAEIDGI K D V F K P 1 0 0 2 0 0 0 0 0 1 1 1 0 1 0 0 4 1 0 1 0 0 13 0 1509.772 sp|P24821 sp|P24821|TEN 813 825 yes yes 2 0.0051881 61.353 706 325 718 112338;1123352401;5240 52402 2
DVVICPDASLEDAK KDPVQCSRDVVICPDA DASLEDAKKEGPYDVV R D V A K K 2 0 0 3 1 0 1 0 0 1 1 1 0 0 1 1 0 0 0 2 0 0 14 0 1530.724 sp|Q99497sp|Q99497|PA 49 62 yes yes 2 2.87E-12 114.86 707 520 719 112364;1123652403;5240 52405 5
DVVLTTTFVDDIK GRFVMRNRDVVLTTTF TTFVDDIKALPTTYEK R D V I K A 0 0 0 3 0 0 0 0 0 1 1 1 0 1 0 0 3 0 0 3 0 0 13 0 1464.771 sp|P02748sp|P02748|CO 312 324 yes yes 2 1.51E-29 141.88 708 150 720 112389;1123952408;5240 52434 357
DVVQITCLDGFEVVEGR AKAKYVFRDVVQITCL GFEVVEGRVGATSFYS R D V G R V 0 1 0 2 1 1 2 2 0 1 1 0 0 1 0 0 1 0 0 4 0 0 17 0 1934.941 sp|P09871 sp|P09871|C1S 315 331 yes yes 2;3 8.54E-150 204.13 709 242 721 112921;1129252773;5277 52822 72
DWAESTLMTQK APACLPERDWAESTLM ESTLMTQKTGIVSGFG R D W Q K T 1 0 0 1 0 1 1 0 0 0 1 1 1 0 0 1 2 1 0 0 0 0 11 0 1308.602 sp|P00742 sp|P00742|FA 347 357 yes yes 2 6.03E-12 129.38 711 85 723 114161;1141653804;5380 53809 8
DWHGVPGQVDAAMAGR RQPQFISRDWHGVPGQ VDAAMAGRIYISGMAP R D W G R I 3 1 0 2 0 1 0 3 1 0 0 0 1 0 1 0 0 1 0 2 0 0 16 0 1665.768 sp|P04004sp|P04004|VT 338 353 yes yes 2;3 2.36E-77 165.09 712 168 724 114209;1142153812;538 53825 292
DWVSVVTPAR GFNDRDNRDWVSVVTP VSVVTPARDGPCGTVL R D W A R D 1 1 0 1 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 3 0 0 10 0 1128.593 sp|P07911 sp|P07911|UR 376 385 yes yes 2 0.015444 67.897 713 221 725 114542;11454 54105 54105 1
DYAEVGR MPICLPSKDYAEVGRV KDYAEVGRVGYVSGWG K D Y G R V 1 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 1 1 0 0 7 0 808.3715 sp|P00738sp|P00738|HP 271 277 yes yes 2 0.0061495 118.69 714 82 726 114566;1145654106;5410 54107 3
DYAGVFSDAGLTFTSSSGQQTAQR GCTPGSGKDYAGVFSD SGQQTAQRAELQCPQP K D Y Q R A 3 1 0 2 0 3 0 3 0 0 1 0 0 2 0 4 3 0 1 1 0 0 24 0 2493.141 sp|P01024sp|P01024|CO 634 657 yes yes 2;3 2.72E-18 90.367 715 97 727 114617;1146154109;541 54109 2
DYELLCLDGTR WAKNLNEKDYELLCLD LLCLDGTRKPVEEYAN K D Y T R K 0 1 0 2 1 0 1 1 0 0 3 0 0 0 0 0 1 0 1 0 0 0 11 0 1353.624 sp|P02787sp|P02787|TR 577 587 yes yes 2 2.28E-68 195.7 716 162 728 114620;1146254111;541 54120 172
DYETATLSDIK KEAMLKHRDYETATLS TATLSDIKALIRKHEA R D Y I K A 1 0 0 2 0 0 1 0 0 1 1 1 0 0 0 1 2 0 1 0 0 0 11 0 1254.598 sp|O43707sp|O43707|AC 440 450 yes yes 2 0.028443 54.066 717 56 729 114813;11481 54288 54288 1
DYETATLSEIK KEAMLRQKDYETATLS TATLSEIKALLKKHEA K D Y I K A 1 0 0 1 0 0 2 0 0 1 1 1 0 0 0 1 2 0 1 0 0 0 11 0 1268.614 sp|P12814sp|P12814|AC 421 431 yes yes 2 8.14E-12 127.4 718 266 730 114836;1148354289;5429 54332 44
DYFIATCK LQPQYQFRDYFIATCK DYFIATCKQGYQLIEG R D Y C K Q 1 0 0 1 1 0 0 0 0 1 0 1 0 1 0 0 1 0 1 0 0 0 8 0 1016.464 sp|P00736sp|P00736|C1 332 339 yes yes 2 0.016644 102.71 719 81 731 114941;1149454336;5433 54342 46
DYFMPCPGR PRYPRDVRDYFMPCPG YFMPCPGRGHGHRNGT R D Y G R G 0 1 0 1 1 0 0 1 0 0 0 0 1 1 2 0 0 0 1 0 0 0 9 0 1141.469 sp|P02790sp|P02790|HE 226 234 yes yes 2 0.0001901 132.29 720 164 732;733 115026;1150254382;5438 54382 41 252
DYIEFNK WKYYYDGKDYIEFNKE KDYIEFNKEIPAWVPF K D Y N K E 0 0 1 1 0 0 1 0 0 1 0 1 0 1 0 0 0 0 1 0 0 0 7 0 927.4338 sp|P25311 sp|P25311|ZA2 143 149 yes yes 2 0.024783 96.048 721 326 734 115572;1155754645;5464 54647 9
DYIFGNYIER MEKALQERDYIFGNYI IFGNYIERLWAYLTIE R D Y E R L 0 1 1 1 0 0 1 1 0 2 0 0 0 1 0 0 0 0 2 0 0 0 10 0 1288.609 sp|Q06033sp|Q06033|ITI 547 556 yes yes 2 4.54E-11 144.09 723 436 736 115863;1158654755;5475 54758 146
DYLIDGSR DPYSVPARDYLIDGSR DYLIDGSRGILSGTSD R D Y S R G 0 1 0 2 0 0 0 1 0 1 1 0 0 0 0 1 0 0 1 0 0 0 8 0 937.4505 sp|P18206sp|P18206|VIN 106 113 yes yes 2 0.010542 124.34 724 300 737 116116;1161154901;5490 54949 51
DYLLCDYNR ARDKVVGKDYLLCDYN YLLCDYNRDGDSYRSP K D Y N R D 0 1 1 2 1 0 0 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 9 0 1230.534 sp|P47756sp|P47756|CA 58 66 yes yes 2 0.0058495 83.265 725 365 738 116238;11623 54952 54952 1
DYNLNDILLQLGIEEAFTSK LPKFSISRDYNLNDIL IEEAFTSKADLSGITG R D Y S K A 1 0 2 2 0 1 2 1 0 2 4 1 0 1 0 1 1 0 1 0 0 0 20 0 2295.163 sp|P01011 sp|P01011|AA 321 340 yes yes 2;3 8.40E-152 228.19 726 94 739 116255;1162554953;5495 54959 9
DYVSQFEGSALGK DVLKDSGRDYVSQFEG FEGSALGKQLNLKLLD R D Y G K Q 1 0 0 1 0 1 1 2 0 0 1 1 0 1 0 2 0 0 1 1 0 0 13 0 1399.662 sp|P02647sp|P02647|AP 52 64 yes yes 2 7.89E-30 179.42 727 136 740 116370;1163754962;5496 55092 161
DYYVSTAVCR PATCAFQRDYYVSTAV YVSTAVCRSTVKVSAQ R D Y C R S 1 1 0 1 1 0 0 0 0 0 0 0 0 0 0 1 1 0 2 2 0 0 10 0 1232.55 sp|Q13103sp|Q13103|SP 108 117 yes yes 2 2.26E-05 111.74 728 446 741 116580;1165855124;551 55125 2
EAAENSLVAYK FATGNDRKEAAENSLV ENSLVAYKAASDIAMT K E A Y K A 3 0 1 0 0 0 2 0 0 0 1 1 0 0 0 1 0 0 1 1 0 0 11 0 1193.593 sp|P62258sp|P62258|143 143 153 yes yes 2 0.0001277 94.85 729 404 742 116613;11661 55126 55126 1
EAAYHPEVAPDVR ADMLRACKEAAYHPEV PEVAPDVRLRALHYGR K E A V R L 3 1 0 1 0 0 2 0 1 0 0 0 0 0 2 0 0 0 1 2 0 0 13 0 1452.7 sp|Q9Y490sp|Q9Y490|TL 2221 2233 yes yes 3 0.018384 32.734 730 554 743 116652;1166555127;551 55127 9
EACNAWLQK SRLPVAPREACNAWLQ ACNAWLQKRQRPEVFS R E A Q K R 2 0 1 0 1 1 1 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 9 0 1118.518 sp|Q9NZP8sp|Q9NZP8|C1 400 408 yes yes 2 0.0006472 125.01 731 540 744 116755;1167555136;5513 55139 48
EADDIVNWLK PKEYTAGREADDIVNW DDIVNWLKKRTGPAAT R E A L K K 1 0 1 2 0 0 1 0 0 1 1 1 0 0 0 0 0 1 0 1 0 0 10 0 1201.598 sp|P07237sp|P07237|PD 121 130 yes yes 2 0.0027547 84.743 732 213 745 116917;1169155184;5518 55185 7
EADESLNFEEQILEAAK LKPRAKPKEADESLNF EQILEAAKSIAAATSA K E A A K S 3 0 1 1 0 1 5 0 0 1 2 1 0 1 0 1 0 0 0 0 0 0 17 0 1934.911 sp|Q9Y490sp|Q9Y490|TL 2334 2350 yes yes 2 7.01E-180 218.4 733 554 746 117042;1170455191;5519 55236 55
EAEFGQGTGPIWLNEVK GPALKAFKEAEFGQGT PIWLNEVKCKGNESSL K E A V K C 1 0 1 0 0 1 3 3 0 1 1 1 0 1 1 0 1 1 0 1 0 0 17 0 1873.921 sp|Q86VB7sp|Q86VB7|C1 981 997 yes yes 2 2.96E-28 115.14 734 498 747 117116;1171155246;5524 55252 9
EAEPLVDIR APRKRDKKEAEPLVDI AEPLVDIRVTGPVPGA K E A I R V 1 1 0 1 0 0 2 0 0 1 1 0 0 0 1 0 0 0 0 1 0 0 9 0 1040.55 sp|Q9H8L6sp|Q9H8L6|M 798 806 yes yes 2 0.0016182 102.51 735 531 748 117243;1172455255;5525 55270 20
EAFEISK EASEAAYKEAFEISKE KEAFEISKEQMQPTHP K E A S K E 1 0 0 0 0 0 2 0 0 1 0 1 0 1 0 1 0 0 0 0 0 0 7 0 822.4123 sp|Q04917sp|Q04917|14 156 162 yes yes 2 0.037466 90.706 736 435 749 117318;11731 55276 55276 1
EAFLLFDR KEQQDEFKEAFLLFDR EAFLLFDRTGDSKITL K E A D R T 1 1 0 1 0 0 1 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 8 0 1009.523 sp|P05976sp|P05976|MY 57 64 yes yes 2 0.017874 101.28 737 201 750 117337;1173355277;5527 55278 2
EAFQLFDR EDQTAEFKEAFQLFDR EAFQLFDRTGDGKILY K E A D R T 1 1 0 1 0 1 1 0 0 0 1 0 0 2 0 0 0 0 0 0 0 0 8 0 1024.498 sp|P60660sp|P60660|MY 14 21 yes yes 2 0.010979 124.08 738 397 751 117352;1173555279;5528 55285 9
EAFSLFDK EEQIAEFKEAFSLFDK EAFSLFDKDGDGTITT K E A D K D 1 0 0 1 0 0 1 0 0 0 1 1 0 2 0 1 0 0 0 0 0 0 8 0 955.4651 sp|P62158sp|P62158|CA 15 22 yes no 2 0.022985 81.119 739 403 752 117416;1174155288;5528 55290 9
EAGAGGLAIAVEGPSK AEFSIWTREAGAGGLA IAVEGPSKAEISFEDR R E A S K A 4 0 0 0 0 0 2 4 0 1 1 1 0 0 1 1 0 0 0 1 0 0 16 0 1425.746 sp|P21333 sp|P21333|FLN 2265 2280 yes yes 2 2.79E-06 94.191 740 310 753 117476;1174755297;5529 55297 3
EAGIPEFYDYDVALIK NYNINGKKEAGIPEFY DYDVALIKLKNKLKYG K E A I K L 2 0 0 2 0 0 2 1 0 2 1 1 0 1 1 0 0 0 2 1 0 0 16 0 1841.909 sp|P00751 sp|P00751|CFA 566 581 yes yes 2;3 1.38E-19 107.09 741 89 754 117541;1175455301;5530 55828 616
EAGISDYLTIEELVK KLSWGYRREAGISDYL LTIEELVKQLVETVSC R E A V K Q 1 0 0 1 0 0 3 1 0 2 2 1 0 0 0 1 1 0 1 1 0 0 15 0 1678.867 sp|Q9BTY2sp|Q9BTY2|FU 307 321 yes yes 2 0.0003839 68.44 742 523 755 118615;11861 55917 55917 1
EALGDVVGDYNFICPALEFTK DQRPENYREALGDVVG CPALEFTKKFSEWGNN R E A T K K 2 0 1 2 1 0 2 2 0 1 2 1 0 2 1 0 1 0 1 2 0 0 21 0 2357.125 sp|P06276sp|P06276|CH 415 435 yes yes 2 5.94E-231 225.09 743 202 756 118661;1186655918;559 55925 12
EALIQFLEQVHQGIK QREWLGNREALIQFLE EQVHQGIKGMVLDENY R E A I K G 1 0 0 0 0 3 2 1 1 2 2 1 0 1 0 0 0 0 0 1 0 0 15 0 1751.957 sp|P15169sp|P15169|CB 329 343 yes no 2;3 5.23E-05 90.827 744 286 757 118711;1187155930;5593 55947 19
EALQGVGDMGR ESWRSFFKEALQGVGD QGVGDMGRAYWDIMIS K E A G R A 1 1 0 1 0 1 1 3 0 0 1 0 1 0 0 0 0 0 0 1 0 0 11 0 1131.534 sp|P35542 sp|P35542|SAA 27 37 yes yes 2 8.13E-39 175.51 745 349 758 118814;1188155949;5595 55956 107
EALVPLVADHK SGYSSSLREALVPLVA VPLVADHKCSSPEVYG R E A H K C 2 0 0 1 0 0 1 0 1 0 2 1 0 0 1 0 0 0 0 2 0 0 11 0 1190.666 sp|Q04756sp|Q04756|HG 556 566 yes no 2;3 2.09E-11 123.86 746 433 759 118978;1189756057;5605 56063 49
EALVSQLSR FSRQLDEKEALVSQLS ALVSQLSRGKQAFTQQ K E A S R G 1 1 0 0 0 1 1 0 0 0 2 0 0 0 0 2 0 0 0 1 0 0 9 0 1001.551 sp|Q9UKX2sp|Q9UKX2|M 1301 1309 yes yes 2 0.0077174 80.438 747 549 760 119264;11926 56108 56108 1
EANVACLDLGFQQGADTQR CKSSWSMREANVACLD QQGADTQRRFKLSDLS R E A Q R R 3 1 1 2 1 3 1 2 0 0 2 0 0 1 0 0 1 0 0 1 0 0 19 0 2091.964 sp|P05156sp|P05156|CFA 149 167 yes yes 2;3 0 348.58 748 192 761 119266;1192656109;561 56109 250
EAPDLVLQR QDFETLPREAPDLVLQ APDLVLQRCCSGEGLQ R E A Q R C 1 1 0 1 0 1 1 0 0 0 2 0 0 0 1 0 0 0 0 1 0 0 9 0 1039.566 sp|P04275 sp|P04275|VW 1660 1668 yes yes 2 0.0001313 133.12 749 179 762 119704;1197056361;5636 56361 22
EAQEVFK ELLKDLSKEAQEVFKA KEAQEVFKAIQSLKTT K E A F K A 1 0 0 0 0 1 2 0 0 0 0 1 0 1 0 0 0 0 0 1 0 0 7 0 849.4232 sp|P04114sp|P04114|AP 4279 4285 yes yes 2 0.021042 97.602 750 174 763 119979;1199856383;5638 56383 7
EAQLLVIENEVCNHYK TFGTGLLKEAQLLVIE NEVCNHYKYICAEHLA K E A Y K Y 1 0 2 0 1 1 3 0 1 1 2 1 0 0 0 0 0 0 1 2 0 0 16 0 1957.957 sp|P08519sp|P08519|AP 4465 4480 yes yes 2 0.0001736 87.001 751 230 764 120115;12011 56390 56390 1
EAQLPVIENK TFGAGLLKEAQLPVIE QLPVIENKVCNRYEFL K E A N K V 1 0 1 0 0 1 2 0 0 1 1 1 0 0 1 0 0 0 0 1 0 0 10 0 1139.619 sp|P00747sp|P00747|PLM 718 727 yes yes 2 6.76E-07 146.69 752 87 765 120117;1201156391;5639 56432 74
EASFDGISK TDSGSVCREASFDGIS ASFDGISKFEVNNTIL R E A S K F 1 0 0 1 0 0 1 1 0 1 0 1 0 1 0 2 0 0 0 0 0 0 9 0 952.4502 sp|P12955 sp|P12955|PEP 160 168 yes yes 2 0.032031 64.42 753 270 766 120239;12024 56465 56465 1
EATEAAK SGTDCVAKEATEAAKC KEATEAAKCNLLAEKQ K E A A K C 3 0 0 0 0 0 2 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 7 0 718.3497 sp|P02765 sp|P02765|FET 212 218 yes yes 2 0.021353 97.473 754 157 767 120290 56466 56466 1
EATIPGHLNSYTIK KNSVGRWKEATIPGHL HLNSYTIKGLKPGVVY K E A I K G 1 0 1 0 0 0 1 1 1 2 1 1 0 0 1 1 2 0 1 0 0 0 14 0 1542.804 sp|P02751 sp|P02751|FIN 656 669 yes yes 2;3 5.24E-06 88.681 755 153 768 120291;1202956467;5646 56481 40
EATLQDCPSGPWGK SQMSCSGREATLQDCP CPSGPWGKNTCNHDED R E A G K N 1 0 0 1 1 1 1 2 0 0 1 1 0 0 2 1 1 1 0 0 0 0 14 0 1544.693 sp|O43866sp|O43866|CD 212 225 yes yes 2 8.96E-39 177.57 756 57 769 120467;1204656509;565 56515 45
EATTEFSVDAR IEGQGVFREATTEFSV TEFSVDARALTQTGGP R E A A R A 2 1 0 1 0 0 2 0 0 0 0 0 0 1 0 1 2 0 0 1 0 0 11 0 1224.562 sp|P21333 sp|P21333|FLN 1273 1283 yes yes 2 0.0013912 81.263 757 310 770 120637;1206356554;5655 56554 2
EAVEHLQK SQLSNNAKEAVEHLQK EAVEHLQKSELTQQLN K E A Q K S 1 0 0 0 0 1 2 0 1 0 1 1 0 0 0 0 0 0 0 1 0 0 8 0 952.4978 sp|P06727sp|P06727|AP 44 51 yes yes 2 0.033835 71.296 758 206 771 120662;12066 56556 56556 1
ECDNPAPQNGGASCPGR AGIQERRRECDNPAPQ GGASCPGRKVQTQAC_ R E C G R K 2 1 2 1 2 1 1 3 0 0 0 0 0 0 3 1 0 0 0 0 0 0 17 0 1785.716 sp|P07357sp|P07357|CO 561 577 yes yes 2 8.21E-91 164.48 760 215 773 120994;12099 56579 56579 1
ECDTDGWTNDIPICEVVK LLGEINYRECDTDGWT IPICEVVKCLPVTAPE R E C V K C 0 0 1 3 2 0 2 1 0 2 0 1 0 0 1 0 2 1 0 2 0 0 18 0 2149.93 sp|P08603 sp|P08603|CFA 128 145 yes yes 2;3 3.56E-137 196.11 761 233 774 120997;1209956580;5658 56848 321
ECLCGALASYAAACAGR VCSCSDGRECLCGALA YAAACAGRGVRVAWRE R E C G R G 6 1 0 0 3 0 1 2 0 0 2 0 0 0 0 1 0 0 1 0 0 0 17 0 1799.775 sp|P04275 sp|P04275|VW 620 636 yes yes 2 1.25E-05 96.103 763 179 776 121657;12165 56935 56935 1
ECLQTCR GNNFVTEKECLQTCRT KECLQTCRTVAACNLP K E C C R T 0 1 0 0 2 1 1 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 7 0 965.4059 sp|P02760sp|P02760|AM 276 282 yes no 2 0.0046839 137.44 764 155 777 121661;1216656936;5693 56940 5
ECQGNGVWSGTEPICR VLTGSSERECQGNGVW SGTEPICRQPYSYDFP R E C C R Q 0 1 1 0 2 1 2 3 0 1 0 0 0 0 1 1 1 1 0 1 0 0 16 0 1848.788 sp|P06681 sp|P06681|CO 190 205 yes yes 2 3.37E-70 156.36 765 205 778 121751;12175 56941 56941 1
ECVGFEAVQEVPVGLVQPASATLYDYYNPER FDSVPTSRECVGFEAV YDYYNPERRCSVFYGA R E C E R R 3 1 1 1 1 2 4 2 0 0 2 0 0 1 3 1 1 0 3 5 0 0 31 0 3499.661 sp|P0C0L4 sp|P0C0L4|CO 1534 1564 no no 3;4 1.85E-213 179.81 766 245;246 779 121757;1217556942;5694 57104 183
EDAIWNLLR VARSVNGKEDAIWNLL DAIWNLLRQAQEKFGK K E D L R Q 1 1 1 1 0 0 1 0 0 1 2 0 0 0 0 0 0 1 0 0 0 0 9 0 1128.593 sp|P02788sp|P02788|TR 283 291 yes yes 2 0.031938 68.787 767 163 780 122069;1220757127;571 57128 1
EDAVLEYLK EEHRGMLREDAVLEYL DAVLEYLKIAQDLEMY R E D L K I 1 0 0 1 0 0 2 0 0 0 2 1 0 0 0 0 0 0 1 1 0 0 9 0 1078.555 sp|P26038sp|P26038|MO 185 193 yes yes 2 0.033236 63.673 768 327 781 122103;1221057130;5713 57130 2
EDAVSAAFK HLQHNRLKEDAVSAAF DAVSAAFKGLKSLEYL K E D F K G 3 0 0 1 0 0 1 0 0 0 0 1 0 1 0 1 0 0 0 1 0 0 9 0 936.4553 sp|P51884sp|P51884|LU 173 181 yes yes 2 0.012062 75.738 769 379 782 122138;1221357132;5713 57134 12
EDEDFQESNK TAPDQVDKEDEDFQES EDFQESNKMHSMNGFM K E D N K M 0 0 1 2 0 1 3 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 10 0 1239.489 sp|P00450sp|P00450|CER 610 619 yes yes 2 0.000952 96.948 770 74 783 122316;1223157144;5714 57144 2
EDFDSLLQSAK IDPNFGSKEDFDSLLQ DSLLQSAKKKSIRVIL K E D A K K 1 0 0 2 0 1 1 0 0 0 2 1 0 1 0 2 0 0 0 0 0 0 11 0 1251.598 sp|P08195 sp|P08195|4F2 288 298 yes yes 2 0.0006162 86.624 771 225 784 122341;1223457146;5714 57146 2
EDFDVEAADSAGNCLDSLVFVAGDR QVVVTLRREDFDVEAA LVFVAGDRQFGPYCGH R E D D R Q 4 1 1 5 1 0 2 2 0 0 2 0 0 2 0 2 0 0 0 3 0 0 25 0 2671.171 sp|P09871 sp|P09871|C1S 221 245 yes yes 2;3 1.68E-26 124.43 772 242 785 122370;1223757148;5714 57167 20
EDFLEQSEQLFGAK LQKGFPIKEDFLEQSE SEQLFGAKPVSLTGKQ K E D A K P 1 0 0 1 0 2 3 1 0 0 2 1 0 2 0 1 0 0 0 0 0 0 14 0 1639.773 sp|P08697sp|P08697|A2A 176 189 yes no 2;3 1.69E-110 201.33 773 235 786 122453;1224557168;5716 57420 302
EDFTSLSLVLYSR KEFSHLGKEDFTSLSL LSLVLYSRKFPSGTFE K E D S R K 0 1 0 1 0 0 1 0 0 0 3 0 0 1 0 3 1 0 1 1 0 0 13 0 1528.777 sp|P02774sp|P02774|VT 38 50 yes yes 2 8.79E-34 152.07 774 159 787 122916;1229157470;5747 57474 91
EDGILGPIIR HTVNPNMKEDGILGPI GILGPIIRAQVRDTLK K E D I R A 0 1 0 1 0 0 1 2 0 3 1 0 0 0 1 0 0 0 0 0 0 0 10 0 1081.613 sp|P12259sp|P12259|FA5 415 424 yes yes 2 4.68E-16 155.38 776 264 789 123341;1233457728;577 57733 115
EDIFMETLK DSQLQKAREDIFMETL DIFMETLKDIVEYYND R E D L K D 0 0 0 1 0 0 2 0 0 1 1 1 1 1 0 0 1 0 0 0 0 0 9 0 1124.542 sp|P25311 sp|P25311|ZA2 94 102 yes yes 2 0.0007123 117.4 777 326 790;791 123505;1235057843;5784 57962 138
EDLDVLGLTFR TCAFRYGREDLDVLGL DVLGLTFRKDLFVANV R E D F R K 0 1 0 2 0 0 1 1 0 0 3 0 0 1 0 0 1 0 0 1 0 0 11 0 1276.666 sp|P49407sp|P49407|AR 66 76 yes yes 2 6.00E-08 117.31 778 372 792 123706;1237057983;5798 57985 5
EDNLVHWER SLDKEAVKEDNLVHWE DNLVHWERPQRPKAPV K E D E R P 0 1 1 1 0 0 2 0 1 0 1 0 0 0 0 0 0 1 0 1 0 0 9 0 1196.557 sp|P20742 sp|P20742|PZP 1183 1191 yes yes 2;3 0.0006833 124.23 779 307 793 123757;1237557988;5798 57994 8
EDPQTFYYAVAVVK VAEFYGSKEDPQTFYY YYAVAVVKKDSGFQMN K E D V K K 2 0 0 1 0 1 1 0 0 0 0 1 0 1 1 0 1 0 2 3 0 0 14 0 1628.809 sp|P02787sp|P02787|TR 108 121 yes yes 2;3 1.23E-14 135.86 780 162 794 123804;1238057996;5799 58010 155
EDPTVSALLTSEK KLWMAAMKEDPTVSAL SALLTSEKDWQGFLEL K E D E K D 1 0 0 1 0 0 2 0 0 0 2 1 0 0 1 2 2 0 0 1 0 0 13 0 1388.704 sp|P78417sp|P78417|GST 208 220 yes yes 2 3.72E-30 147.3 781 420 795 124058;1240558151;5815 58157 12
EDQTEYLEER TKVILHLKEDQTEYLE QTEYLEERRVKEVVKK K E D E R R 0 1 0 1 0 1 4 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 10 0 1310.563 sp|P08238sp|P08238|HS 187 196 no no 2 0.04185 56.563 782 226 796 124133;12413 58164 58164 1
EDQYHYLLDR VRVPMMSREDQYHYLL QYHYLLDRNLSCRVVG R E D D R N 0 1 0 2 0 1 1 0 1 0 2 0 0 0 0 0 0 0 2 0 0 0 10 0 1350.62 sp|P05154sp|P05154|IPS 239 248 yes yes 2;3 1.99E-24 163.65 783 190 797 124141;1241458165;5816 58168 37
EDTPNSVWEPAK GDPMPCPKEDTPNSVW NSVWEPAKAKYVFRDV K E D A K A 1 0 1 1 0 0 2 0 0 0 0 1 0 0 2 1 1 1 0 1 0 0 12 0 1371.631 sp|P09871 sp|P09871|C1S 297 308 yes yes 2 6.36E-23 145.72 784 242 798 124305;1243058202;5820 58317 134
EDVYVVGTVLR ETYPRPTKEDVYVVGT YVVGTVLRYRCHPGYK K E D L R Y 0 1 0 1 0 0 1 1 0 0 1 0 0 0 0 0 1 0 1 4 0 0 11 0 1248.671 sp|P04003 sp|P04003|C4 319 329 yes yes 2 5.34E-127 224.86 785 167 799 124492;1244958339;5834 58574 299
EEAFLGITDEK GAIQNLIKEEAFLGIT FLGITDEKTEGQFVDL K E E E K T 1 0 0 1 0 0 3 1 0 1 1 1 0 1 0 0 1 0 0 0 0 0 11 0 1250.603 sp|P11226sp|P11226|MB 180 190 yes yes 2 1.20E-11 126.31 786 258 800 124863;1248658643;5864 58646 53
EEALALMNR ATLTPVSREEALALMN EALALMNRNLDILEGA R E E N R N 2 1 1 0 0 0 2 0 0 0 2 0 1 0 0 0 0 0 0 0 0 0 9 0 1045.523 sp|O95497sp|O95497|VN 47 55 yes yes 2 2.40E-11 154.35 787 68 801 124990;1249958699;5870 58729 41
EEAPSLRPAPPPISGGGYR HRPLDKKREEAPSLRP PISGGGYRARPAKAAA R E E Y R A 2 2 0 0 0 0 2 3 0 1 1 0 0 0 5 2 0 0 1 0 0 0 19 1 1949.996 sp|P02675 sp|P02675|FIB 54 72 yes yes 2;3 3.02E-31 89.049 789 143 803 125126;1251258749;5875 58754 47
EEASDYLELDTIK TTITLVLKEEASDYLE YLELDTIKNLVKKYSQ K E E I K N 1 0 0 2 0 0 3 0 0 1 2 1 0 0 0 1 1 0 1 0 0 0 13 0 1524.72 sp|P14625 sp|P14625|EN 253 265 yes yes 2 6.85E-17 126.67 790 284 804 125217;1252158797;5879 58797 10
EEEIAALVIDNGSGMCK ________________ DNGSGMCKAGFAGDDA M E E C K A 2 0 1 1 1 0 3 2 0 2 1 1 1 0 0 1 0 0 0 1 0 0 17 0 1834.844 sp|P63261 sp|P63261|AC 2 18 yes yes 2 5.00E-05 69.03 791 412 805 125317;12531 58807 58807 1
EEFCGLLSSPTGPLSSCHK ELEKKYQKEEFCGLLS GPLSSCHKLVDPQGPL K E E H K L 0 0 0 0 2 0 2 2 1 0 3 1 0 1 2 4 1 0 0 0 0 0 19 0 2104.956 sp|Q9Y6R7sp|Q9Y6R7|FC 1458 1476 yes no 3 9.76E-24 107.57 792 559 806 125324;1253258808;5880 58809 8
EEFHEQSFR LGDQDLKKEEFHEQSF EFHEQSFRVEKIFKYS K E E F R V 0 1 0 0 0 1 3 0 1 0 0 0 0 2 0 1 0 0 0 0 0 0 9 0 1207.526 sp|Q14520sp|Q14520|HA 383 391 yes yes 2;3 6.08E-19 163.9 793 462 807 125372;1253758816;588 58820 20
EEFPFALGVQTLPQTCDEPK KYNILPEKEEFPFALG PQTCDEPKAHTSFQIS K E E P K A 1 0 0 1 1 2 3 1 0 0 2 1 0 2 3 0 2 0 0 1 0 0 20 0 2305.094 sp|P01023 sp|P01023|A2 1337 1356 yes yes 2;3 1.31E-129 233.52 794 96 808 125503;1255058836;5883 58906 74
EEGTDLEVTANR LRVEARIREEGTDLEV DLEVTANRISEITNIV R E E N R I 1 1 1 1 0 0 3 1 0 0 1 0 0 0 0 0 2 0 0 1 0 0 12 0 1332.616 sp|P20742 sp|P20742|PZP 324 335 yes yes 2 8.38E-21 140.45 795 307 809 125762;1257658910;589 58918 12
EEIIYECDK SSSYSFFKEEIIYECD EIIYECDKGYILVGQA K E E D K G 0 0 0 1 1 0 3 0 0 2 0 1 0 0 0 0 0 0 1 0 0 0 9 0 1197.522 sp|P04003 sp|P04003|C4 448 456 yes yes 2 0.0005239 127.56 796 167 810 125826;1258258922;589 58935 146
EEILMHLWR EKFLFDTKEEILMHLW EILMHLWRYPSLSIHG K E E W R Y 0 1 0 0 0 0 2 0 1 1 2 0 1 0 0 0 0 1 0 0 0 0 9 0 1225.628 sp|Q96KN2sp|Q96KN2|CN 335 343 yes yes 2;3 0.042312 47.067 797 517 811 126007;1260059068;5906 59068 2
EEIVYLPCIYR LEAMKGPREEIVYLPC VYLPCIYRNTGTEAPD R E E Y R N 0 1 0 0 1 0 2 0 0 2 1 0 0 0 1 0 0 0 2 1 0 0 11 0 1453.728 sp|Q13228sp|Q13228|SB 24 34 yes yes 2 3.44E-05 103.74 798 449 812 126060;12606 59070 59070 1
EELCTMFIR GKPGIYTREELCTMFI ELCTMFIREVGTVLSQ R E E I R E 0 1 0 0 1 0 2 0 0 1 1 0 1 1 0 0 1 0 0 0 0 0 9 0 1197.552 sp|P04114sp|P04114|AP 4214 4222 yes yes 2 7.06E-26 174.27 799 174 813 126065;1260659071;5907 59235 179
EELLPAQDIK TTTCQQQKEELLPAQD LLPAQDIKALFVSEEE K E E I K A 1 0 0 1 0 1 2 0 0 1 2 1 0 0 1 0 0 0 0 0 0 0 10 0 1154.618 sp|P00751 sp|P00751|CFA 620 629 yes yes 2 6.10E-15 131.06 800 89 814 126271;1262759250;5925 59260 196
EELVYELNPLDHR EKEGAIHREELVYELN ELNPLDHRGRTLEIPG R E E H R G 0 1 1 1 0 0 3 0 1 0 3 0 0 0 1 0 0 0 1 1 0 0 13 0 1625.805 sp|P0C0L4 sp|P0C0L4|CO 942 954 no no 2;3 0 272.58 801 245;246 815 126488;1264859448;5944 59471 434
EENDDFASFR NKALEKYKEENDDFAS NDDFASFRVDRIERVA K E E F R V 1 1 1 2 0 0 2 0 0 0 0 0 0 2 0 1 0 0 0 0 0 0 10 0 1228.5 sp|P04196sp|P04196|HR 167 176 yes yes 2 7.56E-25 168.08 802 176 816 127120;1271259882;5988 59959 78
EENFYVDETTVVK PFDLASTREENFYVDE VDETTVVKVPMMLQSS R E E V K V 0 0 1 1 0 0 3 0 0 0 0 1 0 1 0 0 2 0 1 3 0 0 13 0 1571.736 sp|P08185 sp|P08185|CB 218 230 yes yes 2 4.53E-16 122.69 803 224 817 127259;1272659960;5996 59972 182
EENVGLHQTLDQTLNELNCI EEKLAQAKEENVGLHQ TLNELNCI________ K E E C I - 0 0 3 1 1 2 3 1 1 1 4 0 0 0 0 0 2 0 0 1 0 0 20 0 2339.106 sp|P67936sp|P67936|TPM 229 248 yes yes 2;3 5.69E-165 235.93 804 413 818 127477;1274760142;6014 60142 8
EESLDSDLYAELR KRNLAKGKEESLDSDL SDLYAELRCMCIKTTS K E E L R C 1 1 0 2 0 0 3 0 0 0 3 0 0 0 0 2 0 0 1 0 0 0 13 0 1538.71 sp|P02775 sp|P02775|CXC 50 62 yes yes 2;3 1.19E-29 143.4 805 160 819 127560;1275660150;6015 60172 27
EESPLLIGQQSTVSDVPR SIVALNGREESPLLIG STVSDVPRDLEVVAAT R E E P R D 0 1 0 1 0 2 2 1 0 1 2 0 0 0 2 3 1 0 0 2 0 0 18 0 1954.001 sp|P02751 sp|P02751|FIN 1435 1452 yes yes 2;3 8.99E-152 263.7 806 153 820 127635;1276360177;6017 60189 386
EESSSGSSHAVMDISLPTGISANEEDLK CASYKPSREESSSGSS SANEEDLKALVEGVDQ R E E L K A 2 0 1 2 0 0 4 2 1 2 2 1 1 0 1 7 1 0 0 1 0 0 28 0 2889.319 sp|P01031 sp|P01031|CO 1413 1440 yes yes 3 4.42E-12 57.673 807 98 821 128069;1280760564;6056 60564 2
EETGQVLER DLEFQWLREETGQVLE ETGQVLERGPVLQLHD R E E E R G 0 1 0 0 0 1 3 1 0 0 1 0 0 0 0 0 1 0 0 1 0 0 9 0 1059.52 sp|P43121 sp|P43121|MU 380 388 yes yes 2 0.0040478 93.429 808 359 822 128124;1281260566;6056 60566 2
EEVFIQQR INECVRVKEEVFIQQR EEVFIQQRNVSCPQLE K E E Q R N 0 1 0 0 0 2 2 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 8 0 1047.535 sp|P04275 sp|P04275|VW 2538 2545 yes yes 2 0.0003085 135.35 809 179 823 128150;1281560568;6056 60568 13
EEVVTVGNSVNEGLNQPTDDSCFDPYTVSHYAVGDEWER DQQRHKVREEVVTVGN AVGDEWERMSESGFKL R E E E R M 1 1 3 4 1 1 5 3 1 0 1 0 0 1 2 3 3 1 2 6 0 0 39 0 4413.924 sp|P02751 sp|P02751|FIN 2185 2223 yes yes 3 1.87E-135 138.34 810 153 824 128204;1282060581;6058 60582 4
EEYFDPSIVGWTVK HQYIMALREEYFDPSI SIVGWTVKYYELEEKI R E E V K Y 0 0 0 1 0 0 2 1 0 1 0 1 0 1 1 1 1 1 1 2 0 0 14 0 1668.804 sp|P04114sp|P04114|AP 4386 4399 yes yes 2 1.85E-16 116.55 811 174 825 128238;1282360585;6058 60590 52
EEYGHSEVVEYYCNPR GNVKEKTKEEYGHSEV VEYYCNPRFLMKGPNK K E E P R F 0 1 1 0 1 0 4 1 1 0 0 0 0 0 1 1 0 0 3 2 0 0 16 0 2029.848 sp|P08603 sp|P08603|CFA 647 662 yes yes 3 5.44E-78 164.68 812 233 826 128345;1283460638;6063 60641 85
EFCDLPR TTDPQIEREFCDLPRC REFCDLPRCGSEAQPR R E F P R C 0 1 0 1 1 0 1 0 0 0 1 0 0 1 1 0 0 0 0 0 0 0 7 0 935.4171 sp|P26927sp|P26927|HG 261 267 yes no 2 0.0071919 116 813 330 827 128516;1285160723;607 60730 17
EFDHNSNIR EEHLKNKKEFDHNSNI FDHNSNIRYRCRGKEG K E F I R Y 0 1 2 1 0 0 1 0 1 1 0 0 0 1 0 1 0 0 0 0 0 0 9 0 1130.511 sp|P08603 sp|P08603|CFA 770 778 yes yes 2;3 0.0005379 118.06 814 233 828 128611;1286160740;6074 60747 45
EFEISNLQSK LDEKLKKKEFEISNLQ EISNLQSKIEDEQALG K E F S K I 0 0 1 0 0 1 2 0 0 1 1 1 0 1 0 2 0 0 0 0 0 0 10 0 1193.593 sp|Q9UKX2sp|Q9UKX2|M 1090 1099 yes yes 2 4.54E-11 144.09 815 549 829 128935;1289360785;6078 60786 2
EFGNTLEDK SSALDKLKEFGNTLED FGNTLEDKARELISRI K E F D K A 0 0 1 1 0 0 2 1 0 0 1 1 0 1 0 0 1 0 0 0 0 0 9 0 1051.482 sp|P02654sp|P02654|AP 39 47 yes yes 2 0.0007362 119.29 816 139 830 128938;1289360787;6078 60796 92
EFHLHLR PVQLRVFREFHLHLRL REFHLHLRLPMSVRRF R E F L R L 0 1 0 0 0 0 1 0 2 0 2 0 0 1 0 0 0 0 0 0 0 0 7 0 950.5086 sp|P0C0L4 sp|P0C0L4|CO 832 838 no no 2;3 0.019952 94.669 817 245;246 831 129090;1290960880;6088 60880 8
EFMEEVIQR EADFNRSKEFMEEVIQ FMEEVIQRMDVGQDSI K E F Q R M 0 1 0 0 0 1 3 0 0 1 0 0 1 1 0 0 0 0 0 1 0 0 9 0 1179.559 sp|P04275 sp|P04275|VW 1519 1527 yes yes 2 0.0005882 126.28 818 179 832 129136;1291360888;6088 60891 34
EFMSQGNK LGNPPGKKEFMSQGNK EFMSQGNKMLLTFHTD K E F N K M 0 0 1 0 0 1 1 1 0 0 0 1 1 1 0 1 0 0 0 0 0 0 8 0 939.412 sp|P00736sp|P00736|C1 104 111 yes yes 2 0.033025 71.715 819 81 833 129231;12923 60922 60922 1
EFNPLVIVGLSK LNDTFLSKEFNPLVIV LVIVGLSKDGTDYIEI K E F S K D 0 0 1 0 0 0 1 1 0 1 2 1 0 1 1 1 0 0 0 2 0 0 12 0 1314.755 sp|P12259sp|P12259|FA5 1506 1517 yes yes 2 0.0019431 79.659 821 264 835 129380;1293860934;6093 60974 46
EFPTVPLVK SLTMSEKREFPTVPLV FPTVPLVKLGSSFTKV R E F V K L 0 0 0 0 0 0 1 0 0 0 1 1 0 1 2 0 1 0 0 2 0 0 9 0 1028.591 sp|Q16851sp|Q16851|UG 423 431 yes yes 2 0.029369 66.073 822 477 836 129493;1294960980;6098 60980 2
EFQEGLK NNSIITRKEFQEGLKI KEFQEGLKIFFPGVSE K E F L K I 0 0 0 0 0 1 2 1 0 0 1 1 0 1 0 0 0 0 0 0 0 0 7 0 849.4232 sp|P06276sp|P06276|CH 377 383 no no 2 0.054812 82.263 823 202 837 129527;1295260982;6098 60982 5
EFQLFSSPHGK HFGKDKSKEFQLFSSP LFSSPHGKDLLFKDSA K E F G K D 0 0 0 0 0 1 1 1 1 0 1 1 0 2 1 2 0 0 0 0 0 0 11 0 1275.625 sp|P02787sp|P02787|TR 300 310 yes yes 2;3 0.0002279 90.696 824 162 838 129630;1296360987;6098 60989 22
EFQVPTFTIPK VGFHLPSREFQVPTFT VPTFTIPKLYQLQVPL R E F P K L 0 0 0 0 0 1 1 0 0 1 0 1 0 2 2 0 2 0 0 1 0 0 11 0 1305.697 sp|P04114sp|P04114|AP 1334 1344 yes yes 2 0.0005034 87.806 825 174 839 129813;1298161010;610 61010 54
EFTEAFLGCPAIHPR QVAANATKEFTEAFLG GCPAIHPRCRWGAAPY K E F P R C 2 1 0 0 1 0 2 1 1 1 1 0 0 2 2 0 1 0 0 0 0 0 15 0 1743.84 sp|Q96PD5sp|Q96PD5|PG 371 385 yes no 2;3 7.00E-137 275.28 826 518 840 130055;1300561064;6106 61293 281
EFTPEVQASWQK VLAIHFGKEFTPEVQA EVQASWQKMVTAVASA K E F Q K M 1 0 0 0 0 2 2 0 0 0 0 1 0 1 1 1 1 1 0 1 0 0 12 0 1448.694 sp|P69891 sp|P69892|HB 122 133 no no 2 1.28E-05 90.696 827 417;418 841 130446;1304461345;6134 61345 3
EFTPPVQAAYQK VLAHHFGKEFTPPVQA PVQAAYQKVVAGVANA K E F Q K V 2 0 0 0 0 2 1 0 0 0 0 1 0 1 2 0 1 0 1 1 0 0 12 0 1377.693 sp|P68871 sp|P68871|HB 122 133 yes yes 2;3 3.97E-21 141.2 828 416 842 130449;1304561348;6134 61353 96
EFTPQMQAAYQK VLARNFGKEFTPQMQA QMQAAYQKVVAGVANA K E F Q K V 2 0 0 0 0 3 1 0 0 0 0 1 1 1 1 0 1 0 1 0 0 0 12 0 1440.671 sp|P02042 sp|P02042|HB 122 133 yes yes 2 0.02182 73.157 829 132 843 130753;13075 61446 61446 1
EFTRPEEIIFLR VISLPTFREFTRPEEI PEEIIFLRAITPPHPA R E F L R A 0 2 0 0 0 0 3 0 0 2 1 0 0 2 1 0 1 0 0 0 0 0 12 1 1548.83 sp|P23142 sp|P23142|FBL 608 619 yes no 3 4.63E-27 138.45 830 319 844 130755;1307561447;6144 61456 13
EFVSSGR LGRPPGQREFVSSGRS REFVSSGRSLRLTFRT R E F G R S 0 1 0 0 0 0 1 1 0 0 0 0 0 1 0 2 0 0 0 1 0 0 7 0 780.3766 sp|Q9NZP8sp|Q9NZP8|C1 127 133 yes yes 2 0.046096 86.512 831 540 845 130871;13087 61460 61460 1
EGASILLDGR NLIDSGTKEGASILLD ASILLDGRKIKVKGYE K E G G R K 1 1 0 1 0 0 1 2 0 1 2 0 0 0 0 1 0 0 0 0 0 0 10 0 1029.546 sp|Q02252sp|Q02252|MM 377 386 yes yes 2 0.0001183 106.36 832 430 846 130885;1308861461;6146 61524 70
EGDCPVQSGK YSFKYEIKEGDCPVQS DCPVQSGKTWQDCEYK K E G G K T 0 0 0 1 1 1 1 2 0 0 0 1 0 0 1 1 0 0 0 1 0 0 10 0 1075.46 sp|P01042 sp|P01042|KN 80 89 yes yes 2 0.016511 69.598 833 103 847 131068;13106 61533 61533 1
EGESLEDLMK EALIALLREGESLEDL ESLEDLMKLSPEELLL R E G M K L 0 0 0 1 0 0 3 1 0 0 2 1 1 0 0 1 0 0 0 0 0 0 10 0 1149.522 sp|P13796sp|P13796|PLS 254 263 yes yes 2 0.015314 67.993 834 279 848 131092;1310961534;6153 61535 10
EGFGHLSPTGTTEFWLGNEK KKNWIQYKEGFGHLSP EFWLGNEKIHLISTQS K E G E K I 0 0 1 0 0 0 3 4 1 0 2 1 0 2 1 1 3 1 0 0 0 0 20 0 2206.033 sp|P02679sp|P02679|FIB 239 258 yes yes 2;3 6.53E-180 275.19 835 144 849 131204;1312061544;6154 61545 189
EGGLGPLNIPLLADVTR AWINTPRKEGGLGPLN PLLADVTRRLSEDYGV K E G T R R 1 1 1 1 0 0 1 3 0 1 4 0 0 0 2 0 1 0 0 1 0 0 17 0 1733.968 sp|P32119sp|P32119|PR 93 109 yes yes 2 1.58E-29 119.88 836 342 850 131508;13150 61733 61733 1
EGGPSQIGDALGFAVR SLVDVMQREGGPSQIG DALGFAVRYLTSEMHG R E G V R Y 2 1 0 1 0 1 1 4 0 1 1 0 0 1 1 1 0 0 0 1 0 0 16 0 1572.79 sp|P04275 sp|P04275|VW 1764 1779 yes yes 2 1.09E-45 140.78 837 179 851 131522;1315261734;6173 61765 47
EGIPALDNFLDK TRKRKGLKEGIPALDN ALDNFLDKL_______ K E G D K L 1 0 1 2 0 0 1 1 0 1 2 1 0 1 1 0 0 0 0 0 0 0 12 0 1330.677 sp|P13639sp|P13639|EF2 846 857 yes yes 2 9.38E-05 83.647 839 275 853 131667;1316661783;6178 61787 7
EGLLLWCQR SVEETSAKEGLLLWCQ GLLLWCQRKTAPYKNV K E G Q R K 0 1 0 0 1 1 1 1 0 0 3 0 0 0 0 0 0 1 0 0 0 0 9 0 1173.597 sp|O43707sp|P12814|AC 148 156 no no 2 2.81E-23 138.37 840 266;56 854 131834;1318361790;6179 61791 19
EGMLSIMSYR QKLKKKLKEGMLSIMS MLSIMSYRNADYSYSV K E G Y R N 0 1 0 0 0 0 1 1 0 1 1 0 2 0 0 2 0 0 1 0 0 0 10 0 1185.552 sp|P01031 sp|P01031|CO 1051 1060 yes yes 2 1.72E-39 208.37 841 98 855 131865;1318661809;618 61821 110
EGMNIVEAMER HVVFGKVKEGMNIVEA NIVEAMERFGSRNGKT K E G E R F 1 1 1 0 0 0 3 1 0 1 0 0 2 0 0 0 0 0 0 1 0 0 11 0 1277.574 sp|P62937sp|P62937|PP 134 144 yes yes 2 0.012876 63.076 842 409 856 132045;13204 61919 61919 1
EGPYSISVLYGDEEVPR TVNYVPSREGPYSISV YGDEEVPRSPFKVKVL R E G P R S 0 1 0 1 0 0 3 2 0 1 1 0 0 0 2 2 0 0 2 2 0 0 17 0 1908.911 sp|P21333 sp|P21333|FLN 1516 1532 yes yes 2 4.73E-14 131.06 843 310 857 132083;1320861920;619 61929 14
EGQMESVEAAMSSK LALFVLPKEGQMESVE VEAAMSSKTLKKWNRL K E G S K T 2 0 0 0 0 1 3 1 0 0 0 1 2 0 0 3 0 0 0 1 0 0 14 0 1482.633 sp|P05543 sp|P05543|TH 274 287 yes yes 2 9.93E-21 126.76 844 198 858 132150;1321561934;6193 61991 63
EGTCPEAPTDECK VTAIRNLREGTCPEAP EAPTDECKPVKWCALS R E G C K P 1 0 0 1 2 0 3 1 0 0 0 1 0 0 2 0 2 0 0 0 0 0 13 0 1492.581 sp|P02787sp|P02787|TR 347 359 yes yes 2 0.030103 50.297 845 162 859 132294;13229 61997 61997 1
EGTCPEAPTDECKPVK VTAIRNLREGTCPEAP TDECKPVKWCALSHHE R E G V K W 1 0 0 1 2 0 3 1 0 0 0 2 0 0 3 0 2 0 0 1 0 0 16 1 1816.797 sp|P02787sp|P02787|TR 347 362 yes yes 2;3 6.08E-12 132.5 846 162 860 132315;1323161998;6199 62002 5
EGVHGGLINK TLVLLMGKEGVHGGLI VHGGLINKKCYEMASH K E G N K K 0 0 1 0 0 0 1 3 1 1 1 1 0 0 0 0 0 0 0 1 0 0 10 0 1022.551 sp|P07737sp|P07737|PRO 117 126 yes yes 2;3 7.76E-09 140.09 847 220 861 132441;1324462003;6200 62005 4
EGVYTVFAPTNEAFR GLTETLNREGVYTVFA APTNEAFRALPPRERS R E G F R A 2 1 1 0 0 0 2 1 0 0 0 0 0 2 1 0 2 0 1 2 0 0 15 0 1699.821 sp|Q15582sp|Q15582|BG 534 548 yes yes 2 1.41E-54 181.68 848 470 862 132517;1325162007;6200 62014 154
EGWIHTVCINGR IRYRCRGKEGWIHTVC HTVCINGRWDPEVNCS K E G G R W 0 1 1 0 1 0 1 2 1 2 0 0 0 0 0 0 1 1 0 1 0 0 12 0 1440.693 sp|P08603 sp|P08603|CFA 785 796 yes yes 2;3 3.84E-10 115.71 849 233 863 132690;1326962161;6216 62172 15
EGYYGYTGAFR NLCEPNNKEGYYGYTG YGYTGAFRCLVEKGDV K E G F R C 1 1 0 0 0 0 1 3 0 0 0 0 0 1 0 0 1 0 3 0 0 0 11 0 1282.562 sp|P02787sp|P02787|TR 531 541 yes yes 2 1.68E-57 191.85 850 162 864 132772;1327762176;6217 62183 155
EHAVEGDCDFQLLK RCSVRQLKEHAVEGDC DCDFQLLKLDGKFSVV K E H L K L 1 0 0 2 1 1 2 1 1 0 2 1 0 1 0 0 0 0 0 1 0 0 14 0 1659.756 sp|P02765 sp|P02765|FET 107 120 yes yes 2;3 0 293.62 851 157 865 132961;1329662331;6233 62926 738
EHLVQATPENLQEAR SGDVSTWKEHLVQATP PENLQEARTFVKSMED K E H A R T 2 1 1 0 0 2 3 0 1 0 2 0 0 0 1 0 1 0 0 1 0 0 15 0 1733.87 sp|Q06033sp|Q06033|ITI 334 348 yes yes 2;3 6.40E-168 223.31 852 436 866 133920;1339263073;6307 63180 124
EHSSLAFWK IEVPKCFKEHSSLAFW HSSLAFWKTDASDVKP K E H W K T 1 0 0 0 0 0 1 0 1 0 1 1 0 1 0 2 0 1 0 0 0 0 9 0 1103.54 sp|P02749sp|P02749|AP 328 336 yes no 2;3 1.74E-69 204.03 853 151 867 134171;1341763197;6319 63197 266
EIAEAYLGK SMVLTKMKEIAEAYLG IAEAYLGKTVTNAVVT K E I G K T 2 0 0 0 0 0 2 1 0 1 1 1 0 0 0 0 0 0 1 0 0 0 9 0 992.5179 sp|P11142 sp|P11142|HS 129 137 yes yes 2 0.0099588 77.046 854 255 868 134653;1346563463;6346 63463 7
EIEEVLTPEMLMR LPNQGKMREIEEVLTP LTPEMLMRWNNLLRKR R E I M R W 0 1 0 0 0 0 4 0 0 1 2 0 2 0 1 0 1 0 0 1 0 0 13 0 1588.784 sp|P29622 sp|P29622|KA 288 300 yes yes 2 9.51E-100 201.33 855 336 869;870;87134707;1347063470;6347 63474 71;72 154
EIFNMAR EPSAQQLREIFNMARD REIFNMARDQRSRATL R E I A R D 1 1 1 0 0 0 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 7 0 879.4273 sp|P04114sp|P04114|AP 428 434 yes yes 1;2 0.0090629 110.54 857 174 873 134877;1348763625;636 63628 81
EIGELTQLK NDLISLPKEIGELTQL IGELTQLKELHIQGNR K E I L K E 0 0 0 0 0 1 2 1 0 1 2 1 0 0 0 0 1 0 0 0 0 0 9 0 1029.571 sp|Q15404sp|Q15404|RS 175 183 yes yes 2 0.0093798 77.923 858 468 874 135089;1350963706;6370 63709 4
EIGELYLPK WRDSLEFREIGELYLP IGELYLPKFSISRDYN R E I P K F 0 0 0 0 0 0 2 1 0 1 2 1 0 0 1 0 0 0 1 0 0 0 9 0 1060.581 sp|P01011 sp|P01011|AA 307 315 yes yes 2 0.002498 98.299 859 94 875 135119;1351263710;637 63721 120
EIIDLVLDR RGHYTIGKEIIDLVLD IIDLVLDRIRKLADQC K E I D R I 0 1 0 2 0 0 1 0 0 2 2 0 0 0 0 0 0 0 0 1 0 0 9 0 1084.613 sp|P68363 sp|P68363|TBA 113 121 yes no 2 0.019708 71.692 860 414 876 135496;1354963831;6383 63831 2
EIIDPVLDR RGHYTIGKEIIDPVLD IIDPVLDRIRKLSDQC K E I D R I 0 1 0 2 0 0 1 0 0 2 1 0 0 0 1 0 0 0 0 1 0 0 9 0 1068.582 sp|P68366sp|P68366|TBA 113 121 yes yes 2 0.0080688 79.906 861 415 877 135534;1355363833;6383 63833 2
EIIIHQNYK DTPFSQIKEIIIHQNY IIIHQNYKVSEGNHDI K E I Y K V 0 0 1 0 0 1 1 0 1 3 0 1 0 0 0 0 0 0 1 0 0 0 9 0 1156.624 sp|P03952 sp|P03952|KLK 468 476 yes yes 2;3 0.0007271 113.89 862 166 878 135553;1355563835;6383 63838 33
EILNINQK KTAVDHIREILNINQK EILNINQKRNDYLDIY R E I Q K R 0 0 2 0 0 1 1 0 0 2 1 1 0 0 0 0 0 0 0 0 0 0 8 0 970.5448 sp|P06681 sp|P06681|CO 394 401 yes yes 2 0.010985 111.81 863 205 879 135722;1357263868;6386 63872 92
EILSEVER ILLRGASKEILSEVER EILSEVERNLQDAMQV K E I E R N 0 1 0 0 0 0 3 0 0 1 1 0 0 0 0 1 0 0 0 1 0 0 8 0 973.508 sp|P49368sp|P49368|TCP 382 389 yes yes 2 0.057343 65.038 864 371 880 135886 63960 63960 1
EILSVDCSTNNPSQAK KDQCDKCREILSVDCS TNNPSQAKLRRELDES R E I A K L 1 0 2 1 1 1 1 0 0 1 1 1 0 0 1 3 1 0 0 1 0 0 16 0 1761.82 sp|P10909sp|P10909|CLU 307 322 yes yes 2;3 1.60E-219 298.31 865 253 881 135887;1358863961;6396 63999 201
EILVGDVGQTVDDPYATFVK NIILEEGKEILVGDVG DPYATFVKMLPDKDCR K E I V K M 1 0 0 3 0 1 1 2 0 1 1 1 0 1 1 0 2 0 1 4 0 0 20 0 2165.089 sp|P23528sp|P23528|CO 54 73 yes yes 2;3 1.50E-129 216.15 866 322 882 136270;1362764162;6416 64271 141
EIMENYNIALR LHPCVISREIMENYNI ENYNIALRWTAKQKLY R E I L R W 1 1 2 0 0 0 2 0 0 2 1 0 1 0 0 0 0 0 1 0 0 0 11 0 1364.676 sp|P08603 sp|P08603|CFA 1172 1182 no no 2 5.66E-110 214.81 867 233;432 883;884 136493;1364964303;6430 64476 60 219
EINLAPDSSSVVVSGLMVATK KEKTGPMKEINLAPDS SGLMVATKYEVSVYAL K E I T K Y 2 0 1 1 0 0 1 1 0 1 2 1 1 0 1 4 1 0 0 4 0 0 21 0 2116.109 sp|P02751 sp|P02751|FIN 1767 1787 yes yes 2;3 5.36E-97 154.46 868 153 885;886 137110;1371164534;6453 64557 35 309
EIPAWVPFDPAAQITK KDYIEFNKEIPAWVPF DPAAQITKQKWEAEPV K E I T K Q 3 0 0 1 0 1 1 0 0 2 0 1 0 1 3 0 1 1 0 1 0 0 16 0 1781.935 sp|P25311 sp|P25311|ZA2 150 165 yes yes 2;3 3.24E-33 165.07 869 326 887 137666;1376664843;6484 65136 316
EIQNAVNGVK QGSKYVNKEIQNAVNG QNAVNGVKQIKTLIEK K E I V K Q 1 0 2 0 0 1 1 1 0 1 0 1 0 0 0 0 0 0 0 2 0 0 10 0 1070.572 sp|P10909sp|P10909|CLU 45 54 yes yes 2 0.0007042 98.997 870 253 888 138152;1381565159;6516 65159 7
EITALAPSTMK GIADRMQKEITALAPS ALAPSTMKIKIIAPPE K E I M K I 2 0 0 0 0 0 1 0 0 1 1 1 1 0 1 1 2 0 0 0 0 0 11 0 1160.611 sp|P60709sp|P60709|AC 316 326 no no 2 1.20E-07 114.5 871 398;412;406 889 138189;1381965166;6516 65244 84
EIVLTQSPGTLSLSPGER ________________ LSLSPGERATLSCRAS - E I E R A 0 1 0 0 0 1 2 2 0 1 3 0 0 0 2 3 2 0 0 1 0 0 18 0 1883 sp|P01623 sp|P01623|KV 1 18 yes no 2;3 3.99E-257 295.32 872 112 890 138361;1383665250;6525 65474 228
EKGEIQNILQK VTGWGFSKEKGEIQNI EIQNILQKVNIPLVTN K E K Q K V 0 0 1 0 0 2 2 1 0 2 1 2 0 0 0 0 0 0 0 0 0 0 11 1 1298.719 sp|P03952 sp|P03952|KLK 527 537 yes yes 2;3 2.81E-55 188.28 873 166 891 138724;1387265478;6547 65504 46
EKLQDEDLGFL FQVLPWLKEKLQDEDL QDEDLGFL________ K E K F L - 0 0 0 2 0 1 2 1 0 0 3 1 0 1 0 0 0 0 0 0 0 0 11 1 1305.645 sp|P00751 sp|P00751|CFA 754 764 yes yes 2 4.95E-10 124.23 874 89 892 138897;1388965524;655 65538 32
ELAAQTIK AQASFLPKELAAQTIK ELAAQTIKKSFSGKKG K E L I K K 2 0 0 0 0 1 1 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 8 0 872.4967 sp|P19827sp|P19827|ITIH 215 222 yes yes 2 0.014342 105.39 875 305 893 138998;1389965557;6555 65557 30
ELANILK SRLLGDAKELANILKY KELANILKYHIGDEIL K E L L K Y 1 0 1 0 0 0 1 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 7 0 799.4804 sp|Q15582sp|Q15582|BG 564 570 yes yes 2 0.03553 91.584 877 470 895 139224;1392265589;6559 65589 11
ELDESLQVAER PSQAKLRRELDESLQV ESLQVAERLTRKYNEL R E L E R L 1 1 0 1 0 1 3 0 0 0 2 0 0 0 0 1 0 0 0 1 0 0 11 0 1287.631 sp|P10909sp|P10909|CLU 326 336 yes yes 2 7.85E-99 205.12 878 253 896 139299;1393065600;6560 65609 747
ELDLCEK IIWTKGDKELDLCEKV KELDLCEKVSLQYTGK K E L E K V 0 0 0 1 1 0 2 0 0 0 2 1 0 0 0 0 0 0 0 0 0 0 7 0 905.4164 sp|Q8WZ4sp|Q8WZ42|TI 30014 30020 yes yes 3 0.059836 33.358 879 508 897 140332;1403366378;6637 66378 2
ELEEDFIK EFVISDRKELEEDFIK ELEEDFIKSELKKAGG K E L I K S 0 0 0 1 0 0 3 0 0 1 1 1 0 1 0 0 0 0 0 0 0 0 8 0 1021.497 sp|Q14019sp|Q14019|CO 119 126 yes yes 2 0.0067811 98.997 880 457 898 140370;1403766380;6638 66387 12
ELEEIVQPIISK EDFKAKKKELEEIVQP IVQPIISKLYGSAGPP K E L S K L 0 0 0 0 0 1 3 0 0 3 1 1 0 0 1 1 0 0 0 1 0 0 12 0 1396.781 sp|P11021 sp|P11021|GR 622 633 yes yes 2 8.68E-66 185.29 881 254 899 140417;1404166392;6639 66464 92
ELESQISELQEDLESER NMALKKIRELESQISE QEDLESERASRNKAEK R E L E R A 0 1 0 1 0 2 6 0 0 1 3 0 0 0 0 3 0 0 0 0 0 0 17 0 2032.944 sp|P35579sp|P35579|MY 1108 1124 yes yes 2 1.55E-23 94.547 882 350 900 140602;14060 66484 66484 0
ELETVCNDVLSLLDK AYREKIEKELETVCND DVLSLLDKFLIKNCND K E L D K F 0 0 1 2 1 0 2 0 0 0 4 1 0 0 0 1 1 0 0 2 0 0 15 0 1746.871 sp|Q04917sp|Q04917|14 92 106 yes yes 2 0.0051036 70.488 883 435 901 140612;1406166485;6648 66485 2
ELFDPIISDR EESYEVFKELFDPIIS FDPIISDRHGGYKPTD K E L D R H 0 1 0 2 0 0 1 0 0 2 1 0 0 1 1 1 0 0 0 0 0 0 10 0 1203.614 sp|P06732 sp|P06732|KC 87 96 yes yes 2 8.31E-07 141.2 884 207 902 140625;1406266487;6648 66497 12
ELGCGAASGTPSGILYEPPAEK KDVAVLCRELGCGAAS LYEPPAEKEQKVLIQS R E L E K E 3 0 0 0 1 0 3 4 0 1 2 1 0 0 3 2 1 0 1 0 0 0 22 0 2203.047 sp|O43866sp|O43866|CD 64 85 yes yes 2 2.36E-15 120.92 885 57 903 140695;1406966499;6650 66500 15
ELGTVMR GDGTITTKELGTVMRS KELGTVMRSLGQNPTE K E L M R S 0 1 0 0 0 0 1 1 0 0 1 0 1 0 0 0 1 0 0 1 0 0 7 0 804.4164 sp|P62158sp|P62158|CA 32 38 no no 2 0.046972 86.086 886 403 904 140787;1407866514;665 66514 2
ELIECAR PSDAYTKKELIECARR KELIECARRVSEKVSH K E L A R R 1 1 0 0 1 0 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 7 0 889.4328 sp|Q9Y490sp|Q9Y490|TL 1949 1955 yes no 2 0.028747 94.401 887 554 905 140810;14081 66516 66516 1
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ELISLVEDVSSNYDGCCEGDVVQCIR KFPKIEFKELISLVED GDVVQCIRDTSKVMNH K E L I R D 0 1 1 3 3 1 3 2 0 2 2 0 0 0 0 3 0 0 1 4 0 0 26 0 3015.326 sp|P43652 sp|P43652|AFA 254 279 yes yes 2;3;4 1.07E-77 172.24 888 362 906 140838;1408366517;665 66716 210
ELISNASDALDK KNKEIFLRELISNASD NASDALDKIRLISLTD R E L D K I 2 0 1 2 0 0 1 0 0 1 2 1 0 0 0 2 0 0 0 0 0 0 12 0 1274.635 sp|P08238sp|P14625|EN 103 114 no no 2 5.26E-09 112.36 889 284;226 907 141445;1414466735;6673 66738 24
ELLALIQLER PATDPLQRELLALIQL LALIQLEREFQRCCRQ R E L E R E 1 1 0 0 0 1 2 0 0 1 4 0 0 0 0 0 0 0 0 0 0 0 10 0 1196.713 sp|Q16610sp|Q16610|EC 334 343 yes yes 2 1.00E-49 189.7 890 475 908 141543;1415466759;6676 66874 149
ELLDTVTAPQK PDIHGTYKELLDTVTA DTVTAPQKNLKSASRI K E L Q K N 1 0 0 1 0 1 1 0 0 0 2 1 0 0 1 0 2 0 0 1 0 0 11 0 1213.655 sp|P36955 sp|P36955|PED 124 134 yes yes 2 4.03E-06 111.39 891 353 909 141793;1417966908;6690 66919 165
ELLESYIDGR SLEDKTERELLESYID LESYIDGRIVEGSDAE R E L G R I 0 1 0 1 0 0 2 1 0 1 2 0 0 0 0 1 0 0 1 0 0 0 10 0 1193.593 sp|P00734sp|P00734|TH 354 363 yes yes 2 1.02E-39 182.53 892 80 910 141990;1419967074;6707 67130 634
ELLETVVNR SLVRGRMKELLETVVN LLETVVNRTRDGWQWF K E L N R T 0 1 1 0 0 0 2 0 0 0 2 0 0 0 0 0 1 0 0 2 0 0 9 0 1071.592 sp|P55056sp|P55056|AP 56 64 yes yes 2 4.07E-14 157.58 893 387 911 142838;1428367714;677 67722 145
ELLLQPVTISR EVEVRSSKELLLQPVT LQPVTISRNEKEKVLI K E L S R N 0 1 0 0 0 1 1 0 0 1 3 0 0 0 1 1 1 0 0 1 0 0 11 0 1267.75 sp|P59998sp|P59998|AR 45 55 yes yes 2 1.66E-22 140.88 894 395 912 143010;1430167860;6786 67878 47
ELLPVLISAMK VNSMNTVKELLPVLIS PVLISAMKIFVTTKNS K E L M K I 1 0 0 0 0 0 1 0 0 1 3 1 1 0 1 1 0 0 0 1 0 0 11 0 1212.715 sp|P18206sp|P18206|VIN 200 210 yes yes 2 0.0056445 70.908 895 300 913 143094;1430967907;6790 67907 22
ELLSQGATLSGWYHLCLPEGR QEGPRNCRELLSQGAT HLCLPEGRALPVFCDM R E L G R A 1 1 0 0 1 1 2 3 1 0 5 0 0 0 1 2 1 1 1 0 0 0 21 0 2386.174 sp|O75636sp|O75636|FC 95 115 yes yes 3 0.0005085 49.188 896 63 914 143180;1431867929;6793 67929 2
ELLTTMGDR TIQEDYLRELLTTMGD LLTTMGDRFTDEEVDE R E L D R F 0 1 0 1 0 0 1 1 0 0 2 0 1 0 0 0 2 0 0 0 0 0 9 0 1034.507 sp|P19105 sp|P19105|ML 124 132 yes no 2 0.035051 62.546 897 50 915 143216;14321 67931 67931 1
ELNELGSK GKLDVDWRELNELGSK ELNELGSKKDGERHAF R E L S K K 0 0 1 0 0 0 2 1 0 0 2 1 0 0 0 1 0 0 0 0 0 0 8 0 888.4553 sp|P06681 sp|P06681|CO 422 429 yes yes 2 0.019921 98.904 898 205 916 143232;1432367932;6793 67933 2
ELNQAGQETLVTGWGYHSSR PDSGLAERELNQAGQE GWGYHSSREKEAKRNR R E L S R E 1 1 1 0 0 2 2 3 1 0 2 0 0 0 0 2 2 1 1 1 0 0 20 0 2232.056 sp|P04070sp|P04070|PRO 329 348 yes yes 3 0.04299 24.875 899 171 917 143284;14328 67934 67934 1
ELPEHTVK ASEDCMAKELPEHTVK ELPEHTVKLCDNLSTK K E L V K L 0 0 0 0 0 0 2 0 1 0 1 1 0 0 1 0 1 0 0 1 0 0 8 0 951.5026 sp|P02774sp|P02774|VT 277 284 yes yes 3 0.0050121 69.825 900 159 918 143344;1433467935;6793 67937 14
ELPSLQHPNEQK QEAVPLQKELPSLQHP LQHPNEQKEGTPAPFG K E L Q K E 0 0 1 0 0 2 2 0 1 0 2 1 0 0 2 1 0 0 0 0 0 0 12 0 1418.715 sp|Q16610sp|Q16610|EC 116 127 yes yes 2;3 9.94E-24 148.56 901 475 919 143432;1434367949;6795 67950 8
ELQAAQAR ETRARLSKELQAAQAR ELQAAQARLGADMEDV K E L A R L 3 1 0 0 0 2 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 8 0 885.4668 sp|P02649sp|P02649|AP 114 121 yes no 2 0.011049 111.69 902 137 920 143480;1434867957;6795 67957 6
ELQAHGADELLK SISLKFYKELQAHGAD HGADELLKRVYGSFLV K E L L K R 2 0 0 1 0 1 2 1 1 0 3 1 0 0 0 0 0 0 0 0 0 0 12 0 1322.683 sp|O15144sp|O15144|AR 66 77 yes yes 2 0.0027057 66.621 903 52 921 143552;1435567963;6796 67963 2
ELQETNAALQDVR DLGPQMLRELQETNAA NAALQDVRELLRQQVR R E L V R E 2 1 1 1 0 2 2 0 0 0 2 0 0 0 0 0 1 0 0 1 0 0 13 0 1485.742 sp|P49747sp|P49747|CO 37 49 yes no 2 0.0001433 80.979 904 373 922 143582 67965 67965 1
ELRPWCFTTDPNK NYCRNPDRELRPWCFT CFTTDPNKRWELCDIP R E L N K R 0 1 1 1 1 0 1 0 0 0 1 1 0 1 2 0 2 1 0 0 0 0 13 1 1662.782 sp|P00747sp|P00747|PLM 240 252 yes yes 3 8.55E-11 82.705 905 87 923 143583;1435867966;6796 67968 13
ELSDFISYLQR PKKYEGGRELSDFISY DFISYLQREATNPPVI R E L Q R E 0 1 0 1 0 1 1 0 0 1 2 0 0 1 0 2 0 0 1 0 0 0 11 0 1369.688 sp|P30101 sp|P30101|PD 472 482 yes yes 2 9.38E-08 116.05 906 340 924 143702;1437067979;6798 67980 38
ELSDIAHR ALTPEQKKELSDIAHR ELSDIAHRIVAPGKGI K E L H R I 1 1 0 1 0 0 1 0 1 1 1 0 0 0 0 1 0 0 0 0 0 0 8 0 939.4774 sp|P04075 sp|P04075|ALD 15 22 yes yes 2 0.0006531 94.662 907 172 925 143776;1437768017;680 68018 3
ELSEALGQIFDSQR THTLDLSRELSEALGQ GQIFDSQRGCDLSISV R E L Q R G 1 1 0 1 0 2 2 1 0 1 2 0 0 1 0 2 0 0 0 0 0 0 14 0 1591.784 sp|Q08380sp|Q08380|LG 138 151 yes yes 2;3 1.29E-110 202.65 908 440 926 143796;1437968020;680 68039 38
ELSHLPSLYDYSAYR QLAEPFWKELSHLPSL LYDYSAYRRLIDQYGT K E L Y R R 1 1 0 1 0 0 1 0 1 0 3 0 0 0 1 3 0 0 3 0 0 0 15 0 1812.868 sp|P10643 sp|P10643|CO 279 293 yes yes 2;3 1.42E-86 141.46 909 252 927 143923;1439268060;6806 68166 130
ELSSFIDK AKGPLLKKELSSFIDK ELSSFIDKGQELCADY K E L D K G 0 0 0 1 0 0 1 0 0 1 1 1 0 1 0 2 0 0 0 0 0 0 8 0 937.4757 sp|P02774sp|P02774|VT 395 402 yes yes 2 0.015358 104.21 910 159 928 144094;1440968193;6819 68208 59
ELSYYSLEDLNNK FDSETAVKELSYYSLE SLEDLNNKYLYIAVTV K E L N K Y 0 0 2 1 0 0 2 0 0 0 3 1 0 0 0 2 0 0 2 0 0 0 13 0 1586.746 sp|P01031 sp|P01031|CO 309 321 yes yes 2;3 3.65E-128 215.06 911 98 929 144679;1446868252;6825 68460 233
ELTLEDLK VLAYSRLKELTLEDLK ELTLEDLKITGTMPPL K E L L K I 0 0 0 1 0 0 2 0 0 0 3 1 0 0 0 0 1 0 0 0 0 0 8 0 959.5175 sp|P08571 sp|P08571|CD 120 127 yes yes 2 3.09E-06 128.57 912 232 930 144999;1450068487;6848 68610 124
ELTPQVVSAAR QASVKTARELTPQVVS PQVVSAARILLRNPGN R E L A R I 2 1 0 0 0 1 1 0 0 0 1 0 0 0 1 1 1 0 0 2 0 0 11 0 1169.64 sp|P18206sp|P18206|VIN 670 680 yes yes 2 5.56E-06 110.79 913 300 931 145164;1451668611;686 68622 56
ELVLAGNR FRGLGSLRELVLAGNR ELVLAGNRLAYLQPAL R E L N R L 1 1 1 0 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 1 0 0 8 0 870.4923 sp|P35858sp|P35858|ALS 198 205 yes yes 2 1.69E-05 144.29 915 351 933 145329;1453368672;6867 68673 93
ELVNNLAEIYGR FGKDNKKKELVNNLAE NLAEIYGRIEREHQIS K E L G R I 1 1 2 0 0 0 2 1 0 1 2 0 0 0 0 0 0 0 1 1 0 0 12 0 1389.725 sp|Q9NZN3sp|Q9NZN3|EH 330 341 yes yes 2 4.90E-10 114.5 916 539 934 145499;1455068765;6876 68769 9
ELWILNR RAALACSKELWILNRY KELWILNRYLSYTLNP K E L N R Y 0 1 1 0 0 0 1 0 0 1 2 0 0 0 0 0 0 1 0 0 0 0 7 0 942.5287 sp|P15144sp|P15144|AM 837 843 yes yes 2 0.007259 115.83 917 285 935 145589;1455968775;6877 68792 25
EMECAGTYDGSIDACK YGNRFYEKEMECAGTY DGSIDACKGDSGGPLV K E M C K G 2 0 0 2 2 0 2 2 0 1 0 1 1 0 0 1 1 0 1 0 0 0 16 0 1805.691 sp|P05156sp|P05156|CFA 507 522 yes yes 2 2.35E-86 174.42 918 192 936 145754;1457568800;6880 68801 80
EMEDTLNHLK TEYGPCRREMEDTLNH EDTLNHLKFLNVLSPR R E M L K F 0 0 1 1 0 0 2 0 1 0 2 1 1 0 0 0 1 0 0 0 0 0 10 0 1228.576 sp|P17936sp|P17936|IBP 216 225 yes yes 2;3 1.61E-06 113.5 919 297 937 145886;1458868880;6888 68881 3
EMSGSPASGIPVK FLLQALVREMSGSPAS PASGIPVKVSATVSSP R E M V K V 1 0 0 0 0 0 1 2 0 1 0 1 1 0 2 3 0 0 0 1 0 0 13 0 1258.623 sp|P0C0L4 sp|P0C0L4|CO 392 404 no no 2 2.04E-06 90.827 920 245;246 938 145969;1459768883;6888 68890 84
ENADSLQASLR QRMERVLRENADSLQA DSLQASLRPHADELKA R E N L R P 2 1 1 1 0 1 1 0 0 0 2 0 0 0 0 2 0 0 0 0 0 0 11 0 1202.589 sp|P06727sp|P06727|AP 170 180 yes yes 2 2.60E-32 168.26 921 206 939 146113;1461168967;6896 69000 162
ENADSLQASLRPHADELK QRMERVLRENADSLQA RPHADELKAKIDQNVE R E N L K A 3 1 1 2 0 1 2 0 1 0 3 1 0 0 1 2 0 0 0 0 0 0 18 1 1992.987 sp|P06727sp|P06727|AP 170 187 yes yes 2;3;4 7.57E-100 177.88 922 206 940 146311;1463169131;6913 69137 58
ENEGFTVTAEGK LLRSEETKENEGFTVT FTVTAEGKGQGTLSVV K E N G K G 1 0 1 0 0 0 3 2 0 0 0 1 0 1 0 0 2 0 0 1 0 0 12 0 1280.589 sp|P01024sp|P01024|CO 1326 1337 yes yes 2 0.000117 101.38 923 97 941 146521;1465269189;6919 69203 63
ENFAGEATLQR DIWNLEVKENFAGEAT AGEATLQRIYSLWEHS K E N Q R I 2 1 1 0 0 1 2 1 0 0 1 0 0 1 0 0 1 0 0 0 0 0 11 0 1234.594 sp|P04114sp|P04114|AP 3548 3558 yes yes 2 9.19E-95 207.29 924 174 942 146707;1467069252;6925 69439 225
ENFLFLTPDCK IVQTNCSKENFLFLTP LFLTPDCKSLWNGDTG K E N C K S 0 0 1 1 1 0 1 0 0 0 2 1 0 2 1 0 1 0 0 0 0 0 11 0 1382.654 sp|P01042 sp|P01042|KN 209 219 yes yes 2;3 4.73E-32 166.19 925 103 943 147093;1470969486;6948 69515 321
ENFQNWLK VGRPQPGRENFQNWLK ENFQNWLKDGTVLCEL R E N L K D 0 0 2 0 0 1 1 0 0 0 1 1 0 1 0 0 0 1 0 0 0 0 8 0 1077.524 sp|P37802 sp|P37802|TAG 50 57 yes yes 2 4.81E-05 107.66 926 355 944 147524;1475269815;698 69819 40
ENFVLTTAK FCGGVIIRENFVLTTA NFVLTTAKCSLLHRNI R E N A K C 1 0 1 0 0 0 1 0 0 0 1 1 0 1 0 0 2 0 0 1 0 0 9 0 1021.544 sp|P22891 sp|P22891|PRO 210 218 yes yes 2 0.0022473 99.442 927 316 945 147599;1476069855;6985 69899 49
ENLLDFIK NFEGEVTKENLLDFIK ENLLDFIKHNQLPLVI K E N I K H 0 0 1 1 0 0 1 0 0 1 2 1 0 1 0 0 0 0 0 0 0 0 8 0 990.5386 sp|P07237sp|P07237|PD 223 230 yes yes 2 0.056382 65.252 928 213 946 147689;1476969904;6990 69904 3
ENPAVIDFELAPIVDLVR SEWLESVKENPAVIDF APIVDLVRNIPCAVTK K E N V R N 2 1 1 2 0 0 2 0 0 2 2 0 0 1 2 0 0 0 0 3 0 0 18 0 2009.083 sp|P13671 sp|P13671|CO 478 495 yes yes 2;3 5.14E-257 244.44 929 277 947 147770;1477769907;6990 69911 41
ENQFDPPIVAR NSDASTIKENQFDPPI FDPPIVARYIRISPTR K E N A R Y 1 1 1 1 0 1 1 0 0 1 0 0 0 1 2 0 0 0 0 1 0 0 11 0 1284.646 sp|P12259sp|P12259|FA5 2029 2039 yes yes 2 7.50E-12 128 930 264 948 147927;1479269950;6995 69952 23
ENQLEVLEVSWLHGLK TLDTLVLKENQLEVLE VSWLHGLKALGHLDLS K E N L K A 0 0 1 0 0 1 3 1 1 0 4 1 0 0 0 1 0 1 0 2 0 0 16 0 1893 sp|P02750sp|P02750|A2 149 164 yes yes 2;3 2.58E-70 158.04 931 152 949 148042;1480469973;6997 70049 96
ENSLLFDPLSSSSSNK NWGLVTYRENSLLFDP LSSSSSNKERVVTVIA R E N N K E 0 0 2 1 0 0 1 0 0 0 3 1 0 1 1 6 0 0 0 0 0 0 16 0 1723.827 sp|P15144sp|P15144|AM 364 379 yes yes 2 5.42E-64 153.75 932 285 950 148235;1482370071;7007 70075 8
ENSQYQPIK QLDNGSFKENSQYQPI NSQYQPIKLQGTLPVE K E N I K L 0 0 1 0 0 2 1 0 0 1 0 1 0 0 1 1 0 0 1 0 0 0 9 0 1105.54 sp|P01031 sp|P01031|CO 1120 1128 yes yes 2 0.0024354 98.523 933 98 951 148314;1483170079;7008 70080 9
ENTVTNDWIPEGEEDDDYLDLEK LLPADFHKENTVTNDW DDYLDLEKIFSEDDDY K E N E K I 0 0 2 5 0 0 5 1 0 1 2 1 0 0 1 0 2 1 1 1 0 0 23 0 2738.172 sp|P05546sp|P05546|HE 62 84 yes yes 2;3 1.65E-149 166.04 934 199 952 148406;1484070088;7008 70112 70
ENYPLPWEK NASVHYIRENYPLPWE NYPLPWEKDTEKLVAF R E N E K D 0 0 1 0 0 0 2 0 0 0 1 1 0 0 2 0 0 1 1 0 0 0 9 0 1174.566 sp|P80108sp|P80108|PH 102 110 yes yes 2 0.0042779 90.601 935 422 953 148702;1487070158;7015 70163 16
EPAVLELEGK SPKRATKKEPAVLELE AVLELEGKKWRVENQE K E P G K K 1 0 0 0 0 0 3 1 0 0 2 1 0 0 1 0 0 0 0 1 0 0 10 0 1083.581 sp|Q01518sp|Q01518|CA 318 327 yes yes 2 0.046614 55.112 937 429 955 148932;1489370206;7020 70206 2
EPCVESLVSQYFQTVTDYGK ALVRRQAKEPCVESLV QTVTDYGKDLMEKVKS K E P G K D 0 0 0 1 1 2 2 1 0 0 1 1 0 1 1 2 2 0 2 3 0 0 20 0 2349.084 sp|P02652 sp|P02652|AP 27 46 yes yes 2;3 3.96E-179 265.12 938 138 956 148971;1489770208;7020 70234 32
EPEEVATCVGR LGIPVNSKEPEEVATC EVATCVGRNGYPIPQV K E P G R N 1 1 0 0 1 0 3 1 0 0 0 0 0 0 1 0 1 0 0 2 0 0 11 0 1245.566 sp|P43121 sp|P43121|MU 154 164 yes yes 2 0.0012549 81.972 939 359 957 149107;1491070240;7024 70241 2
EPFLSCCQFAESLR RVQQPDCREPFLSCCQ CQFAESLRKKSRDKGQ R E P L R K 1 1 0 0 2 1 2 0 0 0 2 0 0 2 1 2 0 0 0 0 0 0 14 0 1742.776 sp|P0C0L4 sp|P0C0L4|CO 730 743 no no 2;3 1.92E-174 234.9 940 245;246 958 149120;1491270242;7024 70584 730
EPGQDLVVLPLSITTDFIPSFR LKAGRQVREPGQDLVV TDFIPSFRLVAYYTLI R E P F R L 0 1 0 2 0 1 1 1 0 2 3 0 0 2 3 2 2 0 0 2 0 0 22 0 2443.3 sp|P01024sp|P01024|CO 509 530 yes yes 2 4.93E-05 93.424 942 97 960 150416 71225 71225 1
EPISVSSEQVLK CVTWIVLKEPISVSSE VSSEQVLKFRKLNFNG K E P L K F 0 0 0 0 0 1 2 0 0 1 1 1 0 0 1 3 0 0 0 2 0 0 12 0 1314.703 sp|P00918sp|P00918|CA 213 224 yes yes 2 5.31E-05 86.898 943 91 961 150417;1504171226;712 71228 9
EPQVYTLPPSR SKTKGQPREPQVYTLP VYTLPPSREEMTKNQV R E P S R E 0 1 0 0 0 1 1 0 0 0 1 0 0 0 3 1 1 0 1 1 0 0 11 0 1285.667 sp|P01857sp|P01860|IGH 275 285 no no 2 2.25E-05 105.2 944 126;124;125 962 150510;1505171235;7123 71240 51
EPTESTQQLNKPEVLEVTLNR FELEADEREPTESTQQ VLEVTLNRPFLFAVYD R E P N R P 0 1 2 0 0 2 4 0 0 0 3 1 0 0 2 1 3 0 0 2 0 0 21 1 2424.25 sp|P01019sp|P01019|AN 438 458 yes yes 3 9.36E-83 145.02 945 95 963 150757;1507571291;7129 71294 54
EPTMYVGSTSVQTSR AHVVEGNREPTMYVGS STSVQTSRLAKSKMLT R E P S R L 0 1 0 0 0 1 1 1 0 0 0 0 1 0 1 3 3 0 1 2 0 0 15 0 1641.767 sp|P09871 sp|P09871|C1S 482 496 yes yes 2 8.66E-38 138.24 946 242 964 150900;1509071346;7134 71347 22
EQANNILAR GESLFIRREQANNILA QANNILARVTRANSFL R E Q A R V 2 1 2 0 0 1 1 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 9 0 1027.541 sp|P00742 sp|P00742|FA 29 37 yes yes 2 0.0037364 94.407 947 85 965 150984;1509871368;7136 71370 6
EQEELLAPADGTVELVR RQLLPRAREQEELLAP DGTVELVRALPLALVL R E Q V R A 2 1 0 1 0 1 4 1 0 0 3 0 0 0 1 0 1 0 0 2 0 0 17 0 1867.953 sp|P19971 sp|P19971|TYP 377 393 yes yes 2 1.16E-06 84.718 948 306 966 151076;15107 71374 71374 1
EQFLDGDGWTSR AEPAVYFKEQFLDGDG DGDGWTSRWIESKHKS K E Q S R W 0 1 0 2 0 1 1 2 0 0 1 0 0 1 0 1 1 1 0 0 0 0 12 0 1409.621 sp|P27797sp|P27797|CA 25 36 yes yes 2 2.34E-49 177.78 949 334 967 151087;1510871375;7137 71375 48
EQGVEEHETLLLR LDHGRTLREQGVEEHE EHETLLLRRKFFYSDQ R E Q L R R 0 1 0 0 0 1 4 1 1 0 3 0 0 0 0 0 1 0 0 1 0 0 13 0 1551.789 sp|Q9Y490sp|Q9Y490|TL 182 194 yes yes 3 1.93E-10 82.543 950 554 968 151189;1511971423;714 71423 3
EQLGEFYEALDCLCIPR ADKPETTKEQLGEFYE LDCLCIPRSDVMYTDW K E Q P R S 1 1 0 1 2 1 3 1 0 1 3 0 0 1 1 0 0 0 1 0 0 0 17 0 2111.966 sp|P19652 sp|P19652|A1A 154 170 yes yes 2;3 4.21E-165 211.38 951 303 969 151233;1512371426;714 71454 116
EQLGEFYEALDCLR ADKPETTKEQLGEFYE YEALDCLRIPKSDVVY K E Q L R I 1 1 0 1 1 1 3 1 0 0 3 0 0 1 0 0 0 0 1 0 0 0 14 0 1741.798 sp|P02763 sp|P02763|A1A 154 167 yes yes 2;3 1.76E-55 204.17 952 156 970 151458;1514571542;7154 71666 121
EQLQDMGLVDLFSPEK IEDGFSLKEQLQDMGL VDLFSPEKSKLPGIVA K E Q E K S 0 0 0 2 0 2 2 1 0 0 3 1 1 1 1 1 0 0 0 1 0 0 16 0 1847.898 sp|P01008sp|P01008|AN 365 380 yes yes 2;3 4.41E-136 200.01 954 92 972;973 152011;1520171914;719 72425 19 627
EQLSLLDR MGNAMFVKEQLSLLDR EQLSLLDRFTEDAKRL K E Q D R F 0 1 0 1 0 1 1 0 0 0 3 0 0 0 0 1 0 0 0 0 0 0 8 0 972.524 sp|P01011 sp|P01011|AA 145 152 yes yes 2 6.91E-05 139.88 955 94 974 152774;1527772546;7254 72646 335
EQLTPLIK KSYFEKSKEQLTPLIK EQLTPLIKKAGTELVN K E Q I K K 0 0 0 0 0 1 1 0 0 1 2 1 0 0 1 0 1 0 0 0 0 0 8 0 940.5593 sp|P02652 sp|P02652|AP 70 77 yes yes 2 0.021192 86.953 956 138 975 153812;1538172886;7288 72894 67
EQPPSLTR PGALPAKREQPPSLTR EQPPSLTRNGPLSCGQ R E Q T R N 0 1 0 0 0 1 1 0 0 0 1 0 0 0 2 1 1 0 0 0 0 0 8 0 926.4821 sp|P00748sp|P00748|FA 346 353 yes yes 2 0.014643 105.04 957 88 976 153936;1539372953;7295 72964 25
EQQCVIMAENR RAFQYHSKEQQCVIMA CVIMAENRKSSIIIRM K E Q N R K 1 1 1 0 1 2 2 0 0 1 0 0 1 0 0 0 0 0 0 1 0 0 11 0 1376.618 sp|P00747sp|P00747|PLM 70 80 yes no 2;3 1.08E-46 179.8 959 87 978 154226;1542273028;730 73028 94
EQTMSECEAGALR ICVEVNGKEQTMSECE ECEAGALRCRGQSISV K E Q L R C 2 1 0 0 1 1 3 1 0 0 1 0 1 0 0 1 1 0 0 0 0 0 13 0 1480.629 sp|P10643 sp|P10643|CO 812 824 yes yes 2 1.39E-39 160.53 960 252 979 154506;1545073122;731 73127 56
EQWILTAR FCGGSLVKEQWILTAR EQWILTARQCFSSCHM K E Q A R Q 1 1 0 0 0 1 1 0 0 1 1 0 0 0 0 0 1 1 0 0 0 0 8 0 1015.545 sp|P26927sp|P26927|HG 514 521 yes no 2 5.82E-05 139.68 961 330 980 154655;1546573178;7317 73194 61
ESASLMVDR ENDFLIFKESASLMVD SASLMVDRIFSFEINV K E S D R I 1 1 0 1 0 0 1 0 0 0 1 0 1 0 0 2 0 0 0 1 0 0 9 0 1006.475 sp|P06681 sp|P06681|CO 275 283 yes yes 2 0.0022473 99.442 962 205 981 154781;1547873239;7324 73239 15
ESCGYDTCYDWEK LSSNSTKKESCGYDTC DTCYDWEKCSASTSKC K E S E K C 0 0 0 2 2 0 2 1 0 0 0 1 0 0 0 1 1 1 2 0 0 0 13 0 1711.613 sp|P13671 sp|P13671|CO 860 872 yes yes 2 2.04E-47 169.65 963 277 982 154889;1548973254;7325 73368 148
ESDEETQIK FKTELRVRESDEETQI SDEETQIKVNWEEEAA R E S I K V 0 0 0 1 0 1 3 0 0 1 0 1 0 0 0 1 1 0 0 0 0 0 9 0 1077.483 sp|P04114sp|P04114|AP 4047 4055 yes yes 2 0.0050885 87.323 964 174 983 155078;1550773402;7340 73408 11
ESDNIWISYSENIATLQFSR KDKGEIVRESDNIWIS IATLQFSRVEPANAGK R E S S R V 1 1 2 1 0 1 2 0 0 3 1 0 0 1 0 4 1 1 1 0 0 0 20 0 2372.129 sp|Q8WZ4sp|Q8WZ42|TI 8462 8481 yes yes 5 0.075903 0.27933 965 508 984 155170;15517 73413 73413 1
ESDTSYVSLK RKAFVFPKESDTSYVS DTSYVSLKAPLTKPLK K E S L K A 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 3 1 0 1 1 0 0 10 0 1127.535 sp|P02741 sp|P02741|CR 32 41 yes yes 2 8.11E-07 122.13 966 145 985 155208;1552073414;734 73451 41
ESDWLGQSMFTCR VTSTLTIKESDWLGQS GQSMFTCRVDHRGLTF K E S C R V 0 1 0 1 1 1 1 1 0 0 1 0 1 1 0 2 1 1 0 0 0 0 13 0 1615.676 sp|P01871 sp|P01871|IGH 186 198 yes no 2 0.0020524 82.417 967 128 986 155334;15533 73455 73455 1
ESEQGVYTCTAQGIWK MQTRAGSRESEQGVYT CTAQGIWKNEQKGEKI R E S W K N 1 0 0 0 1 2 2 2 0 1 0 1 0 0 0 1 2 1 1 1 0 0 16 0 1855.841 sp|P00736sp|P00736|C1 421 436 yes yes 2;3 4.56E-86 171.05 968 81 987 155344;1553473456;7345 73617 197
ESISVSSEQLAQFR SVTWIICKESISVSSE SEQLAQFRSLLSNVEG K E S F R S 1 1 0 0 0 2 2 0 0 1 1 0 0 1 0 4 0 0 0 1 0 0 14 0 1579.784 sp|P00915 sp|P00915|CA 215 228 yes yes 2;3 5.51E-64 171.85 969 90 988 155612;1556173654;7365 73657 28
ESKPLTAQQTTK VFAVSHGRESKPLTAQ LTAQQTTKLDAPTNLQ R E S T K L 1 0 0 0 0 2 1 0 0 0 1 2 0 0 1 1 3 0 0 0 0 0 12 1 1330.709 sp|P02751 sp|P02751|FIN 985 996 yes yes 3 0.0019243 48.568 970 153 989 155729;15573 73683 73683 1
ESLLNHFLYEVAR CQAYESNRESLLNHFL HFLYEVARRNPFVFAP R E S A R R 1 1 1 0 0 0 2 0 1 0 3 0 0 1 0 1 0 0 1 1 0 0 13 0 1589.82 sp|P43652 sp|P43652|AFA 156 168 yes yes 2;3 3.43E-34 154.66 971 362 990 155757;1557573684;7368 73763 113
ESLSSYWESAK PTFLTQVKESLSSYWE SSYWESAKTAAQNLYE K E S A K T 1 0 0 0 0 0 2 0 0 0 1 1 0 0 0 4 0 1 1 0 0 0 11 0 1285.583 sp|P02655 sp|P02655|AP 42 52 yes yes 2 3.53E-20 153.05 972 140 991 155968;1559673797;7379 73804 120
ESNEELTESCETK ARETTCSKESNEELTE LTESCETKKLGQSLDC K E S T K K 0 0 1 0 1 0 5 0 0 0 1 1 0 0 0 2 2 0 0 0 0 0 13 0 1554.636 sp|P01042 sp|P01042|KN 331 343 yes yes 2 5.04E-87 196.88 973 103 992 156265;1562673917;739 73926 44
ESQLPTVMDFR KLVKEALKESQLPTVM LPTVMDFRKFSRNYQL K E S F R K 0 1 0 1 0 1 1 0 0 0 1 0 1 1 1 1 1 0 0 1 0 0 11 0 1321.634 sp|P04114sp|P04114|AP 621 631 yes yes 2 5.31E-39 176.38 974 174 993;994 156420;1564273961;7396 73973 45 178
ESSSHHPGIAEFPSR SGIFTNTKESSSHHPG GIAEFPSRGKSSSYSK K E S S R G 1 1 0 0 0 0 2 1 2 1 0 0 0 1 2 4 0 0 0 0 0 0 15 0 1636.759 sp|P02671 sp|P02671|FIB 559 573 yes yes 2;3;4 3.03E-09 99.568 975 142 995 156660;1566674139;7414 74142 10
ESTLHLVLR LSDYNIQKESTLHLVL STLHLVLRLRGGIIEP K E S L R L 0 1 0 0 0 0 1 0 1 0 3 0 0 0 0 1 1 0 0 1 0 0 9 0 1066.614 sp|P62987sp|P62987|RL4 64 72 yes no 2 0.0050562 87.696 976 248 996 156843;15684 74149 74149 1
ESVPISDTIIPAVPPPTDLR VYTVKDDKESVPISDT VPPPTDLRFTNIGPDT K E S L R F 1 1 0 2 0 0 1 0 0 3 1 0 0 0 5 2 2 0 0 2 0 0 20 0 2116.142 sp|P02751 sp|P02751|FIN 1255 1274 yes yes 2;3 2.25E-68 181.08 977 153 997 156865;1568674150;7415 74588 492
ESVTDHVNLITPLEK GKVFVFPRESVTDHVN NLITPLEKPLQNFTLC R E S E K P 0 0 1 1 0 0 2 0 1 1 2 1 0 0 1 1 2 0 0 2 0 0 15 0 1693.889 sp|P02743 sp|P02743|SA 33 47 yes yes 2;3 2.27E-206 241.15 978 146 998 157286;1572874644;7464 74693 150
ESYSGVTLDPR VVPEGVKRESYSGVTL SGVTLDPRGIYGTISR R E S P R G 0 1 0 1 0 0 1 1 0 0 1 0 0 0 1 2 1 0 1 1 0 0 11 0 1222.583 sp|P01031 sp|P01031|CO 937 947 yes yes 2 0.0011253 82.645 979 98 999 157563;1575674794;7479 74798 75
ESYYFDLTDGLS INPTTQMKESYYFDLT FDLTDGLS________ K E S L S - 0 0 0 2 0 0 1 1 0 0 2 0 0 1 0 2 1 0 2 0 0 0 12 0 1408.603 sp|P01042 sp|P01042|KN 633 644 yes yes 2 0.0044345 63.419 980 103 1000 157726;1577274869;7487 74883 17
ETAASLLQAGYK HPVCLPDRETAASLLQ SLLQAGYKGRVTGWGN R E T Y K G 3 0 0 0 0 1 1 1 0 0 2 1 0 0 0 1 1 0 1 0 0 0 12 0 1250.651 sp|P00734sp|P00734|TH 487 498 yes yes 2;3 1.69E-20 169.09 981 80 1001 157844;1578474886;7488 74896 262
ETAVDGELVVLYDVK QRICPNCRETAVDGEL LVVLYDVKREEKAGEL R E T V K R 1 0 0 2 0 0 2 1 0 0 2 1 0 0 0 0 1 0 1 4 0 0 15 0 1648.856 sp|P19823 sp|P19823|ITIH 266 280 yes yes 2;3 4.57E-26 125.54 982 304 1002 158216;1582175153;7515 75626 463
ETDIEDSDDIPEDTTYK DYSEFVQRETDIEDSD IPEDTTYKKVVFRKYL R E T Y K K 0 0 0 5 0 0 3 0 0 2 0 1 0 0 1 1 3 0 1 0 0 0 17 0 1984.827 sp|P12259sp|P12259|FA5 1600 1616 yes yes 2 8.28E-06 107.53 984 264 1004 159382;1593875640;7564 75640 5
ETEYGPCR NFSSESKRETEYGPCR ETEYGPCRREMEDTLN R E T C R R 0 1 0 0 1 0 2 1 0 0 0 0 0 0 1 0 1 0 1 0 0 0 8 0 1010.413 sp|P17936sp|P17936|IBP 207 214 yes yes 2 0.013714 121.29 985 297 1005 159474;1594775645;7564 75646 2
ETFDVTLEPLSFK VPKAEFKKETFDVTLE TLEPLSFKKEAVLIQA K E T F K K 0 0 0 1 0 0 2 0 0 0 2 1 0 2 1 1 2 0 0 1 0 0 13 0 1524.771 sp|P00488sp|P00488|F13 572 584 yes yes 2 2.01E-21 129.89 986 75 1006 159543;1595475647;7564 75694 48
ETFLDPFVLR KGVVHHEKETFLDPFV FLDPFVLRDLLPASLG K E T L R D 0 1 0 1 0 0 1 0 0 0 2 0 0 2 1 0 1 0 0 1 0 0 10 0 1235.655 sp|P23470sp|P23470|PTP 230 239 yes yes 2 0.011648 71.223 987 321 1007 159641;1596475697;7569 75704 9
ETFTTGLDAPR DMSSNPAKETFTTGLD TTGLDAPRNLRRVSQT K E T P R N 1 1 0 1 0 0 1 1 0 0 1 0 0 1 1 0 3 0 0 0 0 0 11 0 1206.588 sp|P24821 sp|P24821|TEN 887 897 yes yes 2 0.0004932 87.913 988 325 1008 159758;1597575706;7570 75711 6
ETLEDTR AHMKAKFRETLEDTRD RETLEDTRDRMYQMDI R E T T R D 0 1 0 1 0 0 2 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 7 0 862.4032 sp|P04114sp|P04114|AP 2514 2520 yes yes 2 0.036891 90.986 989 174 1009 159785;15978 75712 75712 1
ETLFSVMPGLK RSSAYKWKETLFSVMP FSVMPGLKMTMDKTGL K E T L K M 0 0 0 0 0 0 1 1 0 0 2 1 1 1 1 1 1 0 0 1 0 0 11 0 1220.648 sp|Q14624sp|Q14624|ITI 816 826 yes yes 1;2 6.85E-13 137.13 990 463 1010;1011 159797;1597975713;757 75731 77 216
ETLLQDFR YGRAPQLRETLLQDFR ETLLQDFRVVAQGVGI R E T F R V 0 1 0 1 0 1 1 0 0 0 2 0 0 1 0 0 1 0 0 0 0 0 8 0 1020.524 sp|P02760sp|P02760|AM 159 166 yes yes 2 2.80E-16 170.32 991 155 1012 160369;1603775932;7593 75970 200
ETSNFGFSLLR ASRQQLAKETSNFGFS NFGFSLLRKISMRHDG K E T L R K 0 1 1 0 0 0 1 1 0 0 2 0 0 2 0 2 1 0 0 0 0 0 11 0 1269.635 sp|Q9UK55sp|Q9UK55|ZP 78 88 yes yes 2 0.0001331 113.71 992 548 1013 160766;1607676132;7613 76133 5
ETTFNSLLCPSGGEVSEELSLK VEPEGLEKETTFNSLL VSEELSLKLPPNVVEE K E T L K L 0 0 1 0 1 0 4 2 0 0 4 1 0 1 1 4 2 0 0 1 0 0 22 0 2396.142 sp|P01023 sp|P01023|A2 913 934 yes yes 2;3 7.02E-147 172.57 993 96 1014 160789;1607976137;7613 76240 162
ETTIQGLDGLSER APLAGTNKETTIQGLD GLDGLSERCAQYKKDG K E T E R C 0 1 0 1 0 1 2 2 0 1 2 0 0 0 0 1 2 0 0 0 0 0 13 0 1417.705 sp|P05062 sp|P05062|ALD 122 134 yes yes 2 2.48E-12 113.69 994 187 1015 161053;1610576299;7630 76299 17
ETTLGDMTGK RVYVYNGKETTLGDMT TLGDMTGKCKSWITPC K E T G K C 0 0 0 1 0 0 1 2 0 0 1 1 1 0 0 0 3 0 0 0 0 0 10 0 1051.486 sp|P80108sp|P80108|PH 765 774 yes yes 2 0.000952 96.948 995 422 1016 161120;1611276316;763 76317 12
ETVQTTEDQILK SNLVRVGKETVQTTED TTEDQILKRDMPPAFI K E T L K R 0 0 0 1 0 2 2 0 0 1 1 1 0 0 0 0 3 0 0 1 0 0 12 0 1403.714 sp|P18206sp|P18206|VIN 60 71 yes yes 2 2.33E-14 125.97 996 300 1017 161283;1612876328;763 76328 52
ETWTANVGK VTGWGNLKETWTANVG TWTANVGKGQPSVLQV K E T G K G 1 0 1 0 0 0 1 1 0 0 0 1 0 0 0 0 2 1 0 1 0 0 9 0 1004.493 sp|P00734sp|P00734|TH 509 517 yes yes 2 0.012997 75.243 997 80 1018 161431;1614376381;7638 76388 11
ETYDFDIAVLR IKHNRFTKETYDFDIA DFDIAVLRLKTPITFR K E T L R L 1 1 0 2 0 0 1 0 0 1 1 0 0 1 0 0 1 0 1 1 0 0 11 0 1340.661 sp|P00742 sp|P00742|FA 317 327 yes yes 2 1.59E-16 148.14 998 85 1019 161570;1615776392;7639 76504 112
EVAFDLEIPK VNTANEAREVAFDLEI AFDLEIPKTAFISDFA R E V P K T 1 0 0 1 0 0 2 0 0 1 1 1 0 1 1 0 0 0 0 1 0 0 10 0 1159.613 sp|P19827sp|P19827|ITIH 84 93 yes yes 2 0.0028928 83.948 1000 305 1022 161932;1619376613;766 76678 269
EVALDLSQHK KGGSYLGREVALDLSQ ALDLSQHKGVAVRRVL R E V H K G 1 0 0 1 0 1 1 0 1 0 2 1 0 0 0 1 0 0 0 1 0 0 10 0 1138.598 sp|O00391sp|O00391|QS 202 211 yes yes 2 1.63E-11 147.29 1001 43 1023 162507;1625076882;7688 76882 4
EVANSTANLVK RQFVQSAKEVANSTAN NSTANLVKTIKALDGA K E V V K T 2 0 2 0 0 0 1 0 0 0 1 1 0 0 0 1 1 0 0 2 0 0 11 0 1144.609 sp|Q9Y490sp|Q9Y490|TL 1531 1541 yes no 2 0.0001206 95.358 1002 554 1024 162567;1625676886;7688 76888 5
EVDLKDYEDQQK SCSRALAREVDLKDYE KDYEDQQKQLEQVIAK R E V Q K Q 0 0 0 3 0 2 2 0 0 0 1 2 0 0 0 0 0 0 1 1 0 0 12 1 1508.7 sp|P02671 sp|P02671|FIB 191 202 yes yes 2 1.44E-17 130.66 1003 142 1025 162584;1625876891;7689 76891 2
EVEDCVTNR EPCNFSDKEVEDCVTN VEDCVTNRPCRSQVRC K E V N R P 0 1 1 1 1 0 2 0 0 0 0 0 0 0 0 0 1 0 0 2 0 0 9 0 1120.482 sp|P07358sp|P07358|CO 106 114 yes yes 2 0.0037697 94.302 1004 216 1026 162588;1625876893;7689 76896 5
EVEDCVTNRPCR EPCNFSDKEVEDCVTN CVTNRPCRSQVRCEGF K E V C R S 0 2 1 1 2 0 2 0 0 0 0 0 0 0 1 0 1 0 0 2 0 0 12 1 1533.666 sp|P07358sp|P07358|CO 106 117 yes yes 2;3 6.36E-40 170.47 1005 216 1027 162655;1626576898;7689 76919 22
EVEGQILGTYVCIK DNSIFVAKEVEGQILG LGTYVCIKGYHLVGKK K E V I K G 0 0 0 0 1 1 2 2 0 2 1 1 0 0 0 0 1 0 1 2 0 0 14 0 1607.823 sp|P20851 sp|P20851|C4 38 51 yes yes 2 1.85E-08 93.258 1006 308 1028 162864;1628676920;769 76925 6
EVGPPLPQEAVPLQK PAQLPAEKEVGPPLPQ QEAVPLQKELPSLQHP K E V Q K E 1 0 0 0 0 2 2 1 0 0 2 1 0 0 4 0 0 0 0 2 0 0 15 0 1600.883 sp|Q16610sp|Q16610|EC 101 115 yes yes 2 1.70E-25 120.54 1007 475 1029 162910;1629176926;769 76949 89
EVGPTNADPVCLAK TYEWTVPKEVGPTNAD ADPVCLAKMYYSAVDP K E V A K M 2 0 1 1 1 0 1 1 0 0 1 1 0 0 2 0 1 0 0 2 0 0 14 0 1469.718 sp|P00450sp|P00450|CER 524 537 yes yes 2 3.36E-38 141.95 1008 74 1030 163156;1631577015;770 77016 199
EVGTPHGIILDSVDAAFICPGSSR GYPKRLEKEVGTPHGI FICPGSSRLHIMAGRR K E V S R L 2 1 0 2 1 0 1 3 1 3 1 0 0 1 2 3 1 0 0 2 0 0 24 0 2497.227 sp|P02790sp|P02790|HE 348 371 yes yes 2;3;4 0 336.79 1009 164 1031 163561;1635677222;772 78065 891
EVGTVLSQVYSK ELCTMFIREVGTVLSQ VLSQVYSKVHNGSEIL R E V S K V 0 0 0 0 0 1 1 1 0 0 1 1 0 0 0 2 1 0 1 3 0 0 12 0 1308.693 sp|P04114sp|P04114|AP 4223 4234 yes yes 2 4.05E-20 158.79 1010 174 1032 165042;1650478120;781 78215 111
EVIQEWNLTNIK MRVDEKTKEVIQEWNL EWNLTNIKRWAASPKS K E V I K R 0 0 2 0 0 1 2 0 0 2 1 1 0 0 0 0 1 1 0 1 0 0 12 0 1485.783 sp|Q9Y490sp|Q9Y490|TL 346 357 yes yes 2 8.30E-66 185.61 1011 554 1033 165207;1652078234;7823 78299 72
EVLPAIR SQEAAKAKEVLPAIRG KEVLPAIRGYVHYFFG K E V I R G 1 1 0 0 0 0 1 0 0 1 1 0 0 0 1 0 0 0 0 1 0 0 7 0 796.4807 sp|O00391sp|O00391|QS 434 440 yes yes 2 0.0035791 131.65 1013 43 1035 165493;1654978413;784 78523 124
EVPLNTIIFMGR RPFLVFIREVPLNTII NTIIFMGRVANPCVK_ R E V G R V 0 1 1 0 0 0 1 1 0 2 1 0 1 1 1 0 1 0 0 1 0 0 12 0 1388.749 sp|P01008sp|P01008|AN 446 457 yes yes 2;3 4.64E-136 224.36 1014 92 1036;1037 165674;1656778537;7853 78838 20 388
EVQPVELPNCNLVK QTRLNALREVQPVELP LPNCNLVKGIETGSED R E V V K G 0 0 2 0 1 1 2 0 0 0 2 1 0 0 2 0 0 0 0 3 0 0 14 0 1637.845 sp|P27169sp|P27169|PO 33 46 yes yes 2 5.82E-48 160.75 1016 332 1039 167043;1670479234;7923 79370 168
EVQYLLNK AKMMALDREVQYLLNK EVQYLLNKAKFTKPRP R E V N K A 0 0 1 0 0 1 1 0 0 0 2 1 0 0 0 0 0 0 1 1 0 0 8 0 1005.55 sp|Q9Y4L1sp|Q9Y4L1|HY 901 908 yes yes 2 0.022792 83.801 1017 555 1040 167222;1672279403;7940 79407 5
EVSSCHCAPCQGNGVPVLK QALEEFQKEVSSCHCA GNGVPVLKGSRCDCIC K E V L K G 1 0 1 0 3 1 1 2 1 0 1 1 0 0 2 2 0 0 0 3 0 0 19 0 2097.939 sp|P07358sp|P07358|CO 499 517 yes yes 3 5.71E-05 47.223 1019 216 1042 167652 79538 79538 1
EVTVPVFYPTEK GNHMKESREVTVPVFY PVFYPTEKVWLEVEPV R E V E K V 0 0 0 0 0 0 2 0 0 0 0 1 0 1 2 0 2 0 1 3 0 0 12 0 1407.729 sp|P43121 sp|P43121|MU 240 251 yes yes 2 5.53E-10 132.78 1020 359 1043 167653;1676579539;7954 79567 36
EVTVQGLEPSR VPVAANQREVTVQGLE VQGLEPSRKYRFLLYG R E V S R K 0 1 0 0 0 1 2 1 0 0 1 0 0 0 1 1 1 0 0 2 0 0 11 0 1213.63 sp|P22105 sp|P22105|TEN 3405 3415 yes yes 2 1.80E-11 148.52 1021 312 1044 167739;1677479575;7957 79576 6
EVVSLTEACCAEGADPDCYDTR EQVSQLVKEVVSLTEA DPDCYDTRTSALSAKS K E V T R T 3 1 0 3 3 0 3 1 0 0 1 0 0 0 1 1 2 0 1 2 0 0 22 0 2517.009 sp|P02774sp|P02774|VT 66 87 yes yes 2;3 1.45E-211 276.19 1023 159 1046 167964;1679679648;7964 79710 447
EVVTDQFLCSGTQEDESPCK FPNLTDVREVVTDQFL QEDESPCKGESGGAVF R E V C K G 0 0 0 2 2 2 3 1 0 0 1 1 0 1 1 2 2 0 0 2 0 0 20 0 2327.989 sp|P06681 sp|P06681|CO 657 676 yes yes 2;3 7.47E-179 264.28 1024 205 1047 168639;1686480096;8009 80117 92
EVVTSEDGSDCPEAMDLGTLSGIGTLDGFR DGHKEVTKEVVTSEDG IGTLDGFRHRHPDEAA K E V F R H 1 1 0 4 1 0 3 5 0 1 3 0 1 1 1 3 3 0 0 2 0 0 30 0 3127.396 sp|P02671 sp|P02671|FIB 481 510 yes yes 2;3;4 4.24E-236 199.76 1025 142 1048 168851;1688580188;8018 80213 178
EVYGFNPEGK KTSQCTLKEVYGFNPE YGFNPEGKALLKKTKN K E V G K A 0 0 1 0 0 0 2 2 0 0 0 1 0 1 1 0 0 0 1 1 0 0 10 0 1138.53 sp|P04114sp|P04114|AP 101 110 yes yes 2 8.51E-07 121.05 1026 174 1049 169292;1692980367;8036 80404 147
EVYMPSSIFQDDFVIPDISEPGTWK HGLRVRKKEVYMPSSI ISEPGTWKISARFSDG K E V W K I 0 0 0 3 0 1 2 1 0 3 0 1 1 2 3 3 1 1 1 2 0 0 25 0 2899.363 sp|P0C0L4 sp|P0C0L4|CO 190 214 no no 2 7.63E-16 102.38 1027 245;246 1050 169504;1695080514;805 80517 6
EWFLQAAK ITNAETAKEWFLQAAK EWFLQAAKDPSAVAKH K E W A K D 2 0 0 0 0 1 1 0 0 0 1 1 0 1 0 0 0 1 0 0 0 0 8 0 991.5127 sp|P06744sp|P06744|G6 227 234 yes yes 2 0.067756 62.715 1028 209 1051 169572;16957 80521 80521 1
EWFSETFQK SELSAKMREWFSETFQ WFSETFQKVKEKLKID R E W Q K V 0 0 0 0 0 1 2 0 0 0 0 1 0 2 0 1 1 1 0 0 0 0 9 0 1200.545 sp|P02654sp|P02654|AP 66 74 yes yes 2 8.35E-05 133.79 1029 139 1052 169593;1695980522;805 80623 116
EWFWDLATGTMK VLFFQGDREWFWDLAT DLATGTMKERSWPAVG R E W M K E 1 0 0 1 0 0 1 1 0 0 1 1 1 1 0 0 2 2 0 0 0 0 12 0 1483.681 sp|P02790sp|P02790|HE 167 178 yes yes 2;3 1.08E-56 183.67 1030 164 1053;1054 169768;1697680638;8063 80959 42 402
EWIQVDLGLLR TPGEDSYREWIQVDLG QVDLGLLRFVTAVGTQ R E W L R F 0 1 0 1 0 1 1 1 0 1 3 0 0 0 0 0 0 1 0 1 0 0 11 0 1340.745 sp|O14786sp|O14786|NR 324 334 yes yes 2 0.011244 64.711 1031 47 1055 170584;1705881051;8105 81051 2
EWVAIESDSVQPVPR DEFVQTLKEWVAIESD DSVQPVPRFRQELFRM K E W P R F 1 1 0 1 0 1 2 0 0 1 0 0 0 0 2 2 0 1 0 3 0 0 15 0 1710.858 sp|Q96KN2sp|Q96KN2|CN 55 69 yes yes 2;3 7.17E-206 286.95 1032 517 1056 170631;1706381053;8105 81057 170
EYCGVPGDGDEELLR FYSEKECREYCGVPGD DGDEELLRFSN_____ R E Y L R F 0 1 0 2 1 0 3 3 0 0 2 0 0 0 1 0 0 0 1 1 0 0 15 0 1707.741 sp|P02760sp|P02760|AM 335 349 yes yes 2;3 6.87E-75 176.78 1033 155 1057 170839;1708481223;812 81559 351
EYESYSDFER GKYEFILKEYESYSDF ESYSDFERNVTEKMAS K E Y E R N 0 1 0 1 0 0 3 0 0 0 0 0 0 1 0 2 0 0 2 0 0 0 10 0 1323.526 sp|P07358sp|P07358|CO 233 242 yes yes 2 1.02E-39 182.53 1034 216 1058 171305;1713081574;8157 81702 131
EYFAIDNSGR MYQILKGKEYFAIDNS FAIDNSGRIITITKSL K E Y G R I 1 1 1 1 0 0 1 1 0 1 0 0 0 1 0 1 0 0 1 0 0 0 10 0 1170.531 sp|P33151 sp|P33151|CA 198 207 yes yes 2 3.58E-07 130.56 1035 344 1059 171524;1715281705;8170 81707 22
EYFWGLSK DTLWIPNKEYFWGLSK EYFWGLSKFLGTHWLM K E Y S K F 0 0 0 0 0 0 1 1 0 0 1 1 0 1 0 1 0 1 1 0 0 0 8 0 1028.497 sp|Q13093sp|Q13093|PA 102 109 yes yes 2 0.052702 66.073 1036 445 1060 171672;17167 81727 81727 1
EYGVVLAPDGSTVAVEPLLAGLEAGLQGR RHDVREGKEYGVVLAP LEAGLQGRRVINLPLD K E Y G R R 4 1 0 1 0 1 3 5 0 0 5 0 0 0 2 1 1 0 1 4 0 0 29 0 2880.523 sp|Q96PD5sp|Q96PD5|PG 107 135 yes yes 2;3 3.87E-24 88.551 1037 518 1061 171709;1717181728;817 81729 6
EYHFGQAVR SSAMEPDREYHFGQAV YHFGQAVRFVCNSGYK R E Y V R F 1 1 0 0 0 1 1 1 1 0 0 0 0 1 0 0 0 0 1 1 0 0 9 0 1105.531 sp|P08603 sp|P08603|CFA 167 175 yes yes 2;3 2.27E-06 120.49 1038 233 1062 171802;1718081734;8173 81825 127
EYLGAICSCTCFGGQR HVGEQWQKEYLGAICS CTCFGGQRGWRCDNCR K E Y Q R G 1 1 0 0 3 1 1 3 0 1 1 0 0 1 0 1 1 0 1 0 0 0 16 0 1877.786 sp|P02751 sp|P02751|FIN 2311 2326 yes yes 2;3 1.48E-264 250.7 1039 153 1063 172162;1721681861;8186 82023 188
EYSGTIASEANTYLNSK VKGSVLSREYSGTIAS ANTYLNSKSTRSSVKL R E Y S K S 2 0 2 0 0 0 2 1 0 1 1 1 0 0 0 3 2 0 2 0 0 0 17 0 1846.859 sp|P04114sp|P04114|AP 3508 3524 yes yes 2;3 3.57E-181 219.74 1040 174 1064 172492;1724982051;8205 82247 243
EYTDASFTNR SYKKLVYREYTDASFT TDASFTNRKERGPEEE R E Y N R K 1 1 1 1 0 0 1 0 0 0 0 0 0 1 0 1 2 0 1 0 0 0 10 0 1202.52 sp|P00450sp|P00450|CER 427 436 yes yes 2 2.48E-39 178.65 1041 74 1065 172787;1727882295;8229 82452 170
EYTNIFLK TPICIADKEYTNIFLK EYTNIFLKFGSGYVSG K E Y L K F 0 0 1 0 0 0 1 0 0 1 1 1 0 1 0 0 1 0 1 0 0 0 8 0 1026.539 sp|P00740sp|P00740|FA9 340 347 yes yes 2 0.019535 94.407 1042 84 1066 173228;1732282466;8246 82471 9
EYVLPHFSVSIEPEYNFIGYK GTAYFEVKEYVLPHFS EYNFIGYKNFKNFEIT K E Y Y K N 0 0 1 0 0 0 3 1 1 2 1 1 0 2 2 2 0 0 3 2 0 0 21 0 2530.242 sp|P01031 sp|P01031|CO 221 241 yes yes 3 2.75E-28 107.15 1043 98 1067 173338;1733382475;8247 82475 38
EYVLPSFEVIVEPTEK FSTEFEVKEYVLPSFE VIVEPTEKFYYIYNEK K E Y E K F 0 0 0 0 0 0 4 0 0 1 1 1 0 1 2 1 1 0 1 3 0 0 16 0 1877.966 sp|P01024sp|P01024|CO 226 241 yes yes 2;3 9.88E-21 112.5 1044 97 1068 173419;1734282513;825 82513 35
EYYFAEAQIADFSDPAFISK LDFKTKVREYYFAEAQ SDPAFISKTNNHIMKL R E Y S K T 4 0 0 2 0 1 2 0 0 2 0 1 0 3 1 2 0 0 2 0 0 0 20 0 2311.069 sp|P05546sp|P05546|HE 242 261 yes yes 2;3 1.53E-81 177.84 1045 199 1069 173479;1734882549;8255 82699 159
FACYYPR DEDGYRMKFACYYPRV KFACYYPRVEYGFQVK K F A P R V 1 1 0 0 1 0 0 0 0 0 0 0 0 1 1 0 0 0 2 0 0 0 7 0 975.4273 sp|P0C0L4 sp|P0C0L4|CO 1616 1622 no no 2 0.0027506 143.22 1046 245;246 1070 173726;1737282710;827 82713 177
FAFNLYR RLNILNAKFAFNLYRV KFAFNLYRVLKDQVNT K F A Y R V 1 1 1 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 1 0 0 0 7 0 929.4759 sp|P05546sp|P05546|HE 133 139 yes yes 2 1.55E-25 143.22 1047 199 1071 174027;1740282887;8288 82921 378
FAGVFHVEK IDLNITCRFAGVFHVE AGVFHVEKNGRYSISR R F A E K N 1 0 0 0 0 0 1 1 1 0 0 1 0 2 0 0 0 0 0 2 0 0 9 0 1032.539 sp|P16070sp|P16070|CD 30 38 yes yes 3 0.0050836 58.246 1048 291 1072 174654;17465 83267 83267 1
FAHNVVTMR INSKVTSRFAHNVVTM AHNVVTMRAVNRADTA R F A M R A 1 1 1 0 0 0 0 0 1 0 0 0 1 1 0 0 1 0 0 2 0 0 9 0 1073.544 sp|Q06033sp|Q06033|ITI 58 66 yes yes 2;3 0.0012678 95.815 1049 436 1073 174693;1746983268;8326 83271 26
FAHTVVTSR VDSRVSSRFAHTVVTS AHTVVTSRVVNRANTV R F A S R V 1 1 0 0 0 0 0 0 1 0 0 0 0 1 0 1 2 0 0 2 0 0 9 0 1016.54 sp|Q14624sp|Q14624|ITI 48 56 yes yes 2;3 1.49E-19 169.09 1050 463 1074 174878;1748783295;8329 83310 132
FAHYVVTSQVVNTANEAR VNCKVTSRFAHYVVTS VNTANEAREVAFDLEI R F A A R E 3 1 2 0 0 1 1 0 1 0 0 0 0 1 0 1 2 0 1 4 0 0 18 0 2005.002 sp|P19827sp|P19827|ITIH 66 83 yes yes 2;3 0 275.85 1051 305 1075 175274;1752783427;834 83436 215
FAIQDISVEETSAK MIWTIILRFAIQDISV SVEETSAKEGLLLWCQ R F A A K E 2 0 0 1 0 1 2 0 0 2 0 1 0 1 0 2 1 0 0 1 0 0 14 0 1536.767 sp|O43707sp|P12814|AC 134 147 no no 2 3.86E-86 185.77 1052 266;56 1076 175566;1755683642;8364 83647 14
FALDMAR VDQSQAVKFALDMARG KFALDMARGMAFLHTL K F A A R G 2 1 0 1 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 7 0 822.4058 sp|Q13418sp|Q13418|ILK 297 303 yes yes 2 0.0065325 117.7 1053 450 1077 175656;1756583657;8365 83657 5
FALLGDFFR SCDKDNKRFALLGDFF ALLGDFFRKSKEKIGK R F A F R K 1 1 0 1 0 0 0 1 0 0 2 0 0 3 0 0 0 0 0 0 0 0 9 0 1084.571 sp|P49913 sp|P49913|CA 132 140 yes yes 2 6.15E-11 151.27 1054 375 1078 175690;1756983662;8366 83668 9
FATTFYQHLADSK ELSKANSRFATTFYQH YQHLADSKNDNDNIFL R F A S K N 2 0 0 1 0 1 0 0 1 0 1 1 0 2 0 1 2 0 1 0 0 0 13 0 1527.736 sp|P01008sp|P01008|AN 90 102 yes yes 2;3 1.84E-183 238.92 1056 92 1080 175817;1758183674;8367 83871 241
FAVLDLEK ESPVRSPRFAVLDLEK FAVLDLEKKKSYVFRV R F A E K K 1 0 0 1 0 0 1 0 0 0 2 1 0 1 0 0 0 0 0 1 0 0 8 0 933.5171 sp|Q5VTT5sp|Q5VTT5|MY 560 567 yes yes 2 0.030038 73.26 1057 483 1081 176233 83918 83918 1
FAYGYIEDLK KMMYQKKKFAYGYIED YGYIEDLKCRVLELPY K F A L K C 1 0 0 1 0 0 1 1 0 1 1 1 0 1 0 0 0 0 2 0 0 0 10 0 1217.597 sp|P30740sp|P30740|ILE 204 213 yes yes 2 0.0011455 95.502 1058 341 1082 176234;1762383919;839 83920 3
FCEAEFSVK VWEEAMSRFCEAEFSV CEAEFSVKTRPHWCCT R F C V K T 1 0 0 0 1 0 2 0 0 0 0 1 0 2 0 1 0 0 0 1 0 0 9 0 1115.496 sp|Q16610sp|Q16610|EC 244 252 yes yes 2 0.0023094 99.139 1059 475 1083 176271;1762783922;839 83941 29
FCEIGSDDCYVGDGYSYR CPDQFKGKFCEIGSDD VGDGYSYRGKMNRTVN K F C Y R G 0 1 0 3 2 0 1 3 0 1 0 0 0 1 0 2 0 0 3 1 0 0 18 0 2161.836 sp|Q14520sp|Q14520|HA 186 203 yes yes 2;3 4.12E-74 190.85 1060 462 1084 176314;1763183951;8395 83951 114
FCENPDEVK YLEDNINKFCENPDEV CENPDEVKRDDPKFYE K F C V K R 0 0 1 1 1 0 2 0 0 0 0 1 0 1 1 0 0 0 0 1 0 0 9 0 1136.481 sp|P12259sp|P12259|FA5 566 574 yes yes 2 0.0027744 97.431 1061 264 1085 176558;1765584065;8406 84066 14
FCGQLGSPLGNPPGK ADKKSLGRFCGQLGSP PLGNPPGKKEFMSQGN R F C G K K 0 0 1 0 1 1 0 4 0 0 2 1 0 1 3 1 0 0 0 0 0 0 15 0 1527.75 sp|P00736sp|P00736|C1 88 102 yes yes 2;3 1.59E-110 197.21 1062 81 1086 176664;1766684079;8408 84202 145
FCLFQSETK NGSDCPDKFCLFQSET CLFQSETKNLLFNDNT K F C T K N 0 0 0 0 1 1 1 0 0 0 1 1 0 2 0 1 1 0 0 0 0 0 9 0 1158.538 sp|P02788sp|P02788|TR 650 658 yes yes 2 0.036518 61.962 1063 163 1087 176911;1769184224;842 84224 2
FDEFFSEGCAPGSK YNKINHCRFDEFFSEG EGCAPGSKKDSSLCKL R F D S K K 1 0 0 1 1 0 2 2 0 0 0 1 0 3 1 2 0 0 0 0 0 0 14 0 1576.65 sp|P02787sp|P02787|TR 495 508 yes yes 2;3 2.59E-55 168.22 1064 162 1088 177008;1770084226;842 84388 165
FDGGVEAIATR KLGPEAFRFDGGVEAI GVEAIATRQNEKYYIL R F D T R Q 2 1 0 1 0 0 1 2 0 1 0 0 0 1 0 0 1 0 0 1 0 0 11 0 1134.567 sp|P33908sp|P33908|MA 526 536 yes yes 2 1.58E-20 154.85 1065 345 1089 177235;1772384391;8439 84393 64
FDHTNSLNIAGLSLDFSSK MGSYAEMKFDHTNSLN LSLDFSSKLDNIYSSD K F D S K L 1 0 2 2 0 0 0 1 1 1 3 1 0 2 0 4 1 0 0 0 0 0 19 0 2065.012 sp|P04114sp|P04114|AP 1751 1769 yes yes 3 9.48E-24 107.72 1066 174 1090 177343;1773484455;8445 84475 62
FDHVITNMNNNYEPR LRRDQTIRFDHVITNM MNNNYEPRSGKFTCKV R F D P R S 0 1 4 1 0 0 1 0 1 1 0 0 1 1 1 0 1 0 1 1 0 0 15 0 1862.837 sp|P02746sp|P02746|C1Q 142 156 yes yes 2;3 1.71E-31 139.76 1067 148 1091 177444;1774484517;845 84519 58
FDLELPDGNR DLVLYITRFDLELPDG LELPDGNRQVRGVTQL R F D N R Q 0 1 1 2 0 0 1 1 0 0 2 0 0 1 1 0 0 0 0 0 0 0 10 0 1174.562 sp|Q76LX8sp|Q76LX8|AT 181 190 yes yes 2 2.70E-05 110.87 1068 491 1092 177566;1775684575;8457 84597 25
FDMIVPILEK EDPAKRPKFDMIVPIL MIVPILEKMQDK____ K F D E K M 0 0 0 1 0 0 1 0 0 2 1 1 1 1 1 0 0 0 0 1 0 0 10 0 1203.657 sp|Q13418sp|Q13418|ILK 439 448 yes yes 2 0.012187 79.986 1070 450 1094 177646;1776484601;8460 84602 2
FDPSLTQR FQGFWRNKFDPSLTQR FDPSLTQRDSFHLDEQ K F D Q R D 0 1 0 1 0 1 0 0 0 0 1 0 0 1 1 1 1 0 0 0 0 0 8 0 962.4821 sp|P08697sp|P08697|A2A 245 252 yes yes 2 1.84E-05 143.85 1071 235 1095 177722;1777284603;8460 84674 89
FDTISEK QQLMEVFKFDTISEKT KFDTISEKTSDQIHFF K F D E K T 0 0 0 1 0 0 1 0 0 1 0 1 0 1 0 1 1 0 0 0 0 0 7 0 838.4073 sp|P01008sp|P01008|AN 140 146 yes no 2 0.0054138 120.65 1072 92 1096 177962;1779684692;8469 84697 14
FEDCCQEK NLSTKNSKFEDCCQEK FEDCCQEKTAMDVFVC K F E E K T 0 0 0 1 2 1 2 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 8 0 1114.406 sp|P02774sp|P02774|VT 296 303 yes yes 2 0.015358 104.21 1073 159 1097 178209;1782184706;8470 84707 7
FEDENFILK GKSIYGEKFEDENFIL EDENFILKHTGPGILS K F E L K H 0 0 1 1 0 0 2 0 0 1 1 1 0 2 0 0 0 0 0 0 0 0 9 0 1153.566 sp|P62937sp|P62937|PP 83 91 yes yes 2 0.0002652 131.22 1074 409 1098 178346;1783484713;847 84741 37
FEDGVLDPDYPR FKGSQYWRFEDGVLDP VLDPDYPRNISDGFDG R F E P R N 0 1 0 3 0 0 1 1 0 0 1 0 0 1 2 0 0 0 1 1 0 0 12 0 1421.646 sp|P04004sp|P04004|VT 230 241 yes yes 2;3 3.46E-100 179.42 1075 168 1099 178455;1784584751;8475 85100 399
FEEILTR AHLSKHPKFEEILTRL KFEEILTRLRLQKRGT K F E T R L 0 1 0 0 0 0 2 0 0 1 1 0 0 1 0 0 1 0 0 0 0 0 7 0 906.4811 sp|P06732 sp|P06732|KC 308 314 yes yes 2 0.010784 105.39 1076 207 1100 178939;1789485154;8515 85158 5
FEELCSDLFR YKSITRARFEELCSDL ELCSDLFRSTLEPVEK R F E F R S 0 1 0 1 1 0 2 0 0 0 2 0 0 2 0 1 0 0 0 0 0 0 10 0 1314.591 sp|P48741 sp|P48741|HS 304 313 no no 2 9.20E-05 122.13 1077 293 1101 178985;1789885159;8516 85166 8
FEELNADLFR YTSITRARFEELNADL ELNADLFRGTLDPVEK R F E F R G 1 1 1 1 0 0 2 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 10 0 1252.609 sp|P11142 sp|P11142|HS 302 311 yes no 2 9.11E-16 154.49 1078 255 1102 179015;1790185168;8516 85168 39
FEELNMDLFR SETLTRAKFEELNMDL ELNMDLFRSTMKPVQK K F E F R S 0 1 1 1 0 0 2 0 0 0 2 0 1 2 0 0 0 0 0 0 0 0 10 0 1312.612 sp|P11021 sp|P11021|GR 327 336 yes yes 2 3.48E-61 195.27 1079 254 1103 179072;1790785207;8520 85218 19
FEGIACEISK CLCACPFKFEGIACEI GIACEISKQKISEGLP K F E S K Q 1 0 0 0 1 0 2 1 0 2 0 1 0 1 0 1 0 0 0 0 0 0 10 0 1152.549 sp|P02748sp|P02748|CO 534 543 yes yes 2 0.0006796 113.62 1080 150 1104 179158;1791585226;852 85234 72
FEGNCAEQDGSGWWMNK TWDNDNDKFEGNCAEQ GSGWWMNKCHAGHLNG K F E N K C 1 0 2 1 1 1 2 3 0 0 0 1 1 1 0 1 0 2 0 0 0 0 17 0 2014.794 sp|P02679sp|P02679|FIB 348 364 yes yes 2 4.09E-28 113.22 1081 144 1105 179322;1793285298;8529 85298 6
FEIENCLANK EVVGDSEKFEIENCLA IENCLANKVDLSFSPA K F E N K V 1 0 2 0 1 0 2 0 0 1 1 1 0 1 0 0 0 0 0 0 0 0 10 0 1236.581 sp|P20742 sp|P20742|PZP 554 563 yes yes 2 1.45E-06 114.89 1082 307 1106 179393;1793985304;8530 85340 38
FEQLELRPVLYNYLDK RLPMSVRRFEQLELRP VLYNYLDKNLTVSVHV R F E D K N 0 1 1 1 0 1 2 0 0 0 4 1 0 1 1 0 0 0 2 1 0 0 16 1 2039.073 sp|P0C0L4 sp|P0C0L4|CO 846 861 no no 2;3 1.14E-107 192.32 1085 245;246 1109 179750;1797585490;8549 85493 111
FEVGDIMLIR AAGGLNPKFEVGDIML VGDIMLIRDHINLPGF K F E I R D 0 1 0 1 0 0 1 1 0 2 1 0 1 1 0 0 0 0 0 1 0 0 10 0 1191.632 sp|P00491 sp|P00491|PN 124 133 yes yes 2 0.042851 56.258 1086 76 1110 180000;18000 85601 85601 1
FEVQVTVPK VEEFVLPKFEVQVTVP EVQVTVPKIITILEEE K F E P K I 0 0 0 0 0 1 1 0 0 0 0 1 0 1 1 0 1 0 0 3 0 0 9 0 1045.581 sp|P01023 sp|P01023|A2 229 237 yes yes 2 0.0021735 99.802 1087 96 1111 180003;1800085602;8560 85609 81
FFDSFGNLSSASAIMGNPK VVYPWTQRFFDSFGNL SAIMGNPKVKAHGKKV R F F P K V 2 0 2 1 0 0 0 2 0 1 1 1 1 3 1 4 0 0 0 0 0 0 19 0 1988.93 sp|P69891 sp|P69892|HB 42 60 no no 2;3 6.89E-52 129.71 1088 417;418 1112 180152;1801585685;8568 85685 4
FFESFGDLSSPDAVMGNPK VVYPWTQRFFESFGDL DAVMGNPKVKAHGKKV R F F P K V 1 0 1 2 0 0 1 2 0 0 1 1 1 3 2 3 0 0 0 1 0 0 19 0 2043.925 sp|P02042 sp|P02042|HB 42 60 yes yes 2;3 3.97E-32 155.08 1089 132 1113;1114 180158;1801585689;8569 85690 28 3
FFESFGDLSTPDAVMGNPK VVYPWTQRFFESFGDL DAVMGNPKVKAHGKKV R F F P K V 1 0 1 2 0 0 1 2 0 0 1 1 1 3 2 2 1 0 0 1 0 0 19 0 2057.94 sp|P68871 sp|P68871|HB 42 60 yes yes 2;3 1.01E-114 176.25 1090 416 1115;1116 180162;1801685692;8569 85786 75 104
FFETCDLDNDK PMEHCTTRFFETCDLD TCDLDNDKYIALDEWA R F F D K Y 0 0 1 3 1 0 1 0 0 0 1 1 0 2 0 0 1 0 0 0 0 0 11 0 1402.571 sp|P09486sp|P09486|SPR 269 279 yes yes 2 1.10E-07 114.97 1091 240 1117 180504;1805085797;8579 85798 6
FFGEGTK DTPKINSRFFGEGTKK RFFGEGTKKMGLAFES R F F T K K 0 0 0 0 0 0 1 2 0 0 0 1 0 2 0 0 1 0 0 0 0 0 7 0 784.3756 sp|P04114sp|P04114|AP 298 304 yes yes 2 0.022328 97.068 1092 174 1118 180561;1805685803;8580 85803 2
FFLCQVAGDAK EISVGESKFFLCQVAG CQVAGDAKDKDISWFS K F F A K D 2 0 0 1 1 1 0 1 0 0 1 1 0 2 0 0 0 0 0 1 0 0 11 0 1254.607 sp|P13591 sp|P13591|NC 38 48 yes yes 2 3.39E-11 120.31 1093 273 1119 180664;1806685805;8580 85808 39
FFNANQWADIFQASGAK FGPLFTAKFFNANQWA IFQASGAKYIVLTSKH K F F A K Y 4 0 2 1 0 2 0 1 0 1 0 1 0 3 0 1 0 1 0 0 0 0 17 0 1913.906 sp|Q9BTY2sp|Q9BTY2|FU 111 127 yes yes 2 8.32E-06 79.492 1094 523 1120 180757;1807585844;8584 85845 3
FFNVLTTNTDGK TMNEKLKKFFNVLTTN LTTNTDGKIEFISTME K F F G K I 0 0 2 1 0 0 0 1 0 0 1 1 0 2 0 0 3 0 0 1 0 0 12 0 1355.672 sp|Q92820sp|Q92820|GG 213 224 yes yes 2 9.49E-33 188.04 1095 510 1121 180824;1808285847;8584 85896 57
FFPLESWQIGK GQDRILIRFFPLESWQ LESWQIGKIGTVMTFL R F F G K I 0 0 0 0 0 1 1 1 0 1 1 1 0 2 1 1 0 1 0 0 0 0 11 0 1350.697 sp|P30046sp|P30046|DO 100 110 yes yes 2 0.0019975 78.113 1096 339 1122 181036;18103 85904 85904 1
FFQYDTWK FPRYPVGKFFQYDTWK FFQYDTWKQSTQRLRR K F F W K Q 0 0 0 1 0 1 0 0 0 0 0 1 0 2 0 0 1 1 1 0 0 0 8 0 1133.518 sp|P01344sp|P01344|IGF 113 120 yes yes 2 0.038693 69.198 1097 104 1123 181058;1810585905;8590 85905 2
FFSAQTNR AATSFAIKFFSAQTNR FFSAQTNRHILRFNRP K F F N R H 1 1 1 0 0 1 0 0 0 0 0 0 0 2 0 1 1 0 0 0 0 0 8 0 969.4668 sp|P29622 sp|P29622|KA 387 394 yes yes 2 1.24E-05 162.31 1098 336 1124 181124;1811285907;8590 85916 34
FFVGGNWK SAMAPSRKFFVGGNWK FFVGGNWKMNGRKQSL K F F W K M 0 0 1 0 0 0 0 2 0 0 0 1 0 2 0 0 0 1 0 1 0 0 8 0 953.4759 sp|P60174sp|P60174|TPI 44 51 yes yes 2 0.0089406 126.16 1100 396 1126 181409;1814185961;8596 85962 35
FFYSDQNVDSR ETLLLRRKFFYSDQNV SDQNVDSRDPVQLNLL K F F S R D 0 1 1 2 0 1 0 0 0 0 0 0 0 2 0 2 0 0 1 1 0 0 11 0 1376.6 sp|Q9Y490sp|Q9Y490|TL 197 207 yes no 2 1.40E-38 198.58 1101 554 1127 181557;1815585996;8599 86031 47
FGGTICSGDIWDQASCSSSTTCVR RSLLQPNKFGGTICSG SSSTTCVRQAQCGQDF K F G V R Q 1 1 0 2 3 1 0 3 0 2 0 0 0 1 0 5 3 1 0 1 0 0 24 0 2651.105 sp|P07357sp|P07357|CO 69 92 yes yes 2 4.21E-230 211.7 1102 215 1128 181662;1816686043;8604 86043 48
FGLLDEDGK VQGVAYVRFGLLDEDG GLLDEDGKKTFFRGLE R F G G K K 0 0 0 2 0 0 1 2 0 0 2 1 0 1 0 0 0 0 0 0 0 0 9 0 992.4815 sp|P0C0L4 sp|P0C0L4|CO 284 292 no no 2 6.18E-19 163.77 1103 245;246 1129 181794;1817986091;8609 86117 207
FGLLDEDGKK VQGVAYVRFGLLDEDG LLDEDGKKTFFRGLES R F G K K T 0 0 0 2 0 0 1 2 0 0 2 2 0 1 0 0 0 0 0 0 0 0 10 1 1120.576 sp|P0C0L4 sp|P0C0L4|CO 284 293 no no 2;3 3.75E-14 149.65 1104 245;246 1130 182159;1821686304;8630 86320 148
FGQGSGPIVLDDVR MSAPGNAQFGQGSGPI PIVLDDVRCSGHESYL Q F G V R C 0 1 0 2 0 1 0 3 0 1 1 0 0 1 1 1 0 0 0 2 0 0 14 0 1458.747 sp|Q9UGMsp|Q9UGM3|D 289 302 yes no 2 7.95E-06 87.363 1105 544 1131 182689;18269 86452 86452 1
FGQTPVQER IPCNNRNRFGQTPVQE GQTPVQERLSCLAKNN R F G E R L 0 1 0 0 0 2 1 1 0 0 0 0 0 1 1 0 1 0 0 1 0 0 9 0 1060.53 sp|O95497sp|O95497|VN 115 123 yes yes 2 0.0021295 100.02 1106 68 1132 182692;1826986453;8645 86453 11
FGSAIAPLGDLDR TGTQLYGRFGSAIAPL APLGDLDRDGYNDIAV R F G D R D 2 1 0 2 0 0 0 2 0 1 2 0 0 1 1 1 0 0 0 0 0 0 13 0 1330.688 sp|P08514sp|P08514|ITA 387 399 yes yes 2 2.38E-12 113.93 1107 229 1133 182826;1828286464;8646 86464 1
FGSGYVSGWGR EYTNIFLKFGSGYVSG GYVSGWGRVFHKGRSA K F G G R V 0 1 0 0 0 0 0 4 0 0 0 0 0 1 0 2 0 1 1 1 0 0 11 0 1171.541 sp|P00740sp|P00740|FA9 348 358 yes yes 2 7.78E-16 144.5 1108 84 1134 182858;1828586468;8646 86532 69
FGSSLITVR ISPEASSRFGSSLITV GSSLITVRSKAKNQVV R F G V R S 0 1 0 0 0 0 0 1 0 1 1 0 0 1 0 2 1 0 0 1 0 0 9 0 978.5498 sp|P80108sp|P80108|PH 800 808 yes yes 2 3.88E-14 157.86 1109 422 1135 182977;1829786537;8653 86657 129
FGSYCPTTCGIADFLSTYQTK NCCILDERFGSYCPTT FLSTYQTKVDKDLQSL R F G T K V 1 0 0 1 2 1 0 2 0 1 1 1 0 2 1 2 4 0 2 0 0 0 21 0 2416.072 sp|P02679sp|P02679|FIB 41 61 yes yes 2;3 1.07E-152 258.39 1110 144 1136 183167;1831686668;8666 86673 342
FICPLTGLWPINTLK VSRGGMRKFICPLTGL LWPINTLKCTPRVCPF K F I L K C 0 0 1 0 1 0 0 1 0 2 3 1 0 1 2 0 2 1 0 0 0 0 15 0 1771.97 sp|P02749sp|P02749|AP 64 78 yes yes 2;3 7.43E-206 236.69 1111 151 1137 183534;1835387010;870 87135 128
FIGIGGDYDGAGK IKAVIGSKFIGIGGDY GDYDGAGKFPQGLEDV K F I G K F 1 0 0 2 0 0 0 5 0 2 0 1 0 1 0 0 0 0 1 0 0 0 13 0 1268.604 sp|Q9H4A9sp|Q9H4A9|DP 345 357 yes yes 2 0.0085711 59.067 1112 528 1138 183817;18381 87148 87148 1
FIIPNVVK QRNVNIFKFIIPNVVK FIIPNVVKYSPNCKLL K F I V K Y 0 0 1 0 0 0 0 0 0 2 0 1 0 1 1 0 0 0 0 2 0 0 8 0 928.5746 sp|P00338sp|P00338|LD 119 126 yes yes 2 0.039162 69.093 1113 70 1139 183845;1838487149;8715 87150 2
FIIPQIVK QRNVNVFKFIIPQIVK FIIPQIVKYSPDCIII K F I V K Y 0 0 0 0 0 1 0 0 0 3 0 1 0 1 1 0 0 0 0 1 0 0 8 0 956.6059 sp|P07195 sp|P07195|LD 120 127 yes yes 2 0.022966 81.381 1114 211 1140 183939;1839487151;8715 87154 30
FIIPSPK ALKAGKLKFIIPSPKR KFIIPSPKRPVKLLSG K F I P K R 0 0 0 0 0 0 0 0 0 2 0 1 0 1 2 1 0 0 0 0 0 0 7 0 800.4796 sp|P04114sp|P04114|AP 924 930 yes yes 2 0.02232 97.071 1115 174 1141 184088;1840887181;8718 87186 18
FIPLIPIPER ITKSVFSKFIPLIPIP PLIPIPERTTKPYPAD K F I E R T 0 1 0 0 0 0 1 0 0 3 1 0 0 1 3 0 0 0 0 0 0 0 10 0 1193.717 sp|Q12860sp|Q12860|CN 226 235 yes yes 2 6.47E-07 126.52 1116 443 1142 184199;1842087199;8720 87201 46
FISLGEACK FSCQRRTRFISLGEAC ISLGEACKKVFLDCCN R F I C K K 1 0 0 0 1 0 1 1 0 1 1 1 0 1 0 1 0 0 0 0 0 0 9 0 1023.506 sp|P01024sp|P01024|CO 713 721 yes yes 2 0.0005239 127.56 1117 97 1143 184322;1843287245;8724 87258 80
FLASVSTVLTSK AVHASLDKFLASVSTV VSTVLTSKYR______ K F L S K Y 1 0 0 0 0 0 0 0 0 0 2 1 0 1 0 3 2 0 0 2 0 0 12 0 1251.708 sp|P69905 sp|P69905|HB 129 140 yes yes 2 4.27E-06 94.297 1120 419 1146 184744;1847487347;8734 87348 9
FLATTPNSLLVSWQPPR IDAPSNLRFLATTPNS LVSWQPPRARITGYII R F L P R A 1 1 1 0 0 1 0 0 0 0 3 0 0 1 3 2 2 1 0 1 0 0 17 0 1926.036 sp|P02751 sp|P02751|FIN 1911 1927 yes yes 2;3 7.85E-63 167.44 1121 153 1147 184765;1847687357;8735 87489 141
FLCMDSALR GRGLMELRFLCMDSAL LCMDSALRVPVQEELC R F L L R V 1 1 0 1 1 0 0 0 0 0 2 0 1 1 0 1 0 0 0 0 0 0 9 0 1111.515 sp|Q76LX8sp|Q76LX8|AT 917 925 yes yes 2 0.015981 73.665 1122 491 1148 185036;1850387501;8750 87501 3
FLCTGGVSPYADPNTCR ISEVVTPRFLCTGGVS YADPNTCRGDSGGPLI R F L C R G 1 1 1 1 2 0 0 2 0 0 1 0 0 1 2 1 2 0 1 1 0 0 17 0 1913.84 sp|P00751 sp|P00751|CFA 680 696 yes yes 2;3 1.12E-91 212.9 1123 89 1149 185053;1850587504;8750 87791 358
FLDGNELTLADCNLLPK DEGVSQRKFLDGNELT ADCNLLPKLHIVQVVC K F L P K L 1 0 2 2 1 0 1 1 0 0 5 1 0 1 1 0 1 0 0 0 0 0 17 0 1931.966 sp|O00299sp|O00299|CL 167 183 yes yes 2 3.84E-28 113.65 1124 42 1150 185510;1855187862;8786 87869 11
FLDMLIK TFIEDVNKFLDMLIKK KFLDMLIKKLKSFDYH K F L I K K 0 0 0 1 0 0 0 0 0 1 2 1 1 1 0 0 0 0 0 0 0 0 7 0 878.4936 sp|P04114sp|P04114|AP 2419 2425 yes yes 2 0.017263 99.919 1125 174 1151 185562;1855687873;8787 87878 7
FLDQGLDDNYCR QHPFEPGKFLDQGLDD GLDDNYCRNPDGSERP K F L C R N 0 1 1 3 1 1 0 1 0 0 2 0 0 1 0 0 0 0 1 0 0 0 12 0 1514.646 sp|P26927sp|P26927|HG 230 241 yes no 2 2.69E-221 257.27 1126 330 1152 185666;1856687880;8788 87894 166
FLDSNIK YDGSLRHKFLDSNIKF KFLDSNIKFSHVEKLG K F L I K F 0 0 1 1 0 0 0 0 0 1 1 1 0 1 0 1 0 0 0 0 0 0 7 0 835.444 sp|P04114sp|P04114|AP 1430 1436 yes yes 1;2 0.013277 112.37 1127 174 1153 185850;1858588046;8804 88047 13
FLDTGVVQSDR LAFDGFPRFLDTGVVQ TGVVQSDRSLIAAFCG R F L D R S 0 1 0 2 0 1 0 1 0 0 1 0 0 1 0 1 1 0 0 2 0 0 11 0 1235.615 sp|Q7Z7M sp|Q7Z7M0|M 1350 1360 yes yes 2 0.0020842 77.662 1128 495 1154 186133;1861388060;8806 88061 2
FLENEDR LTHDIITKFLENEDRR KFLENEDRRSASLHLP K F L D R R 0 1 1 1 0 0 2 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 7 0 921.4192 sp|P01009sp|P01009|A1A 299 305 yes yes 2 0.046972 86.086 1129 93 1155 186137;1861388062;8806 88062 2
FLEQELETITIPDLR LVKQEGLRFLEQELET TITIPDLRGKEGHFYY R F L L R G 0 1 0 1 0 1 3 0 0 2 3 0 0 1 1 0 2 0 0 0 0 0 15 0 1815.962 sp|P55058sp|P55058|PLT 41 55 yes yes 2;3 3.47E-110 237.67 1130 388 1156 186196;1861988064;8806 88184 149
FLHVPDTFEGHFDGVPVISK VIEPQGLRFLHVPDTF DGVPVISKGQQKAHVS R F L S K G 0 0 0 2 0 0 1 2 2 1 1 1 0 3 2 1 1 0 0 3 0 0 20 0 2240.127 sp|P19823 sp|P19823|ITIH 223 242 yes yes 2;3;4 6.13E-15 90.896 1133 304 1159 186609;1866188267;8826 88267 66
FLIPNASQAESK DVLSLLEKFLIPNASQ NASQAESKVFYLKMKG K F L S K V 2 0 1 0 0 1 1 0 0 1 1 1 0 1 1 2 0 0 0 0 0 0 12 0 1303.677 sp|P63104sp|P63104|143 104 115 yes yes 2 5.67E-10 137.95 1134 411 1160 186892;1868988333;8833 88335 46
FLLFGIQDGK LEPSRKYKFLLFGIQD LFGIQDGKRRSPVSVE K F L G K R 0 0 0 1 0 1 0 2 0 1 2 1 0 2 0 0 0 0 0 0 0 0 10 0 1136.623 sp|P22105 sp|P22105|TEN 1643 1652 yes yes 2 0.0015553 92.439 1135 312 1161 187034;1870388380;8838 88382 5
FLLGSWLEQAR EVLASDSRFLLGSWLE GSWLEQARAAAVSEAE R F L A R A 1 1 0 0 0 1 1 1 0 0 3 0 0 1 0 1 0 1 0 0 0 0 11 0 1318.703 sp|P54802 sp|P54802|AN 616 626 yes yes 2 0.0024236 76.465 1136 386 1162 187083;1870888385;8838 88386 2
FLNEMIAPVMR QKAGFSEKFLNEMIAP EMIAPVMRVNYGQSTD K F L M R V 1 1 1 0 0 0 1 0 0 1 1 0 2 1 1 0 0 0 0 1 0 0 11 0 1319.673 sp|Q9UHGsp|Q9UHG3|PC 212 222 yes yes 2 0.0054621 71.223 1137 546 1163 187118;1871188387;8838 88387 3
FLNVLSPR EDTLNHLKFLNVLSPR FLNVLSPRGVHIPNCD K F L P R G 0 1 1 0 0 0 0 0 0 0 2 0 0 1 1 1 0 0 0 1 0 0 8 0 944.5444 sp|P17936sp|P17936|IBP 226 233 yes yes 2 2.92E-10 157.52 1138 297 1164 187156;1871588391;8839 88461 92
FLPSELR QIRQQQYKFLPSELRD KFLPSELRDEH_____ K F L L R D 0 1 0 0 0 0 1 0 0 0 2 0 0 1 1 1 0 0 0 0 0 0 7 0 860.4756 sp|Q9Y490sp|Q9Y490|TL 2532 2538 yes yes 2 0.0033618 126.68 1139 554 1165 187290;1872988483;8848 88519 37
FLQDYFDGNLK RDGKALERFLQDYFDG DYFDGNLKRYLKSEPI R F L L K R 0 0 1 2 0 1 0 1 0 0 2 1 0 2 0 0 0 0 1 0 0 0 11 0 1358.651 sp|P30101 sp|P30101|PD 352 362 yes yes 2 3.84E-08 118.33 1140 340 1166 187401;1874088520;885 88542 21
FLQEQGHR VAVGSACRFLQEQGHR FLQEQGHRAEATTLHV R F L H R A 0 1 0 0 0 2 1 1 1 0 1 0 0 1 0 0 0 0 0 0 0 0 8 0 1013.504 sp|P07360sp|P07360|CO 62 69 yes yes 2;3 0.0038619 111.04 1141 218 1167 187456;1874588544;8854 88551 11
FLQSFAR VLSNSTLKFLQSFARK KFLQSFARKSNEQATS K F L A R K 1 1 0 0 0 1 0 0 0 0 1 0 0 2 0 1 0 0 0 0 0 0 7 0 867.4603 sp|Q13201sp|Q13201|MM 141 147 yes yes 2 7.64E-07 122.15 1142 447 1168 187549 88555 88555 1
FLVGPDGIPIMR DIRWNFEKFLVGPDGI PDGIPIMRWHHRTTVS K F L M R W 0 1 0 1 0 0 0 2 0 2 1 0 1 1 2 0 0 0 0 1 0 0 12 0 1313.717 sp|P22352 sp|P22352|GP 186 197 yes yes 2 1.28E-40 169.21 1143 313 1169 187550;1875588556;8855 88558 123
FLVTAPGIIR LAVAPGPRFLVTAPGI VTAPGIIRPGGNVTIG R F L I R P 1 1 0 0 0 0 0 1 0 2 1 0 0 1 1 0 1 0 0 1 0 0 10 0 1085.66 sp|Q6YHK3sp|Q6YHK3|CD 28 37 yes yes 2 1.93E-09 129.56 1145 489 1171 188168;1881688797;8879 88900 112
FMETVAEK EVSRKNPKFMETVAEK FMETVAEKALQEYRKK K F M E K A 1 0 0 0 0 0 2 0 0 0 0 1 1 1 0 0 1 0 0 1 0 0 8 0 953.4528 sp|P10909sp|P10909|CLU 430 437 yes yes 1;2 0.010151 98.997 1146 253 1172 188324;1883288909;889 88934 36
FMPLSDVLYGR SFADNTRRFMPLSDVL LSDVLYGRVADFLSWC R F M G R V 0 1 0 1 0 0 0 1 0 0 2 0 1 1 1 1 0 0 1 1 0 0 11 0 1296.654 sp|Q10588sp|Q10588|BS 126 136 yes yes 2 0.014201 63.816 1147 441 1173 188552;1885588946;8894 88947 2
FMQAVTGWK VAAEKIDRFMQAVTGW MQAVTGWKTGCSLMGA R F M W K T 1 0 0 0 0 1 0 1 0 0 0 1 1 1 0 0 1 1 0 1 0 0 9 0 1066.527 sp|P01019sp|P01019|AN 254 262 yes yes 1;2 0.0008556 119.41 1148 95 1174;1175 188573;1885788948;8894 88986 166
FNALQYLR IPDEYFKRFNALQYLR FNALQYLRLSHNELAD R F N L R L 1 1 1 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 1 0 0 0 8 0 1023.55 sp|P51884sp|P51884|LU 228 235 yes yes 2 1.19E-30 181.15 1149 379 1176 188953;1889589123;891 89140 244
FNAVLTNPQGDYDTSTGK PAPNSLIRFNAVLTNP DYDTSTGKFTCKVPGL R F N G K F 1 0 2 2 0 1 0 2 0 0 1 1 0 1 1 1 3 0 1 1 0 0 18 0 1926.896 sp|P02747sp|P02747|C1Q 140 157 yes yes 2;3 9.56E-167 212.1 1150 149 1177 189310;1893189369;8937 89566 218
FNTANDDNVTQVR QYSGEVRRFNTANDDN DDNVTQVRAFYVNVLN R F N V R A 1 1 3 2 0 1 0 0 0 0 0 0 0 1 0 0 2 0 0 2 0 0 13 0 1492.691 sp|P04040sp|P04040|CA 432 444 yes yes 2 3.35E-14 120.06 1151 169 1178 189642;1896489587;8958 89589 6
FNVWDTAGQEK HTNRGPIKFNVWDTAG WDTAGQEKFGGLRDGY K F N E K F 1 0 1 1 0 1 1 1 0 0 0 1 0 1 0 0 1 1 0 1 0 0 11 0 1293.599 sp|P62826sp|P62826|RA 61 71 yes yes 2 1.73E-05 106.18 1152 408 1179 189675;18967 89593 89593 1
FNWYVDGVEVHNAK SHEDPEVKFNWYVDGV GVEVHNAKTKPREEQY K F N A K T 1 0 2 1 0 0 1 1 1 0 0 1 0 1 0 0 0 1 1 3 0 0 14 0 1676.795 sp|P01857sp|P01857|IGH 158 171 yes yes 2;3 4.52E-25 164.48 1153 124 1180 189697;1896989594;8959 89595 92
FPAIQNLALR MAALCPHKFPAIQNLA AIQNLALRNTGMETPT K F P L R N 2 1 1 0 0 1 0 0 0 1 2 0 0 1 1 0 0 0 0 0 0 0 10 0 1141.661 sp|P08571 sp|P08571|CD 221 230 yes yes 2 6.21E-07 116.88 1154 232 1181 189953;1899589686;8968 89734 49
FPALTQEQK ________________ PALTQEQKKELSEIAQ R F P Q K K 1 0 0 0 0 2 1 0 0 0 1 1 0 1 1 0 1 0 0 0 0 0 9 0 1060.555 sp|P05062 sp|P05062|ALD 5 13 yes yes 2 0.012062 75.738 1155 187 1182 190085;19008 89737 89737 1
FPEVDVLTK LPTLPEVKFPEVDVLT PEVDVLTKYSQPEDSL K F P T K Y 0 0 0 1 0 0 1 0 0 0 1 1 0 1 1 0 1 0 0 2 0 0 9 0 1046.565 sp|P04114sp|P04114|AP 3791 3799 yes yes 2 0.0003119 130.56 1156 174 1183 190101;1901089738;8973 89753 149
FPPEEELQR TLELSCDKFPPEEELQ PPEEELQREWLGNREA K F P Q R E 0 1 0 0 0 1 3 0 0 0 1 0 0 1 2 0 0 0 0 0 0 0 9 0 1143.556 sp|P15169sp|P15169|CB 314 322 yes yes 2 0.0058495 83.265 1157 286 1184 190404;1904089887;8988 89903 25
FPSGTFEQVSQLVK SLVLYSRKFPSGTFEQ EQVSQLVKEVVSLTEA K F P V K E 0 0 0 0 0 2 1 1 0 0 1 1 0 2 1 2 1 0 0 2 0 0 14 0 1565.809 sp|P02774sp|P02774|VT 52 65 yes yes 2;3 0 276.95 1158 159 1185 190508;1905089912;899 89951 468
FPVEMTHNHNFR FKGSWVNKFPVEMTHN MTHNHNFRLNEREVVK K F P F R L 0 1 2 0 0 0 1 0 2 0 0 0 1 2 1 0 1 0 0 1 0 0 12 0 1527.704 sp|P05546sp|P05546|HE 303 314 yes no 3 1.43E-06 74.611 1159 199 1186 190829;1908390382;9038 90382 3
FPVLEGQR ILRIEVGRFPVLEGQR FPVLEGQRLVALKKFV R F P Q R L 0 1 0 0 0 1 1 1 0 0 1 0 0 1 1 0 0 0 0 1 0 0 8 0 944.508 sp|O00391sp|O00391|QS 319 326 yes yes 2 0.019903 89.369 1161 43 1188 191195;1911990615;906 90620 6
FQASVATPR KVKALCVKFQASVATP QASVATPRNAAENGAI K F Q P R N 2 1 0 0 0 1 0 0 0 0 0 0 0 1 1 1 1 0 0 1 0 0 9 0 975.5138 sp|P11226sp|P11226|MB 158 166 yes yes 2 1.77E-05 136.8 1162 258 1189 191276;1912790621;906 90626 27
FQEGQEEER MDITDTYKFQEGQEEE QEGQEEERLALETALM K F Q E R L 0 1 0 0 0 2 4 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 9 0 1150.489 sp|P00488sp|P00488|F13 484 492 yes yes 2 0.004549 91.853 1164 75 1191 191507;1915090694;9069 90696 3
FQFPGKPGIYTR IDFLNFPRFQFPGKPG GKPGIYTREELCTMFI R F Q T R E 0 1 0 0 0 1 0 2 0 1 0 1 0 2 2 0 1 0 1 0 0 0 12 1 1409.746 sp|P04114sp|P04114|AP 4202 4213 yes yes 2;3 5.05E-05 118.71 1165 174 1192 191558;1915590697;9069 90747 60
FQGEWNLQPLPK CNKSSAVRFQGEWNLQ WNLQPLPKVISTLEEP R F Q P K V 0 0 1 0 0 2 1 1 0 0 2 1 0 1 2 0 0 1 0 0 0 0 12 0 1455.751 sp|P09172 sp|P09172|DO 573 584 yes yes 2 4.59E-10 114.86 1166 238 1193 191767;1917690757;9075 90759 48
FQGTSYDSCTTEGR QPCKFPFRFQGTSYDS DSCTTEGRTDGYRWCG R F Q G R T 0 1 0 1 1 1 1 2 0 0 0 0 0 1 0 2 3 0 1 0 0 0 14 0 1607.652 sp|P08253 sp|P08253|MM 297 310 yes yes 2 0.018778 51.013 1167 227 1194 191845;1918490805;9080 90806 2
FQLFGSPSGQK FGKDKSPKFQLFGSPS FGSPSGQKDLLFKDSA K F Q Q K D 0 0 0 0 0 2 0 2 0 0 1 1 0 2 1 2 0 0 0 0 0 0 11 0 1194.603 sp|P02788sp|P02788|TR 305 315 yes yes 2 0.045106 50.108 1168 163 1195 191855;19185 90807 90807 1
FQNSAILTIQPK VHLSSENKFQNSAILT AILTIQPKQLPGGQNP K F Q P K Q 1 0 1 0 0 2 0 0 0 2 1 1 0 1 1 1 1 0 0 0 0 0 12 0 1358.756 sp|P01031 sp|P01031|CO 79 90 yes yes 2 3.91E-19 132.01 1171 98 1198 192975;1929791216;912 91331 153
FQPTLLTLPR MEKLEMSKFQPTLLTL PTLLTLPRIKVTTSQD K F Q P R I 0 1 0 0 0 1 0 0 0 0 3 0 0 1 2 0 2 0 0 0 0 0 10 0 1184.692 sp|P05155 sp|P05155|IC1 391 400 yes yes 2 0.0020818 88.948 1172 191 1199 193149;1931591369;9137 91375 30
FQSHIIIR NGSIYFNKFQSHIIIR FQSHIIIRFDLKTETI K F Q I R F 0 1 0 0 0 1 0 0 1 3 0 0 0 1 0 1 0 0 0 0 0 0 8 0 1012.582 sp|Q99784sp|Q99784|NO 315 322 yes yes 3 0.023157 51.854 1173 521 1200 193273;19327 91399 91399 1
FQSLNADINK TVEEVHSRFQSLNADI SLNADINKRGASYILK R F Q N K R 1 0 2 1 0 1 0 0 0 1 1 1 0 1 0 1 0 0 0 0 0 0 10 0 1148.583 sp|P30740sp|P30740|ILE 70 79 yes yes 2 0.030794 59.931 1174 341 1201 193303;19330 91400 91400 1
FQSVFTVTR EEGRYKQKFQSVFTVT QSVFTVTRQTHQPPAP K F Q T R Q 0 1 0 0 0 1 0 0 0 0 0 0 0 2 0 1 2 0 0 2 0 0 9 0 1083.571 sp|P02747sp|P02747|C1Q 118 126 yes yes 2 1.98E-39 171.73 1175 149 1202 193347;1933491401;9140 91487 105
FQWFFQR TNTKKETRFQWFFQRA RFQWFFQRAEMPDGQY R F Q Q R A 0 1 0 0 0 2 0 0 0 0 0 0 0 3 0 0 0 1 0 0 0 0 7 0 1057.513 sp|Q5VTT5sp|Q5VTT5|MY 1151 1157 yes yes 2 0.017883 103.71 1176 483 1203 193662 91507 91507 1
FRPDGLPK RSGKDPDRFRPDGLPK FRPDGLPKKY______ R F R P K K 0 1 0 1 0 0 0 1 0 0 1 1 0 1 2 0 0 0 0 0 0 0 8 1 928.5131 sp|P35542 sp|P35542|SAA 121 128 yes yes 3 0.015401 65.246 1177 349 1204 193663;1936691508;9150 91508 5
FSAEFDFR FRLPEISRFSAEFDFR FSAEFDFRTYDSEGVI R F S F R T 1 1 0 1 0 0 1 0 0 0 0 0 0 3 0 1 0 0 0 0 0 0 8 0 1017.456 sp|P07225 sp|P07225|PRO 323 330 yes no 2 2.51E-10 158.36 1178 212 1205 193696;1936991513;915 91621 117
FSAICQGDGTWSPR FSCHETSRFSAICQGD GDGTWSPRTPSCGDIC R F S P R T 1 1 0 1 1 1 0 2 0 1 0 0 0 1 1 2 1 1 0 0 0 0 14 0 1580.704 sp|P04003 sp|P04003|C4 405 418 yes yes 2;3 1.59E-193 236.69 1179 167 1206 193942;1939491633;9163 91653 197
FSCFQEEAPQPHYQLR CTRQGEARFSCFQEEA PQPHYQLRACPSHQPD R F S L R A 1 1 0 0 1 3 2 0 1 0 1 0 0 2 2 1 0 0 1 0 0 0 16 0 2035.921 sp|Q16610sp|Q16610|EC 267 282 yes yes 3 2.73E-28 113.76 1180 475 1207 194275;1942791837;9183 91842 89
FSEFWDLDPEVR YWSTVKDKFSEFWDLD WDLDPEVRPTSAVAA_ K F S V R P 0 1 0 2 0 0 2 0 0 0 1 0 0 2 1 1 0 1 0 1 0 0 12 0 1538.704 sp|P02656sp|P02656|AP 81 92 yes yes 2 6.99E-19 129.7 1181 141 1208 194435;1944391926;919 91927 36
FSEFWDLDPEVRPTSAVAA YWSTVKDKFSEFWDLD RPTSAVAA________ K F S A A - 3 1 0 2 0 0 2 0 0 0 1 0 0 2 2 2 1 1 0 2 0 0 19 1 2136.016 sp|P02656sp|P02656|AP 81 99 yes yes 2 5.69E-22 153.81 1182 141 1209 194521;1945291962;9196 92032 78
FSEGTAGDSLSLHSGR HYQLALGKFSEGTAGD SLSLHSGRPFTTYDAD K F S G R P 1 1 0 1 0 0 1 3 1 0 2 0 0 1 0 4 1 0 0 0 0 0 16 0 1619.754 sp|O75636sp|O75636|FC 214 229 yes yes 2;3 1.27E-77 167.71 1183 63 1210 194661;1946692040;9204 92044 76
FSFQCPGR RISMADVKFSFQCPGR FSFQCPGRMYAPAWVA K F S G R M 0 1 0 0 1 1 0 1 0 0 0 0 0 2 1 1 0 0 0 0 0 0 8 0 997.444 sp|Q13418sp|Q13418|ILK 342 349 yes yes 2 0.022805 83.614 1184 450 1211 194883;1948892116;921 92116 3
FSGQLNSHGCFYQQVK DSQAFCEKFSGQLNSH GCFYQQVKTKVFQLKR K F S V K T 0 0 1 0 1 3 0 2 1 0 1 1 0 2 0 2 0 0 1 1 0 0 16 0 1898.873 sp|P01023 sp|P01023|A2 290 305 yes yes 3 0.061864 22.803 1185 96 1212 194947;19494 92119 92119 1
FSGSGSGTDFTLK RASGVPDRFSGSGSGT SGTDFTLKISRVEAED R F S L K I 0 0 0 1 0 0 0 3 0 0 1 1 0 2 0 3 2 0 0 0 0 0 13 0 1302.609 sp|P01617sp|P01617|KV 67 79 yes no 2 2.04E-47 169.65 1186 111 1213 194965;1949692120;921 92193 88
FSGSGSGTDFTLTISR RATGIPDRFSGSGSGT DFTLTISRLEPEDFAV R F S S R L 0 1 0 1 0 0 0 3 0 1 1 0 0 2 0 4 3 0 0 0 0 0 16 0 1631.779 sp|P01623 sp|P01623|KV 63 78 yes no 2 2.73E-46 141.58 1187 112 1214 195116;1951192213;922 92217 25
FSGSNSGNTATLTISR RPSGIPERFSGSNSGN TATLTISRVEAGDEAD R F S S R V 1 1 2 0 0 0 0 2 0 1 1 0 0 1 0 4 3 0 0 0 0 0 16 0 1611.785 sp|P80748sp|P80748|LV3 60 75 yes yes 2 8.15E-64 152.47 1188 423 1215 195220;1952292238;9223 92238 4
FSGTWYAMAK KENFDKARFSGTWYAM GTWYAMAKKDPEGLFL R F S A K K 2 0 0 0 0 0 0 1 0 0 0 1 1 1 0 1 1 1 1 0 0 0 10 0 1160.533 sp|P02753 sp|P02753|RET 38 47 yes yes 2 9.23E-08 133.86 1189 154 1216 195293;1952992242;9224 92244 24
FSIEGSYQLEK QLELYLPKFSIEGSYQ EGSYQLEKVLPSLGIS K F S E K V 0 0 0 0 0 1 2 1 0 1 1 1 0 1 0 2 0 0 1 0 0 0 11 0 1299.635 sp|P05154sp|P05154|IPS 306 316 yes yes 2 3.15E-11 142.36 1190 190 1217 195423;1954292266;9226 92271 89
FSISATYDLGATLLK WVDLFVPKFSISATYD DLGATLLKMGIQHAYS K F S L K M 2 0 0 1 0 0 0 1 0 1 3 1 0 1 0 2 2 0 1 0 0 0 15 0 1598.856 sp|P05543 sp|P05543|TH 308 322 yes yes 2 1.58E-25 121.02 1191 198 1218 195605;1956092358;9235 92359 85
FSISGSYVLDQILPR KLELHLPKFSISGSYV VLDQILPRLGFTDLFS K F S P R L 0 1 0 1 0 1 0 1 0 2 2 0 0 1 1 3 0 0 1 1 0 0 15 0 1693.904 sp|P29622 sp|P29622|KA 321 335 yes yes 2;3 4.65E-53 153.95 1192 336 1219 195799;1958092445;9244 92655 232
FSLVGIGGQDLNEGNR ELGKNQAKFSLVGIGG QDLNEGNRTLTLALIW K F S N R T 0 1 2 1 0 1 1 4 0 1 2 0 0 1 0 1 0 0 0 1 0 0 16 0 1674.833 sp|P13796sp|P13796|PLS 473 488 yes yes 2 1.80E-150 210.35 1193 279 1220 196202;1962092684;9268 92686 65
FSLVSGWGQLLDR ERTLAFVRFSLVSGWG GWGQLLDRGATALELM R F S D R G 0 1 0 1 0 1 0 2 0 0 3 0 0 1 0 2 0 1 0 1 0 0 13 0 1476.773 sp|P08709sp|P08709|FA7 338 350 yes yes 2 2.84E-39 157.38 1194 236 1221 196313;1963192750;9275 92780 34
FSMPSPVR FRDIASPKFSMPSPVR FSMPSPVRTVITADFD K F S V R T 0 1 0 0 0 0 0 0 0 0 0 0 1 1 2 2 0 0 0 1 0 0 8 0 919.4586 sp|Q9NQ7 sp|Q9NQ79|CR 339 346 yes yes 2 0.033745 71.342 1195 535 1222 196384;19638 92784 92784 1
FSPATHPSEGLEENYCR STSPHRPRFSPATHPS GLEENYCRNPDNDPQG R F S C R N 1 1 1 0 1 0 3 1 1 0 1 0 0 1 2 2 1 0 1 0 0 0 17 0 1992.864 sp|P00747sp|P00747|PLM 137 153 yes yes 2;3 3.49E-122 232.6 1196 87 1223 196387;1963892785;9278 92798 209
FSPENTR FKGLWKSKFSPENTRK KFSPENTRKELFYKAD K F S T R K 0 1 1 0 0 0 1 0 0 0 0 0 0 1 1 1 1 0 0 0 0 0 7 0 849.3981 sp|P01008sp|P01008|AN 261 267 yes no 2 2.28E-05 154.09 1197 92 1224 196746;1967492994;9299 93009 20
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FSSHVGGTLGQFYQEVLWGSPAASDDGR LLLRDTDRFSSHVGGT PAASDDGRRTLRVQGN R F S G R R 2 1 0 2 0 2 1 5 1 0 2 0 0 2 1 4 1 1 1 2 0 0 28 0 2967.379 sp|Q14624sp|Q14624|ITI 867 894 yes yes 3 1.42E-101 141.48 1198 463 1225 196941;1969493014;930 93021 75
FSTEYELQQLEQFK LIQAVTRRFSTEYELQ LQQLEQFKKDNEETGF R F S F K K 0 0 0 0 0 3 3 0 0 0 2 1 0 2 0 1 1 0 1 0 0 0 14 0 1788.857 sp|P15144sp|P15144|AM 909 922 yes yes 2 2.01E-86 188.99 1200 285 1227 197113;1971193090;9309 93091 44
FSTVAGESGSADTVR KKTPIAVRFSTVAGES SGSADTVRDPRGFAVK R F S V R D 2 1 0 1 0 0 1 2 0 0 0 0 0 1 0 3 2 0 0 2 0 0 15 0 1482.695 sp|P04040sp|P04040|CA 113 127 yes yes 2 0.0015254 77.593 1201 169 1228 197220;1972293134;9313 93135 2
FSVPAGIVIPSFQALTAR TIEIPSIKFSVPAGIV SFQALTARFEVDSPVY K F S A R F 3 1 0 0 0 1 0 1 0 2 1 0 0 2 2 2 1 0 0 2 0 0 18 0 1873.046 sp|P04114sp|P04114|AP 3869 3886 yes yes 2;3 5.09E-75 155.66 1202 174 1229 197273;1972793136;9313 93186 89
FSVVYAK QLLKLDGKFSVVYAKC KFSVVYAKCDSSPDSA K F S A K C 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 1 0 0 1 2 0 0 7 0 812.4432 sp|P02765 sp|P02765|FET 125 131 yes yes 2 0.0088521 111.28 1203 157 1230 197486;1974893228;932 93233 9
FSYSSGHVHLSSENK IKSYPDKKFSYSSGHV VHLSSENKFQNSAILT K F S N K F 0 0 1 0 0 0 1 1 2 0 1 1 0 1 0 5 0 0 1 1 0 0 15 0 1677.775 sp|P01031 sp|P01031|CO 64 78 yes yes 3 0.0037021 41.625 1204 98 1231 197625;1976293237;9323 93237 2
FTCACPDQFK SRHKRRSKFTCACPDQ CACPDQFKGKFCEIGS K F T F K G 1 0 0 1 2 1 0 0 0 0 0 1 0 2 1 0 1 0 0 0 0 0 10 0 1272.527 sp|Q14520sp|Q14520|HA 174 183 yes yes 2 4.48E-16 155.42 1205 462 1232 197672;1976793239;9324 93322 105
FTCTVTHTDLPSPLK DDWNSGERFTCTVTHT TDLPSPLKQTISRPKG R F T L K Q 0 0 0 1 1 0 0 0 1 0 2 1 0 1 2 1 4 0 0 1 0 0 15 0 1715.855 sp|P01871 sp|P01871|IGH 301 315 yes no 2;3 3.62E-74 171.49 1206 128 1233 197814;1978193344;9334 93348 67
FTDEEVDELYR LLTTMGDRFTDEEVDE EEVDELYREAPIDKKG R F T Y R E 0 1 0 2 0 0 3 0 0 0 1 0 0 1 0 0 1 0 1 1 0 0 11 0 1414.625 sp|P19105 sp|P19105|ML 133 143 yes no 2 3.38E-11 120.33 1207 50 1234 198024;1980293411;934 93411 7
FTDSENVCQER DLSLREGKFTDSENVC SENVCQERDADPDTFF K F T E R D 0 1 1 1 1 1 2 0 0 0 0 0 0 1 0 1 1 0 0 1 0 0 11 0 1383.573 sp|P43652 sp|P43652|AFA 333 343 yes yes 2 2.05E-68 230.06 1208 362 1235 198058;1980593418;934 93435 111
FTFEYSR DPDTFFAKFTFEYSRR KFTFEYSRRHPDLSIP K F T S R R 0 1 0 0 0 0 1 0 0 0 0 0 0 2 0 1 1 0 1 0 0 0 7 0 948.4341 sp|P43652 sp|P43652|AFA 354 360 yes yes 2 2.49E-38 187.14 1209 362 1236 198261;1982693529;9353 93776 249
FTITPSTTQVVGILK GRWRSEWKFTITPSTT TQVVGILKIQVHYYED K F T L K I 0 0 0 0 0 1 0 1 0 2 1 1 0 1 1 1 4 0 0 2 0 0 15 0 1603.919 sp|P47755 sp|P47755|CA 179 193 yes yes 2 0.0002657 73.666 1211 364 1238 198779;1987893783;9378 93786 4
FTNIGPDTMR VPPPTDLRFTNIGPDT NIGPDTMRVTWAPPPS R F T M R V 0 1 1 1 0 0 0 1 0 1 0 0 1 1 1 0 2 0 0 0 0 0 10 0 1150.544 sp|P02751 sp|P02751|FIN 1275 1284 yes yes 2 1.38E-49 188.66 1212 153 1239;1240 198844;1988493787;9378 93891 123
FTPTETNK FNAAISLKFTPTETNK FTPTETNKAEQCCEET K F T N K A 0 0 1 0 0 0 1 0 0 0 0 1 0 1 1 0 3 0 0 0 0 0 8 0 936.4553 sp|P02748sp|P02748|CO 243 250 yes yes 2 0.020076 89.046 1213 150 1241 199029;1990393913;939 93913 3
FTQVTPTSLSAQWTPPNVQLTGYR IPAPTDLKFTQVTPTS NVQLTGYRVRVTPKEK K F T Y R V 1 1 1 0 0 3 0 1 0 0 2 0 0 1 3 2 5 1 1 2 0 0 24 0 2691.366 sp|P02751 sp|P02751|FIN 1730 1753 yes yes 2;3;4 0 311.92 1214 153 1242 199092;1990993916;939 93931 440
FTTDLDSPR KSSTITAKFTTDLDSP TTDLDSPRDLTATEVQ K F T P R D 0 1 0 2 0 0 0 0 0 0 1 0 0 1 1 1 2 0 0 0 0 0 9 0 1050.498 sp|P24821 sp|P24821|TEN 1883 1891 yes yes 2 0.023665 69.598 1215 325 1243 199723;19972 94357 94357 1
FTVETPDK FAFNLYRRFTVETPDK FTVETPDKNIFFSPVS R F T D K N 0 0 0 1 0 0 1 0 0 0 0 1 0 1 1 0 2 0 0 1 0 0 8 0 935.46 sp|P05543 sp|P05543|TH 57 64 yes yes 2 0.011974 122.13 1216 198 1244 199765;1997694358;9435 94362 26
FTVNNLAEPQK SSPSNISKFTVNNLAE NNLAEPQKAPSHQQAT K F T Q K A 1 0 2 0 0 1 1 0 0 0 1 1 0 1 1 0 1 0 0 1 0 0 11 0 1259.651 sp|P12259sp|P12259|FA5 786 796 yes yes 2 1.42E-11 125.71 1217 264 1245 199917;1999194384;9438 94388 41
FTVPGLR NKPIQGTRFTVPGLRT RFTVPGLRTGKEYEFC R F T L R T 0 1 0 0 0 0 0 1 0 0 1 0 0 1 1 0 1 0 0 1 0 0 7 0 788.4545 sp|Q5VTT5sp|Q5VTT5|MY 658 664 yes yes 2 0.013845 102.81 1218 483 1246 200054;20005 94427 94427 1
FVCNSGYK YHFGQAVRFVCNSGYK FVCNSGYKIEGDEEMH R F V Y K I 0 0 1 0 1 0 0 1 0 0 0 1 0 1 0 1 0 0 1 1 0 0 8 0 973.4328 sp|P08603 sp|P08603|CFA 176 183 yes yes 2 0.019584 94.662 1220 233 1248 200076;2000794433;9443 94440 9
FVEGLPINDFSR VIKNKTWKFVEGLPIN LPINDFSREKMDLTAK K F V S R E 0 1 1 1 0 0 1 1 0 1 1 0 0 2 1 1 0 0 0 1 0 0 12 0 1392.704 sp|P40925 sp|P40925|MD 299 310 yes yes 2 1.61E-07 101.82 1221 358 1249 200218;2002194442;9444 94445 5
FVETHPEFIGIK TYQEVAQKFVETHPEF HPEFIGIKIIYSDHRS K F V I K I 0 0 0 0 0 0 2 1 1 2 0 1 0 2 1 0 1 0 0 1 0 0 12 0 1415.745 sp|Q9NZK5sp|Q9NZK5|CE 276 287 yes yes 3 0.0005888 50.484 1222 538 1250 200275;20027 94448 94448 1
FVIFLDVK EVRSDRDKFVIFLDVK FVIFLDVKHFSPEDLT K F V V K H 0 0 0 1 0 0 0 0 0 1 1 1 0 2 0 0 0 0 0 2 0 0 8 0 979.5743 sp|P02489sp|P02489|CRY 71 78 yes yes 2 0.019052 91.9 1224 134 1252 200480;2004894545;9454 94547 26
FVTAVGTQGAISK QVDLGLLRFVTAVGTQ GTQGAISKETKKKYYV R F V S K E 2 0 0 0 0 1 0 2 0 1 0 1 0 1 0 1 2 0 0 2 0 0 13 0 1277.698 sp|O14786sp|O14786|NR 335 347 yes yes 2 3.43E-22 133.81 1225 47 1253 200595;2005994571;9457 94571 31
FVTQAEGAK RALVDTLKFVTQAEGA VTQAEGAKQTEATMTF K F V A K Q 2 0 0 0 0 1 1 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 9 0 949.4869 sp|P04114sp|P04114|AP 1035 1043 yes yes 2 0.0008885 107.9 1226 174 1254 200749;2007594603;9460 94607 6
FVTWIEGVMR GVYVRVSRFVTWIEGV TWIEGVMRNN______ R F V M R N 0 1 0 0 0 0 1 1 0 1 0 0 1 1 0 0 1 1 0 2 0 0 10 0 1236.633 sp|P00747sp|P00747|PLM 799 808 yes yes 2 3.59E-82 194.2 1227 87 1255;1256 200873;2008794609;946 94790 18 201
FVYHLSDLCK PTSPLRTRFVYHLSDL YHLSDLCKKCDPTEVE R F V C K K 0 0 0 1 1 0 0 0 1 0 2 1 0 1 0 1 0 0 1 1 0 0 10 0 1280.622 sp|P01591 sp|P01591|IGJ 83 92 yes yes 2;3 0.00086 97.635 1228 105 1257 201387;2013894813;948 94814 7
FWIGLQR ALTARMSKFWIGLQRE KFWIGLQREKGKCLDP K F W Q R E 0 1 0 0 0 1 0 1 0 1 1 0 0 1 0 0 0 1 0 0 0 0 7 0 918.5076 sp|Q9NPY3sp|Q9NPY3|C1 93 99 yes yes 2 0.015442 99.511 1229 534 1258 201475;2014794820;948 94827 13
FWLEQGVDSSVFEALPK YTRQEDVRFWLEQGVD SVFEALPKASEQAELP R F W P K A 1 0 0 1 0 1 2 1 0 0 2 1 0 2 1 2 0 1 0 2 0 0 17 0 1950.973 sp|Q86UD sp|Q86UD1|OA 178 194 yes yes 2 0.0003724 64.55 1230 496 1259 201627;20162 94833 94833 1
FWTSFFPK KLRAQQCRFWTSFFPK FWTSFFPKVLEMTGNI R F W P K V 0 0 0 0 0 0 0 0 0 0 0 1 0 3 1 1 1 1 0 0 0 0 8 0 1058.523 sp|P06276sp|P06276|CH 549 556 yes yes 1;2 0.013016 117.16 1231 202 1260 201653;2016594834;9483 94835 19
FYALSASFEPFSNK LQTSQDARFYALSASF SFEPFSNKGQTLVVQF R F Y N K G 2 0 1 0 0 0 1 0 0 0 1 1 0 3 1 3 0 0 1 0 0 0 14 0 1606.767 sp|P27797sp|P27797|CA 74 87 yes yes 2 0.016335 51.927 1232 334 1261 201796;20179 94855 94855 1
FYNIGDQR LSDSLTGKFYNIGDQR FYNIGDQRGHGEDHCQ K F Y Q R G 0 1 1 1 0 1 0 1 0 1 0 0 0 1 0 0 0 0 1 0 0 0 8 0 1011.477 sp|Q7Z7G0sp|Q7Z7G0|TA 999 1006 yes yes 2 2.35E-07 154.01 1233 494 1262 201814;2018194856;9485 94902 47
FYNQVSTPLLR DTSSQLKKFYNQVSTP QVSTPLLRNVQFNYPH K F Y L R N 0 1 1 0 0 1 0 0 0 0 2 0 0 1 1 1 1 0 1 1 0 0 11 0 1336.714 sp|P19823 sp|P19823|ITIH 489 499 yes no 2;3 1.78E-47 184.36 1234 304 1263 201938;2019394903;9490 95242 382
FYPAGDVLR GSVTFNGKFYPAGDVL YPAGDVLRVTLQPYNV K F Y L R V 1 1 0 1 0 0 0 1 0 0 1 0 0 1 1 0 0 0 1 1 0 0 9 0 1036.534 sp|Q9Y6R7sp|Q9Y6R7|FC 184 192 yes yes 2 0.016745 73.26 1235 559 1264 202626;2026295302;9530 95302 4
FYYIVQEEK GIRETEEKFYYIVQEE YYIVQEEKNYRESLTH K F Y E K N 0 0 0 0 0 1 2 0 0 1 0 1 0 1 0 0 0 0 2 1 0 0 9 0 1217.597 sp|Q9Y6Z7sp|Q9Y6Z7|CO 159 167 yes yes 2 0.0016182 102.51 1236 560 1265 202708;2027095306;9530 95323 20
FYYIYNEK VIVEPTEKFYYIYNEK FYYIYNEKGLEVTITA K F Y E K G 0 0 1 0 0 0 1 0 0 1 0 1 0 1 0 0 0 0 3 0 0 0 8 0 1138.534 sp|P01024sp|P01024|CO 242 249 yes yes 2 0.021277 86.794 1237 97 1266 202783;20278 95326 95326 1
FYYLIASETPGK ANADFAFRFYYLIASE IASETPGKNIFFSPLS R F Y G K N 1 0 0 0 0 0 1 1 0 1 1 1 0 1 1 1 1 0 2 0 0 0 12 0 1387.702 sp|P29622 sp|P29622|KA 62 73 yes yes 2 4.74E-27 153.24 1238 336 1267 202787;2027895327;953 95330 149
GAEVAHFMNALR TIWFTVYKGAEVAHFM AHFMNALRYDAMALGN K G A L R Y 3 1 1 0 0 0 1 1 1 0 1 0 1 1 0 0 0 0 0 1 0 0 12 0 1314.65 sp|P21589sp|P21589|5N 98 109 yes yes 2 0.0001049 83.265 1239 311 1268 202997;2029995476;9547 95496 35
GAFFPLTER SNLDMDFRGAFFPLTE AFFPLTERNWSLPNRA R G A E R N 1 1 0 0 0 0 1 1 0 0 1 0 0 2 1 0 1 0 0 0 0 0 9 0 1036.534 sp|P55058sp|P55058|PLT 236 244 yes yes 2 0.0008885 107.9 1240 388 1269 203080;2030895511;955 95520 9
GAGTGGLGLAVEGPSEAK NKFTVETRGAGTGGLG VEGPSEAKMSCMDNKD R G A A K M 3 0 0 0 0 0 2 6 0 0 2 1 0 0 1 1 1 0 0 1 0 0 18 0 1569.8 sp|P21333 sp|P21333|FLN 1382 1399 yes yes 2 3.90E-12 127.02 1242 310 1271 203237;2032395524;955 95525 15
GALISDQWVLTAAHCFR PKSQETCRGALISDQW LTAAHCFRDGNDHSLW R G A F R D 3 1 0 1 1 1 0 1 1 1 2 0 0 1 0 1 1 1 0 1 0 0 17 0 1943.968 sp|P06681 sp|P06681|CO 494 510 yes yes 3 4.05E-06 71.531 1243 205 1272 203310;2033195539;9554 95551 15
GALQNIIPASTGAAK GKLWRDGRGALQNIIP PASTGAAKAVGKVIPE R G A A K A 4 0 1 0 0 1 0 2 0 2 1 1 0 0 1 1 1 0 0 0 0 0 15 0 1410.783 sp|P04406sp|P04406|G3 201 215 yes yes 2 4.32E-22 113.22 1244 181 1273 203407;2034095554;9555 95556 53
GASALQLER IDLAGSDRGASALQLE ASALQLERISVYYNEA R G A E R I 2 1 0 0 0 1 1 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 9 0 943.5087 sp|Q9H4B7sp|Q9H4B7|TB 38 46 yes yes 2 0.013863 76.1 1245 529 1274 203502;2035095607;9560 95607 2
GATLALTQVTPQDER QRLSLQDRGATLALTQ QVTPQDERIFLCQGKR R G A E R I 2 1 0 1 0 2 1 1 0 0 2 0 0 0 1 0 3 0 0 1 0 0 15 0 1598.826 sp|P43121 sp|P43121|MU 98 112 yes yes 2 2.11E-14 105.46 1247 359 1276 203542;2035495613;956 95614 1
GATTSPGVYELSSR LTTFDGARGATTSPGV GVYELSSRCPGLQNTI R G A S R C 1 1 0 0 0 0 1 2 0 0 1 0 0 0 1 3 2 0 1 1 0 0 14 0 1423.694 sp|Q9Y6R7sp|Q9Y6R7|FC 5251 5264 yes yes 2 3.55E-09 97.452 1248 559 1277 203592;2035995620;956 95622 24
GAYPLSIEPIGVR IRVTFHNKGAYPLSIE SIEPIGVRFNKNNEGT K G A V R F 1 1 0 0 0 0 1 2 0 2 1 0 0 0 2 1 0 0 1 1 0 0 13 0 1370.756 sp|P00450sp|P00450|CER 469 481 yes yes 2;3 8.23E-34 152.34 1249 74 1278 203678;2036795644;9564 95996 348
GAYQNNEIK LHVAGNLKGAYQNNEI AYQNNEIKHIYAISSA K G A I K H 1 0 2 0 0 1 1 1 0 1 0 1 0 0 0 0 0 0 1 0 0 0 9 0 1035.499 sp|P04114sp|P04114|AP 1829 1837 yes yes 2 0.0030732 96.492 1250 174 1279 204525;2045295999;9600 96002 4
GCEVVPDVNVSGQK PIQQLNLKGCEVVPDV DVNVSGQKFCIKLLVP K G C Q K F 0 0 1 1 1 1 1 2 0 0 0 1 0 0 1 1 0 0 0 4 0 0 14 0 1486.709 sp|Q86UX7sp|Q86UX7|UR 406 419 yes yes 2 4.64E-12 100.55 1251 497 1280 204606;2046096003;9600 96006 22
GCGEQTMIYLAPTLAASR ASLLRLPRGCGEQTMI APTLAASRYLDKTEQW R G C S R Y 3 1 0 0 1 1 1 2 0 1 2 0 1 0 1 1 2 0 1 0 0 0 18 0 1937.934 sp|P0C0L4 sp|P0C0L4|CO 1009 1026 no no 2 7.06E-40 164.92 1252 245;246 1281 204705;2047096025;960 96026 6
GCPDVQASLPDAK ANTPDATKGCPDVQAS QASLPDAKAKSPPTMV K G C A K A 2 0 0 2 1 1 0 1 0 0 1 1 0 0 2 1 0 0 0 1 0 0 13 0 1356.634 sp|Q96PD5sp|Q96PD5|PG 195 207 yes yes 2 3.73E-16 123.51 1253 518 1282 204758;2047596031;9603 96154 151
GCTDNLTLTVAR LEAQNRIKGCTDNLTL NLTLTVARSEHKVWSP K G C A R S 1 1 1 1 1 0 0 1 0 0 2 0 0 0 0 0 3 0 0 1 0 0 12 0 1319.65 sp|O00151sp|O00151|PD 72 83 yes yes 2 3.82E-40 166.07 1254 40 1283 204940;2049496183;9618 96183 32
GDACDDDIDGDR KDTDQDGRGDACDDDI DDDIDGDRIRNQADNC R G D D R I 1 1 0 6 1 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 0 0 12 0 1322.468 sp|P49747sp|P49747|CO 368 379 yes yes 2 0.0002393 78.655 1255 373 1284 205014;2050196216;962 96217 2
GDACEGDSGGPFVMK YKPDEGKRGDACEGDS SGGPFVMKSPFNNRWY R G D M K S 1 0 0 2 1 0 1 4 0 0 0 1 1 1 1 1 0 0 0 1 0 0 15 0 1525.618 sp|P00734sp|P00734|TH 561 575 yes no 2 1.17E-25 122.69 1256 80 1285 205047;2050496218;962 96332 137
GDATVFFILPNQGK SVLRMDYKGDATVFFI FILPNQGKMREIEEVL K G D G K M 1 0 1 1 0 1 0 2 0 1 1 1 0 2 1 0 1 0 0 1 0 0 14 0 1505.788 sp|P29622 sp|P29622|KA 272 285 yes yes 2 1.61E-42 154.01 1257 336 1286 205230;2052396355;9635 96363 167
GDAVCTESGWR MGYEYSERGDAVCTES VCTESGWRPLPSCEEK R G D W R P 1 1 0 1 1 0 1 2 0 0 0 0 0 0 0 1 1 1 0 1 0 0 11 0 1236.519 sp|P08603 sp|P08603|CFA 247 257 yes yes 2 2.60E-32 168.26 1258 233 1287 205409;2054196523;965 96652 135
GDAVCTESGWRPLPSCEEK MGYEYSERGDAVCTES PLPSCEEKSCDNPYIP R G D E K S 1 1 0 1 2 0 3 2 0 0 1 1 0 0 2 2 1 1 0 1 0 0 19 1 2176.952 sp|P08603 sp|P08603|CFA 247 265 yes yes 2;3 0 278.33 1259 233 1288 205674;2056796659;9666 96832 196
GDDITMVLILPK QVLELPFKGDDITMVL TMVLILPKPEKSLAKV K G D P K P 0 0 0 2 0 0 0 1 0 2 2 1 1 0 1 0 1 0 0 1 0 0 12 0 1313.727 sp|P01008sp|P01008|AN 308 319 yes no 2 5.60E-05 86.624 1260 92 1289 205994;2059996855;9685 96858 94
GDDITMVLILPKPEK QVLELPFKGDDITMVL LILPKPEKSLAKVEKE K G D E K S 0 0 0 2 0 0 1 1 0 2 2 2 1 0 2 0 1 0 0 1 0 0 15 1 1667.917 sp|P01008sp|P01008|AN 308 322 yes yes 2;3 2.15E-51 151.98 1261 92 1290 206110;2061196949;9695 97084 181
GDECQLCEVENR FCTTKGVKGDECQLCE QLCEVENRYQGNPLRG K G D N R Y 0 1 1 1 2 1 3 1 0 0 1 0 0 0 0 0 0 0 0 1 0 0 12 0 1507.603 sp|O75882sp|O75882|AT 1134 1145 yes yes 2 1.77E-154 232.63 1262 64 1291 206434;2064397130;9713 97140 141
GDEEGVPAVVIDMSGLR LLEQVAPKGDEEGVPA VIDMSGLREKDDIQRA K G D L R E 1 1 0 2 0 0 2 3 0 1 1 0 1 0 1 1 0 0 0 3 0 0 17 0 1742.851 sp|P13796sp|P13796|PLS 310 326 yes yes 2 1.12E-05 77.644 1263 279 1292 206629;2066397271;9727 97272 2
GDELADSALEIFK PANRPQERGDELADSA DSALEIFKQASAFSRA R G D F K Q 2 0 0 2 0 0 2 1 0 1 2 1 0 1 0 1 0 0 0 0 0 0 13 0 1406.693 sp|Q15582sp|Q15582|BG 643 655 yes yes 2 5.39E-10 103.22 1264 470 1293 206639;2066497273;9727 97341 72
GDFCIQVGR DSKPGTIRGDFCIQVG DFCIQVGRNIIHGSDS R G D G R N 0 1 0 1 1 1 0 2 0 1 0 0 0 1 0 0 0 0 0 1 0 0 9 0 1050.492 sp|P22392 sp|P22392|ND 106 114 yes no 2 0.0047903 90.777 1265 314 1294 206771;20677 97345 97345 1
GDGPVQGIINFEQK TKAVCVLKGDGPVQGI GIINFEQKESNGPVKV K G D Q K E 0 0 1 1 0 2 1 3 0 2 0 1 0 1 1 0 0 0 0 1 0 0 14 0 1500.757 sp|P00441 sp|P00441|SO 11 24 yes yes 2 6.22E-32 135.16 1266 73 1295 206785;2067897346;9734 97346 6
GDGWLTDPYVLTEVDGK LDVQPADRGDGWLTDP VLTEVDGKLYGRGATD R G D G K L 0 0 0 3 0 0 1 3 0 0 2 1 0 0 1 0 2 1 1 2 0 0 17 0 1863.889 sp|Q96KN2sp|Q96KN2|CN 141 157 yes yes 2 1.91E-09 124.47 1267 517 1296 206819;2068297352;9735 97477 142
GDIGETGVPGAEGPR DPGLIGPKGDIGETGV VPGAEGPRGFPGIQGR K G D P R G 1 1 0 1 0 0 2 5 0 1 0 0 0 0 2 0 1 0 0 1 0 0 15 0 1410.674 sp|Q15848sp|Q15848|AD 78 92 yes yes 2 1.67E-26 126.71 1268 473 1297 207079;2070897494;9749 97534 42
GDIVTVVSPALLDR MFYIDPEKGDIVTVVS VSPALLDRETLENPKY K G D D R E 1 1 0 2 0 0 0 1 0 1 2 0 0 0 1 1 1 0 0 3 0 0 14 0 1453.814 sp|P55290sp|P55290|CA 306 319 yes yes 2 6.40E-17 118.9 1269 391 1298 207230;2072397536;9753 97554 111
GDLGIEIPAEK SDGIMVARGDLGIEIP GIEIPAEKVFLAQKMM R G D E K V 1 0 0 1 0 0 2 2 0 2 1 1 0 0 1 0 0 0 0 0 0 0 11 0 1140.603 sp|P14618sp|P14618|KPY 295 305 yes no 2 0.0001166 95.642 1270 283 1299 207386;2073897650;9765 97667 23
GDLYFANVEEK ERVYMSQKGDLYFANV YFANVEEKDSRNDYCC K G D E K D 1 0 1 1 0 0 2 1 0 0 1 1 0 1 0 0 0 0 1 1 0 0 11 0 1283.603 sp|O00533sp|O00533|NC 186 196 yes yes 2 0.000382 89.08 1271 45 1300 207434;2074397673;9767 97674 22
GDSGGAFAVQDPNDK EKGMDSCKGDSGGAFA AVQDPNDKTKFYAAGL K G D D K T 2 0 1 3 0 1 0 3 0 0 0 1 0 1 1 1 0 0 0 1 0 0 15 0 1476.648 sp|P09871 sp|P09871|C1S 630 644 yes yes 2 2.25E-110 196.16 1272 242 1301 207486;2074897695;9769 97704 131
GDSGGPLIVHK YADPNTCRGDSGGPLI GGPLIVHKRSRFIQVG R G D H K R 0 0 0 1 0 0 0 3 1 1 1 1 0 0 1 1 0 0 0 1 0 0 11 0 1078.577 sp|P00751 sp|P00751|CFA 697 707 yes yes 2;3 0.0006048 86.744 1273 89 1302 207664;2076697826;978 97838 81
GDSGGPLVCGGVLEGVVTSGSR SNRRDSCKGDSGGPLV GVVTSGSRVCGNRKKP K G D S R V 0 1 0 1 1 0 1 7 0 0 2 0 0 0 1 3 1 0 0 4 0 0 22 0 2059 sp|P00746sp|P00746|CFA 206 227 yes yes 2;3 8.97E-61 127.57 1274 86 1303 207945;2079497907;9790 97907 89
GDSGGPLVCK EGGKDACKGDSGGPLV SGGPLVCKHNGMWRLV K G D C K H 0 0 0 1 1 0 0 3 0 0 1 1 0 0 1 1 0 0 0 1 0 0 10 0 988.4648 sp|P03952 sp|P03952|KLK 576 585 yes no 2 0.0074258 75.738 1275 166 1304 208204;2082097998;9799 98006 13
GDSPASSKPISINYR TVYAVTGRGDSPASSK KPISINYRTEIDKPSQ R G D Y R T 1 1 1 1 0 0 0 1 0 2 0 1 0 0 2 4 0 0 1 0 0 0 15 1 1590.8 sp|P02751 sp|P02751|FIN 1525 1539 yes yes 2;3 6.17E-96 234.3 1276 153 1305 208305;2083098011;980 98054 58
GDSPWQVVLLDSK IDGKMTRRGDSPWQVV QVVLLDSKKKLACGAV R G D S K K 0 0 0 2 0 1 0 1 0 0 2 1 0 0 1 2 0 1 0 2 0 0 13 0 1442.741 sp|P04070sp|P04070|PRO 221 233 yes yes 2 0.0002693 78.653 1277 171 1306 208619;2086298069;9807 98069 6
GDTFSCMVGHEALPLAFTQK VAAEDWKKGDTFSCMV LPLAFTQKTIDRLAGK K G D Q K T 2 0 0 1 1 1 1 2 1 0 2 1 1 2 1 1 2 0 0 1 0 0 20 0 2208.034 sp|P01876sp|P01876|IGH 308 327 no no 2;3 9.35E-17 94.551 1278 129;130 1307 208746;2087498075;9807 98076 2
GDTSTIYTNCWVTGWGFSK KPICLPSKGDTSTIYT VTGWGFSKEKGEIQNI K G D S K E 0 0 1 1 1 0 0 3 0 1 0 1 0 1 0 2 4 2 1 1 0 0 19 0 2178.968 sp|P03952 sp|P03952|KLK 508 526 yes yes 2 0.034214 36.944 1279 166 1308 208749;20875 98077 98077 1
GDTYPAELYITGSILR EYIEFICRGDTYPAEL YITGSILRMQCDRGQL R G D L R M 1 1 0 1 0 0 1 2 0 2 2 0 0 0 1 1 2 0 2 0 0 0 16 0 1767.904 sp|P05160sp|P05160|F13 618 633 yes yes 2;3 6.20E-20 110.31 1280 193 1309 208763;2087698078;9807 98082 230
GDVFTMPEDEYTVYDDGEEK ECKPQVTRGDVFTMPE VYDDGEEKNNATVHEQ R G D E K N 0 0 0 4 0 0 4 2 0 0 0 1 1 1 1 0 2 0 2 2 0 0 20 0 2337.947 sp|P04004sp|P04004|VT 65 84 yes yes 2 7.11E-35 117.08 1281 168 1310 209102;2091098308;9830 98312 33
GDYPLEAVR MLSGETAKGDYPLEAV DYPLEAVRMQHLIARE K G D V R M 1 1 0 1 0 0 1 1 0 0 1 0 0 0 1 0 0 0 1 1 0 0 9 0 1018.508 sp|P14618sp|P14618|KPY 368 376 yes yes 2 9.71E-05 133.6 1282 283 1311 209163;2091698341;9834 98343 5
GDYTLNNVHACAK MNKEAMERGDYTLNNV NNVHACAKNDFKIGGA R G D A K N 2 0 2 1 1 0 0 1 1 0 1 1 0 0 0 0 1 0 1 1 0 0 13 0 1461.667 sp|P07358sp|P07358|CO 368 380 yes yes 2 0.0002323 99.815 1283 216 1312 209244;20924 98346 98346 1
GECHVPILEANVDAQPK PPICSFTKGECHVPIL ANVDAQPKKESYKVGD K G E P K K 2 0 1 1 1 1 2 1 1 1 1 1 0 0 2 0 0 0 0 2 0 0 17 0 1875.915 sp|Q9BXR6sp|Q9BXR6|FH 145 161 yes yes 3 0.0003199 55.33 1284 525 1313 209294;20929 98347 98347 1
GECQAEGVLFFQGDR DAAVECHRGECQAEGV VLFFQGDREWFWDLAT R G E D R E 1 1 0 1 1 2 2 3 0 0 1 0 0 2 0 0 0 0 0 1 0 0 15 0 1711.762 sp|P02790sp|P02790|HE 152 166 yes yes 2;3 0 291.5 1285 164 1314 209307;2093098348;9834 100631 2283
GECVPGEQEPEPILIPR SIFTMADRGECVPGEQ PEPILIPRVRRAVLPQ R G E P R V 0 1 0 0 1 1 4 2 0 2 1 0 0 0 4 0 0 0 0 1 0 0 17 0 1918.946 sp|P02760sp|P02760|AM 186 202 yes yes 2;3 1.77E-62 175.48 1286 155 1315 212726;21272100725;100 100958 289
GEDLFFNYGNR NDTLLGIKGEDLFFNY LFFNYGNRQEKNIMLY K G E N R Q 0 1 2 1 0 0 1 2 0 0 1 0 0 2 0 0 0 0 1 0 0 0 11 0 1330.594 sp|P22897sp|P22897|MR 112 122 yes yes 2 0.012591 84.743 1287 317 1316 213055;21305 101014 101014 0
GEESYCICGNER FLASQNTKGEESYCIC YCICGNERQTLSWTVT K G E E R Q 0 1 1 0 2 0 3 2 0 1 0 0 0 0 0 1 0 0 1 0 0 0 12 0 1472.566 sp|P20742 sp|P20742|PZP 848 859 yes yes 2 1.18E-22 142.83 1288 307 1317 213080;21308101015;10 101016 9
GEFVTTVQQR LKDDSWLKGEFVTTVQ FVTTVQQRGAAVIKAR K G E Q R G 0 1 0 0 0 2 1 1 0 0 0 0 0 1 0 0 2 0 0 2 0 0 10 0 1163.594 sp|P40925 sp|P40925|MD 221 230 yes yes 2 0.0064432 76.827 1289 358 1318 213111;21311 101024 101024 1
GEFYIGSK VSNAFLDKGEFYIGSK GEFYIGSKYKKVVYRQ K G E S K Y 0 0 0 0 0 0 1 2 0 1 0 1 0 1 0 1 0 0 1 0 0 0 8 0 899.4389 sp|P00450sp|P00450|CER 771 778 yes yes 2 0.015525 96.19 1290 74 1319 213152;21315101025;10 101030 6
GEIQNILQK GWGFSKEKGEIQNILQ EIQNILQKVNIPLVTN K G E Q K V 0 0 1 0 0 2 1 1 0 2 1 1 0 0 0 0 0 0 0 0 0 0 9 0 1041.582 sp|P03952 sp|P03952|KLK 529 537 yes yes 2 0.0012222 104.45 1291 166 1320 213309;21331101032;10 101036 75
GEPGDPVNLLR PPGKMGPKGEPGDPVN GDPVNLLRCQEGPRNC K G E L R C 0 1 1 1 0 0 1 2 0 0 2 0 0 0 2 0 0 0 0 1 0 0 11 0 1165.609 sp|O75636sp|O75636|FC 75 85 yes yes 2 0.000551 87.308 1292 63 1321 213465;21346101108;10 101111 60
GESGGAVFLER QEDESPCKGESGGAVF GGAVFLERRFRFFQVG K G E E R R 1 1 0 0 0 0 2 3 0 0 1 0 0 1 0 1 0 0 0 1 0 0 11 0 1120.551 sp|P06681 sp|P06681|CO 677 687 yes yes 2 8.14E-12 127.4 1293 205 1322 213553;21355101168;10 101173 135
GEVFTLK TMPYSVIRGEVFTLKA RGEVFTLKATVLNYLP R G E L K A 0 0 0 0 0 0 1 1 0 0 1 1 0 1 0 0 1 0 0 1 0 0 7 0 792.4382 sp|P20742 sp|P20742|PZP 811 817 yes yes 2 0.06587 76.847 1294 307 1323 213758;21375 101305 101305 1
GEVLDNSFTGGICK HFLAGEPRGEVLDNSF SFTGGICKTVKSSRTS R G E C K T 0 0 1 1 1 0 1 3 0 1 1 1 0 1 0 1 1 0 0 1 0 0 14 0 1495.698 sp|P13671 sp|P13671|CO 206 219 yes yes 2 3.60E-42 151.15 1295 277 1324 213788;21378101306;10 101338 25
GEVQAMLGQSTEELR CGRLVQYRGEVQAMLG GQSTEELRVRLASHLR R G E L R V 1 1 0 0 0 2 3 2 0 0 2 0 1 0 0 1 1 0 0 1 0 0 15 0 1646.793 sp|P02649sp|P02649|AP 138 152 yes yes 2;3 1.00E-123 253.76 1296 137 1325;1326 213882;21388101339;10 101488 31 181
GEWTCIAYSQLR CTCVGNGRGEWTCIAY CIAYSQLRDQCIVDDI R G E L R D 1 1 0 0 1 1 1 1 0 1 1 0 0 0 0 1 1 1 1 0 0 0 12 0 1482.693 sp|P02751 sp|P02751|FIN 504 515 yes yes 2;3 3.97E-119 216.12 1297 153 1327 214140;21414101522;10 101523 124
GEWTCKPIAEK CVCLGNGKGEWTCKPI TCKPIAEKCFDHAAGT K G E E K C 1 0 0 0 1 0 2 1 0 1 0 2 0 0 1 0 1 1 0 0 0 0 11 1 1317.639 sp|P02751 sp|P02751|FIN 175 185 yes yes 2;3 4.66E-25 183.85 1298 153 1328 214366;21436101646;10 101649 22
GEWVALNPLR NVIMVCRKGEWVALNP WVALNPLRKCQKRPCG K G E L R K 1 1 1 0 0 0 1 1 0 0 2 0 0 0 1 0 0 1 0 1 0 0 10 0 1153.624 sp|P08603 sp|P08603|CFA 69 78 yes yes 2 3.29E-15 174.27 1299 233 1329 214576;21457101668;10 101833 173
GEYEEHLGILGPIIR TFTKRDPRGEYEEHLG GILGPIIRAEVDDVIQ R G E I R A 0 1 0 0 0 0 3 3 1 3 2 0 0 0 1 0 0 0 1 0 0 0 15 0 1694.899 sp|P12259sp|P12259|FA5 1635 1649 yes yes 3 5.03E-06 83.877 1300 264 1330 214792;21479101841;10 101841 33
GFCWCVDK RPSKGRKRGFCWCVDK GFCWCVDKYGQPLPGY R G F D K Y 0 0 0 1 2 0 0 1 0 0 0 1 0 1 0 0 0 1 0 1 0 0 8 0 1070.431 sp|P17936sp|P17936|IBP 260 267 yes yes 2 0.015153 104.45 1301 297 1331 214937;21493101874;10 101878 16
GFEESEPLTGFLTTVPDGPTQLR EVTVVSVRGFEESEPL PDGPTQLRALNLTEGF R G F L R A 0 1 0 1 0 1 3 3 0 0 3 0 0 2 3 1 4 0 0 1 0 0 23 0 2490.228 sp|P22105 sp|P22105|TEN 3828 3850 yes yes 2;3 1.92E-06 94.487 1302 312 1332 214988;21498101890;10 101890 11
GFEPTLEALFGK IEIGLEGKGFEPTLEA TLEALFGKQGFFPDSV K G F G K Q 1 0 0 0 0 0 2 2 0 0 2 1 0 2 1 0 1 0 0 0 0 0 12 0 1307.676 sp|P04114sp|P04114|AP 696 707 yes no 2;3 1.12E-20 139.96 1304 174 1334 215171;21517101903;10 102169 285
GFFADYEIPNLQK PTGAYPIKGFFADYEI YEIPNLQKEKITRIEI K G F Q K E 1 0 1 1 0 1 1 1 0 1 1 1 0 2 1 0 0 0 1 0 0 0 13 0 1540.756 sp|Q10588sp|Q10588|BS 204 216 yes yes 2 1.40E-07 117.31 1305 441 1335 215511;21551102190;10 102202 41
GFFDPNTEENLTYLQLK SDPSDDTKGFFDPNTE NLTYLQLKERCIKDEE K G F L K E 0 0 2 1 0 1 2 1 0 0 3 1 0 2 1 0 2 0 1 0 0 0 17 0 2027.984 sp|P15924sp|P15924|DE 2414 2430 yes yes 2 0.0038266 68.536 1306 290 1336 215578;21557 102231 102231 1
GFGFGQGAGALVHSE YAKNFGPKGFGFGQGA AGALVHSE________ K G F S E - 2 0 0 0 0 1 1 5 1 0 1 0 0 2 0 1 0 0 0 1 0 0 15 0 1432.674 sp|P21291 sp|P21291|CSR 179 193 yes yes 2 0.0002518 91.584 1307 309 1337 215580;21558102232;10 102232 2
GFGGLTGQIVAALSTAK GYPKPIFKGFGGLTGQ VAALSTAKYKNWPESV K G F A K Y 3 0 0 0 0 1 0 4 0 1 2 1 0 1 0 1 2 0 0 1 0 0 17 0 1589.878 sp|Q92954sp|Q92954|PR 1235 1251 yes yes 2;3 1.16E-72 151.78 1308 512 1338 215616;21561102234;10 102322 98
GFLAYYQAVDLDECASR NGTIMFYKGFLAYYQA DLDECASRSKSGEEDP K G F S R S 3 1 0 2 1 1 1 1 0 0 2 0 0 1 0 1 0 0 2 1 0 0 17 0 1976.894 sp|P00736sp|P00736|C1 133 149 yes yes 2 4.91E-15 105.17 1309 81 1339 215837;21583102333;10 102336 13
GFNCESKPEAEETCFDK CTCYGGSRGFNCESKP AEETCFDKYTGNTYRV R G F D K Y 1 0 1 1 2 0 4 1 0 0 0 2 0 2 1 1 1 0 0 0 0 0 17 1 2046.83 sp|P02751 sp|P02751|FIN 84 100 yes yes 2;3 3.06E-134 234.22 1311 153 1341 215948;21594102362;10 102376 116
GFPIKEDFLEQSEQLFGAK AARMYLQKGFPIKEDF SEQLFGAKPVSLTGKQ K G F A K P 1 0 0 1 0 2 3 2 0 1 2 2 0 3 1 1 0 0 0 0 0 0 19 1 2182.095 sp|P08697sp|P08697|A2A 171 189 yes no 2;3 4.19E-178 207.97 1312 235 1342 216208;21620102478;10 102479 224
GFPSVLR NSDISSTRGFPSVLRG RGFPSVLRGGKYAATS R G F L R G 0 1 0 0 0 0 0 1 0 0 1 0 0 1 1 1 0 0 0 1 0 0 7 0 774.4388 sp|P01871 sp|P01871|IGH 55 61 yes yes 2 0.0033618 131.65 1313 128 1343 216547;21654102702;10 102738 117
GFPTIYFSPANK VPSPYEVRGFPTIYFS IYFSPANKKLNPKKYE R G F N K K 1 0 1 0 0 0 0 1 0 1 0 1 0 2 2 1 1 0 1 0 0 0 12 0 1340.677 sp|P30101 sp|P30101|PD 449 460 yes yes 2 4.98E-10 114.4 1314 340 1344 216717;21671102822;10 102822 1
GFQALGDAADIR IKMTKMYKGFQALGDA LGDAADIRFVYTPAME K G F I R F 3 1 0 2 0 1 0 2 0 1 1 0 0 1 0 0 0 0 0 0 0 0 12 0 1232.615 sp|P01033 sp|P01033|TIM 71 82 yes yes 2 8.36E-14 147.75 1315 99 1345 216775;21677102824;10 102826 111
GFQQLLQELNQPR SSEKELHRGFQQLLQE LQELNQPRDGFQLSLG R G F P R D 0 1 1 0 0 4 1 1 0 0 3 0 0 1 1 0 0 0 0 0 0 0 13 0 1569.826 sp|P05154sp|P05154|IPS 110 122 yes yes 2;3 1.16E-183 240.47 1316 190 1346 216946;21694102936;10 102960 273
GFQVVVTLR EYQIRLEKGFQVVVTL FQVVVTLRREDFDVEA K G F L R R 0 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 1 0 0 3 0 0 9 0 1017.597 sp|P09871 sp|P09871|C1S 211 219 yes yes 2 0.0005957 122.18 1317 242 1347 217289;21729103209;103 103209 44
GFSLDEATNLNGGLLR QAAQDFVRGFSLDEAT NLNGGLLRGIEILNQV R G F L R G 1 1 2 1 0 0 1 3 0 0 4 0 0 1 0 1 1 0 0 0 0 0 16 0 1675.853 sp|P19827sp|P19827|ITIH 361 376 yes yes 2;3 2.91E-302 237.84 1319 305 1349 217426;21742103259;103 103325 85
GFTIPEAFR QVVCKKYRGFTIPEAF FTIPEAFRGVHRYLSN R G F F R G 1 1 0 0 0 0 1 1 0 1 0 0 0 2 1 0 1 0 0 0 0 0 9 0 1036.534 sp|O00299sp|O00299|CL 196 204 yes yes 2 0.0007446 111.82 1321 42 1351 217594;21759103351;103 103357 50
GFVVAGPSR SIELTCPKGFVVAGPS FVVAGPSRYTCQGNSW K G F S R Y 1 1 0 0 0 0 0 2 0 0 0 0 0 1 1 1 0 0 0 2 0 0 9 0 888.4818 sp|P13671 sp|P13671|CO 735 743 yes yes 2 0.0006358 125.25 1322 277 1352 217662;21766103401;103 103409 110
GGDDLDPNYVLSSR DLNHENLKGGDDLDPN PNYVLSSRVRTGRSIK K G G S R V 0 1 1 3 0 0 0 2 0 0 2 0 0 0 1 2 0 0 1 1 0 0 14 0 1506.695 sp|P06732 sp|P06732|KC 117 130 yes yes 2 7.95E-13 104.82 1323 207 1353 217849;21785 103511 103511 1
GGEGTGYFVDFSVR IERVARVRGGEGTGYF YFVDFSVRNCPRHHFP R G G V R N 0 1 0 1 0 0 1 4 0 0 0 0 0 2 0 1 1 0 1 2 0 0 14 0 1489.684 sp|P04196sp|P04196|HR 188 201 yes yes 2;3 2.56E-64 175.15 1324 176 1354 217857;21785103512;103 103889 486
GGETAQSADPQWEQLNNK GPLDQLEKGGETAQSA QWEQLNNKNLSMPLLP K G G N K N 2 0 2 1 0 3 2 2 0 0 1 1 0 0 1 1 1 1 0 0 0 0 18 0 1971.892 sp|P05546sp|P05546|HE 31 48 yes yes 2 2.23E-166 262.43 1325 199 1355 218593;21859104000;104 104020 183
GGETSEMYLIQPDSSVK ECEEIIRKGGETSEMY IQPDSSVKPYRVYCDM K G G V K P 0 0 0 1 0 1 2 2 0 1 1 1 1 0 1 3 1 0 1 1 0 0 17 0 1839.856 sp|P02675 sp|P02675|FIB 248 264 yes yes 2 4.87E-10 96.866 1326 143 1356 218789;21879104183;104 104185 14
GGETSEMYLIQPDSSVKPYR ECEEIIRKGGETSEMY DSSVKPYRVYCDMNTE K G G Y R V 0 1 0 1 0 1 2 2 0 1 1 1 1 0 2 3 1 0 2 1 0 0 20 1 2256.073 sp|P02675 sp|P02675|FIB 248 267 yes yes 2;3 7.04E-15 91.065 1327 143 1357 218897;21889104197;104 104197 26
GGFVLLDGETFEVK GDVKGNGKGGFVLLDG DGETFEVKGTWERPGG K G G V K G 0 0 0 1 0 0 2 3 0 0 2 1 0 2 0 0 1 0 0 2 0 0 14 0 1509.772 sp|Q13228sp|Q13228|SB 161 174 yes yes 2 0.000179 77.379 1328 449 1358 219041;21904 104223 104223 1
GGGAGFISGLSYLELDNPAGNK LRGEPFIRGGGAGFIS LDNPAGNKRRYSAWAE R G G N K R 2 0 2 1 0 0 1 6 0 1 3 1 0 1 1 2 0 0 1 0 0 0 22 0 2136.049 sp|P10643 sp|P10643|CO 379 400 yes yes 2;3 7.94E-196 266.97 1329 252 1359 219048;21904104224;104 104318 109
GGGALLGDR VFTNIHGRGGGALLGD GGALLGDRWILTAAHT R G G D R W 1 1 0 1 0 0 0 4 0 0 2 0 0 0 0 0 0 0 0 0 0 0 9 0 814.4297 sp|Q9NZP8sp|P00736|C1 487 495 no no 2 9.95E-09 147.34 1330 81;540 1360 219233;21923104333;104 104376 102
GGNQLYCVK LLPPQCFKGGNQLYCV GNQLYCVKMGSSTSEK K G G V K M 0 0 1 0 1 1 0 2 0 0 1 1 0 0 0 0 0 0 1 1 0 0 9 0 1037.496 sp|P13671 sp|P13671|CO 891 899 yes yes 2 0.0085911 79.116 1332 277 1362 219411;21941 104440 104440 1
GGPFSDSYR NDNRSVLKGGPFSDSY GPFSDSYRLFQFHFHW K G G Y R L 0 1 0 1 0 0 0 2 0 0 0 0 0 1 1 2 0 0 1 0 0 0 9 0 984.4301 sp|P00915 sp|P00915|CA 82 90 yes yes 2 0.0008475 109.01 1333 90 1363 219471;21947104441;104 104441 30
GGQIMTLK TACTIQLRGGQIMTLK GGQIMTLKRDETLQDG R G G L K R 0 0 0 0 0 1 0 2 0 1 1 1 1 0 0 0 1 0 0 0 0 0 8 0 846.4633 sp|P04275 sp|P04275|VW 2655 2662 yes yes 2 0.01264 116.54 1334 179 1364 219622;21962104471;104 104471 2
GGSASTWLTAFALR DYSYSVWKGGSASTWL WLTAFALRVLGQVNKY K G G L R V 3 1 0 0 0 0 0 2 0 0 2 0 0 1 0 2 2 1 0 0 0 0 14 0 1436.741 sp|P01031 sp|P01031|CO 1071 1084 yes no 2 0.000276 74.944 1335 98 1365 219702;21970104473;104 104483 16
GGSIQQYIYK ESVYFFKRGGSIQQYI SIQQYIYKQEPVQKCP R G G Y K Q 0 0 0 0 0 2 0 2 0 2 0 1 0 0 0 1 0 0 2 0 0 0 10 0 1155.592 sp|Q92954sp|Q92954|PR 1265 1274 yes yes 2 0.002401 86.953 1338 512 1368 219749;21975104492;104 104518 40
GGSTSYGTGSETESPR PGGNEITRGGSTSYGT GSETESPRNPSSAGSW R G G P R N 0 1 0 0 0 0 2 4 0 0 0 0 0 0 1 4 3 0 1 0 0 0 16 0 1571.67 sp|P02671 sp|P02671|FIB 272 287 yes yes 2 1.59E-53 144.1 1339 142 1369 219853;21985104532;104 104541 58
GGVEYLFR FTVTGLQKGGVEYLFR GGVEYLFRVSARNRVG K G G F R V 0 1 0 0 0 0 1 2 0 0 1 0 0 1 0 0 0 0 1 1 0 0 8 0 939.4814 sp|Q8WZ4sp|Q8WZ42|TI 14083 14090 yes yes 2 0.020126 97.473 1342 508 1372 220420;22042 104879 104879 1
GGYTLVSGYPK QVYVFLTKGGYTLVSG TLVSGYPKRLEKEVGT K G G P K R 0 0 0 0 0 0 0 3 0 0 1 1 0 0 1 1 1 0 2 1 0 0 11 0 1140.582 sp|P02790sp|P02790|HE 333 343 yes yes 2;3 6.64E-05 99.802 1345 164 1375 220536;22053104939;104 104962 294
GHFSISIPVK LVKQEDMKGHFSISIP FSISIPVKSDIAPVAR K G H V K S 0 0 0 0 0 0 0 1 1 2 0 1 0 1 1 2 0 0 0 1 0 0 10 0 1083.608 sp|P01023 sp|P01023|A2 522 531 yes yes 2;3 4.38E-31 143.73 1346 96 1376 221172;22117105239;105 105245 169
GHLFLQTDQPIYNPGQR NLLFSSRRGHLFLQTD PIYNPGQRVRYRVFAL R G H Q R V 0 1 1 1 0 3 0 2 1 1 2 0 0 1 2 0 1 0 1 0 0 0 17 0 1982.996 sp|P0C0L4 sp|P0C0L4|CO 139 155 no no 2;3 4.56E-279 315.13 1347 245;246 1377 221449;22145105410;105 105416 308
GICWCVDK KPSRGRKRGICWCVDK GICWCVDKYGMKLPGM R G I D K Y 0 0 0 1 2 0 0 1 0 1 0 1 0 0 0 0 0 1 0 1 0 0 8 0 1036.447 sp|P24593 sp|P24593|IBP 239 246 yes yes 2 0.022716 84.097 1349 324 1379 221854;22185 105753 105753 1
GIISALLVPPETEEAK TYILNIKRGIISALLV PPETEEAKQVLFLDTV R G I A K Q 2 0 0 0 0 0 3 1 0 2 2 1 0 0 2 1 1 0 0 1 0 0 16 0 1665.919 sp|P04114sp|P04114|AP 159 174 yes yes 2;3 1.24E-19 143 1350 174 1380 222023;22202105754;105 106075 390
GILAADESTGSIAK HRIVAPGKGILAADES ESTGSIAKRLQSIGTE K G I A K R 3 0 0 1 0 0 1 2 0 2 1 1 0 0 0 2 1 0 0 0 0 0 14 0 1331.693 sp|P04075 sp|P04075|ALD 29 42 yes yes 2 2.92E-32 138.71 1351 172 1381 222445;22244106147;106 106156 45
GILNEIK GVSVGKCRGILNEIKD RGILNEIKDRNKRDTM R G I I K D 0 0 1 0 0 0 1 1 0 2 1 1 0 0 0 0 0 0 0 0 0 0 7 0 785.4647 sp|P07358sp|P07358|CO 405 411 yes yes 2 0.010134 106.76 1352 216 1382 222565;22256106192;106 106193 26
GILTVDELLAIR TFPDAEDKGILTVDEL VDELLAIRIPLNDLFR K G I I R I 1 1 0 1 0 0 1 1 0 2 3 0 0 0 0 0 1 0 0 1 0 0 12 0 1311.776 sp|P13473 sp|P13473|LAM 133 144 yes yes 2 3.00E-14 125.56 1353 271 1383 222690;22269106218;106 106247 58
GIQVEIYSFPK CESRKLEKGIQVEIYS VEIYSFPKDPEIHLSG K G I P K D 0 0 0 0 0 1 1 1 0 2 0 1 0 1 1 1 0 0 1 1 0 0 11 0 1279.681 sp|P19320sp|P19320|VC 107 117 yes yes 2 0.021841 56.729 1354 302 1384 222830;22283106276;106 106276 4
GISQEQMNEFR QILTRDAKGISQEQMN QEQMNEFRASFNHFDR K G I F R A 0 1 1 0 0 2 2 1 0 1 0 0 1 1 0 1 0 0 0 0 0 0 11 0 1337.603 sp|P12814sp|P12814|AC 742 752 yes yes 2 4.76E-32 166.16 1355 266 1385 222898;22289106280;106 106280 8
GISSTTVTGR HGDGRSYRGISSTTVT SSTTVTGRTCQSWSSM R G I G R T 0 1 0 0 0 0 0 2 0 1 0 0 0 0 0 2 3 0 0 1 0 0 10 0 977.5142 sp|P08519sp|P08519|AP 4020 4029 yes yes 2 0.019855 64.654 1356 230 1386 222919;22292106288;106 106289 2
GISTSAASPAVGTVGMDMDEDDDFSK LRYQKDKKGISTSAAS DEDDDFSKWNFYYSPQ K G I S K W 3 0 0 5 0 0 1 3 0 1 0 1 2 1 1 4 2 0 0 2 0 0 26 0 2602.105 sp|P04114sp|P04114|AP 3996 4021 yes yes 2 0.000258 61.127 1357 174 1387 222958;22295106290;106 106290 2
GIVAAFYSGPSLSDK APGGGKQKGIVAAFYS SGPSLSDKEKLNVEAA K G I D K E 2 0 0 1 0 0 0 2 0 1 1 1 0 1 1 3 0 0 1 1 0 0 15 0 1510.767 sp|P80108sp|P80108|PH 545 559 yes yes 2 4.10E-58 157.68 1358 422 1388 223009;22301106292;106 106296 159
GIVDQSQQAYQEAFEISK VAAGDDKKGIVDQSQQ QEAFEISKKEMQPTHP K G I S K K 2 0 0 1 0 4 2 1 0 2 0 1 0 1 0 2 0 0 1 1 0 0 18 0 2039.98 sp|P63104sp|P63104|143 140 157 yes yes 2;3 1.19E-113 185.2 1359 411 1389 223197;22319106451;106 106464 76
GIVEECCFR SRVSRRSRGIVEECCF IVEECCFRSCDLALLE R G I F R S 0 1 0 0 2 0 2 1 0 1 0 0 0 1 0 0 0 0 0 1 0 0 9 0 1168.501 sp|P01344sp|P01344|IGF 65 73 yes yes 2 1.80E-14 160.91 1360 104 1390 223343;22334106527;106 106585 74
GIWLEAGK LSDDDPKKGIWLEAGK GIWLEAGKALDYYMLR K G I G K A 1 0 0 0 0 0 1 2 0 1 1 1 0 0 0 0 0 1 0 0 0 0 8 0 872.4756 sp|Q9Y490sp|Q9Y490|TL 59 66 yes yes 2 0.023127 79.146 1361 554 1391 223493;22349106601;106 106603 4
GIYGTISR SGVTLDPRGIYGTISR GIYGTISRRKEFPYRI R G I S R R 0 1 0 0 0 0 0 2 0 2 0 0 0 0 0 1 1 0 1 0 0 0 8 0 865.4658 sp|P01031 sp|P01031|CO 948 955 yes yes 2 0.0029185 132.09 1362 98 1392 223556;22355106605;106 106613 67
GKEESLDSDLYAELR QTKRNLAKGKEESLDS SDLYAELRCMCIKTTS K G K L R C 1 1 0 2 0 0 3 1 0 0 3 1 0 0 0 2 0 0 1 0 0 0 15 1 1723.827 sp|P02775 sp|P02775|CXC 48 62 yes yes 2;3 6.78E-302 270.27 1363 160 1393 223684;22368106672;106 106680 156
GLADSGWFLDNK GYPAIQVRGLADSGWF SGWFLDNKQYRHTDCV R G L N K Q 1 0 1 2 0 0 0 2 0 0 2 1 0 1 0 1 0 1 0 0 0 0 12 0 1321.63 sp|Q6P988sp|Q6P988|NO 261 272 yes yes 2 0.0027196 66.595 1364 486 1394 223937;22393 106828 106828 1
GLAFTDVDVDSIK VTNIDRPKGLAFTDVD DVDVDSIKIAWESPQG K G L I K I 1 0 0 3 0 0 0 1 0 1 1 1 0 1 0 1 1 0 0 2 0 0 13 0 1378.698 sp|P02751 sp|P02751|FIN 1637 1649 yes yes 2 7.58E-21 117.67 1365 153 1395 223939;22394106829;106 106830 6
GLAGAVSELLR RPLLQAAKGLAGAVSE GAVSELLRSAQPASAE K G L L R S 2 1 0 0 0 0 1 2 0 0 3 0 0 0 0 1 0 0 0 1 0 0 11 0 1084.624 sp|Q9Y490sp|Q9Y490|TL 614 624 yes yes 2 2.74E-68 194.9 1366 554 1396 223962;22396106839;106 106935 102
GLAGLGDVAEVR KRKQISVRGLAGLGDV LGDVAEVRKSFNRHLH R G L V R K 2 1 0 1 0 0 1 3 0 0 2 0 0 0 0 0 0 0 0 2 0 0 12 0 1155.625 sp|P11216sp|P11216|PYG 18 29 yes yes 2 9.35E-08 104.42 1367 256 1397 224234;22423106942;106 106943 2
GLAGVENVTELK KRKQISVRGLAGVENV VENVTELKKNFNRHLH R G L L K K 1 0 1 0 0 0 2 2 0 0 2 1 0 0 0 0 1 0 0 2 0 0 12 0 1228.666 sp|P11217sp|P11217|PYG 18 29 yes yes 2 3.42E-05 88.681 1368 257 1398 224258;22425106944;106 106945 2
GLASANVDFAFSLYK VNMSNHHRGLASANVD DFAFSLYKHLVALSPK R G L Y K H 3 0 1 1 0 0 0 1 0 0 2 1 0 2 0 2 0 0 1 1 0 0 15 0 1601.809 sp|P08185 sp|P08185|CB 38 52 yes yes 2 0.0016849 61.353 1369 224 1399 224261;22426 106946 106946 1
GLCVATPVQLR GLSLSKTKGLCVATPV VATPVQLRVFREFHLH K G L L R V 1 1 0 0 1 1 0 1 0 0 2 0 0 0 1 0 1 0 0 2 0 0 11 0 1212.665 sp|P0C0L4 sp|P0C0L4|CO 818 828 no no 2;3 3.71E-42 175.38 1370 245;246 1400 224263;22426106947;106 107197 273
GLEEELQFSLGSK QLNNRQIRGLEEELQF LQFSLGSKINVKVGGN R G L S K I 0 0 0 0 0 1 3 2 0 0 3 1 0 1 0 2 0 0 0 0 0 0 13 0 1435.72 sp|P0C0L4 sp|P0C0L4|CO 1353 1365 no no 2 1.10E-128 219.5 1371 245;246 1401 224649;22465107225;107 107297 1690
GLETSLAECTFTK ECLHVHCRGLETSLAE LAECTFTKRRTMGYQD R G L T K R 1 0 0 0 1 0 2 1 0 0 2 1 0 1 0 1 3 0 0 0 0 0 13 0 1455.692 sp|P05156sp|P05156|CFA 188 200 yes no 2 3.53E-113 207.34 1373 192 1403 226718;22671108939;108 109106 209
GLEVTITAR FYYIYNEKGLEVTITA LEVTITARFLYGKKVE K G L A R F 1 1 0 0 0 0 1 1 0 1 1 0 0 0 0 0 2 0 0 1 0 0 9 0 958.5448 sp|P01024sp|P01024|CO 250 258 yes yes 2 0.0008502 119.17 1374 97 1404 226964;22696109148;109 109161 36
GLEWVANIK WVRQAPGKGLEWVANI LEWVANIKQDGSEKYY K G L I K Q 1 0 1 0 0 0 1 1 0 1 1 1 0 0 0 0 0 1 0 1 0 0 9 0 1028.566 sp|P01780sp|P01780|HV 63 71 yes yes 2 0.0005492 127.12 1375 121 1405 227048;22704109186;109 109187 103
GLFDEYGSK FVPTSAPRGLFDEYGS LFDEYGSKKSDYIKLY R G L S K K 0 0 0 1 0 0 1 2 0 0 1 1 0 1 0 1 0 0 1 0 0 0 9 0 1014.466 sp|P14625 sp|P14625|EN 396 404 yes no 2 0.04628 58.981 1376 284 1406 227208;22720 109290 109290 1
GLFIIDGK TDEGIAYRGLFIIDGK GLFIIDGKGVLRQITV R G L G K G 0 0 0 1 0 0 0 2 0 2 1 1 0 1 0 0 0 0 0 0 0 0 8 0 861.496 sp|P32119sp|P32119|PR 128 135 yes yes 1;2 0.011583 110.63 1377 342 1407 227216;22721109291;109 109371 91
GLGEISAASEFK RLAALNGKGLGEISAA ISAASEFKTQPVQGEP K G L F K T 2 0 0 0 0 0 2 2 0 1 1 1 0 1 0 2 0 0 0 0 0 0 12 0 1207.609 sp|P13591 sp|P13591|NC 593 604 yes yes 2 3.08E-20 136.63 1378 273 1408 227433;22743109383;109 109384 58
GLGELQELYLK SLPLGALRGLGELQEL ELQELYLKGNELKTLP R G L L K G 0 0 0 0 0 1 2 2 0 0 4 1 0 0 0 0 0 0 1 0 0 0 11 0 1261.692 sp|P07359sp|P07359|GP 138 148 yes yes 2 1.56E-12 133.57 1379 217 1409 227554;22755109441;109 109592 159
GLGTDEDTLIEILASR DELRAAMKGLGTDEDT LIEILASRTNKEIRDI K G L S R T 1 1 0 2 0 0 2 2 0 2 3 0 0 0 0 1 2 0 0 0 0 0 16 0 1701.879 sp|P04083 sp|P04083|AN 129 144 yes yes 2 1.16E-08 92.925 1380 173 1410 227747;22774 109601 109601 1
GLIDEVNQDFTNR CPSGCRMKGLIDEVNQ VNQDFTNRINKLKNSL K G L N R I 0 1 2 2 0 1 1 1 0 1 1 0 0 1 0 0 1 0 0 1 0 0 13 0 1519.727 sp|P02671 sp|P02671|FIB 72 84 yes yes 2 1.46E-206 245.5 1381 142 1411 227757;22775109602;109 109614 114
GLKPGVVYEGQLISIQQYGHQEVTR HLNSYTIKGLKPGVVY YGHQEVTRFDFTTTST K G L T R F 0 1 0 0 0 4 2 4 1 2 2 1 0 0 1 1 1 0 2 3 0 0 25 1 2798.472 sp|P02751 sp|P02751|FIN 670 694 yes yes 3;4 5.23E-37 105.03 1382 153 1412 227993;22799109717;109 109747 45
GLLFSPAPQPR SLEWSQARGLLFSPAP FSPAPQPRRLLPGPQE R G L P R R 1 1 0 0 0 1 0 1 0 0 2 0 0 1 3 1 0 0 0 0 0 0 11 0 1181.656 sp|Q76LX8sp|Q76LX8|AT 1166 1176 yes yes 3 0.048833 25.437 1383 491 1413 228108;22810109762;109 109762 14
GLLSGWAR HLLIPRTRGLLSGWAR GLLSGWARNGTDLGNS R G L A R N 1 1 0 0 0 0 0 2 0 0 2 0 0 0 0 1 0 1 0 0 0 0 8 0 858.4712 sp|P22891 sp|P22891|PRO 298 305 yes yes 2 1.38E-10 160.69 1384 316 1414 228202;22820109776;109 109783 43
GLPAPIEK YKCKVSNKGLPAPIEK GLPAPIEKTISKTKGQ K G L E K T 1 0 0 0 0 0 1 1 0 1 1 1 0 0 2 0 0 0 0 0 0 0 8 0 823.4804 sp|P01859sp|P01859|IGH 206 213 yes yes 2 0.040535 68.787 1385 125 1415 228334;22833109819;109 109819 11
GLPNVVTSAISLPNIR VKVSILWRGLPNVVTS AISLPNIRKPDGYDYY R G L I R K 1 1 2 0 0 0 0 1 0 2 2 0 0 0 2 2 1 0 0 2 0 0 16 0 1649.947 sp|Q92954sp|Q92954|PR 1345 1360 yes yes 2;3 1.81E-53 143.42 1386 512 1416 228493;22849109830;109 110085 300
GLPSSIEK YKCKVSNKGLPSSIEK GLPSSIEKTISKAKGQ K G L E K T 0 0 0 0 0 0 1 1 0 1 1 1 0 0 1 2 0 0 0 0 0 0 8 0 829.4545 sp|P01861 sp|P01861|IGH 207 214 yes yes 2 0.007712 86.472 1387 127 1417 228851;22885110130;110 110130 2
GLQDEDGYR RQRRALERGLQDEDGY LQDEDGYRMKFACYYP R G L Y R M 0 1 0 2 0 1 1 2 0 0 1 0 0 0 0 0 0 0 1 0 0 0 9 0 1051.457 sp|P0C0L4 sp|P0C0L4|CO 1605 1613 no no 2 2.34E-34 182.13 1388 245;246 1418 228886;22888110132;110 110218 113
GLQDVNLR VLRQVYQKGLQDVNLR GLQDVNLRNFSYGQTS K G L L R N 0 1 1 1 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 1 0 0 8 0 913.4981 sp|Q9H4A9sp|Q9H4A9|DP 103 110 yes yes 2 8.05E-05 97.071 1389 528 1419 229287 110245 110245 1
GLQPTLTNPGECR PPVPHCERGLQPTLTN LTNPGECRPNFTCACR R G L C R P 0 1 1 0 1 1 1 2 0 0 2 0 0 0 2 0 2 0 0 0 0 0 13 0 1441.698 sp|P04275 sp|P04275|VW 2343 2355 yes yes 2 0.0003751 72.434 1390 179 1420 229288;22928110246;110 110247 2
GLQSGVDIGVK LAGKAKTKGLQSGVDI SGVDIGVKYSEKQERN K G L V K Y 0 0 0 1 0 1 0 3 0 1 1 1 0 0 0 1 0 0 0 2 0 0 11 0 1071.592 sp|Q99439sp|Q99439|CN 135 145 yes yes 2 0.017127 59.931 1391 519 1421 229293;22929 110248 110248 1
GLQYAAQEGLLALQSELLR LVARITDKGLQYAAQE ALQSELLRITLPDFTG K G L L R I 3 1 0 0 0 3 2 2 0 0 6 0 0 0 0 1 0 0 1 0 0 0 19 0 2072.127 sp|P18428sp|P18428|LBP 38 56 yes yes 2 7.91E-41 113.76 1392 301 1422 229344;22934110249;110 110249 1
GLQYLLEK GYQYPGYRGLQYLLEK GLQYLLEKGDYKDSSD R G L E K G 0 0 0 0 0 1 1 1 0 0 3 1 0 0 0 0 0 0 1 0 0 0 8 0 962.5437 sp|P43320sp|P43320|CR 161 168 yes yes 2 0.019807 89.55 1393 361 1423 229380;22938110251;110 110267 30
GLRPSCPNSQSPVK SHRVNCDRGLRPSCPN PNSQSPVKVEETCGCR R G L V K V 0 1 1 0 1 1 0 1 0 0 1 1 0 0 3 3 0 0 0 1 0 0 14 1 1525.767 sp|P04275 sp|P04275|VW 1922 1935 yes yes 3 0.0001934 72.891 1394 179 1424 229617;22961 110281 110281 1
GLTEFVEPIIQIK PDIQLLQKGLTEFVEP VEPIIQIKTQAALSNL K G L I K T 0 0 0 0 0 1 2 1 0 3 1 1 0 1 1 0 1 0 0 1 0 0 13 0 1485.844 sp|Q13201sp|Q13201|MM 962 974 yes yes 2 7.43E-10 101.65 1395 447 1425 229663;22966110282;110 110285 4
GLTSVINQK LPCILNARGLTSVINQ LTSVINQKLKDDEVAQ R G L Q K L 0 0 1 0 0 1 0 1 0 1 1 1 0 0 0 1 1 0 0 1 0 0 9 0 958.5448 sp|P07195 sp|P07195|LD 300 308 yes yes 2 3.07E-06 140.98 1396 211 1426 229740;22974110287;110 110291 39
GLVGEIIK IKPDGVQRGLVGEIIK GLVGEIIKRFEQKGFR R G L I K R 0 0 0 0 0 0 1 2 0 2 1 1 0 0 0 0 0 0 0 1 0 0 8 0 827.5117 sp|P22392 sp|P22392|ND 19 26 yes no 2 0.032206 72.138 1397 314 1427 229867;22986110326;110 110327 5
GLVGIEFK PVEEAYKRGLVGIEFK GLVGIEFKEKLLSAER R G L F K E 0 0 0 0 0 0 1 2 0 1 1 1 0 1 0 0 0 0 0 1 0 0 8 0 861.496 sp|P15924sp|P15924|DE 2319 2326 yes yes 2 0.034576 70.912 1398 290 1428 229934;22993 110331 110331 1
GLWEQCQLLK ISSGEMQKGLWEQCQL WEQCQLLKSTSVFARC K G L L K S 0 0 0 0 1 2 1 1 0 0 3 1 0 0 0 0 0 1 0 0 0 0 10 0 1273.649 sp|P04275 sp|P04275|VW 220 229 yes yes 2 2.31E-11 146.54 1399 179 1429 229936;22993110332;110 110335 51
GLYDVVSVLR DTVFLNMRGLYDVVSV YDVVSVLRIARTPSVN R G L L R I 0 1 0 1 0 0 0 1 0 0 2 0 0 0 0 1 0 0 1 3 0 0 10 0 1119.629 sp|O75144sp|O75144|ICO 195 204 yes yes 2 1.45E-31 176.09 1400 60 1430 230041;23004110384;110 110418 51
GMALFGEGK GHSVLTAKGMALFGEG MALFGEGKAEFTGRHD K G M G K A 1 0 0 0 0 0 1 3 0 0 1 1 1 1 0 0 0 0 0 0 0 0 9 0 908.4426 sp|P04114sp|P04114|AP 3006 3014 yes yes 2 0.0008475 109.01 1401 174 1431 230195;23019110435;110 110446 131
GMCTSPPLIK LCTRKESKGMCTSPPL CTSPPLIKHGVIISST K G M I K H 0 0 0 0 1 0 0 1 0 1 1 1 1 0 2 1 1 0 0 0 0 0 10 0 1102.552 sp|P05160sp|P05160|F13 522 531 yes yes 2 0.0093646 73.665 1402 193 1432 230420;23042110566;110 110574 12
GMTNINDGLLR FVKSMEDKGMTNINDG NINDGLLRGISMLNKA K G M L R G 0 1 2 1 0 0 0 2 0 1 2 0 1 0 0 0 1 0 0 0 0 0 11 0 1202.608 sp|Q06033sp|Q06033|ITI 358 368 yes yes 2 4.04E-68 192.6 1403 436 1433;1434 230472;23047110578;110 110613 44
GNDDHWIVDTDYDTYAVQYSCR GVASFLQKGNDDHWIV YAVQYSCRLLNLDGTC K G N C R L 1 1 1 5 1 1 0 1 1 1 0 0 0 0 0 1 2 1 3 2 0 0 22 0 2692.114 sp|P02753 sp|P02753|RET 118 139 yes yes 3 0.0001561 57.293 1404 154 1435 230608;23060 110623 110623 1
GNDIIAAAK EATKWSSKGNDIIAAA NDIIAAAKRMALLMAE K G N A K R 3 0 1 1 0 0 0 1 0 2 0 1 0 0 0 0 0 0 0 0 0 0 9 0 871.4763 sp|P18206sp|P18206|VIN 984 992 yes yes 2 0.0083697 79.451 1405 300 1436 230639;23064110624;110 110626 4
GNFHAVYR YHKYSLIKGNFHAVYR GNFHAVYRDDLKKLLE K G N Y R D 1 1 1 0 0 0 0 1 1 0 0 0 0 1 0 0 0 0 1 1 0 0 8 0 962.4723 sp|P05109sp|P05109|S10 24 31 yes yes 2 0.035822 70.268 1406 189 1437 230724;23072 110628 110628 1
GNFNYIEFTR REAPIDKKGNFNYIEF FNYIEFTRILKHGAKD K G N T R I 0 1 2 0 0 0 1 1 0 1 0 0 0 2 0 0 1 0 1 0 0 0 10 0 1259.594 sp|P19105 sp|P19105|ML 151 160 yes no 2 0.0070877 76.1 1407 50 1438 230757;23075 110629 110629 1
GNLCVNLMR FTYHASSRGNLCVNLM NLCVNLMRGRERAQKV R G N M R G 0 1 2 0 1 0 0 1 0 0 2 0 1 0 0 0 0 0 0 1 0 0 9 0 1075.527 sp|P02746sp|P02746|C1Q 178 186 yes yes 2 2.40E-14 160.03 1408 148 1439 230782;23078110630;110 110634 94
GNLLQCICTGNGR TWSKKDNRGNLLQCIC CICTGNGRGEWKCERH R G N G R G 0 1 2 0 2 1 0 3 0 1 2 0 0 0 0 0 1 0 0 0 0 0 13 0 1461.682 sp|P02751 sp|P02751|FIN 253 265 yes yes 2 1.24E-113 211.78 1409 153 1440 230934;23093110724;110 110749 30
GNPAVSYVR VTTKNQNRGNPAVSYV NPAVSYVRVVTVAALG R G N V R V 1 1 1 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 1 2 0 0 9 0 961.4981 sp|Q9Y6R7sp|Q9Y6R7|FC 1725 1733 yes no 2 0.0010813 105.14 1410 559 1441 230984;23098110754;110 110754 8
GNPEPTFSWTK FQIECEAKGNPEPTFS EPTFSWTKDGNPFYFT K G N T K D 0 0 1 0 0 0 1 1 0 0 0 1 0 1 2 1 2 1 0 0 0 0 11 0 1262.593 sp|O00533sp|O00533|NC 61 71 yes yes 2 4.88E-05 101.97 1411 45 1442 231084;23108110762;110 110766 5
GNPEQTPVLKPEEEAPAPEVGASK SDLQAQSKGNPEQTPV APEVGASKPEGIDSRP K G N S K P 3 0 1 0 0 1 5 2 0 0 1 2 0 0 5 1 1 0 0 2 0 0 24 1 2473.234 sp|P04004sp|P04004|VT 108 131 yes yes 3 2.02E-05 60.104 1412 168 1443 231223;23122110769;110 110769 2
GNPEQTPVLKPEEEAPAPEVGASKPEGIDSR SDLQAQSKGNPEQTPV KPEGIDSRPETLHPGR K G N S R P 3 1 1 1 0 1 6 3 0 1 1 2 0 0 6 2 1 0 0 2 0 0 31 2 3227.595 sp|P04004sp|P04004|VT 108 138 yes yes 3;4 1.03E-55 107.29 1413 168 1444 231243;23124110771;110 110776 69
GNPPIYR LKREALVKGNPPIYRF KGNPPIYRFWKDNLQH K G N Y R F 0 1 1 0 0 0 0 1 0 1 0 0 0 0 2 0 0 0 1 0 0 0 7 0 815.429 sp|P01031 sp|P01031|CO 1220 1226 yes no 2 0.010178 110.54 1414 98 1445 231388;23138110840;110 110852 15
GNPTVEVDLFTSK AREIFDSRGNPTVEVD EVDLFTSKGLFRAAVP R G N S K G 0 0 1 1 0 0 1 1 0 0 1 1 0 1 1 1 2 0 0 2 0 0 13 0 1405.709 sp|P06733 sp|P06733|EN 16 28 yes yes 2 2.32E-05 86.313 1415 208 1446 231514;23151110856;110 110861 6
GNQGFNNNWLR AQPLSVFRGNQGFNNN GFNNNWLRVVPRTRFG R G N L R V 0 1 4 0 0 1 0 2 0 0 1 0 0 1 0 0 0 1 0 0 0 0 11 0 1318.617 sp|Q9NQ7 sp|Q9NQ79|CR 437 447 yes yes 2 1.38E-46 178.3 1416 535 1447 231591;23159110862;110 110864 14
GNTEGLQK EDVRGNLRGNTEGLQK GNTEGLQKSLAELGGH R G N Q K S 0 0 1 0 0 1 1 2 0 0 1 1 0 0 0 0 1 0 0 0 0 0 8 0 845.4243 sp|P06727sp|P06727|AP 280 287 yes yes 2 0.022873 82.671 1417 206 1448 231676;23167110877;110 110877 3
GNVATEISTER HFTVKTRKGNVATEIS ATEISTERDLGQCDRF K G N E R D 1 1 1 0 0 0 2 1 0 1 0 0 0 0 0 1 2 0 0 1 0 0 11 0 1175.578 sp|P04114sp|P04114|AP 197 207 yes yes 2 3.60E-68 193.38 1418 174 1449 231781;23178110880;110 110984 131
GPDGLTAFEATDNQAIK KGADKTVKGPDGLTAF ATDNQAIKALLQ____ K G P I K A 3 0 1 2 0 1 1 2 0 1 1 1 0 1 1 0 2 0 0 0 0 0 17 0 1746.842 sp|P58546sp|P58546|MT 98 114 yes yes 2 6.21E-48 160.52 1419 392 1450 231979;23198 111012 111012 1
GPDVLTATVSGK VAGKLQDRGPDVLTAT LTATVSGKLPTQNITF R G P G K L 1 0 0 1 0 0 0 2 0 0 1 1 0 0 1 1 2 0 0 2 0 0 12 0 1143.614 sp|Q14624sp|Q14624|ITI 501 512 yes yes 2 1.94E-27 155.06 1421 463 1452 232094;23209111031;11 111066 191
GPEEEHLGILGPVIWAEVGDTIR SFTNRKERGPEEEHLG AEVGDTIRVTFHNKGA R G P I R V 1 1 0 1 0 0 4 4 1 3 2 0 0 0 2 0 1 1 0 2 0 0 23 0 2486.281 sp|P00450sp|P00450|CER 440 462 yes yes 3 7.93E-64 132.76 1422 74 1453 232488;23248111232;11 111232 3
GPEVQLVAHSPWLK CGLHQLLRGPEVQLVA VAHSPWLKDSLSRTTN R G P L K D 1 0 0 0 0 1 1 1 1 0 2 1 0 0 2 1 0 1 0 2 0 0 14 0 1559.846 sp|P0C0L4 sp|P0C0L4|CO 105 118 no no 2;3 0 280.21 1423 245;246 1454 232497;23249111235;11 111522 369
GPGGVWAAK GNYDAAQRGPGGVWAA PGGVWAAKLISRSRVY R G P A K L 2 0 0 0 0 0 0 3 0 0 0 1 0 0 1 0 0 1 0 1 0 0 9 0 841.4446 sp|P35542 sp|P35542|SAA 66 74 yes yes 2 0.0049118 89.369 1424 349 1455 233007;23300111604;11 111623 25
GPGQADCAVAIGR PTGTIDMRGPGQADCA DCAVAIGRPLGEVVTL R G P G R P 3 1 0 1 1 1 0 3 0 1 0 0 0 0 1 0 0 0 0 1 0 0 13 0 1270.609 sp|Q76LX8sp|Q76LX8|AT 1207 1219 yes yes 2 2.20E-12 114.4 1425 491 1456 233126;23312111629;11 111632 8
GPLDQLEK TSAWGGSKGPLDQLEK GPLDQLEKGGETAQSA K G P E K G 0 0 0 1 0 1 1 1 0 0 2 1 0 0 1 0 0 0 0 0 0 0 8 0 898.476 sp|P05546sp|P05546|HE 23 30 yes yes 2 0.011495 121.99 1426 199 1457 233216;23321111637;11 111701 74
GPLQLER TLPPDLLRGPLQLERL RGPLQLERLHLEGNKL R G P E R L 0 1 0 0 0 1 1 1 0 0 2 0 0 0 1 0 0 0 0 0 0 0 7 0 811.4552 sp|P02750sp|P02750|A2 210 216 yes yes 2 0.0039703 139.92 1427 152 1458 233328;23332111711;11 111731 59
GPMFELLPGESNK SANCLEEKGPMFELLP LLPGESNKIPRLRTDL K G P N K I 0 0 1 0 0 0 2 2 0 0 2 1 1 1 2 1 0 0 0 0 0 0 13 0 1417.691 sp|P10124sp|P10124|SRG 54 66 yes yes 2 1.39E-06 90.964 1428 250 1459 233486;23348 111770 111770 1
GPSVFPLAPCSR ________________ FPLAPCSRSTSGGTAA K G P S R S 1 1 0 0 1 0 0 1 0 0 1 0 0 1 3 2 0 0 0 1 0 0 12 0 1286.644 sp|P01860sp|P01860|IGH 5 16 no no 2 5.41E-27 152.81 1429 126;125;127 1460 233494;23349111771;11 111871 101
GPSVFPLAPSSK ________________ FPLAPSSKSTSGGTAA K G P S K S 1 0 0 0 0 0 0 1 0 0 1 1 0 1 3 3 0 0 0 1 0 0 12 0 1185.639 sp|P01857sp|P01857|IGH 5 16 yes yes 2 6.79E-19 129.85 1430 124 1461 233637;23363111876;11 111887 160
GPSYGLSAEVK MSSTQFNKGPSYGLSA YGLSAEVKNRLLSKYD K G P V K N 1 0 0 0 0 0 1 2 0 0 1 1 0 0 1 2 0 0 1 1 0 0 11 0 1106.561 sp|Q99439sp|Q99439|CN 9 19 yes no 2 0.0073072 68.657 1431 519 1462 233855;23385112037;11 112038 2
GPVLQLHDLK ETGQVLERGPVLQLHD VLQLHDLKREAGGGYR R G P L K R 0 0 0 1 0 1 0 1 1 0 3 1 0 0 1 0 0 0 0 1 0 0 10 0 1118.645 sp|P43121 sp|P43121|MU 389 398 yes yes 2 0.0004769 101.64 1432 359 1463 233862;23386112039;11 112040 5
GPWCFTTDPSVR CRNPDADKGPWCFTTD FTTDPSVRWEYCNLKK K G P V R W 0 1 0 1 1 0 0 1 0 0 0 0 0 1 2 1 2 1 0 1 0 0 12 0 1421.64 sp|P00747sp|P00747|PLM 434 445 yes yes 2;3 3.30E-56 180.44 1433 87 1464 233897;23389112045;11 112068 178
GQAGLQR LRKKSRDKGQAGLQRA KGQAGLQRALEILQEE K G Q Q R A 1 1 0 0 0 2 0 2 0 0 1 0 0 0 0 0 0 0 0 0 0 0 7 0 728.3929 sp|P0C0L4 sp|P0C0L4|CO 750 756 no no 2 0.010751 105.42 1434 245;246 1465 234115;23411112225;11 112225 2
GQCIINSNK CEKKIPERGQCIINSN QCIINSNKDDRPKDLS R G Q N K D 0 0 2 0 1 1 0 1 0 2 0 1 0 0 0 1 0 0 0 0 0 0 9 0 1032.502 sp|P43652 sp|P43652|AFA 311 319 yes yes 2 7.41E-06 165.52 1435 362 1466 234138;23413112227;11 112227 7
GQCLITQSPPYYR CKDNPCGRGQCLITQS TQSPPYYRCVCKHPYT R G Q Y R C 0 1 0 0 1 2 0 1 0 1 1 0 0 0 2 1 1 0 2 0 0 0 13 0 1581.761 sp|Q14520sp|Q14520|HA 123 135 yes yes 2 8.04E-100 202.2 1436 462 1467 234251;23425112234;11 112246 123
GQELCADYSENTFTEYK ELSSFIDKGQELCADY ENTFTEYKKKLAERLK K G Q Y K K 1 0 1 1 1 1 3 1 0 0 1 1 0 1 0 1 2 0 2 0 0 0 17 0 2053.858 sp|P02774sp|P02774|VT 403 419 yes no 2;3 0 306.07 1437 159 1468 234585;23458112366;11 113052 826
GQGTLSVVTMYHAK FTVTAEGKGQGTLSVV VVTMYHAKAKDQLTCN K G Q A K A 1 0 0 0 0 1 0 2 1 0 1 1 1 0 0 1 2 0 1 2 0 0 14 0 1490.755 sp|P01024sp|P01024|CO 1338 1351 yes yes 2;3 0.0051859 58.676 1438 97 1469 236787;23678113210;113 113211 2
GQIHLDPQQDYQLLQVQR ADAWSDQKGQIHLDPQ YQLLQVQRTPEGLTLL K G Q Q R T 0 1 0 2 0 6 0 1 1 1 3 0 0 0 1 0 0 0 1 1 0 0 18 0 2178.118 sp|P09172 sp|P09172|DO 121 138 yes yes 3 4.81E-16 98.796 1439 238 1470 236789;23679113212;113 113212 2
GQIVFMNR YYYMILSRGQIVFMNR GQIVFMNREPKRTLTS R G Q N R E 0 1 1 0 0 1 0 1 0 1 0 0 1 1 0 0 0 0 0 1 0 0 8 0 963.496 sp|P0C0L4 sp|P0C0L4|CO 513 520 no no 2 4.79E-13 142.11 1440 245;246 1471 236822;23682113214;113 113315 127
GQPSVLQVVNLPIVER TWTANVGKGQPSVLQV VNLPIVERPVCKDSTR K G Q E R P 0 1 1 0 0 2 1 1 0 1 2 0 0 0 2 1 0 0 0 4 0 0 16 0 1746.999 sp|P00734sp|P00734|TH 518 533 yes yes 2;3 6.36E-151 212.83 1441 80 1472 237003;23700113341;113 113394 546
GQPSVLQVVNLPIVERPVCK TWTANVGKGQPSVLQV IVERPVCKDSTRIRIT K G Q C K D 0 1 1 0 1 2 1 1 0 1 2 1 0 0 3 1 0 0 0 5 0 0 20 1 2231.246 sp|P00734sp|P00734|TH 518 537 yes yes 2;3;4 1.61E-119 216.54 1442 80 1473 237731;23773113889;113 113897 264
GQSEDPGSLLSLFR VSANMTVKGQSEDPGS GSLLSLFRRLSDQRSK K G Q F R R 0 1 0 1 0 1 1 2 0 0 3 0 0 1 1 3 0 0 0 0 0 0 14 0 1504.752 sp|P08195 sp|P08195|4F2 511 524 yes yes 2 0.0045162 59.542 1443 225 1474 238224;23822114153;114 114154 2
GQSISVTSIR EAGALRCRGQSISVTS SISVTSIRPCAAETQ_ R G Q I R P 0 1 0 0 0 1 0 1 0 2 0 0 0 0 0 3 1 0 0 1 0 0 10 0 1046.572 sp|P10643 sp|P10643|CO 827 836 yes yes 2 7.04E-25 168.27 1444 252 1475 238262;23826114155;114 114160 85
GQTLLAVAK CAGPEAVKGQTLLAVA QTLLAVAKSQ______ K G Q A K S 2 0 0 0 0 1 0 1 0 0 2 1 0 0 0 0 1 0 0 1 0 0 9 0 899.544 sp|P02750sp|P02750|A2 337 345 yes yes 2 0.030691 65.252 1445 152 1476 238411;23841114240;114 114243 10
GQVPENEANVVITTLK IFNPTTYKGQVPENEA NVVITTLKVTDADAPN K G Q L K V 1 0 2 0 0 1 2 1 0 1 1 1 0 0 1 0 2 0 0 3 0 0 16 0 1710.915 sp|P12830sp|P12830|CA 382 397 yes yes 2 8.68E-05 70.622 1446 267 1477 238486;23848114250;114 114250 2
GQVVPALNEK CAGPAYLKGQVVPALN VVPALNEKQLVCPVTR K G Q E K Q 1 0 1 0 0 1 1 1 0 0 1 1 0 0 1 0 0 0 0 2 0 0 10 0 1053.582 sp|P22792 sp|P22792|CP 432 441 yes yes 2 5.55E-07 128.12 1447 315 1478 238517;23851114253;114 114368 116
GQVVSLIR GAKQVNYRGQVVSLIR GQVVSLIRMRNPWGEV R G Q I R M 0 1 0 0 0 1 0 1 0 1 1 0 0 0 0 1 0 0 0 2 0 0 8 0 870.5287 sp|P07384sp|P07384|CA 286 293 yes yes 2 0.022716 84.097 1448 219 1479 238749;23875114369;114 114370 3
GQWGTVCDDGWDIK GRVEVEQKGQWGTVCD CDDGWDIKDVAVLCRE K G Q I K D 0 0 0 3 1 1 0 3 0 1 0 1 0 0 0 0 1 2 0 1 0 0 14 0 1635.699 sp|O43866sp|O43866|CD 43 56 yes yes 2 3.61E-25 130.56 1449 57 1480 238766;23876114372;114 114377 96
GQWGTVCDNLWDLTDASVVCR GRVEIFYRGQWGTVCD TDASVVCRALGFENAT R G Q C R A 1 1 1 3 2 1 0 2 0 0 2 0 0 0 0 1 2 2 0 3 0 0 21 0 2451.095 sp|Q08380sp|Q08380|LG 43 63 yes yes 2 0.0001662 83.729 1450 440 1481 238927;23892114468;114 114471 4
GQYCYELDEK NGSLFAFRGQYCYELD YCYELDEKAVRPGYPK R G Q E K A 0 0 0 1 1 1 2 1 0 0 1 1 0 0 0 0 0 0 2 0 0 0 10 0 1303.539 sp|P04004sp|P04004|VT 177 186 yes yes 2 1.43E-11 147.51 1451 168 1482 239006;23900114472;114 114668 213
GRPGPQPWCATTPNFDQDQR LYHKCTHKGRPGPQPW PNFDQDQRWGYCLEPK K G R Q R W 1 2 1 2 1 3 0 2 0 0 0 0 0 1 4 0 2 1 0 0 0 0 20 1 2327.05 sp|P00748sp|P00748|FA 65 84 yes yes 3 8.79E-17 91.475 1452 88 1483 239369;23937114689;114 114690 2
GSEAINAPGDNPAK QPISEASRGSEAINAP APGDNPAKVQNHCQEP R G S A K V 3 0 2 1 0 0 1 2 0 1 0 1 0 0 2 1 0 0 0 0 0 0 14 0 1339.637 sp|Q9NZP8sp|Q9NZP8|C1 177 190 yes yes 2 9.94E-33 140.78 1453 540 1484 239442;23944114691;114 114692 54
GSEMVVAGK NNFRLLFKGSEMVVAG SEMVVAGKLQDRGPDV K G S G K L 1 0 0 0 0 0 1 2 0 0 0 1 1 0 0 1 0 0 0 2 0 0 9 0 876.4375 sp|Q14624sp|Q14624|ITI 488 496 yes yes 2 0.000718 113.5 1454 463 1485 239616;23961114745;114 114756 22
GSESGIFTNTK FVSETESRGSESGIFT SGIFTNTKESSSHHPG R G S T K E 0 0 1 0 0 0 1 2 0 1 0 1 0 1 0 2 2 0 0 0 0 0 11 0 1139.546 sp|P02671 sp|P02671|FIB 548 558 yes yes 2 1.96E-38 171.99 1455 142 1486 239732;23973114767;114 114768 63
GSFALSFPVESDVAPIAR PVESGDMKGSFALSFP SDVAPIARMFIFAILP K G S A R M 3 1 0 1 0 0 1 1 0 1 1 0 0 2 2 3 0 0 0 2 0 0 18 0 1861.957 sp|P20742 sp|P20742|PZP 518 535 yes yes 2;3 1.72E-39 155.02 1456 307 1487 239974;23997114830;114 114896 79
GSFEFPVGDAVSK VSLKVVARGSFEFPVG PVGDAVSKVLQIEKEG R G S S K V 1 0 0 1 0 0 1 2 0 0 0 1 0 2 1 2 0 0 0 2 0 0 13 0 1338.646 sp|P0C0L4 sp|P0C0L4|CO 917 929 no no 2 6.13E-11 110.84 1457 245;246 1488 240111;24011114909;114 115060 159
GSFSTTVTGR HGDGQSYRGSFSTTVT FSTTVTGRTCQSWSSM R G S G R T 0 1 0 0 0 0 0 2 0 0 0 0 0 1 0 2 3 0 0 1 0 0 10 0 1011.499 sp|P08519sp|P08519|AP 3686 3695 yes no 2 0.0030546 83.623 1458 230 1489 240466;24046115070;115 115070 6
GSGTAEVELK EIRTGLIKGSGTAEVE GTAEVELKKGATLKIT K G S L K K 1 0 0 0 0 0 2 2 0 0 1 1 0 0 0 1 1 0 0 1 0 0 10 0 989.5029 sp|P14618sp|P14618|KPY 126 135 yes yes 2 2.95E-06 112.84 1459 283 1490 240512;24051115076;115 115082 9
GSLVQASEANLQAAQDFVR GTRVQSWKGSLVQASE QAAQDFVRGFSLDEAT K G S V R G 4 1 1 1 0 3 1 1 0 0 2 0 0 1 0 2 0 0 0 2 0 0 19 0 2003.007 sp|P19827sp|P19827|ITIH 342 360 yes yes 2;3 0 338.12 1461 305 1492 240629;24063115089;115 115089 825
GSPAINVAVHVFR VKVLDAVRGSPAINVA NVAVHVFRKAADDTWE R G S F R K 2 1 1 0 0 0 0 1 1 1 0 0 0 1 1 1 0 0 0 3 0 0 13 0 1365.752 sp|P02766sp|P02766|TTH 42 54 yes yes 2;3 3.14E-16 147.2 1462 158 1493 242480;24248115931;115 115970 58
GSQAQPDSPSAQLALIAASQSFLQPGGK PLLVQGVRGSQAQPDS SFLQPGGKMVAAAKAS R G S G K M 5 0 0 1 0 5 0 3 0 1 3 1 0 1 3 5 0 0 0 0 0 0 28 0 2753.398 sp|Q9Y490sp|Q9Y490|TL 972 999 yes yes 3 7.01E-24 85.185 1463 554 1494 242671;24267115989;115 116000 12
GSQTQSHPDLGTEGCWDQLSAPR NLGLTFLRGSQTQSHP WDQLSAPRTFTLLDPK R G S P R T 1 1 0 2 1 3 1 3 1 0 2 0 0 0 2 3 2 1 0 0 0 0 23 0 2526.119 sp|Q96PD5sp|Q96PD5|PG 234 256 yes yes 2;3 8.25E-173 192.27 1464 518 1495 242751;24275116001;116 116008 110
GSSTWLTAFVLK SYAAWLSRGSSTWLTA WLTAFVLKVLSLAQEQ R G S L K V 1 0 0 0 0 0 0 1 0 0 2 1 0 1 0 2 2 1 0 1 0 0 12 0 1308.708 sp|P0C0L5 sp|P0C0L5|CO 1073 1084 yes yes 2 0.00012 82.749 1466 246 1497 242937;24293116112;116 116113 42
GSSVIHCDADSK CQKGFVLRGSSVIHCD IHCDADSKWNPSPPAC R G S S K W 1 0 0 2 1 0 0 1 1 1 0 1 0 0 0 3 0 0 0 1 0 0 12 0 1274.556 sp|P04003 sp|P04003|C4 275 286 yes yes 2 6.42E-07 98.04 1467 167 1498 243041;24304116154;116 116155 5
GSTAPVGGGAFPTIVER LRELSFGRGSTAPVGG AFPTIVEREPWDGRDG R G S E R E 2 1 0 0 0 0 1 4 0 1 0 0 0 1 2 1 2 0 0 2 0 0 17 0 1614.837 sp|Q15084sp|Q15084|PD 393 409 yes yes 2 7.57E-06 86.291 1468 465 1499 243092;24309 116159 116159 1
GSTLTSPCQDFGK PKGMIPLKGSTLTSPC SPCQDFGKRMFVFKIT K G S G K R 0 0 0 1 1 1 0 2 0 0 1 1 0 1 1 2 2 0 0 0 0 0 13 0 1396.629 sp|P08567sp|P08567|PLE 52 64 yes yes 2 7.39E-11 110.53 1469 231 1500 243097;24309116160;116 116161 29
GSTSHHLVSR FTFSHDYKGSTSHHLV TSHHLVSRKSISAALE K G S S R K 0 1 0 0 0 0 0 1 2 0 1 0 0 0 0 3 1 0 0 1 0 0 10 0 1079.547 sp|P04114sp|P04114|AP 1948 1957 yes yes 3 0.0043435 60.064 1470 174 1501 243227 116189 116189 1
GSVFNTWK REGYLVKKGSVFNTWK GSVFNTWKPMWVVLLE K G S W K P 0 0 1 0 0 0 0 1 0 0 0 1 0 1 0 1 1 1 0 1 0 0 8 0 937.4658 sp|P08567sp|P08567|PLE 15 22 yes yes 2 0.011069 111.65 1471 231 1502 243228;24322116190;116 116190 2
GSVQYLPDLDDK SPSKAGPRGSVQYLPD YLPDLDDKNSQEKGPQ R G S D K N 0 0 0 3 0 1 0 1 0 0 2 1 0 0 1 1 0 0 1 1 0 0 12 0 1348.651 sp|Q9UGMsp|Q9UGM5|F 302 313 yes yes 2 6.18E-10 113.03 1472 545 1503 243237;24323116192;116 116199 124
GTEAAAVPEVELSDQPENTFLHPIIQIDR AVLHIGEKGTEAAAVP HPIIQIDRSFMLLILE K G T D R S 3 1 1 2 0 2 4 1 1 3 2 0 0 1 3 1 2 0 0 2 0 0 29 0 3188.599 sp|P05543 sp|P05543|TH 361 389 yes yes 3;4 5.32E-162 164.39 1473 198 1504 243430;24343116316;116 116320 85
GTFATLSELHCDK LAHLDNLKGTFATLSE LSELHCDKLHVDPENF K G T D K L 1 0 0 1 1 0 1 1 1 0 2 1 0 1 0 1 2 0 0 0 0 0 13 0 1477.687 sp|P68871 sp|P68871|HB 84 96 yes yes 2;3 1.30E-33 150.04 1474 416 1505 243641;24364116401;116 116426 37
GTFSQLSELHCDK LAHLDNLKGTFSQLSE LSELHCDKLHVDPENF K G T D K L 0 0 0 1 1 1 1 1 1 0 2 1 0 1 0 2 1 0 0 0 0 0 13 0 1520.693 sp|P02042 sp|P02042|HB 84 96 yes yes 2;3 5.27E-10 103.31 1475 132 1506 243784;24378116438;116 116438 2
GTFSTTVTGR HGNGQSYRGTFSTTVT FSTTVTGRTCQSWSSM R G T G R T 0 1 0 0 0 0 0 2 0 0 0 0 0 1 0 1 4 0 0 1 0 0 10 0 1025.514 sp|P08519sp|P08519|AP 4134 4143 yes yes 2 1.13E-06 117.89 1476 230 1507 243789;24379116440;116 116441 8
GTGENYR GPTYQCLKGTGENYRG KGTGENYRGNVAVTVS K G T Y R G 0 1 1 0 0 0 1 2 0 0 0 0 0 0 0 0 1 0 1 0 0 0 7 0 795.3511 sp|P00747sp|P00747|PLM 278 284 yes yes 2 0.008736 111.69 1477 87 1508 243861;24386116449;116 116449 5
GTGGVDTAAVGSVFDVSNADR TRLRLQKRGTGGVDTA FDVSNADRLGSSEVEQ R G T D R L 3 1 1 3 0 0 0 4 0 0 0 0 0 1 0 2 2 0 0 4 0 0 21 0 1993.934 sp|P06732 sp|P06732|KC 321 341 yes yes 2;3 4.68E-231 225.85 1478 207 1509 243902;24390116454;116 116456 3
GTHCNQVEVIATLK QSLEVIGKGTHCNQVE VEVIATLKDGRKICLD K G T L K D 1 0 1 0 1 1 1 1 1 1 1 1 0 0 0 0 2 0 0 2 0 0 14 0 1568.798 sp|P02775 sp|P02775|CXC 86 99 yes yes 2;3 6.32E-64 170.95 1479 160 1510 243907;24390116457;116 116458 48
GTLSTTITGR RGDGQSYRGTLSTTIT LSTTITGRTCQSWSSM R G T G R T 0 1 0 0 0 0 0 2 0 1 1 0 0 0 0 1 4 0 0 0 0 0 10 0 1005.546 sp|P08519sp|P08519|AP 3906 3915 yes yes 2 3.40E-09 119.21 1481 230 1512 244094;24409116512;116 116512 4
GTPQDLAR TELVQASRGTPQDLAR GTPQDLARASGRFGQD R G T A R A 1 1 0 1 0 1 0 1 0 0 1 0 0 0 1 0 1 0 0 0 0 0 8 0 856.4403 sp|Q9Y490sp|Q9Y490|TL 1262 1269 yes yes 2 0.036342 69.998 1482 554 1513 244122;24412 116516 116516 1
GTQEQDFYVTSETVVR WETSFNHKGTQEQDFY VTSETVVRVPMMSRED K G T V R V 0 1 0 1 0 2 2 1 0 0 0 0 0 1 0 1 3 0 1 3 0 0 16 0 1857.875 sp|P05154sp|P05154|IPS 217 232 yes yes 2 3.73E-45 138.2 1483 190 1514 244136;24413116517;116 116517 38
GTSSTTTTGK HGDGQSYRGTSSTTTT SSTTTTGKKCQSWSSM R G T G K K 0 0 0 0 0 0 0 2 0 0 0 1 0 0 0 2 5 0 0 0 0 0 10 0 939.4509 sp|P00747sp|P00747|PLM 387 396 yes yes 2 0.046772 55.064 1485 87 1516 244360 116592 116592 1
GTVEPQLEAR IQDPMGQKGTVEPQLE VEPQLEARGDSTYRCS K G T A R G 1 1 0 0 0 1 2 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 10 0 1098.567 sp|P21333 sp|P21333|FLN 428 437 yes yes 2 4.50E-07 129.42 1486 310 1517 244361;24436116593;116 116595 6
GTVFFDEFTFVK SSGNKEFKGTVFFDEF FDEFTFVKLTGVAGNY K G T V K L 0 0 0 1 0 0 1 1 0 0 0 1 0 4 0 0 2 0 0 2 0 0 12 0 1435.702 sp|O95497sp|O95497|VN 335 346 yes yes 2 0.0029386 66.19 1487 68 1518 244397;24439 116599 116599 1
GTVYNYR RGEQIQLKGTVYNYRT KGTVYNYRTSGMQFCV K G T Y R T 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 2 1 0 0 7 0 871.4188 sp|P01031 sp|P01031|CO 843 849 yes yes 2 0.018929 98.513 1488 98 1519 244402;24440116600;116 116616 17
GTWTQPFDLASTR LVNYIFFKGTWTQPFD PFDLASTREENFYVDE K G T T R E 1 1 0 1 0 1 0 1 0 0 1 0 0 1 1 1 3 1 0 0 0 0 13 0 1478.715 sp|P08185 sp|P08185|CB 205 217 yes yes 2;3 1.28E-39 160.77 1489 224 1520 244503;24450116617;116 116754 174
GTYGLSCQR RVSSFYAKGTYGLSCQ TYGLSCQRDPNTGRLN K G T Q R D 0 1 0 0 1 1 0 2 0 0 1 0 0 0 0 1 1 0 1 0 0 0 9 0 1040.471 sp|P04114sp|P04114|AP 1499 1507 yes yes 2 3.65E-08 142.64 1490 174 1521 244824;24482116791;116 116796 21
GTYIPVPIVSELQSGK GRYPQENKGTYIPVPI VSELQSGKWGAKIVMR K G T G K W 0 0 0 0 0 1 1 2 0 2 1 1 0 0 2 2 1 0 1 2 0 0 16 0 1686.919 sp|P00488sp|P00488|F13 115 130 yes yes 2;3 2.79E-28 112.64 1491 75 1522 244964;24496116812;116 116819 270
GTYSTTVTGR HGDGQSYRGTYSTTVT YSTTVTGRTCQAWSSM R G T G R T 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 1 4 0 1 1 0 0 10 0 1041.509 sp|P08519sp|P08519|AP 38 47 yes no 2 3.21E-31 173.73 1492 230 1523 245306;24530117082;117 117082 5
GVALADFNR DDPHQHGRGVALADFN VALADFNRDGKVDIVY R G V N R D 2 1 1 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 1 0 0 9 0 961.4981 sp|Q9NQ7 sp|Q9NQ79|CR 294 302 yes yes 2 9.02E-06 139.28 1493 535 1524 245372;24537117087;117 117155 79
GVALHRPDVYLLPPAR KQTISRPKGVALHRPD VYLLPPAREQLNLRES K G V A R E 2 2 0 1 0 0 0 1 1 0 3 0 0 0 3 0 0 0 1 2 0 0 16 1 1773.005 sp|P01871 sp|P01871|IGH 323 338 yes no 4 0.0034474 46.318 1494 128 1525 245519;24552 117166 117166 1
GVASLFAGR SDEVNVARGVASLFAG VASLFAGRSVACVDRK R G V G R S 2 1 0 0 0 0 0 2 0 0 1 0 0 1 0 1 0 0 0 1 0 0 9 0 876.4818 sp|Q9NQ7 sp|Q9NQ79|CR 170 178 yes yes 2 0.001239 104.37 1495 535 1526 245537;24553117167;117 117167 5
GVCEETSGAYEK MTSTRWRKGVCEETSG ETSGAYEKTDTDGKFL K G V E K T 1 0 0 0 1 0 3 2 0 0 0 1 0 0 0 1 1 0 1 1 0 0 12 0 1328.555 sp|P02760sp|P02760|AM 89 100 yes yes 2 2.30E-20 137.95 1496 155 1527 245605;24560117172;117 117181 67
GVDEATIIDILTK LHKAIMVKGVDEATII TIIDILTKRNNAQRQQ K G V T K R 1 0 0 2 0 0 1 1 0 3 1 1 0 0 0 0 2 0 0 1 0 0 13 0 1386.761 sp|P04083 sp|P04083|AN 59 71 yes yes 2 0.0010905 80.763 1497 173 1528 245779;24578117239;117 117240 1
GVGWSHPLPQCEIVK SRCEVQDRGVGWSHPL LPQCEIVKCKPPPDIR R G V V K C 0 0 0 0 1 1 1 2 1 1 1 1 0 0 2 1 0 1 0 2 0 0 15 0 1705.861 sp|P04003 sp|P04003|C4 160 174 yes yes 2;3 4.53E-58 164.13 1499 167 1530 245956;24595117285;117 117398 162
GVISIPR TKEERKIKGVISIPRL KGVISIPRLQAEARSE K G V P R L 0 1 0 0 0 0 0 1 0 2 0 0 0 0 1 1 0 0 0 1 0 0 7 0 740.4545 sp|P04114sp|P04114|AP 1122 1128 yes yes 2 0.0049961 121.87 1500 174 1531 246269;24627117447;117 117538 142
GVNLPGAAVDLPAVSEK GGSLGSKKGVNLPGAA DLPAVSEKDIQDLKFG K G V E K D 3 0 1 1 0 0 1 2 0 0 2 1 0 0 2 1 0 0 0 3 0 0 17 0 1635.883 sp|P14618sp|P14618|KPY 208 224 yes yes 2 2.17E-06 90.926 1501 283 1532 246463;24646117589;117 117598 12
GVNVCQETCTK ELNVTFVKGVNVCQET VCQETCTKMIRCQFFT K G V T K M 0 0 1 0 2 1 1 1 0 0 0 1 0 0 0 0 2 0 0 2 0 0 11 0 1294.565 sp|P03952 sp|P03952|KLK 314 324 yes yes 2 3.31E-20 153.24 1502 166 1533 246517;24651117601;117 117610 50
GVPIPNK QVRLVDGKGVPIPNKV KGVPIPNKVIFIRGNE K G V N K V 0 0 1 0 0 0 0 1 0 1 0 1 0 0 2 0 0 0 0 1 0 0 7 0 723.4279 sp|P01023 sp|P01023|A2 376 382 no no 2 0.02001 98.03 1503 96;307 1534 246702;24670117651;117 117651 13
GVQVETISPGDGR ________________ TISPGDGRTFPKRGQT M G V G R T 0 1 0 1 0 1 1 3 0 1 0 0 0 0 1 1 1 0 0 2 0 0 13 0 1313.658 sp|P62942 sp|P62942|FKB 2 14 yes yes 2 1.68E-07 93.058 1504 410 1535 246851;24685117664;117 117666 6
GVTFLLR AVCRGVLRGVTFLLRR RGVTFLLRREGDHEFL R G V L R R 0 1 0 0 0 0 0 1 0 0 2 0 0 1 0 0 1 0 0 1 0 0 7 0 804.4858 sp|P04217sp|P04217|A1 145 151 yes no 2 3.43E-11 138.53 1505 177 1536 246883;24688117670;117 117686 355
GVTFNVTTVDTK LFMVLWLKGVTFNVTT NVTTVDTKRRTETVQK K G V T K R 0 0 1 1 0 0 0 1 0 0 0 1 0 1 0 0 4 0 0 3 0 0 12 0 1280.661 sp|O00299sp|O00299|CL 38 49 yes yes 2 1.43E-20 139.43 1506 42 1537 247355;24735118026;118 118037 15
GVTSVSQIFHSPDLAIR ALKGFTTKGVTSVSQI HSPDLAIRDTFVNASR K G V I R D 1 1 0 1 0 1 0 1 1 2 1 0 0 1 1 3 1 0 0 2 0 0 17 0 1825.969 sp|P05155 sp|P05155|IC1 217 233 yes yes 2;3 0 339.87 1507 191 1538 247472;24747118041;118 118052 364
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GVVDSDDLPLNVSR PKYLNFVKGVVDSDDL DLPLNVSRETLQQHKL K G V S R E 0 1 1 3 0 0 0 1 0 0 2 0 0 0 1 2 0 0 0 3 0 0 14 0 1484.747 sp|P14625 sp|P14625|EN 435 448 yes yes 2 5.53E-39 147.91 1508 284 1539 247999;24800118408;118 118408 32
GVVDSEDLPLNISR PEYLNFIRGVVDSEDL DLPLNISREMLQQSKI R G V S R E 0 1 1 2 0 0 1 1 0 1 2 0 0 0 1 2 0 0 0 2 0 0 14 0 1512.778 sp|P08238sp|P08238|HS 379 392 no no 2 0.0008955 68.069 1509 226 1540 248083;24808118440;118 118441 4
GVVPLAGTDGETTTQGLDGLSER VVGIKVDKGVVPLAGT GLDGLSERCAQYKKDG K G V E R C 1 1 0 2 0 1 2 5 0 0 3 0 0 0 1 1 4 0 0 2 0 0 23 0 2272.118 sp|P09972 sp|P09972|ALD 112 134 yes yes 2;3 6.44E-90 203.2 1510 244 1541 248100;24810118444;118 118449 7
GVWGSVCDDNWGEK GRLEVLHKGVWGSVCD CDDNWGEKEDQVVCKQ K G V E K E 0 0 1 2 1 0 1 3 0 0 0 1 0 0 0 1 0 2 0 2 0 0 14 0 1607.668 sp|O43866sp|O43866|CD 263 276 yes yes 2 4.97E-32 136.5 1511 57 1542 248162;24816118451;118 118453 88
GVYSSDVFDIFPGTYQTLEMFPR HSFQYKHRGVYSSDVF QTLEMFPRTPGIWLLH R G V P R T 0 1 0 2 0 1 1 2 0 1 1 0 1 3 2 2 2 0 2 2 0 0 23 0 2668.252 sp|P00450sp|P00450|CER 1009 1031 yes yes 2;3 1.78E-11 107.74 1512 74 1543 248334;24833118540;118 118543 5
GWSEEELQGVLR LIEELLSRGWSEEELQ EELQGVLRGNLLRVFR R G W L R G 0 1 0 0 0 1 3 2 0 0 2 0 0 0 0 1 0 1 0 1 0 0 12 0 1401.689 sp|Q9H4A9sp|Q9H4A9|DP 379 390 yes yes 2 4.52E-23 146.69 1513 528 1544 248366;24836118545;118 118559 17
GWSTPPICSFTK KNISCVERGWSTPPIC PPICSFTKGECHVPIL R G W T K G 0 0 0 0 1 0 0 1 0 1 0 1 0 1 2 2 2 1 0 0 0 0 12 0 1379.654 sp|Q9BXR6sp|Q9BXR6|FH 133 144 yes yes 2 0.0001734 80.916 1514 525 1545 248427;24842118562;118 118564 6
GWVDLFVPK KWNRLLQKGWVDLFVP WVDLFVPKFSISATYD K G W P K F 0 0 0 1 0 0 0 1 0 0 1 1 0 1 1 0 0 1 0 2 0 0 9 0 1059.575 sp|P05543 sp|P05543|TH 299 307 yes no 2 0.051334 65.252 1515 198 1546 248469;24847118568;118 118569 7
GWVTDGFSSLK SQVAQQARGWVTDGFS TDGFSSLKDYWSTVKD R G W L K D 0 0 0 1 0 0 0 2 0 0 1 1 0 1 0 2 1 1 0 1 0 0 11 0 1195.587 sp|P02656sp|P02656|AP 61 71 yes yes 1;2 7.11E-12 128.36 1516 141 1547 248598;24859118575;118 118804 260
GYAWGLNELKPISK KHAWNNYKGYAWGLNE NELKPISKGGHSSSLF K G Y S K G 1 0 1 0 0 0 1 2 0 1 2 2 0 0 1 1 0 1 1 0 0 0 14 1 1574.846 sp|P33908sp|P33908|MA 212 225 yes yes 3 9.13E-17 95.631 1517 345 1548 249152;24915118836;118 118836 12
GYEEWLLNEIR GCLEQVEKGYEEWLLN EWLLNEIRRLERLDHL K G Y I R R 0 1 1 0 0 0 3 1 0 1 2 0 0 0 0 0 0 1 1 0 0 0 11 0 1420.699 sp|O43707sp|P12814|AC 377 387 no no 2 2.28E-68 195.7 1518 266;56 1549 249263;24926118848;118 118886 49
GYGFYTK SWGIGCSRGYGFYTKV RGYGFYTKVLNYVDWI R G Y T K V 0 0 0 0 0 0 0 2 0 0 0 1 0 1 0 0 1 0 2 0 0 0 7 0 834.3912 sp|P00736sp|P00736|C1 683 689 yes yes 2 0.056612 81.381 1519 81 1550 249363;24936 118901 118901 1
GYGYGQGAGTLSTDK YGKKYGPKGYGYGQGA AGTLSTDKGESLGIKH K G Y D K G 1 0 0 1 0 1 0 5 0 0 1 1 0 0 0 1 2 0 2 0 0 0 15 0 1473.674 sp|P21291 sp|P21291|CSR 70 84 yes yes 2 0.0002567 93.345 1520 309 1551 249434;24943118902;118 118902 2
GYHLNEEGTR KNVPNCGRGYHLNEEG HLNEEGTRCVDVDECA R G Y T R C 0 1 1 0 0 0 2 2 1 0 1 0 0 0 0 0 1 0 1 0 0 0 10 0 1174.537 sp|P23142 sp|P23142|FBL 344 353 yes no 2;3 6.28E-07 127.02 1521 319 1552 249454;24945118904;118 118909 35
GYILVGQAK EIIYECDKGYILVGQA YILVGQAKLSCSYSHW K G Y A K L 1 0 0 0 0 1 0 2 0 1 1 1 0 0 0 0 0 0 1 1 0 0 9 0 947.544 sp|P04003 sp|P04003|C4 457 465 yes yes 2 0.0008759 108.24 1522 167 1553 249684;24968118939;118 118963 159
GYQINWWK DRVHGRLKGYQINWWK GYQINWWKTKSLLDGR K G Y W K T 0 0 1 0 0 1 0 1 0 1 0 1 0 0 0 0 0 2 1 0 0 0 8 0 1093.535 sp|O00533sp|O00533|NC 844 851 yes yes 2 0.014447 105.27 1523 45 1554 249944;24994119098;119 119101 9
GYQLSDVDGVTCEDIDECALPTGGHICSYR SYQCYCRRGYQLSDVD GGHICSYRCINIPGSF R G Y Y R C 1 1 0 4 3 1 2 4 1 2 2 0 0 0 1 2 2 0 2 2 0 0 30 0 3386.449 sp|P23142 sp|P23142|FBL 468 497 yes no 3 1.34E-173 168.72 1524 319 1555 250012;25001119107;119 119107 8
GYSFTTTAER LMKILTERGYSFTTTA SFTTTAEREIVRDIKE R G Y E R E 1 1 0 0 0 0 1 1 0 0 0 0 0 1 0 1 3 0 1 0 0 0 10 0 1131.52 sp|P60709sp|P60709|AC 197 206 no no 2 2.50E-49 185.55 1525 398;412 1556 250066;25006119115;119 119139 121
GYSIFSYATK YTELSSTRGYSIFSYA SIFSYATKRQDNEILI R G Y T K R 1 0 0 0 0 0 0 1 0 1 0 1 0 1 0 2 1 0 2 0 0 0 10 0 1135.555 sp|P02741 sp|P02741|CR 66 75 yes yes 2 3.80E-05 110.87 1526 145 1557 250483;25048119236;119 119238 21
GYTLADNGK SVVCSCARGYTLADNG YTLADNGKACIPTGPY R G Y G K A 1 0 1 1 0 0 0 2 0 0 1 1 0 0 0 0 1 0 1 0 0 0 9 0 937.4505 sp|P00742 sp|P00742|FA 154 162 yes yes 2 2.81E-34 181.49 1527 85 1558 250552;25055 119257 119257 1
GYVIIKPLVWV QALNYEIRGYVIIKPL IIKPLVWV________ R G Y W V - 0 0 0 0 0 0 0 1 0 2 1 1 0 0 1 0 0 1 1 3 0 0 11 1 1285.78 sp|P02743 sp|P02743|SA 213 223 yes yes 2 0.0012294 101.99 1529 146 1560 250724;25072119379;119 119383 44
GYYYEIPSIGAIR QWMACENKGYYYEIPS IPSIGAIRINTQEYLD K G Y I R I 1 1 0 0 0 0 1 2 0 3 0 0 0 0 1 1 0 0 3 0 0 0 13 0 1500.761 sp|P54289sp|P54289|CA 408 420 yes yes 2 0.0003604 75.378 1530 384 1561 250911;25091 119425 119425 1
HADPDFTR QDFLSKDKHADPDFTR HADPDFTRKLWAYLTI K H A T R K 1 1 0 2 0 0 0 0 1 0 0 0 0 1 1 0 1 0 0 0 0 0 8 0 957.4304 sp|P19823 sp|P19823|ITIH 574 581 yes yes 2 0.011495 110.81 1531 304 1562 250952;25095119426;119 119431 7
HAFILQDTK GSKKDGERHAFILQDT AFILQDTKALHQVFEH R H A T K A 1 0 0 1 0 1 0 0 1 1 1 1 0 1 0 0 1 0 0 0 0 0 9 0 1071.571 sp|P06681 sp|P06681|CO 435 443 yes yes 2 3.82E-14 175.44 1532 205 1563 251002;25100119433;119 119433 35
HAIILLTDGK TMAWQEIRHAIILLTD IILLTDGKSNMGGSPK R H A G K S 1 0 0 1 0 0 0 1 1 2 2 1 0 0 0 0 1 0 0 0 0 0 10 0 1079.634 sp|P06681 sp|P06681|CO 369 378 yes yes 2 3.27E-40 184.38 1533 205 1564 251112;25111119468;119 119483 111
HCLVTVEK IIQEKQNKHCLVTVEK HCLVTVEKGSYYPGSG K H C E K G 0 0 0 0 1 0 1 0 1 0 1 1 0 0 0 0 1 0 0 2 0 0 8 0 984.5063 sp|P07225 sp|P07225|PRO 474 481 yes yes 2 0.011747 120.46 1534 212 1565 251277;25127119581;119 119584 9
HDTSLKPISVSYNPATAK DIKTSETKHDTSLKPI SYNPATAKEIINVGHS K H D A K E 2 0 1 1 0 0 0 0 1 1 1 2 0 0 2 3 2 0 1 1 0 0 18 1 1928 sp|P00915 sp|P00915|CA 41 58 yes yes 3;4 7.05E-05 68.243 1535 90 1566 251409;25141119590;119 119590 4
HEGSFIQGAEK TTNKLSEKHEGSFIQG SFIQGAEKSISLIRGG K H E E K S 1 0 0 0 0 1 2 2 1 1 0 1 0 1 0 1 0 0 0 0 0 0 11 0 1201.573 sp|P13671 sp|P13671|CO 429 439 yes yes 2;3 1.43E-68 197.21 1536 277 1567 251429;25143119594;119 119606 48
HEIVQTLSLK LYVWDWQRHEIVQTLS IVQTLSLKDGLIPLEI R H E L K D 0 0 0 0 0 1 1 0 1 1 2 1 0 0 0 1 1 0 0 1 0 0 10 0 1166.666 sp|Q13228sp|Q13228|SB 236 245 yes yes 2 0.013368 69.423 1537 449 1568 251629 119642 119642 1
HEVININLK VLKAKGIRHEVININL EVININLKNKPEWFFK R H E L K N 0 0 2 0 0 0 1 0 1 2 1 1 0 0 0 0 0 0 0 1 0 0 9 0 1078.614 sp|P78417sp|P78417|GST 49 57 yes yes 2 0.022909 69.998 1538 420 1569 251630;25163119643;119 119644 3
HFQNLGK KMVQQECKHFQNLGKD KHFQNLGKDGLKYHYL K H F G K D 0 0 1 0 0 1 0 1 1 0 1 1 0 1 0 0 0 0 0 0 0 0 7 0 842.4399 sp|P43652 sp|P43652|AFA 418 424 yes yes 2 0.0049002 122.15 1539 362 1570 251640;25164119646;119 119647 2
HFSPEDLTVK FVIFLDVKHFSPEDLT SPEDLTVKVQDDFVEI K H F V K V 0 0 0 1 0 0 1 0 1 0 1 1 0 1 1 1 1 0 0 1 0 0 10 0 1171.587 sp|P02489sp|P02489|CRY 79 88 yes yes 2 9.57E-10 139.98 1540 134 1571 251693;25169119648;119 119684 36
HFSPEELK FSVNLDVKHFSPEELK HFSPEELKVKVLGDVI K H F L K V 0 0 0 0 0 0 2 0 1 0 1 1 0 1 1 1 0 0 0 0 0 0 8 0 985.4869 sp|P02511 sp|P02511|CRY 83 90 yes yes 2 1.66E-05 144.38 1541 135 1572 251795;25179119685;119 119686 20
HGGLYHENMR PCDYPDIKHGGLYHEN GLYHENMRRPYFPVAV K H G M R R 0 1 1 0 0 0 1 2 2 0 1 0 1 0 0 0 0 0 1 0 0 0 10 0 1212.546 sp|P08603 sp|P08603|CFA 332 341 yes yes 3 0.0051684 52.278 1543 233 1574 251873;25187 119706 119706 1
HGNTDSEGIVEVK GKFSVSLKHGNTDSEG SEGIVEVKLVDQDKTM K H G V K L 0 0 1 1 0 0 2 2 1 1 0 1 0 0 0 1 1 0 0 2 0 0 13 0 1383.663 sp|P05156sp|P05156|CFA 118 130 yes yes 2;3 3.50E-163 270.02 1544 192 1575 251918;25191119707;119 119711 56
HGTDDGVVWMNWK QYTWDMAKHGTDDGVV GVVWMNWKGSWYSMRK K H G W K G 0 0 1 2 0 0 0 2 1 0 0 1 1 0 0 0 1 2 0 2 0 0 13 0 1543.688 sp|P02675 sp|P02675|FIB 459 471 yes yes 2;3 4.33E-13 117.81 1545 143 1576 252115;25211119763;119 119783 21
HHGPTITAK FLTKKFSRHHGPTITA HGPTITAKLYGRAPQL R H H A K L 1 0 0 0 0 0 0 1 2 1 0 1 0 0 1 0 2 0 0 0 0 0 9 0 960.5141 sp|P02760sp|P02760|AM 141 149 yes yes 2 0.032772 63.961 1546 155 1577 252263;25226 119785 119785 1
HINIDQFVR ENVQRNLKHINIDQFV INIDQFVRKYRAALGK K H I V R K 0 1 1 1 0 1 0 0 1 2 0 0 0 1 0 0 0 0 0 1 0 0 9 0 1140.604 sp|P04114sp|P04114|AP 2101 2109 yes yes 2;3 0.0003868 118.74 1547 174 1578 252265;25226119786;119 119819 59
HIQNIDIQHLAGK EKLQQLKRHIQNIDIQ DIQHLAGKLKQHIEAI R H I G K L 1 0 1 1 0 2 0 1 2 3 1 1 0 0 0 0 0 0 0 0 0 0 13 0 1485.805 sp|P04114sp|P04114|AP 2272 2284 yes yes 2;3 3.82E-17 125.54 1548 174 1579 252424;25242119845;119 119865 35
HIQPGAFDTLDR YLGKNRIRHIQPGAFD GAFDTLDRLLELKLQD R H I D R L 1 1 0 2 0 1 0 1 1 1 1 0 0 1 1 0 1 0 0 0 0 0 12 0 1368.679 sp|Q6EMKsp|Q6EMK4|VA 138 149 yes yes 2;3 3.61E-21 107.34 1549 485 1580 252571;25257119880;119 119882 14
HITSLEVIK TTSQVRPRHITSLEVI ITSLEVIKAGPHCPTA R H I I K A 0 0 0 0 0 0 1 0 1 2 1 1 0 0 0 1 1 0 0 1 0 0 9 0 1038.607 sp|P02776sp|P02776|PLF 54 62 yes no 2 8.92E-09 147.52 1550 161 1581 252732;25273119895;119 119896 22
HIVTFDGQNFK VCTGSSTRHIVTFDGQ TFDGQNFKLTGSCSYV R H I F K L 0 0 1 1 0 1 0 1 1 1 0 1 0 2 0 0 1 0 0 1 0 0 11 0 1304.651 sp|P04275 sp|P04275|VW 1957 1967 yes yes 2 4.85E-32 166.07 1551 179 1582 252822;25282119918;119 119920 5
HIYAISSAALSASYK AYQNNEIKHIYAISSA AALSASYKADTVAKVQ K H I Y K A 4 0 0 0 0 0 0 0 1 2 1 1 0 0 0 4 0 0 2 0 0 0 15 0 1580.82 sp|P04114sp|P04114|AP 1838 1852 yes yes 3 0.0009589 42.568 1552 174 1583 252893;25289119923;119 119923 5
HLDSVLQQLQTEVYR TEMGPCRRHLDSVLQQ QLQTEVYRGAQTLYVP R H L Y R G 0 1 0 1 0 3 1 0 1 0 3 0 0 0 0 1 1 0 1 2 0 0 15 0 1827.948 sp|P24592 sp|P24592|IBP 166 180 yes yes 3 1.20E-06 66.215 1553 323 1584 253016;25301 119928 119928 1
HLEDVFSK AVEKQVTRHLEDVFSK HLEDVFSKRNSSNKMV R H L S K R 0 0 0 1 0 0 1 0 1 0 1 1 0 1 0 1 0 0 0 1 0 0 8 0 973.4869 sp|Q96KN2sp|Q96KN2|CN 393 400 yes yes 2 0.01297 107.9 1554 517 1585 253030;25303119929;119 119934 9
HLEGMSDQAIMELNLPTGIPIVYELNK NSLRGIVKHLEGMSDQ PIVYELNKELKPTKPM K H L N K E 1 0 2 1 0 1 3 2 1 3 4 1 2 0 2 1 1 0 1 1 0 0 27 0 3024.53 sp|P15259sp|P15259|PG 196 222 yes yes 7 0.063697 6.1606 1555 287 1586 253114 119938 119938 0
HLEVDVWVIEPQGLR LQPGRLAKHLEVDVWV VIEPQGLRFLHVPDTF K H L L R F 0 1 0 1 0 1 2 1 1 1 2 0 0 0 1 0 0 1 0 3 0 0 15 0 1788.952 sp|P19823 sp|P19823|ITIH 208 222 yes yes 2;3 1.76E-74 174.84 1556 304 1587 253115;25311119939;119 119954 20
HLQLAIR KKTRIIPRHLQLAIRN RHLQLAIRNDEELNKL R H L I R N 1 1 0 0 0 1 0 0 1 1 2 0 0 0 0 0 0 0 0 0 0 0 7 0 849.5185 sp|Q99878sp|Q99878|H2 83 89 yes no 2 0.0065857 117.56 1557 185 1588 253245;25324119960;119 119962 8
HLSLLTTLSNR LKERLQLKHLSLLTTL LLTTLSNRVCSQYAAY K H L N R V 0 1 1 0 0 0 0 0 1 0 4 0 0 0 0 2 2 0 0 0 0 0 11 0 1253.709 sp|P02774sp|P02774|VT 208 218 yes yes 2;3 2.77E-110 257.83 1558 159 1589 253310;25331119968;119 119972 402
HLVALSPK DFAFSLYKHLVALSPK HLVALSPKKNIFISPV K H L P K K 1 0 0 0 0 0 0 0 1 0 2 1 0 0 1 1 0 0 0 1 0 0 8 0 863.5229 sp|P08185 sp|P08185|CB 53 60 yes yes 2 0.0001357 139.31 1559 224 1590 253875;25387120372;120 120372 12
HLVPGAPFLLQALVR LDLSKTKRHLVPGAPF FLLQALVREMSGSPAS R H L V R E 2 1 0 0 0 1 0 1 1 0 4 0 0 1 2 0 0 0 0 2 0 0 15 0 1629.972 sp|P0C0L4 sp|P0C0L4|CO 377 391 no no 2;3 7.68E-124 150.06 1561 245;246 1592 254005;25400120406;120 120521 159
HNLYFEAAFDVPLK TLVDRYRKHNLYFEAA AAFDVPLKVDLITFDT K H N L K V 2 0 1 1 0 0 1 0 1 0 2 1 0 2 1 0 0 0 1 1 0 0 14 0 1662.841 sp|P43251 sp|P43251|BT 213 226 yes yes 3 0.041798 31.389 1562 360 1593 254305;25430 120566 120566 1
HNVYINGITYTPVSSTNEK DNEDCINRHNVYINGI PVSSTNEKDMYSFLED R H N E K D 0 0 3 0 0 0 1 1 1 2 0 1 0 0 1 2 3 0 2 2 0 0 19 0 2136.049 sp|P01023 sp|P01023|A2 646 664 yes yes 3 3.69E-05 65.47 1563 96 1594 254309;25431120567;120 120568 5
HPDEAAFFDTASTGK TLDGFRHRHPDEAAFF FDTASTGKTFPGFFSP R H P G K T 3 0 0 2 0 0 1 1 1 0 0 1 0 2 1 1 2 0 0 0 0 0 15 0 1592.711 sp|P02671 sp|P02671|FIB 513 527 yes yes 2;3 2.40E-65 206.36 1564 142 1595 254320;25432120572;120 120598 113
HPDLSIPELLR FTFEYSRRHPDLSIPE LSIPELLRIVQIYKDL R H P L R I 0 1 0 1 0 0 1 0 1 1 3 0 0 0 2 1 0 0 0 0 0 0 11 0 1288.714 sp|P43652 sp|P43652|AFA 362 372 yes yes 2;3 9.45E-26 157.59 1565 362 1596 254580;25458120685;120 120686 79
HPLKPDNQPFPQSVSESCPGK SFPLPHHKHPLKPDNQ VSESCPGKFKSGFPQV K H P G K F 0 0 1 1 1 2 1 1 1 0 1 2 0 1 5 3 0 0 0 1 0 0 21 1 2348.122 sp|P04196sp|P04196|HR 487 507 yes yes 3;4 3.61E-23 105.38 1567 176 1598 255060;25506120816;120 120816 2
HPNVFGFCR CPRHHFPRHPNVFGFC PNVFGFCRADLFYDVE R H P C R A 0 1 1 0 1 0 0 1 1 0 0 0 0 2 1 0 0 0 0 1 0 0 9 0 1132.524 sp|P04196sp|P04196|HR 211 219 yes yes 2 0.0006766 124.37 1568 176 1599 255078;25507120818;120 120827 17
HPYTGPSCSQVVPVCR PYYRCVCKHPYTGPSC SQVVPVCRPNPCQNGA K H P C R P 0 1 0 0 2 1 0 1 1 0 0 0 0 0 3 2 1 0 1 3 0 0 16 0 1842.851 sp|Q14520sp|Q14520|HA 140 155 yes yes 2;3 1.20E-29 137.16 1570 462 1601 255331;25533120903;120 120906 14
HQDFNSAVQLVENFCR AQAKALSKHQDFNSAV QLVENFCRNPDGDEEG K H Q C R N 1 1 2 1 1 2 1 0 1 0 1 0 0 2 0 1 0 0 0 2 0 0 16 0 1962.901 sp|P00734sp|P00734|TH 248 263 yes yes 2;3 3.90E-290 308.74 1571 80 1602 255369;25537120917;120 120921 236
HQDGSYSTFGER YQRQLNYKHQDGSYST SYSTFGERYGRNQGNT K H Q E R Y 0 1 0 1 0 1 1 2 1 0 0 0 0 1 0 2 1 0 1 0 0 0 12 0 1382.585 sp|P20742 sp|P20742|PZP 1026 1037 yes yes 2 0.010072 58.37 1572 307 1603 255709;25571 121153 121153 1
HQFLLTGDTQGR HLDSPAIKHQFLLTGD LTGDTQGRYRCRSGLS K H Q G R Y 0 1 0 1 0 2 0 2 1 0 2 0 0 1 0 0 2 0 0 0 0 0 12 0 1371.69 sp|P04217sp|P04217|A1 79 90 yes yes 2;3 1.64E-90 238.73 1573 177 1604 255719;25572121154;12 121395 243
HQGVMVGMGQK PSIVGRPRHQGVMVGM VMVGMGQKDSYVGDEA R H Q Q K D 0 0 0 0 0 2 0 3 1 0 0 1 2 0 0 0 0 0 0 2 0 0 11 0 1170.564 sp|P60709sp|P60709|AC 40 50 no no 2 0.0016025 80.165 1574 398;412;406 1605 256134;25613 121397 121397 1
HQLYIDETVNSNIPTNLR EYSSELEKHQLYIDET SNIPTNLRVLRSILEN K H Q L R V 0 1 3 1 0 1 1 0 1 2 2 0 0 0 1 1 2 0 1 1 0 0 18 0 2126.076 sp|P02675 sp|P02675|FIB 179 196 yes yes 2;3 4.94E-181 263.83 1575 143 1606 256153;25615121398;12 121398 82
HQPQEFPTYVEPTNDEICEAFR KLCMAALKHQPQEFPT DEICEAFRKDPKEYAN K H Q F R K 1 1 1 1 1 2 4 0 1 1 0 0 0 2 3 0 2 0 1 1 0 0 22 0 2706.202 sp|P02774sp|P02774|VT 128 149 yes no 2;3 5.30E-268 179.74 1576 159 1607 256372;25637121480;12 121550 344
HQTVPQNTGGK KGDVAFVKHQTVPQNT VPQNTGGKNPDPWAKN K H Q G K N 0 0 1 0 0 2 0 2 1 0 0 1 0 0 1 0 2 0 0 1 0 0 11 0 1165.584 sp|P02787sp|P02787|TR 554 564 yes yes 2 0.0085476 67.414 1577 162 1608 256793;25679121824;12 121824 2
HSHESQDLR QCKVIATRHSHESQDL SHESQDLRVIDFNCTT R H S L R V 0 1 0 1 0 1 1 0 2 0 1 0 0 0 0 2 0 0 0 0 0 0 9 0 1107.506 sp|P04196sp|P04196|HR 112 120 yes yes 3 0.0010876 72.879 1578 176 1609 256843;25684121826;12 121827 2
HSIFTPETNPR WAAQEPHRHSIFTPET FTPETNPRAGLEKNYC R H S P R A 0 1 1 0 0 0 1 0 1 1 0 0 0 1 2 1 2 0 0 0 0 0 11 0 1297.642 sp|P00747sp|P00747|PLM 513 523 yes yes 2;3 1.47E-69 199.46 1579 87 1610 256845;25684121828;12 121845 205
HSTIFENLANK AGDVAFVKHSTIFENL IFENLANKADRDQYEL K H S N K A 1 0 2 0 0 0 1 0 1 1 1 1 0 1 0 1 1 0 0 0 0 0 11 0 1272.646 sp|P02787sp|P02787|TR 226 236 yes yes 2;3 0 316.41 1580 162 1611 257252;25725122033;12 122034 69
HTFMGVVSLGSPSGEVSHPR HRAHYDLRHTFMGVVS SGEVSHPRKTRTVVQP R H T P R K 0 1 0 0 0 0 1 3 2 0 1 0 1 1 2 4 1 0 0 3 0 0 20 0 2080.016 sp|P02765 sp|P02765|FET 318 337 yes yes 3;4 3.60E-153 191.4 1581 157 1612 257383;25738122105;12 122260 190
HTLNQIDEVK QNLPWGYKHTLNQIDE LNQIDEVKVWPQQPSG K H T V K V 0 0 1 1 0 1 1 0 1 1 1 1 0 0 0 0 1 0 0 1 0 0 10 0 1195.62 sp|P02765 sp|P02765|FET 58 67 yes yes 2;3 3.95E-182 246.86 1582 157 1613 257682;25768122295;12 122298 114
HTSLGPLEAK QPIHEVLRHTSLGPLE SLGPLEAKRQNLRRAL R H T A K R 1 0 0 0 0 0 1 1 1 0 2 1 0 0 1 1 1 0 0 0 0 0 10 0 1051.566 sp|P07357sp|P07357|CO 470 479 yes yes 2 1.35E-19 156.35 1583 215 1614 258120;25812122413;12 122416 19
HTSVQTTSSGSGPFTDVR RGEWKCERHTSVQTTS SGPFTDVRAAVYQPQP R H T V R A 0 1 0 1 0 1 0 2 1 0 0 0 0 1 1 4 4 0 0 2 0 0 18 0 1862.876 sp|P02751 sp|P02751|FIN 273 290 yes yes 2;3 3.57E-124 231.58 1584 153 1615 258257;25825122432;12 122456 159
HVAEAICK YTLDAKRKHVAEAICK HVAEAICKEQHLFLPF K H V C K E 2 0 0 0 1 0 1 0 1 1 0 1 0 0 0 0 0 0 0 1 0 0 8 0 926.4644 sp|P04114sp|P04114|AP 255 262 yes yes 2 0.034576 70.912 1585 174 1616 258593;25859 122591 122591 1
HVCGALLK KAFSSYQKHVCGALLK HVCGALLKFGTKVVHF K H V L K F 1 0 0 0 1 0 0 1 1 0 2 1 0 0 0 0 0 0 0 1 0 0 8 0 896.4902 sp|P43652 sp|P43652|AFA 222 229 yes yes 2 0.020242 88.734 1586 362 1617 258622;25862122592;12 122592 3
HVEDVPAFQALGSLNDLQFFR YIYTGLSKHVEDVPAF LNDLQFFRYNSKDRKS K H V F R Y 2 1 1 2 0 2 1 1 1 0 3 0 0 3 1 1 0 0 0 2 0 0 21 0 2402.202 sp|P25311 sp|P25311|ZA2 40 60 yes yes 2;3 5.77E-47 127.17 1587 326 1618 258695;25869122595;12 122604 11
HVFGESDELIGQK VLGHSERRHVFGESDE SDELIGQKVAHALAEG R H V Q K V 0 0 0 1 0 1 2 2 1 1 1 1 0 1 0 1 0 0 0 1 0 0 13 0 1457.715 sp|P60174sp|P60174|TPI 138 150 yes yes 3 1.14E-13 118.77 1588 396 1619 258794;25879122608;12 122608 2
HVLVTLGEK TVMGAEIRHVLVTLGE VLVTLGEKMTEEEVEM R H V E K M 0 0 0 0 0 0 1 1 1 0 2 1 0 0 0 0 1 0 0 2 0 0 9 0 994.5811 sp|P60660sp|P60660|MY 111 119 yes yes 2 0.02708 67.494 1589 397 1620 258836;25883 122610 122610 1
HYDGSYSTFGER YQRQLNYKHYDGSYST SYSTFGERYGRNQGNT K H Y E R Y 0 1 0 1 0 0 1 2 1 0 0 0 0 1 0 2 1 0 2 0 0 0 12 0 1417.59 sp|P01023 sp|P01023|A2 1020 1031 yes yes 2;3 6.27E-175 240.13 1591 96 1622 259270;25927122838;12 122904 113
HYQINQQWER PGCYDNGKHYQINQQW QINQQWERTYLGNALV K H Y E R T 0 1 1 0 0 3 1 0 1 1 0 0 0 0 0 0 0 1 1 0 0 0 10 0 1400.659 sp|P02751 sp|P02751|FIN 58 67 yes yes 2;3 2.49E-49 185.6 1592 153 1623 259564;25956122952;12 123084 159
HYYIAAEEIIWNYAPSGIDIFTK NIRGKHVRHYYIAAEE SGIDIFTKENLTAPGS R H Y T K E 3 0 1 1 0 0 2 1 1 5 0 1 0 1 1 1 1 1 3 0 0 0 23 0 2713.343 sp|P00450sp|P00450|CER 373 395 yes yes 3 0.022842 20.625 1593 74 1624 259899;25990123111;123 123116 7
HYYIGIIETTWDYASDHGEK TPAWAKEKHYYIGIIE YASDHGEKKLISVDTE K H Y E K K 1 0 0 2 0 0 2 2 2 3 0 1 0 0 0 1 2 1 3 0 0 0 20 0 2397.091 sp|P00450sp|P00450|CER 23 42 yes yes 3 2.49E-35 115.15 1594 74 1625 260019;26002123118;123 123119 4
IACVLPVLMDGIQSHPQK VGEMHCQKIACVLPVL GIQSHPQKPFYTVGEK K I A Q K P 1 0 0 1 1 2 0 1 1 2 2 1 1 0 2 1 0 0 0 2 0 0 18 0 2005.049 sp|P10643 sp|P10643|CO 629 646 yes yes 3 0.0001226 61.821 1595 252 1626 260045;26004123122;123 123122 5
IADAHLDR GYLFQLLRIADAHLDR IADAHLDRVENTTVYY R I A D R V 2 1 0 2 0 0 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 8 0 909.4668 sp|P04196sp|P04196|HR 53 60 yes yes 2;3 0.0041547 142.64 1596 176 1627 260089;26009123127;123 123130 39
IADFELPTIIVPEQTIEIPSIK DLNAVANKIADFELPT TIEIPSIKFSVPAGIV K I A I K F 1 0 0 1 0 1 3 0 0 6 1 1 0 1 3 1 2 0 0 1 0 0 22 0 2465.367 sp|P04114sp|P04114|AP 3847 3868 yes yes 2;3 4.12E-135 157.68 1597 174 1628 260216;26021123166;123 123263 111
IADVTSGLIGGEDGR IIMAAPLRIADVTSGL LIGGEDGRVYVYNGKE R I A G R V 1 1 0 2 0 0 1 4 0 2 1 0 0 0 0 1 1 0 0 1 0 0 15 0 1458.731 sp|P80108sp|P80108|PH 743 757 yes yes 2 2.09E-251 255.3 1598 422 1629 260516;26051123277;123 123280 183
IAEIMIPHENRTSEAMYNK SVLRLEIKIAEIMIPH TSEAMYNKMNISELSA K I A N K M 2 1 2 0 0 0 3 0 1 3 0 1 2 0 1 1 1 0 1 0 0 0 19 1 2246.082 sp|P78562 sp|P78562|PH 281 299 yes yes 3 0.0001954 40.52 1599 421 1630 260706;26070123460;123 123460 2
IAELCDDPK GALAEARKIAELCDDP AELCDDPKERDDILRS K I A P K E 1 0 0 2 1 0 1 0 0 1 1 1 0 0 1 0 0 0 0 0 0 0 9 0 1059.491 sp|P18206sp|P18206|VIN 418 426 yes yes 2 0.022423 70.256 1600 300 1631 260742;26074123462;123 123462 2
IAELSATAQEIIK PDGKGKEKIAELSATA ATAQEIIKSQAIATKK K I A I K S 3 0 0 0 0 1 2 0 0 3 1 1 0 0 0 1 1 0 0 0 0 0 13 0 1385.777 sp|P04114sp|P04114|AP 4466 4478 yes yes 2 1.71E-39 159.83 1601 174 1632 260804;26080123464;123 124286 1067
IAFSATR GDYKATQKIAFSATRT KIAFSATRTINVPLRR K I A T R T 2 1 0 0 0 0 0 0 0 1 0 0 0 1 0 1 1 0 0 0 0 0 7 0 764.4181 sp|P02746sp|P02746|C1Q 122 128 yes yes 2 1.36E-08 159.19 1602 148 1633 262665;26266124540;124 124541 81
IAGVNIK THQLKRCKIAGVNIKT KIAGVNIKTLLKLSGK K I A I K T 1 0 1 0 0 0 0 1 0 2 0 1 0 0 0 0 0 0 0 1 0 0 7 0 713.4436 sp|Q9BXR6sp|Q9BXR6|FH 333 339 yes yes 2 0.029991 93.885 1603 525 1634 262926;26292 124621 124621 1
IAIDLFK MAGISDQRIAIDLFKH RIAIDLFKHQGTITVN R I A F K H 1 0 0 1 0 0 0 0 0 2 1 1 0 1 0 0 0 0 0 0 0 0 7 0 818.4902 sp|P05546sp|P05546|HE 432 438 yes yes 2 0.0088521 111.28 1604 199 1635 263045;26304124622;124 124628 20
IALGGLLFPASNLR SKRHPIMRIALGGLLF LFPASNLRLPLVPALD R I A L R L 2 1 1 0 0 0 0 2 0 1 4 0 0 1 1 1 0 0 0 0 0 0 14 0 1440.845 sp|P04278sp|P04278|SH 170 183 yes yes 2;3 1.30E-25 162.38 1606 180 1637 263432;26343124667;124 124672 167
IALVITDGR LPPSPNNRIALVITDG ALVITDGRSDTQRDTT R I A G R S 1 1 0 1 0 0 0 1 0 2 1 0 0 0 0 0 1 0 0 1 0 0 9 0 956.5655 sp|P12109sp|P12109|CO 723 731 yes yes 2 0.004549 91.853 1607 262 1638 263733;26373124836;124 124840 13
IANLQTDLSDGLR HLKCVSKRIANLQTDL TDLSDGLRLIALLEVL R I A L R L 1 1 1 2 0 1 0 1 0 1 3 0 0 0 0 1 1 0 0 0 0 0 13 0 1414.742 sp|P21333 sp|P21333|FLN 64 76 yes yes 2 3.65E-128 215.06 1608 310 1639 263811;26381124851;124 124884 34
IAPANADFAFR GEGSPSLKIAPANADF ANADFAFRFYYLIASE K I A F R F 4 1 1 1 0 0 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0 0 11 0 1191.604 sp|P29622 sp|P29622|KA 51 61 yes yes 2 1.38E-40 177.97 1609 336 1640 263924;26392124886;124 124995 127
IAPQLSTEELVSLGEK HYLIRLTKIAPQLSTE ELVSLGEKMVTAFTTC K I A E K M 1 0 0 0 0 1 3 1 0 1 3 1 0 0 1 2 1 0 0 1 0 0 16 0 1712.92 sp|P43652 sp|P43652|AFA 438 453 yes yes 2;3 2.92E-71 162.93 1610 362 1641 264077;26407125013;125 125656 727
IAQLEEQLDNETK SITALEAKIAQLEEQL EQLDNETKERQAACKQ K I A T K E 1 0 1 1 0 2 3 0 0 1 2 1 0 0 0 0 1 0 0 0 0 0 13 0 1529.757 sp|P35579sp|P35579|MY 1816 1828 yes yes 2 1.07E-10 109.42 1611 350 1642 265125;26512 125783 125783 1
IAQWQSFQLEGGLK IQDPKGNRIAQWQSFQ FQLEGGLKQFSFPLSS R I A L K Q 1 0 0 0 0 3 1 2 0 1 2 1 0 1 0 1 0 1 0 0 0 0 14 0 1603.836 sp|P01023 sp|P01023|A2 175 188 yes yes 2 5.13E-64 172.27 1612 96 1643 265142;26514125784;125 125943 228
IAQWQSLK LENPRRNRIAQWQSLK IAQWQSLKLEAGINQL R I A L K L 1 0 0 0 0 2 0 0 0 1 1 1 0 0 0 1 0 1 0 0 0 0 8 0 972.5393 sp|P20742 sp|P20742|PZP 174 181 yes yes 2 0.0001357 139.31 1613 307 1644 265464;26546126014;126 126015 11
IAQYYYTFK FPHVENGRIAQYYYTF AQYYYTFKSFYFPMSI R I A F K S 1 0 0 0 0 1 0 0 0 1 0 1 0 1 0 0 1 0 3 0 0 0 9 0 1195.591 sp|P05160sp|P05160|F13 35 43 yes yes 2 0.0005768 126.52 1614 193 1645 265522;26552126025;126 126066 62
IASFSQNCDIYPGK AYIDIQLRIASFSQNC NCDIYPGKDFVQPPTK R I A G K D 1 0 1 1 1 1 0 1 0 2 0 1 0 1 1 2 0 0 1 0 0 0 14 0 1598.74 sp|P01042 sp|P01042|KN 241 254 yes yes 2;3 5.45E-64 171.92 1615 103 1646 265646;26564126087;126 126119 254
IAVAAQNCYK ARQKLDPKIAVAAQNC VAAQNCYKVTNGAFTG K I A Y K V 3 0 1 0 1 1 0 0 0 1 0 1 0 0 0 0 0 0 1 1 0 0 10 0 1136.565 sp|P60174sp|P60174|TPI 97 106 yes yes 2 0.0029901 83.753 1616 396 1647 266091;26609126346;126 126347 1
IAVAQYSDDVK NVKPEGTRIAVAQYSD AQYSDDVKVESRFDEH R I A V K V 2 0 0 2 0 1 0 0 0 1 0 1 0 0 0 1 0 0 1 2 0 0 11 0 1207.609 sp|P12111 sp|P12111|CO 875 885 yes yes 2 3.49E-06 111.61 1617 263 1648 266172;26617126348;126 126348 3
IAVVGEGR AWTEDSKRIAVVGEGR IAVVGEGREKFGAVFL R I A G R E 1 1 0 0 0 0 1 2 0 1 0 0 0 0 0 0 0 0 0 2 0 0 8 0 799.4552 sp|O75083sp|O75083|W 117 124 yes yes 2 0.013207 107.43 1618 59 1649 266252;26625126351;126 126352 2
IAWESPQGQVSR DVDVDSIKIAWESPQG SPQGQVSRYRVTYSSP K I A S R Y 1 1 0 0 0 2 1 1 0 1 0 0 0 0 1 2 0 1 0 1 0 0 12 0 1356.679 sp|P02751 sp|P02751|FIN 1650 1661 yes yes 2 6.87E-41 169.93 1619 153 1650 266269;26627126353;126 126356 6
ICAMEGLPQK PNNVLQEKICAMEGLP AMEGLPQKHNFSHCCS K I C Q K H 1 0 0 0 1 1 1 1 0 1 1 1 1 0 1 0 0 0 0 0 0 0 10 0 1145.557 sp|P43652 sp|P43652|AFA 98 107 yes yes 2 3.81E-07 130.28 1620 362 1651 266293;26629126359;126 126365 83
ICDQWDNLGALTQK SVNARCQKICDQWDNL NLGALTQKRREALERT K I C Q K R 1 0 1 2 1 2 0 1 0 1 2 1 0 0 0 0 1 1 0 0 0 0 14 0 1660.788 sp|P12814sp|P12814|AC 479 492 yes yes 2 2.41E-174 234.65 1621 266 1652 266487;26648126442;126 126477 45
ICLDLQAPLYK ATLKNGRKICLDLQAP DLQAPLYKKIIKKLLE K I C Y K K 1 0 0 1 1 1 0 0 0 1 3 1 0 0 1 0 0 0 1 0 0 0 11 0 1332.711 sp|P02776sp|P02776|PLF 82 92 yes yes 2 1.96E-11 124.23 1622 161 1653 266571;26657126487;126 126496 84
ICLDPDAPR ATLKDGRKICLDPDAP CLDPDAPRIKKIVQKK K I C P R I 1 1 0 2 1 0 0 0 0 1 1 0 0 0 2 0 0 0 0 0 0 0 9 0 1055.507 sp|P02775 sp|P02775|CXC 104 112 yes yes 2 0.0008885 107.9 1623 160 1654 266747;26674126572;126 126588 96
ICVGCPR DFVQPPTKICVGCPRD KICVGCPRDIPTNSPE K I C P R D 0 1 0 0 2 0 0 1 0 1 0 0 0 0 1 0 0 0 0 1 0 0 7 0 860.3997 sp|P01042 sp|P01042|KN 263 269 yes yes 2 0.0033521 128 1624 103 1655 266926;26692126670;126 126672 13
IDDIWNLEVK VKLQGTSKIDDIWNLE DIWNLEVKENFAGEAT K I D V K E 0 0 1 2 0 0 1 0 0 2 1 1 0 0 0 0 0 1 0 1 0 0 10 0 1243.645 sp|P04114sp|P04114|AP 3538 3547 yes yes 2 7.76E-15 147.2 1625 174 1656 267082;26708126683;126 126716 348
IDITLSSVK LRYFYSRRIDITLSSV DITLSSVKCFHKLASA R I D V K C 0 0 0 1 0 0 0 0 0 2 1 1 0 0 0 2 1 0 0 1 0 0 9 0 974.5648 sp|Q08380sp|Q08380|LG 217 225 yes yes 2 0.0007398 114.89 1626 440 1657 267580;26758127033;127 127044 22
IDLAVGDVVK IANNRLIRIDLAVGDV LAVGDVVKTWRFSNMR R I D V K T 1 0 0 2 0 0 0 1 0 1 1 1 0 0 0 0 0 0 0 3 0 0 10 0 1027.591 sp|Q86UX7sp|Q86UX7|UR 581 590 yes yes 2 0.0028396 84.213 1627 497 1658 267668;26766127055;127 127092 82
IDQNVEELK HADELKAKIDQNVEEL DQNVEELKGRLTPYAD K I D L K G 0 0 1 1 0 1 2 0 0 1 1 1 0 0 0 0 0 0 0 1 0 0 9 0 1086.556 sp|P06727sp|P06727|AP 190 198 yes yes 2 1.48E-11 155.1 1628 206 1659 267808;26780127137;127 127243 121
IDQTVEELR YADEFKVKIDQTVEEL DQTVEELRRSLAPYAQ K I D L R R 0 1 0 1 0 1 2 0 0 1 1 0 0 0 0 0 1 0 0 1 0 0 9 0 1101.567 sp|P06727sp|P06727|AP 212 220 yes yes 2 2.30E-177 244.76 1629 206 1660 268251;26825127261;127 127307 192
IDSLLENDR YFWMNGDRIDSLLEND DSLLENDRQQTHMLDV R I D D R Q 0 1 1 2 0 0 1 0 0 1 2 0 0 0 0 1 0 0 0 0 0 0 9 0 1073.535 sp|P10909sp|P10909|CLU 159 167 yes yes 2 3.32E-69 201.39 1630 253 1661 268554;26855127462;127 127485 204
IDTALIK FDICPLVKIDTALIKA KIDTALIKADNFLLEN K I D I K A 1 0 0 1 0 0 0 0 0 2 1 1 0 0 0 0 1 0 0 0 0 0 7 0 772.4695 sp|P01031 sp|P01031|CO 1164 1170 yes yes 2 0.011009 105.2 1631 98 1662 268891;26889127671;127 127674 24
IDTQDIEASHYR EVCSFYLKIDTQDIEA DIEASHYRGYGNSDYK K I D Y R G 1 1 0 2 0 1 1 0 1 2 0 0 0 0 0 1 1 0 1 0 0 0 12 0 1446.674 sp|P01031 sp|P01031|CO 1381 1392 yes yes 2;3 2.43E-154 231.42 1632 98 1663 268996;26899127695;127 127833 173
IDVCPENAEVTLTDFR DADKVVDKIDVCPENA EVTLTDFRAFQTVVLD K I D F R A 1 1 1 2 1 0 2 0 0 1 1 0 0 1 1 0 2 0 0 2 0 0 16 0 1877.883 sp|P49747sp|P49747|CO 517 532 no no 2;3 1.00E-96 180.24 1633 373;348 1664 269271;26927127868;127 128012 158
IDVHLVPDR ERECELPKIDVHLVPD DVHLVPDRKKDQYKVG K I D D R K 0 1 0 2 0 0 0 0 1 1 1 0 0 0 1 0 0 0 0 2 0 0 9 0 1062.582 sp|P08603 sp|P08603|CFA 574 582 yes yes 2;3 0.0003926 129.42 1634 233 1665 269548;26954128027;128 128115 278
IDVHWTR AYDFYPGKIDVHWTRA KIDVHWTRAGEVQEPE K I D T R A 0 1 0 1 0 0 0 0 1 1 0 0 0 0 0 0 1 1 0 1 0 0 7 0 925.477 sp|P25311 sp|P25311|ZA2 235 241 yes yes 2;3 0.0074833 105.39 1635 326 1666 270030;27003128305;128 128305 43
IECVSAETTEDCIAK WSVNSVGKIECVSAET TTEDCIAKIMNGEADA K I E A K I 2 0 0 1 2 0 3 0 0 2 0 1 0 0 0 1 2 0 0 1 0 0 15 0 1724.76 sp|P02787sp|P02787|TR 385 399 yes yes 2;3 3.48E-58 158.56 1636 162 1667 270130;27013128348;128 128351 195
IEDEQALGIQLQK EISNLQSKIEDEQALG ALGIQLQKKIKELQAR K I E Q K K 1 0 0 1 0 3 2 1 0 2 2 1 0 0 0 0 0 0 0 0 0 0 13 0 1483.788 sp|Q9UKX2sp|Q9UKX2|M 1100 1112 yes yes 2 3.51E-16 123.75 1638 549 1669 270516;27051 128587 128587 1
IEDGFSLK VVHMPRFRIEDGFSLK IEDGFSLKEQLQDMGL R I E L K E 0 0 0 1 0 0 1 1 0 1 1 1 0 1 0 1 0 0 0 0 0 0 8 0 907.4651 sp|P01008sp|P01008|AN 357 364 yes yes 1;2 7.86E-05 118.07 1639 92 1670 270519;27052128588;128 128589 201
IEDGTLASK LNVLGTHKIEDGTLAS EDGTLASKTKGTFAHR K I E S K T 1 0 0 1 0 0 1 1 0 1 1 1 0 0 0 1 1 0 0 0 0 0 9 0 932.4815 sp|P04114sp|P04114|AP 3936 3944 yes yes 2 0.0018765 101.25 1640 174 1671 271096;27109128791;128 128791 6
IEEFLEAVLCPPR EVHTDTNKIEEFLEAV EAVLCPPRYPKLAALN K I E P R Y 1 1 0 0 1 0 3 0 0 1 2 0 0 1 2 0 0 0 0 1 0 0 13 0 1571.802 sp|O00299sp|O00299|CL 80 92 yes yes 3 1.88E-06 89.403 1641 42 1672 271182;27118128798;128 128798 3
IEEIAAK PRRTLQKKIEEIAAKY KIEEIAAKYKHSVVKK K I E A K Y 2 0 0 0 0 0 2 0 0 2 0 1 0 0 0 0 0 0 0 0 0 0 7 0 772.4331 sp|P01031 sp|P01031|CO 683 689 yes yes 2 0.062258 78.616 1642 98 1673 271199;27120 128801 128801 1
IEELEEELEAER KLKELQARIEELEEEL EEELEAERTARAKVEK R I E E R T 1 1 0 0 0 0 7 0 0 1 2 0 0 0 0 0 0 0 0 0 0 0 12 0 1487.699 sp|P12883 sp|P12883|MY 1115 1126 yes no 2 5.58E-08 106.29 1643 269 1674 271203;27120 128802 128802 1
IEFEWNTGTNVDTK AWHYDEEKIEFEWNTG TGTNVDTKKMTSNFPV K I E T K K 0 0 2 1 0 0 2 1 0 1 0 1 0 1 0 0 3 1 0 1 0 0 14 0 1652.768 sp|P04114sp|P04114|AP 1174 1187 yes yes 2 3.38E-184 231.05 1644 174 1675 271208;27120128803;128 129238 463
IEFISTMEGYK LTTNTDGKIEFISTME ISTMEGYKYPVYGVQW K I E Y K Y 0 0 0 0 0 0 2 1 0 2 0 1 1 1 0 1 1 0 1 0 0 0 11 0 1316.632 sp|Q92820sp|Q92820|GG 225 235 yes yes 2 2.87E-11 121.73 1645 510 1676 271964;27196129274;129 129282 12
IEGDEEMHCSDDGFWSK FVCNSGYKIEGDEEMH SDDGFWSKEKPKCVEI K I E S K E 0 0 0 3 1 0 3 2 1 1 0 1 1 1 0 2 0 1 0 0 0 0 17 0 2040.783 sp|P08603 sp|P08603|CFA 184 200 yes yes 2;3 2.61E-48 155.08 1646 233 1677 272336;27233129286;129 129294 67
IEGNLIFDPNNYLPK SLDPASAKIEGNLIFD DPNNYLPKESMLKTTL K I E P K E 0 0 3 1 0 0 1 1 0 2 2 1 0 1 2 0 0 0 1 0 0 0 15 0 1745.899 sp|P04114sp|P04114|AP 655 669 yes no 2;3 3.39E-22 114.71 1648 174 1679 272589;27259129354;129 129721 461
IEIFQTLPVR KGQGDYSKIEIFQTLP IFQTLPVREPSPPSIH K I E V R E 0 1 0 0 0 1 1 0 0 2 1 0 0 1 1 0 1 0 0 1 0 0 10 0 1214.702 sp|O15394sp|O15394|NC 583 592 yes yes 2 1.73E-11 147.19 1649 54 1680 273004;27300129817;129 129817 6
IEIPLPFGGK TLNKNSLKIEIPLPFG IPLPFGGKSSRDLKML K I E G K S 0 0 0 0 0 0 1 2 0 2 1 1 0 1 2 0 0 0 0 0 0 0 10 0 1069.617 sp|P04114sp|P04114|AP 1296 1305 yes yes 2 1.52E-06 114.28 1650 174 1681 273146;27314129823;129 129990 192
IELEDWK KQSNYVLRIELEDWKD RIELEDWKDNKHYIEY R I E W K D 0 0 0 1 0 0 2 0 0 1 1 1 0 0 0 0 0 1 0 0 0 0 7 0 931.4651 sp|Q9Y5C1sp|Q9Y5C1|AN 333 339 yes yes 2 0.022328 97.068 1652 556 1683 273590;27359 130021 130021 1
IEPNLPSYR WNNDIYVKIEPNLPSY EPNLPSYRITWTGKED K I E Y R I 0 1 1 0 0 0 1 0 0 1 1 0 0 0 2 1 0 0 1 0 0 0 9 0 1087.566 sp|P27487sp|P27487|DP 176 184 yes yes 2 0.010665 76.478 1653 333 1684 273651;27365130022;130 130022 3
IETISHEDLQR LELSTPLKIETISHED ISHEDLQRQLAVLDKA K I E Q R Q 0 1 0 1 0 1 2 0 1 2 1 0 0 0 0 1 1 0 0 0 0 0 11 0 1339.673 sp|P07225 sp|P07225|PRO 592 602 yes yes 2;3 1.32E-81 204.07 1654 212 1685 273678;27367130025;130 130029 137
IEVLEEELR DLKLKNTKIEVLEEEL EVLEEELRLARDANSE K I E L R L 0 1 0 0 0 0 4 0 0 1 2 0 0 0 0 0 0 0 0 1 0 0 9 0 1128.603 sp|P15924sp|P15924|DE 1034 1042 yes yes 2 0.025904 68.224 1655 290 1686 273949;27395130162;130 130163 2
IFEGNTNTK LKSSMVDKIFEGNTNT FEGNTNTKGHVKNFFN K I F T K G 0 0 2 0 0 0 1 1 0 1 0 1 0 1 0 0 2 0 0 0 0 0 9 0 1022.503 sp|P12259sp|P12259|FA5 2177 2185 yes yes 2 0.02361 69.628 1656 264 1687 273963;27396130164;130 130164 2
IFFESVYGQCK AWQDCGMRIFFESVYG ESVYGQCKAIFYMNNP R I F C K A 0 0 0 0 1 1 1 1 0 1 0 1 0 2 0 1 0 0 1 1 0 0 11 0 1376.644 sp|Q9UGMsp|Q9UGM5|F 108 118 yes yes 2 1.89E-38 172.21 1657 545 1688 274014;27401130166;130 130269 173
IFFPGVSEFGK KEFQEGLKIFFPGVSE PGVSEFGKESILFHYT K I F G K E 0 0 0 0 0 0 1 2 0 1 0 1 0 3 1 1 0 0 0 1 0 0 11 0 1226.634 sp|P06276sp|P06276|CH 384 394 yes yes 2 1.38E-07 113.62 1658 202 1689 274208;27420130340;130 130343 99
IFFYDSENPPASEVLR GCHPNGMKIFFYDSEN PPASEVLRIQNILTEE K I F L R I 1 1 1 1 0 0 2 0 0 1 1 0 0 2 2 2 0 0 1 1 0 0 16 0 1882.91 sp|P27169sp|P27169|PO 291 306 yes yes 2;3 9.15E-151 259.55 1659 332 1690 274361;27436130439;130 130685 265
IFSFDGK GPLKPGARIFSFDGKD RIFSFDGKDVLRHPTW R I F G K D 0 0 0 1 0 0 0 1 0 1 0 1 0 2 0 1 0 0 0 0 0 0 7 0 812.4069 sp|P39060sp|P39060|CO 1671 1677 yes yes 2 0.041712 88.643 1660 357 1691 274715;27471130706;130 130706 3
IFSPFADLSELSATGR LRQMGIRRIFSPFADL SELSATGRNLQVSRVL R I F G R N 2 1 0 1 0 0 1 1 0 1 2 0 0 2 1 3 1 0 0 0 0 0 16 0 1709.863 sp|Q9UK55sp|Q9UK55|ZP 360 375 yes yes 2;3 2.43E-97 184.03 1661 548 1692 274762;27476130709;130 130828 136
IFSQETLTK TDGTYVWKIFSQETLT FSQETLTKAQILKLFL K I F T K A 0 0 0 0 0 1 1 0 0 1 1 1 0 1 0 1 2 0 0 0 0 0 9 0 1065.571 sp|Q9UHGsp|Q9UHG3|PC 407 415 yes yes 2 2.72E-10 121.58 1662 546 1693 274987;27498130845;130 130847 12
IFTVNHK PGSTVLYRIFTVNHKL RIFTVNHKLLPVGRTV R I F H K L 0 0 1 0 0 0 0 0 1 1 0 1 0 1 0 0 1 0 0 1 0 0 7 0 857.4759 sp|P01024sp|P01024|CO 149 155 yes yes 2 0.013279 103.28 1663 97 1694 275017;27501 130857 130857 1
IFYNQQNHYDGSTGK NMPIRFTKIFYNQQNH HYDGSTGKFHCNIPGL K I F G K F 0 0 2 1 0 2 0 2 1 1 0 1 0 1 0 1 1 0 2 0 0 0 15 0 1770.796 sp|Q15848sp|Q15848|AD 135 149 yes yes 2;3 8.88E-53 151.79 1664 473 1695 275053;27505130858;130 130866 52
IGAEVYHNLK ANFREAMRIGAEVYHN AEVYHNLKNVIKEKYG R I G L K N 1 0 1 0 0 0 1 1 1 1 1 1 0 0 0 0 0 0 1 1 0 0 10 0 1142.608 sp|P06733 sp|P06733|EN 184 193 yes yes 2 0.021535 63.419 1665 208 1696 275229;27523 130910 130910 1
IGALSATPLK AIFTELGRIGALSATP ALSATPLKIQGTEEGI R I G L K I 2 0 0 0 0 0 0 1 0 1 2 1 0 0 1 1 1 0 0 0 0 0 10 0 969.5859 sp|Q5VTT5sp|Q5VTT5|MY 1219 1228 yes yes 2 7.97E-07 122.52 1666 483 1697 275235;27523 130911 130911 1
IGCGSHFCEK VVWAKTERIGCGSHFC CGSHFCEKLQGVEETN R I G E K L 0 0 0 0 2 0 1 2 1 1 0 1 0 1 0 1 0 0 0 0 0 0 10 0 1193.496 sp|Q6UXB8sp|Q6UXB8|PI 140 149 yes yes 2 0.01153 71.349 1667 487 1698 275238;27523 130912 130912 1
IGCYVTIFQNISNLR LPILYNSRIGCYVTIF FQNISNLRDVFYREMS R I G L R D 0 1 2 0 1 1 0 1 0 3 1 0 0 1 0 1 1 0 1 1 0 0 15 0 1796.924 sp|Q9UBWsp|Q9UBW5|B 203 217 yes yes 2 0.0008852 83.182 1668 541 1699 275265;27526130913;130 130913 2
IGDQWDK TNEGVMYRIGDQWDKQ RIGDQWDKQHDMGHMM R I G D K Q 0 0 0 2 0 1 0 1 0 1 0 1 0 0 0 0 0 1 0 0 0 0 7 0 860.4028 sp|P02751 sp|P02751|FIN 480 486 yes yes 2 0.028733 94.407 1669 153 1700 275292;27529 130915 130915 1
IGDTWSK QDTRTSYRIGDTWSKK RIGDTWSKKDNRGNLL R I G S K K 0 0 0 1 0 0 0 1 0 1 0 1 0 0 0 1 1 1 0 0 0 0 7 0 805.397 sp|P02751 sp|P02751|FIN 242 248 yes yes 2 0.016289 100.74 1670 153 1701 275302;27530 130916 130916 1
IGEDFISDLDQLR LAEVIAERIGEDFISD ISDLDQLRKLLSFVDD R I G L R K 0 1 0 3 0 1 1 1 0 2 2 0 0 1 0 1 0 0 0 0 0 0 13 0 1519.752 sp|P11217sp|P11217|PYG 508 520 yes yes 2 5.99E-05 83.397 1671 257 1702 275356;27535130917;130 130918 2
IGEEFLTDLSQLK LADTIVEKIGEEFLTD LTDLSQLKKLLPLVSD K I G L K K 0 0 0 1 0 1 2 1 0 1 3 1 0 1 0 1 1 0 0 0 0 0 13 0 1491.782 sp|P11216sp|P11216|PYG 508 520 yes yes 2 8.63E-10 100.72 1672 256 1703 275359;27536130919;130 130920 2
IGESIELTCPK TPFQRLYRIGESIELT SIELTCPKGFVVAGPS R I G P K G 0 0 0 0 1 0 2 1 0 2 1 1 0 0 1 1 1 0 0 0 0 0 11 0 1245.628 sp|P13671 sp|P13671|CO 724 734 yes yes 2 3.20E-16 147.2 1673 277 1704 275379;27538130922;130 131087 176
IGFPWSEIR QNDRLTPKIGFPWSEI GFPWSEIRNISFNDKK K I G I R N 0 1 0 0 0 0 1 1 0 2 0 0 0 1 1 1 0 1 0 0 0 0 9 0 1103.576 sp|P26038sp|P26038|MO 238 246 yes no 2 0.0003325 130.27 1674 327 1705 275621;27562131098;13 131098 23
IGITNHDEYSLVR MLMTICARIGITNHDE HDEYSLVRELMEEKKE R I G V R E 0 1 1 1 0 0 1 1 1 2 1 0 0 0 0 1 1 0 1 1 0 0 13 0 1515.768 sp|Q9Y490sp|Q9Y490|TL 119 131 yes yes 3 1.65E-06 89.629 1675 554 1706 275723;27572131121;13 131122 10
IGIVGLPNVGK GRFGTSLKIGIVGLPN VGLPNVGKSTFFNVLT K I G G K S 0 0 1 0 0 0 0 3 0 2 1 1 0 0 1 0 0 0 0 2 0 0 11 0 1065.655 sp|Q9NTK5sp|Q9NTK5|OL 25 35 yes yes 2 0.0014006 81.215 1676 536 1707 275762;27576 131131 131131 1
IGNFSTDIK LENAGCNKIGNFSTDI GNFSTDIKDSKAYYHL K I G I K D 0 0 1 1 0 0 0 1 0 2 0 1 0 1 0 1 1 0 0 0 0 0 9 0 993.5131 sp|P13796sp|P13796|PLS 286 294 yes yes 2 0.0048007 90.657 1677 279 1708 275771;27577131132;13 131133 2
IGPITPLEFYR DKDKNYQKIGPITPLE ITPLEFYREHVKPLFN K I G Y R E 0 1 0 0 0 0 1 1 0 2 1 0 0 1 2 0 1 0 1 0 0 0 11 0 1304.713 sp|Q13867sp|Q13867|BL 245 255 yes yes 2 0.0019122 81.338 1678 456 1709 275790;27579131134;13 131140 12
IGQDGISTSATTNLK GAHKATLRIGQDGIST TSATTNLKCSLLVLEN R I G L K C 1 0 1 1 0 1 0 2 0 2 1 1 0 0 0 2 3 0 0 0 0 0 15 0 1504.773 sp|P04114sp|P04114|AP 1647 1661 yes yes 2;3 3.55E-206 240.05 1679 174 1710 275851;27585131146;13 131353 219
IGVELTGR DAYNTKDKIGVELTGR IGVELTGRTLADLTLL K I G G R T 0 1 0 0 0 0 1 2 0 1 1 0 0 0 0 0 1 0 0 1 0 0 8 0 843.4814 sp|P04114sp|P04114|AP 2005 2012 yes yes 2 1.80E-15 167.82 1680 174 1711 276263;27626131366;13 131367 71
IHIGSSFEK RHPDMLTKIHIGSSFE HIGSSFEKYPLYVLKV K I H E K Y 0 0 0 0 0 0 1 1 1 2 0 1 0 1 0 2 0 0 0 0 0 0 9 0 1016.529 sp|Q96IY4 sp|Q96IY4|CBP 147 155 yes yes 2;3 0.0005856 113.26 1681 516 1712 276436;27643131437;13 131467 45
IHILPSMNPDGYEVAAAQGPNKPGYLVGR VQLIQDTRIHILPSMN KPGYLVGRNNANGVDL R I H G R N 3 1 2 1 0 1 1 4 1 2 2 1 1 0 4 1 0 0 2 2 0 0 29 1 3063.56 sp|P15169sp|P15169|CB 123 151 yes yes 4 0.0002439 28.145 1682 286 1713 276602;27660 131482 131482 1
IHLISTQSAIPYALR EFWLGNEKIHLISTQS SAIPYALRVELEDWNG K I H L R V 2 1 0 0 0 1 0 0 1 3 2 0 0 0 1 2 1 0 1 0 0 0 15 0 1681.952 sp|P02679sp|P02679|FIB 259 273 yes yes 3 0.014954 38.799 1683 144 1714 276609 131483 131483 1
IHSGSFQSQVELSNDQEK IRWKNEVRIHSGSFQS ELSNDQEKAHLDIAGS R I H E K A 0 0 1 1 0 3 2 1 1 1 1 1 0 1 0 4 0 0 0 1 0 0 18 0 2031.95 sp|P04114sp|P04114|AP 3639 3656 yes yes 3 1.25E-57 141.6 1684 174 1715 276610;27661131484;13 131486 31
IHWESASLLR RSSKITHRIHWESASL WESASLLRSEETKENE R I H L R S 1 1 0 0 0 0 1 0 1 1 2 0 0 0 0 2 0 1 0 0 0 0 10 0 1210.646 sp|P01024sp|P01024|CO 1311 1320 yes yes 2;3 1.75E-20 131.11 1685 97 1716 276714;27671131515;13 131538 35
IIAPPER APSTMKIKIIAPPERK KIIAPPERKYSVWIGG K I I E R K 1 1 0 0 0 0 1 0 0 2 0 0 0 0 2 0 0 0 0 0 0 0 7 0 794.465 sp|P60709sp|P60709|AC 329 335 no no 2 0.0078947 114.19 1687 398;412;406 1718 276826;27682131552;13 131557 35
IIEETLALK ILLEVNNRIIEETLAL IEETLALKFENAAAGN R I I L K F 1 0 0 0 0 0 2 0 0 2 2 1 0 0 0 0 1 0 0 0 0 0 9 0 1028.612 sp|O15144sp|O15144|AR 10 18 yes yes 2 0.027625 75.738 1689 52 1720 277071;27707131591;13 131594 3
IIEVEEEQEDPYLNDR GGLQETDKIIEVEEEQ EDPYLNDRCRGGGPCK K I I D R C 0 1 1 2 0 1 5 0 0 2 1 0 0 0 1 0 0 0 1 1 0 0 16 0 1989.917 sp|P23142 sp|P23142|FBL 164 179 yes yes 2;3 0 299.38 1690 319 1721 277172;27717131595;13 131610 155
IIFVVGGPGSGK EEKLKKTKIIFVVGGP VGGPGSGKGTQCEKIV K I I G K G 0 0 0 0 0 0 0 4 0 2 0 1 0 1 1 1 0 0 0 2 0 0 12 0 1129.65 sp|P00568sp|P00568|KA 10 21 yes yes 2 4.16E-06 94.409 1691 79 1722 277495;27749131750;13 131751 6
IIGGSDADIK EPFEEKQRIIGGSDAD GGSDADIKNFPWQVFF R I I I K N 1 0 0 2 0 0 0 2 0 3 0 1 0 0 0 1 0 0 0 0 0 0 10 0 987.5237 sp|P09871 sp|P09871|C1S 438 447 yes yes 2 0.0090651 73.985 1692 242 1723 277581;27758131757;13 131770 22
IIGLDQVAGMSETALPGAFK ELWKDVDRIIGLDQVA TALPGAFKTRKGMFRT R I I F K T 3 0 0 1 0 1 1 3 0 2 2 1 1 1 1 1 1 0 0 1 0 0 20 0 2017.055 sp|P35579sp|P35579|MY 618 637 yes yes 2;3 0.000148 62.891 1693 350 1724 277738;27773131779;13 131780 8
IIGYTPDLDPETVDDAFAR DKNQITYRIIGYTPDL TVDDAFARAFQVWSDV R I I A R A 2 1 0 4 0 0 1 1 0 2 1 0 0 1 2 0 2 0 1 1 0 0 19 0 2107.011 sp|P08253 sp|P08253|MM 128 146 yes yes 2 1.55E-13 97.86 1694 227 1725 277819;27782131787;13 131789 9
IIHFGTR YLILSKGKIIHFGTRE KIIHFGTREKFSDASY K I I T R E 0 1 0 0 0 0 0 1 1 2 0 0 0 1 0 0 1 0 0 0 0 0 7 0 842.4763 sp|P01031 sp|P01031|CO 509 515 yes yes 2 0.039591 89.673 1695 98 1726 277898;27789 131796 131796 1
IIIYGPAYSGR ISYIVDGKIIIYGPAY YGPAYSGRETVYSNAS K I I G R E 1 1 0 0 0 0 0 2 0 3 0 0 0 0 1 1 0 0 2 0 0 0 11 0 1208.655 sp|Q00887sp|Q00887|PS 88 98 yes yes 2 0.0011253 82.645 1696 426 1727 277920 131797 131797 1
IILDLISESPIK DRVVECIKIILDLISE LISESPIKGRAQPYDP K I I I K G 0 0 0 1 0 0 1 0 0 4 2 1 0 0 1 2 0 0 0 0 0 0 12 0 1339.796 sp|P61978sp|P61978|HN 208 219 yes yes 2 8.73E-05 83.869 1697 401 1728 277921;27792131798;13 131798 2
IILYENPNFTGK KVDSQEHKIILYENPN ENPNFTGKKMEIIDDD K I I G K K 0 0 2 0 0 0 1 1 0 2 1 1 0 1 1 0 1 0 1 0 0 0 12 0 1407.74 sp|P43320sp|P43320|CR 109 120 yes yes 2 2.08E-48 175.91 1698 361 1729 278044;27804131800;13 131821 162
IILYENPNFTGKK KVDSQEHKIILYENPN NPNFTGKKMEIIDDDV K I I K K M 0 0 2 0 0 0 1 1 0 2 1 2 0 1 1 0 1 0 1 0 0 0 13 1 1535.835 sp|P43320sp|P43320|CR 109 121 yes yes 2;3 6.90E-05 107.83 1699 361 1730 278214;27821131962;13 131979 24
IINEPTAAAIAYGLDK IAGLNVMRIINEPTAA AIAYGLDKREGEKNIL R I I D K R 4 0 1 1 0 0 1 1 0 3 1 1 0 0 1 0 1 0 1 0 0 0 16 0 1658.888 sp|P11021 sp|P11021|GR 198 213 no no 2;3 5.52E-39 133.71 1700 254;255;346 1731 278338;27833131986;13 132033 59
IIPGFMCQGGDFTR YKGSCFHRIIPGFMCQ CQGGDFTRHNGTGGKS R I I T R H 0 1 0 1 1 1 0 3 0 2 0 0 1 2 1 0 1 0 0 0 0 0 14 0 1597.738 sp|P62937sp|P62937|PP 56 69 yes no 2 2.72E-16 114.86 1701 409 1732 278568;27856132045;13 132062 21
IIPGGIYDADLNDEWVQR SSSKEENRIIPGGIYD LNDEWVQRALHFAISE R I I Q R A 1 1 1 3 0 1 1 2 0 3 1 0 0 0 1 0 0 1 1 1 0 0 18 0 2073.017 sp|P01036sp|P01036|CYT 29 46 yes yes 2 4.38E-11 94.122 1702 101 1733 278614 132066 132066 1
IIPGGIYNADLNDEWVQR WSPKEEDRIIPGGIYN LNDEWVQRALHFAISE R I I Q R A 1 1 2 2 0 1 1 2 0 3 1 0 0 0 1 0 0 1 1 1 0 0 18 0 2072.033 sp|P01037sp|P01037|CYT 29 46 yes yes 2 2.56E-08 86.772 1703 102 1734 278615;27861 132067 132067 1
IISDYHQQFR SQAIATKKIISDYHQQ SDYHQQFRYKLQDFSD K I I F R Y 0 1 0 1 0 2 0 0 1 2 0 0 0 1 0 1 0 0 1 0 0 0 10 0 1305.647 sp|P04114sp|P04114|AP 4487 4496 yes yes 2;3 1.27E-49 188.98 1704 174 1735 278617;27861132068;13 132077 161
IISIMDEK EVKVQVPKIISIMDEK IISIMDEKVNITVCGE K I I E K V 0 0 0 1 0 0 1 0 0 3 0 1 1 0 0 1 0 0 0 0 0 0 8 0 947.4998 sp|P20742 sp|P20742|PZP 237 244 yes yes 2 0.011495 110.81 1705 307 1736 279015;27901132229;13 132230 15
IISNEEGYR LDGNSFYKIISNEEGY ISNEEGYRHICYFQID K I I Y R H 0 1 1 0 0 0 2 1 0 2 0 0 0 0 0 1 0 0 1 0 0 0 9 0 1079.525 sp|P27487sp|P27487|DP 374 382 yes yes 2 0.0030732 96.492 1706 333 1737 279077;27907132244;13 132244 2
IITLTGPTNAIFK SEGNCPERIITLTGPT GPTNAIFKAFAMIIDK R I I F K A 1 0 1 0 0 0 0 1 0 3 1 1 0 1 1 0 3 0 0 0 0 0 13 0 1387.808 sp|Q15365sp|Q15365|PC 58 70 yes yes 2 0.0017723 66.595 1708 467 1740 279502;27950 132437 132437 1
IIVPLNNR DIVERNIRIIVPLNNR IIVPLNNRENISDPTS R I I N R E 0 1 2 0 0 0 0 0 0 2 1 0 0 0 1 0 0 0 0 1 0 0 8 0 937.5709 sp|P01591 sp|P01591|IGJ 62 69 yes yes 2 0.0035245 88.734 1709 105 1741 279530;27953132438;13 132441 5
IIYGGSVTGATCK DAVAQSTRIIYGGSVT SVTGATCKELASQPDV R I I C K E 1 0 0 0 1 0 0 3 0 2 0 1 0 0 0 1 2 0 1 1 0 0 13 0 1325.665 sp|P60174sp|P60174|TPI 244 256 yes yes 2 1.54E-21 130.98 1710 396 1742 279609;27961132443;13 132445 19
ILADATAK RKLLSAAKILADATAK ILADATAKMVEAAKGA K I L A K M 3 0 0 1 0 0 0 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 8 0 801.4596 sp|Q9Y490sp|Q9Y490|TL 862 869 yes yes 2 0.022795 83.753 1711 554 1743 279713;27971 132463 132463 1
ILAGPAGDSNVVK RYDAAQLRILAGPAGD AGDSNVVKLQRIEDLP R I L V K L 2 0 1 1 0 0 0 2 0 1 1 1 0 0 1 1 0 0 0 2 0 0 13 0 1239.682 sp|P04275 sp|P04275|VW 1838 1850 yes yes 2 5.68E-06 90.05 1712 179 1744 279721;27972132464;13 132474 72
ILAQATSDLVNAIK GEMVRQARILAQATSD SDLVNAIKADAEGESD R I L I K A 3 0 1 1 0 1 0 0 0 2 2 1 0 0 0 1 1 0 0 1 0 0 14 0 1455.83 sp|Q9Y490sp|Q9Y490|TL 828 841 yes yes 2 5.79E-48 160.77 1713 554 1745 279873;27987132537;13 132617 102
ILDDLSPR QTREALIKILDDLSPR ILDDLSPRDQFNLIVF K I L P R D 0 1 0 2 0 0 0 0 0 1 2 0 0 0 1 1 0 0 0 0 0 0 8 0 927.5026 sp|Q14624sp|Q14624|ITI 300 307 yes yes 2 4.39E-16 170.06 1714 463 1746 280034;28003132640;13 132666 154
ILDELLQTCVDPEDCPVCEVAGR HAHCPPGKILDELLQT PVCEVAGRRFASGKKV K I L G R R 1 1 0 3 3 1 3 1 0 1 3 0 0 0 2 0 1 0 0 3 0 0 23 0 2687.224 sp|P04275 sp|P04275|VW 1182 1204 yes yes 2;3 9.55E-89 189.1 1715 179 1747 280206;28020132794;13 132794 8
ILDLIESGK IDKEQYDKILDLIESG LDLIESGKKEGAKLEC K I L G K K 0 0 0 1 0 0 1 1 0 2 2 1 0 0 0 1 0 0 0 0 0 0 9 0 986.5648 sp|P00352 sp|P00352|AL1 354 362 yes yes 2 0.006501 82.279 1716 71 1748 280326;28032132802;13 132803 5
ILDVNDNIPVVENK KQAQVQIRILDVNDNI NIPVVENKVLEGMVEE R I L N K V 0 0 3 2 0 0 1 0 0 2 1 1 0 0 1 0 0 0 0 3 0 0 14 0 1580.841 sp|Q14126sp|Q14126|DS 262 275 yes yes 2 0.0013631 66.267 1717 459 1749 280371;28037132807;13 132807 1
ILEAHQNVAQLSLAEAQLR KAKQLTPRILEAHQNV SLAEAQLRFIQAWQSL R I L L R F 4 1 1 0 0 3 2 0 1 1 4 0 0 0 0 1 0 0 0 1 0 0 19 0 2103.144 sp|Q86UX7sp|Q86UX7|UR 524 542 yes yes 3 3.48E-24 111.01 1718 497 1750 280388;28038132809;13 132819 10
ILEFFGLK SDHTDNQRILEFFGLK ILEFFGLKKEECPAVR R I L L K K 0 0 0 0 0 0 1 1 0 1 2 1 0 2 0 0 0 0 0 0 0 0 8 0 965.5586 sp|P07237sp|P07237|PD 301 308 yes yes 2 0.019535 97.068 1719 213 1751 280425;28042132820;13 132830 14
ILEGFQPSGR DLDKEAHRILEGFQPS EGFQPSGRFGSALAVL R I L G R F 0 1 0 0 0 1 1 2 0 1 1 0 0 1 1 1 0 0 0 0 0 0 10 0 1102.577 sp|P80108sp|P80108|PH 440 449 yes yes 2 1.50E-06 131.06 1720 422 1752 280492;28049132835;13 132845 89
ILGDPEALR IPSETLNRILGDPEAL LGDPEALRDLLNNHIL R I L L R D 1 1 0 1 0 0 1 1 0 1 2 0 0 0 1 0 0 0 0 0 0 0 9 0 982.5448 sp|Q15582sp|Q15582|BG 296 304 yes yes 2 4.78E-10 119.17 1721 470 1753 280641;28064132925;13 132925 13
ILGEELGFASLHDLQLLGK PEARAYLRILGEELGF HDLQLLGKLLLMGART R I L G K L 1 0 0 1 0 1 2 3 1 1 6 1 0 1 0 1 0 0 0 0 0 0 19 0 2052.126 sp|P04114sp|P04114|AP 779 797 yes yes 2;3 7.09E-164 201.08 1722 174 1754 280670;28067132938;13 133074 169
ILGGHLDAK NPANPVQRILGGHLDA LGGHLDAKGSFPWQAK R I L A K G 1 0 0 1 0 0 0 2 1 1 2 1 0 0 0 0 0 0 0 0 0 0 9 0 922.5236 sp|P00738sp|P00738|HP 162 170 no no 2;3 0.0040478 93.429 1723 82;83 1755 281007;28100133107;133 133110 4
ILGLLDAYLK NAKEEVRRILGLLDAY GLLDAYLKTRTFLVGE R I L L K T 1 0 0 1 0 0 0 1 0 1 4 1 0 0 0 0 0 0 1 0 0 0 10 0 1117.675 sp|P26641 sp|P26641|EF1 138 147 yes yes 2 0.0015553 92.439 1724 328 1756 281041;28104133111;133 133111 2
ILGPLSYSK FDIKSFCKILGPLSYS LGPLSYSKIKHLRLDG K I L S K I 0 0 0 0 0 0 0 1 0 1 2 1 0 0 1 2 0 0 1 0 0 0 9 0 976.5593 sp|P51884sp|P51884|LU 297 305 yes no 2 0.0041385 93.143 1725 379 1757 281052;28105133113;133 133131 37
ILILPSVTR VKRPIENRILILPSVT LILPSVTRNETGPYQC R I L T R N 0 1 0 0 0 0 0 0 0 2 2 0 0 0 1 1 1 0 0 1 0 0 9 0 1010.649 sp|Q00887sp|Q00887|PS 294 302 no no 2 0.000945 106.36 1726 426;260 1758 281201;28120 133150 133150 1
ILISGLEPSTPYR LVDGDQSKILISGLEP LEPSTPYRFLLYGLHE K I L Y R F 0 1 0 0 0 0 1 1 0 2 2 0 0 0 2 2 1 0 1 0 0 0 13 0 1444.793 sp|P22105 sp|P22105|TEN 3607 3619 yes no 2 2.46E-75 187.85 1727 312 1759 281203;28120133151;133 133160 85
ILLDEQAQWK GLETSLDKILLDEQAQ LDEQAQWKHYLVSNIS K I L W K H 1 0 0 1 0 2 1 0 0 1 2 1 0 0 0 0 0 1 0 0 0 0 10 0 1242.661 sp|P13598sp|P13598|ICA 67 76 yes yes 2 1.01E-30 168.23 1728 274 1760 281377;28137133236;133 133241 94
ILLQGTPVAQMTEDAVDAER PDTESETRILLQGTPV EDAVDAERLKHLIVTP R I L E R L 3 1 0 2 0 2 2 1 0 1 2 0 1 0 1 0 2 0 0 2 0 0 20 0 2156.078 sp|P01024sp|P01024|CO 980 999 yes yes 2;3 2.93E-154 166.86 1729 97 1761 281486;28148133330;133 133333 257
ILMVGLDAAGK IFGKKQMRILMVGLDA VGLDAAGKTTILYKLK R I L G K T 2 0 0 1 0 0 0 2 0 1 2 1 1 0 0 0 0 0 0 1 0 0 11 0 1086.611 sp|P84085 sp|P84085|AR 20 30 yes no 2 0.027166 51.949 1730 299 1762 281800;28180 133587 133587 0
ILQAVNFPFLVK EHTLNEKRILQAVNFP VNFPFLVKLEFSFKDN R I L V K L 1 0 1 0 0 1 0 0 0 1 2 1 0 2 1 0 0 0 0 2 0 0 12 0 1387.823 sp|P17612 sp|P17612|KA 95 106 yes yes 2 0.0010575 70.256 1732 295 1764 281939;28194 133600 133600 1
ILSGDPYCEK PSHSKFLKILSGDPYC SGDPYCEKDAQEVHCD K I L E K D 0 0 0 1 1 0 1 1 0 1 1 1 0 0 1 1 0 0 1 0 0 0 10 0 1180.543 sp|P43251 sp|P43251|BT 364 373 yes yes 2 0.000144 105.52 1733 360 1765 281941;28194133601;133 133615 17
ILTSDVFQDCNK TMVDSSCRILTSDVFQ DVFQDCNKLVDPEPYL R I L N K L 0 0 1 2 1 1 0 0 0 1 1 1 0 1 0 1 1 0 0 1 0 0 12 0 1438.676 sp|P04275 sp|P04275|VW 1062 1073 yes yes 2 2.20E-104 211.27 1734 179 1766 282118;28211133618;133 133623 117
ILVDLER LAIPELMRILVDLERM RILVDLERMDWDKAWD R I L E R M 0 1 0 1 0 0 1 0 0 1 2 0 0 0 0 0 0 0 0 1 0 0 7 0 856.5018 sp|P11217sp|P11217|PYG 353 359 yes yes 2 0.050763 84.244 1735 257 1767 282303;28230 133735 133735 1
ILWIPAGALR GGPLGYQKILWIPAGA WIPAGALRLQIAQLRP K I L L R L 2 1 0 0 0 0 0 1 0 2 2 0 0 0 1 0 0 1 0 0 0 0 10 0 1108.676 sp|Q6UY14sp|Q6UY14|AT 503 512 yes yes 2 0.0019855 89.55 1736 488 1768 282305;28230133736;133 133742 12
ILYSQCGDVMR FDRTGDGKILYSQCGD SQCGDVMRALGQNPTN K I L M R A 0 1 0 1 1 1 0 1 0 1 1 0 1 0 0 1 0 0 1 1 0 0 11 0 1340.622 sp|P60660sp|P60660|MY 27 37 yes no 2 0.021841 56.729 1737 397 1769 282406;28240 133748 133748 1
IMGITLVSK LSIQVSCRIMGITLVS MGITLVSKKANQQLNF R I M S K K 0 0 0 0 0 0 0 1 0 2 1 1 1 0 0 1 1 0 0 1 0 0 9 0 960.5678 sp|Q9Y5Y7sp|Q9Y5Y7|LYV 38 46 yes yes 2 0.011898 75.825 1739 557 1771 282463;28246133751;133 133755 11
IMSIVDPNR QGEAEFARIMSIVDPN MSIVDPNRLGVVTFQA R I M N R L 0 1 1 1 0 0 0 0 0 2 0 0 1 0 1 1 0 0 0 1 0 0 9 0 1043.543 sp|P12814sp|P12814|AC 795 803 yes yes 2 3.10E-05 106.04 1740 266 1772 282617;28261133762;133 133762 6
INENTGSVSVTR QEPKGIFRINENTGSV TGSVSVTRTLDREVIA R I N T R T 0 1 2 0 0 0 1 1 0 1 0 0 0 0 0 2 2 0 0 2 0 0 12 0 1275.642 sp|P55290sp|P55290|CA 190 201 yes yes 2 1.84E-07 100.92 1741 391 1773 282706;28270 133769 133769 1
INHGILYDEEK ATFCDFPKINHGILYD GILYDEEKYKPFSQVP K I N E K Y 0 0 1 1 0 0 2 1 1 2 1 1 0 0 0 0 0 0 1 0 0 0 11 0 1329.657 sp|P36980sp|Q03591|FH 28 38 no no 2;3 5.20E-47 182.64 1742 432;354 1774 282751;28275133770;133 133779 121
INIIGEK GYRWGDIKINIIGEKD KINIIGEKDDLPIHFC K I N E K D 0 0 1 0 0 0 1 1 0 3 0 1 0 0 0 0 0 0 0 0 0 0 7 0 785.4647 sp|Q8N7E2sp|Q8N7E2|ZN 43 49 yes yes 2 2.29E-07 132.96 1743 504 1775 283083;28308133891;133 133894 16
INNQLTLDSNTK LSNGVIVKINNQLTLD LTLDSNTKYFHKLNIP K I N T K Y 0 0 3 1 0 1 0 0 0 1 2 1 0 0 0 1 2 0 0 0 0 0 12 0 1359.699 sp|P04114sp|P04114|AP 2877 2888 yes yes 2 2.16E-119 254.5 1744 174 1776 283284;28328133907;133 134002 114
INPLALK NAQLSNPKINPLALKE KINPLALKESVKFSSK K I N L K E 1 0 1 0 0 0 0 0 0 1 2 1 0 0 1 0 0 0 0 0 0 0 7 0 767.4905 sp|P04114sp|P04114|AP 2819 2825 yes yes 2 0.0032244 127.66 1745 174 1777 283469;28347134021;134 134030 49
INTQEYLDVLGR IPSIGAIRINTQEYLD EYLDVLGRPMVLAGDK R I N G R P 0 1 1 1 0 1 1 1 0 1 2 0 0 0 0 0 1 0 1 1 0 0 12 0 1419.736 sp|P54289sp|P54289|CA 421 432 yes no 2 0.043051 47.559 1746 384 1778 283738;28373 134070 134070 1
INVGGGLSGDHCK LGIQYEDKINVGGGLS GLSGDHCKKFGGGKTE K I N C K K 0 0 1 1 1 0 0 4 1 1 1 1 0 0 0 1 0 0 0 1 0 0 13 0 1312.619 sp|P07357sp|P07357|CO 388 400 yes yes 2;3 2.80E-21 128.01 1747 215 1779 283814;28381134071;134 134079 50
IPACIAGER KNMDCYCRIPACIAGE PACIAGERRYGTCIYQ R I P E R R 2 1 0 0 1 0 1 1 0 2 0 0 0 0 1 0 0 0 0 0 0 0 9 0 985.5015 sp|P59666sp|P59666|DE 70 78 yes no 2 0.0008885 107.9 1748 393 1780 284079;28408134121;134 134138 19
IPEAPAGPPSDFGLFLSDDDPK ACRIIRERIPEAPAGP FLSDDDPKKGIWLEAG R I P P K K 2 0 0 4 0 0 1 2 0 1 2 1 0 2 5 2 0 0 0 0 0 0 22 0 2284.09 sp|Q9Y490sp|Q9Y490|TL 36 57 yes yes 2;3 8.35E-33 134.76 1749 554 1781 284186;28418134140;134 134148 10
IPEATNR EDEGSEQKIPEATNRR KIPEATNRRVWELSKA K I P N R R 1 1 1 0 0 0 1 0 0 1 0 0 0 0 1 0 1 0 0 0 0 0 7 0 799.4188 sp|P01008sp|P01008|AN 72 78 yes yes 2 0.005246 121.14 1750 92 1782 284291;28429134150;134 134156 7
IPGIFELGISSQSDR SGFSFGFKIPGIFELG GISSQSDRGKHYIRRT K I P D R G 0 1 0 1 0 1 1 2 0 3 1 0 0 1 1 3 0 0 0 0 0 0 15 0 1617.836 sp|P07358sp|P07358|CO 260 274 yes yes 2;3 2.00E-97 238.92 1752 216 1784 284362;28436134166;134 134487 325
IPIEDGSGEVVLSR SLPESLKRIPIEDGSG SGEVVLSRKVLLDGVQ R I P S R K 0 1 0 1 0 0 2 2 0 2 1 0 0 0 1 2 0 0 0 2 0 0 14 0 1469.773 sp|P01024sp|P01024|CO 291 304 yes yes 2;3 2.52E-111 206.11 1753 97 1785 284776;28477134494;134 134498 132
IPKPEASFSPR KYYLQGAKIPKPEASF PEASFSPRRGWNRQAG K I P P R R 1 1 0 0 0 0 1 0 0 1 0 1 0 1 3 2 0 0 0 0 0 0 11 1 1227.661 sp|Q14624sp|Q14624|ITI 634 644 yes yes 2;3 0.0004366 106.2 1754 463 1786 284981;28498134627;134 134630 20
IPLDLVPK RRKEFPYRIPLDLVPK IPLDLVPKTEIKRILS R I P P K T 0 0 0 1 0 0 0 0 0 1 2 1 0 0 2 0 0 0 0 1 0 0 8 0 893.5586 sp|P01031 sp|P01031|CO 963 970 yes yes 2 0.019807 89.55 1755 98 1787 285283;28528134647;134 134679 36
IPLENLQIIR IALNTVERIPLENLQI LENLQIIRGNMYYENS R I P I R G 0 1 1 0 0 1 1 0 0 3 2 0 0 0 1 0 0 0 0 0 0 0 10 0 1207.729 sp|P00533 sp|P00533|EG 99 108 yes yes 2 9.80E-07 119.27 1756 77 1788 285369;28537134683;134 134684 23
IPLNDLFR VDELLAIRIPLNDLFR IPLNDLFRCNSLSTLE R I P F R C 0 1 1 1 0 0 0 0 0 1 2 0 0 1 1 0 0 0 0 0 0 0 8 0 986.5549 sp|P13473 sp|P13473|LAM 145 152 yes yes 2 1.93E-30 178.65 1757 271 1789 285436;28543134706;134 134823 138
IPLVTNEECQK QNTLQKAKIPLVTNEE VTNEECQKRYRGHKIT K I P Q K R 0 0 1 0 1 1 2 0 0 1 1 1 0 0 1 0 1 0 0 1 0 0 11 0 1329.66 sp|P03951 sp|P03951|FA 537 547 yes yes 2 1.64E-110 219.51 1758 165 1790 285746;28574134844;134 134852 93
IPLYYPNAGLTR MTPHWHRRIPLYYPNA YPNAGLTRNYCRNPDA R I P T R N 1 1 1 0 0 0 0 1 0 1 2 0 0 0 2 0 1 0 2 0 0 0 12 0 1376.745 sp|P08519sp|P08519|AP 3931 3942 yes yes 2 2.72E-08 116.12 1759 230 1791 285920;28592134937;134 134937 7
IPQELVK KTALWITRIPQELVKK RIPQELVKKGQFPILS R I P V K K 0 0 0 0 0 1 1 0 0 1 1 1 0 0 1 0 0 0 0 1 0 0 7 0 825.496 sp|Q8N6C8sp|Q8N6C8|LIR 73 79 yes no 2 0.022328 97.068 1760 503 1792 285953;28595 134944 134944 1
IPSETLNR PTNEAFEKIPSETLNR IPSETLNRILGDPEAL K I P N R I 0 1 1 0 0 0 1 0 0 1 1 0 0 0 1 1 1 0 0 0 0 0 8 0 928.4978 sp|Q15582sp|Q15582|BG 288 295 yes yes 2 0.011979 115.46 1761 470 1793 286021;28602134945;134 134947 5
IPSVQINFK IVPLTDLRIPSVQINF PSVQINFKDLKNIKIP R I P F K D 0 0 1 0 0 1 0 0 0 2 0 1 0 1 1 1 0 0 0 1 0 0 9 0 1044.597 sp|P04114sp|P04114|AP 2626 2634 yes yes 2 1.10E-08 147.16 1762 174 1794 286123;28612134950;134 135150 227
IPTISTQLK NLLQVCERIPTISTQL PTISTQLKILSTVKAT R I P L K I 0 0 0 0 0 1 0 0 0 2 1 1 0 0 1 1 2 0 0 0 0 0 9 0 999.5965 sp|P18206sp|P18206|VIN 1056 1064 yes yes 2 0.0013481 103.83 1763 300 1795 286556;28655135182;135 135191 37
IPTTFENGR GRWYEIEKIPTTFENG PTTFENGRCIQANYSL K I P G R C 0 1 1 0 0 0 1 1 0 1 0 0 0 1 1 0 2 0 0 0 0 0 9 0 1033.519 sp|P05090sp|P05090|AP 52 60 yes yes 2 0.049622 57.96 1764 188 1796 286633;28663 135219 135219 1
IPVQLVFK EIISDVLKIPVQLVFK IPVQLVFKNKIKLYWS K I P F K N 0 0 0 0 0 1 0 0 0 1 1 1 0 1 1 0 0 0 0 2 0 0 8 0 942.5902 sp|Q6YHK3sp|Q6YHK3|CD 549 556 yes yes 2 0.019802 97.473 1765 489 1797 286703;28670135220;135 135233 56
IQALQQQADEAEDR SLEAVKRKIQALQQQA QADEAEDRAQGLQREL K I Q D R A 3 1 0 2 0 4 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 14 0 1613.765 sp|P67936sp|P67936|TPM 14 27 yes yes 2 2.57E-215 244.01 1766 413 1798 286851;28685135276;135 135280 49
IQALSLCSDQQSHLEFR VENTVIYRIQALSLCS QQSHLEFRVNRNNLEL R I Q F R V 1 1 0 1 1 3 1 0 1 1 3 0 0 1 0 3 0 0 0 0 0 0 17 0 2030.984 sp|P07225 sp|P07225|PRO 562 578 yes yes 3 1.32E-14 99.344 1767 212 1799 286950;28695135326;135 135352 29
IQCVDGEWTTLPTCVEQVK FIINGPKKIQCVDGEW PTCVEQVKTCGYIPEL K I Q V K T 0 0 0 1 2 2 2 1 0 1 1 1 0 0 1 0 3 1 0 3 0 0 19 0 2262.066 sp|Q9BXR6sp|Q9BXR6|FH 249 267 yes yes 2;3 3.78E-08 105.99 1768 525 1800 287070;28707135355;135 135365 16
IQEFLSGLPEDTVLLLLNAIHFQGFWR VKEATEGKIQEFLSGL IHFQGFWRNKFDPSLT K I Q W R N 1 1 1 1 0 2 2 2 1 2 6 0 0 3 1 1 1 1 0 1 0 0 27 0 3155.681 sp|P08697sp|P08697|A2A 216 242 yes yes 3 7.24E-10 63.63 1769 235 1801 287248 135371 135371 1
IQHPFTVEEFVLPK VQTESGGRIQHPFTVE VEEFVLPKFEVKVQVP R I Q P K F 0 0 0 0 0 1 2 0 1 1 1 1 0 2 2 0 1 0 0 2 0 0 14 0 1682.903 sp|P20742 sp|P20742|PZP 214 227 yes yes 3 5.28E-09 71.879 1770 307 1802 287249;28725135372;135 135373 2
IQLSDYTK PGGRNLYKIQLSDYTK IQLSDYTKVTCLSCEL K I Q T K V 0 0 0 1 0 1 0 0 0 1 1 1 0 0 0 1 1 0 1 0 0 0 8 0 966.5022 sp|P27487sp|P27487|DP 434 441 yes yes 2 0.023261 77.282 1771 333 1803 287271;28727135374;135 135375 2
IQNILTEEPK PPASEVLRIQNILTEE NILTEEPKVTQVYAEN R I Q P K V 0 0 1 0 0 1 2 0 0 2 1 1 0 0 1 0 1 0 0 0 0 0 10 0 1183.645 sp|P27169sp|P27169|PO 307 316 yes yes 2 1.29E-24 166.16 1773 332 1805 287452;28745135425;135 135498 92
IQNTLQK GYRKLRDKIQNTLQKA KIQNTLQKAKIPLVTN K I Q Q K A 0 0 1 0 0 2 0 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 7 0 843.4814 sp|P03951 sp|P03951|FA 528 534 yes yes 2 0.0058121 119.56 1774 165 1806 287617;28761135518;135 135520 3
IQPSGGTNINEALLR DAKRYIEKIQPSGGTN NINEALLRAIFILNEA K I Q L R A 1 1 2 0 0 1 1 2 0 2 2 0 0 0 1 1 1 0 0 0 0 0 15 0 1581.848 sp|P19823 sp|P19823|ITIH 380 394 yes no 2;3 9.96E-137 209.97 1775 304 1807 287630;28763135521;135 135565 342
IQTLSAIDTIK QLFDFYHRIQTLSAID LSAIDTIKINGDLQIT R I Q I K I 1 0 0 1 0 1 0 0 0 3 1 1 0 0 0 1 2 0 0 0 0 0 11 0 1201.692 sp|Q3ZCWsp|Q3ZCW2|LE 151 161 yes yes 2 2.18E-11 123.63 1776 479 1808 288067;28806135863;135 135863 50
IQVQDLMQQLEK CTELDAHKIQVQDLMQ DLMQQLEKQNSEMEQK K I Q E K Q 0 0 0 1 0 4 1 0 0 1 2 1 1 0 0 0 0 0 0 1 0 0 12 0 1471.771 sp|Q13439sp|Q13439|GO 861 872 yes yes 2 0.0009439 71.223 1777 451 1809 288188;28818135914;135 135914 2
IQYQLVDISQDNALR TRILDGKRIQYQLVDI ISQDNALRDEMRALAG R I Q L R D 1 1 1 2 0 3 0 0 0 2 2 0 0 0 0 1 0 0 1 1 0 0 15 0 1774.921 sp|Q9H299sp|Q9H299|SH 33 47 yes yes 2;3 1.68E-123 204.17 1778 527 1810 288211;28821135916;135 135917 42
IQYYCHEPYYK GVNTYKARIQYYCHEP YCHEPYYKMQTRAGSR R I Q Y K M 0 0 0 0 1 1 1 0 1 1 0 1 0 0 1 0 0 0 4 0 0 0 11 0 1562.686 sp|P00736sp|P00736|C1 402 412 yes yes 2;3 0.0019955 70.056 1779 81 1811 288398;28839135960;135 135968 14
IRDMQWHQR PQVQSVRRIRDMQWHQ RDMQWHQRGAFHPSN_ R I R Q R G 0 2 0 1 0 2 0 0 1 1 0 0 1 0 0 0 0 1 0 0 0 0 9 1 1268.62 sp|P43320sp|P43320|CR 190 198 yes yes 3 0.032224 47.198 1780 361 1812 288619;28862135974;135 135974 4
IREEGTDLEVTANR MKLRVEARIREEGTDL DLEVTANRISEITNIV R I R N R I 1 2 1 1 0 0 3 1 0 1 1 0 0 0 0 0 2 0 0 1 0 0 14 1 1601.801 sp|P20742 sp|P20742|PZP 322 335 yes yes 3 0.026541 44.294 1781 307 1813 288703;28870 135978 135978 1
ISASAEELR NAEELKARISASAEEL SASAEELRQRLAPLAE R I S L R Q 2 1 0 0 0 0 2 0 0 1 1 0 0 0 0 2 0 0 0 0 0 0 9 0 974.5033 sp|P06727sp|P06727|AP 256 264 yes yes 2 1.92E-34 182.68 1782 206 1814 288715;28871135979;135 136011 124
ISCTIANR CIGAGRGRISCTIANR ISCTIANRCHEGGQSY R I S N R C 1 1 1 0 1 0 0 0 0 2 0 0 0 0 0 1 1 0 0 0 0 0 8 0 933.4702 sp|P02751 sp|P02751|FIN 133 140 yes yes 2 8.93E-42 192.28 1783 153 1815 289023;28902136104;136 136111 34
ISEGLPALEFPNEK ACEISKQKISEGLPAL ALEFPNEK________ K I S E K - 1 0 1 0 0 0 3 1 0 1 2 1 0 1 2 1 0 0 0 0 0 0 14 0 1542.793 sp|P02748sp|P02748|CO 546 559 yes yes 2 6.43E-26 133.89 1784 150 1816 289179;28918136138;136 136212 77
ISEITNIVSK DLEVTANRISEITNIV EITNIVSKLKFVKVDS R I S S K L 0 0 1 0 0 0 1 0 0 3 0 1 0 0 0 2 1 0 0 1 0 0 10 0 1102.623 sp|P20742 sp|P20742|PZP 336 345 yes yes 2 5.17E-61 193.1 1785 307 1817 289338;28933136217;136 136218 52
ISETSLPPDMYECLR HLRLDGNRISETSLPP PDMYECLRVANEVTLN R I S L R V 0 1 0 1 1 0 2 0 0 1 2 0 1 0 2 2 1 0 1 0 0 0 15 0 1809.828 sp|P51884sp|P51884|LU 316 330 yes yes 2 1.34E-52 149.49 1786 379 1818 289436;28943136269;136 136270 115
ISFDEFIK GDLDQDGRISFDEFIK ISFDEFIKIFHGLKST R I S I K I 0 0 0 1 0 0 1 0 0 2 0 1 0 2 0 1 0 0 0 0 0 0 8 0 997.5121 sp|P13796sp|P13796|PLS 69 76 yes yes 2 6.95E-05 101.28 1787 279 1819 289615;28961136388;136 136390 15
ISGLIYEETR ARRGGVKRISGLIYEE GLIYEETRGVLKVFLE R I S T R G 0 1 0 0 0 0 2 1 0 2 1 0 0 0 0 1 1 0 1 0 0 0 10 0 1179.614 sp|P62805 sp|P62805|H4 47 56 yes yes 2 0.0012842 109.29 1788 407 1820 289699;28970136403;136 136407 7
ISIGNVVK ________________ ISIGNVVKTMQFEPST K I S V K T 0 0 1 0 0 0 0 1 0 2 0 1 0 0 0 1 0 0 0 2 0 0 8 0 828.5069 sp|Q9Y490sp|Q9Y490|TL 8 15 yes yes 2 0.022638 84.244 1790 554 1822 289841;28984136411;136 136413 3
ISLPESLK GIQDGEQRISLPESLK ISLPESLKRIPIEDGS R I S L K R 0 0 0 0 0 0 1 0 0 1 2 1 0 0 1 2 0 0 0 0 0 0 8 0 885.5171 sp|P01024sp|P01024|CO 282 289 yes yes 2 0.010984 111.82 1792 97 1824 289914;28991136417;136 136421 30
ISLQWLR VTWATQERISLQWLRR RISLQWLRRIQNYSVM R I S L R R 0 1 0 0 0 1 0 0 0 1 2 0 0 0 0 1 0 1 0 0 0 0 7 0 914.5338 sp|P27487sp|P27487|DP 311 317 yes yes 2 0.013639 102.98 1793 333 1825 290023;29002136447;136 136447 3
ISNIPDEYFK TLYLDNNKISNIPDEY NIPDEYFKRFNALQYL K I S F K R 0 0 1 1 0 0 1 0 0 2 0 1 0 1 1 1 0 0 1 0 0 0 10 0 1224.603 sp|P51884sp|P51884|LU 217 226 yes no 2 1.30E-06 116.3 1794 379 1826 290116;29011136450;136 136455 53
ISVIRPSK HKQPWQAKISVIRPSK ISVIRPSKGHESCMGA K I S S K G 0 1 0 0 0 0 0 0 0 2 0 1 0 0 1 2 0 0 0 1 0 0 8 1 898.56 sp|P00751 sp|P00751|CFA 499 506 yes yes 2;3 3.31E-39 189.53 1795 89 1827 290278;29027136503;136 136505 4
ISVTQPDSIVGIVAVDK PSEKVSLRISVTQPDS VGIVAVDKSVNLMNAS R I S D K S 1 0 0 2 0 1 0 1 0 3 0 1 0 0 1 2 1 0 0 4 0 0 17 0 1739.967 sp|Q6YHK3sp|Q6YHK3|CD 578 594 yes yes 2 3.14E-07 89.46 1796 489 1828 290388;29038136507;136 136507 4
ITAIITQGCK IDLLKIKKITAIITQG AIITQGCKSLSSEMYV K I T C K S 1 0 0 0 1 1 0 1 0 3 0 1 0 0 0 0 2 0 0 0 0 0 10 0 1103.601 sp|P12259sp|P12259|FA5 2133 2142 yes yes 2 1.89E-61 197.3 1798 264 1830 290609;29061136514;136 136521 114
ITANLFR EQGIQDNKITANLFRI KITANLFRILLEKRSA K I T F R I 1 1 1 0 0 0 0 0 0 1 1 0 0 1 0 0 1 0 0 0 0 0 7 0 833.4759 sp|Q16706sp|Q16706|MA 975 981 yes yes 2 0.013279 103.28 1799 476 1831 290773;29077136628;136 136630 9
ITCAEEGWSPTPK PSKSFWTRITCAEEGW EGWSPTPKCLRLCFFP R I T P K C 1 0 0 0 1 0 2 1 0 1 0 1 0 0 2 1 2 1 0 0 0 0 13 0 1474.676 sp|P36980sp|P36980|FH 70 82 yes yes 2 1.36E-56 176.95 1800 354 1832 290857;29085136637;136 136641 58
ITCTEEGWSPTPK PSKSFWTRITCTEEGW EGWSPTPKCLRMCSFP R I T P K C 0 0 0 0 1 0 2 1 0 1 0 1 0 0 2 1 3 1 0 0 0 0 13 0 1504.687 sp|Q9BXR6sp|Q03591|FH 70 82 no no 2 1.37E-65 180.07 1801 525;432 1833 291018;29101136695;136 136838 172
ITDNMFCAGYK CKDSTRIRITDNMFCA NMFCAGYKPDEGKRGD R I T Y K P 1 0 1 1 1 0 0 1 0 1 0 1 1 1 0 0 1 0 1 0 0 0 11 0 1318.569 sp|P00734sp|P00734|TH 544 554 yes no 2 0.0016524 79.906 1802 80 1834 291209;29121136867;136 136868 2
ITDNMFCAGYKPDEGK CKDSTRIRITDNMFCA GYKPDEGKRGDACEGD R I T G K R 1 0 1 2 1 0 1 2 0 1 0 2 1 1 1 0 1 0 1 0 0 0 16 1 1844.807 sp|P00734sp|P00734|TH 544 559 yes yes 2;3 1.37E-62 153.75 1803 80 1835 291221;29122136869;136 136898 63
ITDVIPSEAINELTVLVLVNTIYFK VSNKTEGRITDVIPSE LVNTIYFKGLWKSKFS R I T F K G 1 0 2 1 0 0 2 0 0 4 3 1 0 1 1 1 3 0 1 4 0 0 25 0 2803.562 sp|P01008sp|P01008|AN 230 254 yes yes 3 0.050902 12.123 1804 92 1836 291404;29140 136932 136932 1
ITENDIQIALDDAK TALTKKYRITENDIQI QIALDDAKINFNEKLS R I T A K I 2 0 1 3 0 1 1 0 0 3 1 1 0 0 0 0 1 0 0 0 0 0 14 0 1557.789 sp|P04114sp|P04114|AP 2151 2164 yes yes 2;3 2.48E-174 234.61 1805 174 1837 291410;29141136933;136 137151 237
ITEVALMGHLSCDTK TLDIQNKKITEVALMG GHLSCDTKEERKIKGV K I T T K E 1 0 0 1 1 0 1 1 1 1 2 1 1 0 0 1 2 0 0 1 0 0 15 0 1673.812 sp|P04114sp|P04114|AP 1101 1115 yes yes 2;3 2.98E-46 143.79 1806 174 1838 291751;29175137180;137 137190 13
ITFELVYEELLK VSVAPNAKITFELVYE LVYEELLKRRLGVYEL K I T L K R 0 0 0 0 0 0 3 0 0 1 3 1 0 1 0 0 1 0 1 1 0 0 12 0 1495.817 sp|Q14624sp|Q14624|ITI 140 151 yes yes 2 1.31E-12 115.23 1807 463 1839 291860;29186137193;137 137193 4
ITGYIIK SWQPPRARITGYIIKY RITGYIIKYEKPGSPP R I T I K Y 0 0 0 0 0 0 0 1 0 3 0 1 0 0 0 0 1 0 1 0 0 0 7 0 806.4902 sp|P02751 sp|P02751|FIN 1930 1936 yes yes 2 0.012299 104.11 1808 153 1840 291915;29191137199;137 137200 4
ITHYNYLILSK PKSPYIDKITHYNYLI YNYLILSKGKIIHFGT K I T S K G 0 0 1 0 0 0 0 0 1 2 2 1 0 0 0 1 1 0 2 0 0 0 11 0 1363.75 sp|P01031 sp|P01031|CO 496 506 yes yes 2;3 6.32E-32 164.65 1809 98 1841 292111;29211137203;137 137319 130
ITITNDQNR KGTGNKNKITITNDQN TITNDQNRLTPEEIER K I T N R L 0 1 2 1 0 1 0 0 0 2 0 0 0 0 0 0 2 0 0 0 0 0 9 0 1073.547 sp|P11021 sp|P11021|GR 524 532 yes yes 2 0.0063862 82.452 1810 254 1842 292347;29234137335;137 137337 3
ITIYDQENFQGK PGSLGPWKITIYDQEN DQENFQGKRMEFTSSC K I T G K R 0 0 1 1 0 2 1 1 0 2 0 1 0 1 0 0 1 0 1 0 0 0 12 0 1454.704 sp|P05813 sp|P05813|CR 33 44 yes yes 2 1.05E-13 144.77 1811 200 1843 292381;29238137338;137 137341 7
ITIYDQENFQGKR PGSLGPWKITIYDQEN QENFQGKRMEFTSSCP K I T K R M 0 1 1 1 0 2 1 1 0 2 0 1 0 1 0 0 1 0 1 0 0 0 13 1 1610.805 sp|P05813 sp|P05813|CR 33 45 yes yes 3 1.51E-10 94.191 1812 200 1844 292392;29239137345;137 137345 2
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ITLLSALVETR ASAATAVKITLLSALV LSALVETRTIVRFNRP K I T T R T 1 1 0 0 0 0 1 0 0 1 3 0 0 0 0 1 2 0 0 1 0 0 11 0 1214.723 sp|P01011 sp|P01011|AA 380 390 yes yes 2;3 4.80E-237 260.06 1813 94 1845 292464;29246137347;137 137390 1250
ITLPDFR VEDIPLARITLPDFRL RITLPDFRLPEIAIPE R I T F R L 0 1 0 1 0 0 0 0 0 1 1 0 0 1 1 0 1 0 0 0 0 0 7 0 860.4756 sp|P04114sp|P04114|AP 2706 2712 yes yes 2 2.09E-11 143.37 1814 174 1846 294210;29421138623;138 138665 329
ITLPDFTGDLR ALQSELLRITLPDFTG PDFTGDLRIPHVGRGR R I T L R I 0 1 0 2 0 0 0 1 0 1 2 0 0 1 1 0 2 0 0 0 0 0 11 0 1246.656 sp|P18428sp|P18428|LBP 57 67 yes yes 2 3.53E-47 183.47 1815 301 1847 294827;29482138952;138 139087 136
ITLPVDFVTADK KAEKNGVKITLPVDFV VDFVTADKFDENAKTG K I T D K F 1 0 0 2 0 0 0 0 0 1 1 1 0 1 1 0 2 0 0 2 0 0 12 0 1317.718 sp|P00558sp|P00558|PG 280 291 yes yes 2 2.93E-10 116.77 1816 78 1848 295022;29502139088;139 139095 97
ITLSQVGDVLR FDRTGDSKITLSQVGD SQVGDVLRALGTNPTN K I T L R A 0 1 0 1 0 1 0 1 0 1 2 0 0 0 0 1 1 0 0 2 0 0 11 0 1199.687 sp|P05976sp|P05976|MY 70 80 yes yes 2 7.60E-26 158.76 1817 201 1849 295187;29518139185;139 139187 3
ITPSYVAFTPEGER IANDQGNRITPSYVAF AFTPEGERLIGDAAKN R I T E R L 1 1 0 0 0 0 2 1 0 1 0 0 0 1 2 1 2 0 1 1 0 0 14 0 1565.773 sp|P11021 sp|P11021|GR 61 74 yes yes 2 5.73E-06 88.441 1818 254 1850 295206;29520139188;139 139188 14
ITVVAGEHNIEETEHTEQK HCVETGVKITVVAGEH ETEHTEQKRNVIRIIP K I T Q K R 1 0 1 0 0 1 5 1 2 2 0 1 0 0 0 0 3 0 0 2 0 0 19 0 2163.044 sp|P00740sp|P00740|FA9 275 293 yes yes 3;4 1.15E-13 83.776 1821 84 1853 295754;29575139332;139 139332 4
ITYGETGGNSPVQEFTVPGSK AVTVRYYRITYGETGG EFTVPGSKSTATISGL R I T S K S 0 0 1 0 0 1 2 4 0 1 0 1 0 1 2 2 3 0 1 2 0 0 21 0 2167.043 sp|P02751 sp|P02751|FIN 1480 1500 yes yes 2;3 4.82E-166 196.8 1822 153 1854 295781;29578139336;139 139601 296
IVACASYK YGNSDYKRIVACASYK IVACASYKPSREESSS R I V Y K P 2 0 0 0 1 0 0 0 0 1 0 1 0 0 0 1 0 0 1 1 0 0 8 0 910.4582 sp|P01031 sp|P01031|CO 1402 1409 yes no 2 0.023034 89.142 1823 98 1855 296100;29610139634;139 139635 6
IVACASYKPSR YGNSDYKRIVACASYK CASYKPSREESSSGSS R I V S R E 2 1 0 0 1 0 0 0 0 1 0 1 0 0 1 2 0 0 1 1 0 0 11 1 1250.644 sp|P01031 sp|P01031|CO 1402 1412 yes yes 2;3 0.0038414 93.111 1824 98 1856 296177;29617139640;139 139642 7
IVAEEFLK LSVNARARIVAEEFLK IVAEEFLKNF______ R I V L K N 1 0 0 0 0 0 2 0 0 1 1 1 0 1 0 0 0 0 0 1 0 0 8 0 947.5328 sp|P59998sp|P59998|AR 159 166 yes yes 2 0.023104 79.469 1825 395 1857 296369;29637139647;139 139648 12
IVAISEDYPR QNGTYTVKIVAISEDY AISEDYPRKTITGTVL K I V P R K 1 1 0 1 0 0 1 0 0 2 0 0 0 0 1 1 0 0 1 1 0 0 10 0 1161.603 sp|Q14126sp|Q14126|DS 469 478 yes yes 2 0.0018084 90.657 1826 459 1858 296464;29646139659;139 139659 2
IVASTLSNPELFEEWTGNVK NPPAQGARIVASTLSN EEWTGNVKTMADRILT R I V V K T 1 0 2 0 0 0 3 1 0 1 2 1 0 1 1 2 2 1 0 2 0 0 20 0 2233.127 sp|P17174sp|P17174|AA 306 325 yes yes 2 1.06E-35 119.69 1827 294 1859 296496 139661 139661 1
IVDLVSELK VKKETRGKIVDLVSEL VDLVSELKKDVLMVLV K I V L K K 0 0 0 1 0 0 1 0 0 1 2 1 0 0 0 1 0 0 0 2 0 0 9 0 1014.596 sp|P29622 sp|P29622|KA 194 202 yes yes 2 0.0007412 117.04 1828 336 1860 296497;29649139662;139 139686 128
IVDLVSELKK VKKETRGKIVDLVSEL DLVSELKKDVLMVLVN K I V K K D 0 0 0 1 0 0 1 0 0 1 2 2 0 0 0 1 0 0 0 2 0 0 10 1 1142.691 sp|P29622 sp|P29622|KA 194 203 yes yes 3 0.0010156 65.278 1829 336 1861 296674;29667139790;139 139791 7
IVEQINR HIGGVLLKIVEQINRK KIVEQINRKQDWSDHA K I V N R K 0 1 1 0 0 1 1 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 7 0 870.4923 sp|Q86UX7sp|Q86UX7|UR 49 55 yes yes 2 0.0033618 137.5 1830 497 1862 296737;29673139797;139 139800 12
IVGGTASVR CTTKIKPRIVGGTASV VGGTASVRGEWPWQVT R I V V R G 1 1 0 0 0 0 0 2 0 1 0 0 0 0 0 1 1 0 0 2 0 0 9 0 858.4923 sp|P03951 sp|P03951|FA 388 396 yes yes 2 0.0033119 95.741 1831 165 1863 296811;29681139809;139 139809 4
IVGPSGAAVPCK GQGKVASKIVGPSGAA SGAAVPCKVEPGLGAD K I V C K V 2 0 0 0 1 0 0 2 0 1 0 1 0 0 2 1 0 0 0 2 0 0 12 0 1154.612 sp|P21333 sp|P21333|FLN 1008 1019 yes yes 2 0.0001334 82.287 1832 310 1864 296951;29695139813;139 139815 14
IVGQLMDGLK NPLREIDKIVGQLMDG GQLMDGLKQLKLHRCV K I V L K Q 0 0 0 1 0 1 0 2 0 1 2 1 1 0 0 0 0 0 0 1 0 0 10 0 1072.595 sp|Q13822sp|Q13822|EN 335 344 yes yes 2 0.058823 52.255 1833 455 1865 297024;29702 139827 139827 1
IVIEYVDR WIHPDLKRIVIEYVDR IVIEYVDRIIFHENYN R I V D R I 0 1 0 1 0 0 1 0 0 2 0 0 0 0 0 0 0 0 1 2 0 0 8 0 1005.55 sp|P05156sp|P05156|CFA 407 414 yes yes 2 2.80E-05 141.78 1834 192 1866 297094;29709139828;139 139849 135
IVILPDYLEIAR FELDEDVKIVILPDYL PDYLEIARDGLGGLPD K I V A R D 1 1 0 1 0 0 1 0 0 3 2 0 0 0 1 0 0 0 1 1 0 0 12 0 1413.823 sp|P45974sp|P45974|UB 122 133 yes yes 2 3.33E-10 116.3 1835 363 1867 297422;29742139963;139 139965 8
IVLGQEQDSYGGK YFVEAQPKIVLGQEQD EQDSYGGKFDRSQSFV K I V G K F 0 0 0 1 0 2 1 3 0 1 1 1 0 0 0 1 0 0 1 1 0 0 13 0 1392.689 sp|P02743 sp|P02743|SA 150 162 yes yes 2 2.30E-113 209.73 1836 146 1868 297491;29749139973;139 139994 188
IVLLDVPVR NSQNPNSKIVLLDVPV VLLDVPVRAEAQVELR K I V V R A 0 1 0 1 0 0 0 0 0 1 2 0 0 0 1 0 0 0 0 3 0 0 9 0 1022.649 sp|P08514sp|P08514|ITA 766 774 yes yes 2 0.0007743 121.99 1837 229 1869 297943;29794140164;140 140189 28
IVLVDNK VKAQEDERIVLVDNKC RIVLVDNKCKCARITS R I V N K C 0 0 1 1 0 0 0 0 0 1 1 1 0 0 0 0 0 0 0 2 0 0 7 0 799.4804 sp|P01591 sp|P01591|IGJ 28 34 yes yes 2 0.01709 100.07 1838 105 1870 298037;29803140192;140 140193 2
IVQILPWEQNEQVK PSQADINKIVQILPWE WEQNEQVKNFVASHIA K I V V K N 0 0 1 0 0 3 2 0 0 2 1 1 0 0 1 0 0 1 0 2 0 0 14 0 1722.931 sp|P04114sp|P04114|AP 577 590 yes yes 2;3 1.67E-48 160.77 1839 174 1871 298113;29811140194;140 140530 381
IVQLIQDTR EFRNRNQRIVQLIQDT VQLIQDTRIHILPSMN R I V T R I 0 1 0 1 0 2 0 0 0 2 1 0 0 0 0 0 1 0 0 1 0 0 9 0 1084.624 sp|P15169sp|P15169|CB 114 122 yes yes 2 1.02E-08 147.29 1840 286 1872 298648;29864140578;140 140584 46
IVSSAMEPDR VTAPENGKIVSSAMEP SSAMEPDREYHFGQAV K I V D R E 1 1 0 1 0 0 1 0 0 1 0 0 1 0 1 2 0 0 0 1 0 0 10 0 1103.528 sp|P08603 sp|P08603|CFA 157 166 yes yes 2 7.33E-07 124.23 1841 233 1873 298911;29891140635;140 140682 64
IVSSAMEPDREYHFGQAVR VTAPENGKIVSSAMEP YHFGQAVRFVCNSGYK K I V V R F 2 2 0 1 0 1 2 1 1 1 0 0 1 1 1 2 0 0 1 2 0 0 19 1 2191.048 sp|P08603 sp|P08603|CFA 157 175 yes yes 4 7.39E-05 61.102 1842 233 1874 299116;29911140699;140 140700 6
IVVVTAGVR YSVTANSKIVVVTAGV VVVTAGVRQQEGESRL K I V V R Q 1 1 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 4 0 0 9 0 912.5757 sp|P07195 sp|P07195|LD 92 100 yes yes 2 4.18E-19 166.05 1843 211 1875 299148;29914140705;140 140706 49
IWLDNVR CYGPGVGRIWLDNVRC RIWLDNVRCSGEEQSL R I W V R C 0 1 1 1 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 1 0 0 7 0 914.4974 sp|O43866sp|O43866|CD 308 314 yes yes 2 0.0050603 121.68 1844 57 1876 299277;29927140755;140 140762 31
IYEDHDATQQLQGFYSQVAK ENNGRAQRIYEDHDAT GFYSQVAKPLLVDVDL R I Y A K P 2 0 0 2 0 4 1 1 1 1 1 1 0 1 0 1 1 0 2 1 0 0 20 0 2340.102 sp|P19827sp|P19827|ITIH 458 477 yes yes 2;3 5.76E-289 309.23 1845 305 1877 299354;29935140786;140 140962 202
IYGNQDTSSQLK ENHGIAQRIYGNQDTS QDTSSQLKKFYNQVST R I Y L K K 0 0 1 1 0 2 0 1 0 1 1 1 0 0 0 2 1 0 1 0 0 0 12 0 1352.657 sp|P19823 sp|P19823|ITIH 476 487 yes yes 2 4.65E-104 208.03 1846 304 1878 299735;29973140988;140 141061 82
IYHSHIDAPK GDGNCVTRIYHSHIDA HSHIDAPKDIASGLIG R I Y P K D 1 0 0 1 0 0 0 0 2 2 0 1 0 0 1 1 0 0 1 0 0 0 10 0 1179.604 sp|P00450sp|P00450|CER 178 187 yes no 2 8.79E-07 120.31 1847 74 1879 300071;30007141070;14 141071 4
IYISGMAPR VDAAMAGRIYISGMAP YISGMAPRPSLAKKQR R I Y P R P 1 1 0 0 0 0 0 1 0 2 0 0 1 0 1 1 0 0 1 0 0 0 9 0 1006.527 sp|P04004sp|P04004|VT 354 362 yes yes 2 6.37E-20 170.06 1848 168 1880;1881 300119;30012141074;14 141093 226
IYLQPGR KLGSYEHRIYLQPGRL RIYLQPGRLAKHLEVD R I Y G R L 0 1 0 0 0 1 0 1 0 1 1 0 0 0 1 0 0 0 1 0 0 0 7 0 845.4759 sp|P19823 sp|P19823|ITIH 198 204 yes yes 2 0.0053761 120.76 1849 304 1882 300544;30054141301;14 141301 46
IYLSDSLTGK LCNSLRYKIYLSDSLT LSDSLTGKFYNIGDQR K I Y G K F 0 0 0 1 0 0 0 1 0 1 2 1 0 0 0 2 1 0 1 0 0 0 10 0 1095.581 sp|Q7Z7G0sp|Q7Z7G0|TA 989 998 yes yes 2 0.0008067 98.033 1850 494 1883 300749;30075141347;14 141347 7
IYLYTLNDNAR LQPGTDYKIYLYTLND YTLNDNARSSPVVIDA K I Y A R S 1 1 2 1 0 0 0 0 0 1 2 0 0 0 0 0 1 0 2 0 0 0 11 0 1354.688 sp|P02751 sp|P02751|FIN 1881 1891 yes yes 2;3 4.13E-146 235.15 1851 153 1884 300845;30084141354;14 141392 197
IYPSFTYYR LYGPDLPRIYPSFTYY YPSFTYYRSGENLDLS R I Y Y R S 0 1 0 0 0 0 0 0 0 1 0 0 0 1 1 1 1 0 3 0 0 0 9 0 1208.587 sp|Q00887sp|Q00887|PS 337 345 no no 2 0.014469 85.212 1852 426;260 1885 301168;30116 141553 141553 1
IYPTVNCQPLGMISLMK YVVPWEKKIYPTVNCQ LGMISLMKRPPGFSPF K I Y M K R 0 0 1 0 1 1 0 1 0 2 2 1 2 0 2 1 1 0 1 1 0 0 17 0 1963.993 sp|P01042 sp|P01042|KN 364 380 yes yes 2;3 1.31E-28 117.93 1853 103 1886 301170;30117141554;14 141582 30
IYSGILNLSDITK LPLQDVWRIYSGILNL LNLSDITKDTPFSQIK R I Y T K D 0 0 1 1 0 0 0 1 0 3 2 1 0 0 0 2 1 0 1 0 0 0 13 0 1435.792 sp|P03952 sp|P03952|KLK 447 459 yes yes 2 1.20E-113 211.86 1854 166 1887 301270;30127141584;14 141738 166
IYSLWEHSTK AGEATLQRIYSLWEHS SLWEHSTKNHLQLEGL R I Y T K N 0 0 0 0 0 0 1 0 1 1 1 1 0 0 0 2 1 1 1 0 0 0 10 0 1262.63 sp|P04114sp|P04114|AP 3559 3568 yes yes 2;3 3.06E-20 161.92 1855 174 1888 301456;30145141750;14 141870 147
IYVDDGLISLQVK KVVEVGSKIYVDDGLI GLISLQVKQKGADFLV K I Y V K Q 0 0 0 2 0 1 0 1 0 2 2 1 0 0 0 1 0 0 1 2 0 0 13 0 1461.808 sp|P14618sp|P14618|KPY 174 186 yes yes 2 2.32E-21 129.16 1856 283 1889 301751;30175141898;14 141936 53
KAADDTWEPFASGK NVAVHVFRKAADDTWE WEPFASGKTSESGELH R K A G K T 3 0 0 2 0 0 1 1 0 0 0 2 0 1 1 1 1 1 0 0 0 0 14 1 1521.71 sp|P02766sp|P02766|TTH 55 68 yes yes 2 4.08E-24 130.56 1857 158 1890 301886;30188 141951 141951 1
KADGSYAAWLSR YMRIQQFRKADGSYAA SYAAWLSRDSSTWLTA R K A S R D 3 1 0 1 0 0 0 1 0 0 1 1 0 0 0 2 0 1 1 0 0 0 12 1 1323.657 sp|P0C0L4 sp|P0C0L4|CO 1061 1072 no no 2;3 1.18E-104 214.04 1858 245;246 1891 301889;30189141952;14 142083 177
KAEEEHLGILGPQLHADVGDK TFRVPVERKAEEEHLG LHADVGDKVKIIFKNM R K A D K V 2 0 0 2 0 1 3 3 2 1 3 2 0 0 1 0 0 0 0 1 0 0 21 1 2255.155 sp|P00450sp|P00450|CER 799 819 yes yes 3;4 5.80E-11 83.31 1859 74 1892 302221;30222142130;14 142132 13
KAPDAGGCLHADPDLGVLCPTGCQLQEALLQQER ATQKKVERKAPDAGGC EALLQQERPIRNSVDE R K A E R P 4 1 0 3 3 4 2 4 1 0 6 1 0 0 3 0 1 0 0 1 0 0 34 1 3716.771 sp|P02675 sp|P02675|FIB 88 121 yes yes 4 2.42E-102 132.62 1860 143 1893 302315;30231142143;14 142143 8
KAPDAGGCLHADPDLGVLCPTGCQLQEALLQQERPIR ATQKKVERKAPDAGGC LQQERPIRNSVDELNN R K A I R N 4 2 0 3 3 4 2 4 1 1 6 1 0 0 4 0 1 0 0 1 0 0 37 2 4083.009 sp|P02675 sp|P02675|FIB 88 124 yes yes 5 0.0074541 23.897 1861 143 1894 302370 142151 142151 1
KCCVECPPCPAPPVAGPSVFLFPPKPK KVDKTVERKCCVECPP FLFPPKPKDTLMISRT R K C P K D 2 0 0 0 4 0 1 1 0 0 1 3 0 2 9 1 0 0 0 3 0 0 27 2 3035.489 sp|P01859sp|P01859|IGH 101 127 yes yes 4 0.025431 17.435 1862 125 1895 302371 142152 142152 1
KCSTSSLLEACTFR VKAVGNLRKCSTSSLL LLEACTFRRP______ R K C F R R 1 1 0 0 2 0 1 0 0 0 2 1 0 1 0 3 2 0 0 0 0 0 14 1 1658.776 sp|P02787sp|P02787|TR 683 696 yes yes 3 0.0026185 40.278 1863 162 1896 302372 142153 142153 1
KCSYTEDAQCIDGTIEVPK FFCKNKEKKCSYTEDA DGTIEVPKCFKEHSSL K K C P K C 1 0 0 2 2 1 2 1 0 2 0 2 0 0 1 1 2 0 1 1 0 0 19 1 2212.998 sp|P02749sp|P02749|AP 306 324 yes yes 3 6.14E-14 97.384 1864 151 1897 302373;30237142154;14 142154 21
KDNEQHVFK NINALASKKDNEQHVF DNEQHVFKVKDMENLE K K D F K V 0 0 1 1 0 1 1 0 1 0 0 2 0 1 0 0 0 0 0 1 0 0 9 1 1143.567 sp|P00751 sp|P00751|CFA 446 454 yes yes 3 0.0010442 89.08 1865 89 1898 302499;30250 142175 142175 1
KDSGFQMNQLR YYAVAVVKKDSGFQMN GFQMNQLRGKKSCHTG K K D L R G 0 1 1 1 0 2 0 1 0 0 1 1 1 1 0 1 0 0 0 0 0 0 11 1 1322.64 sp|P02787sp|P02787|TR 122 132 yes yes 3 4.21E-05 72.321 1866 162 1899 302502 142176 142176 1
KDTVIKPLLVEPEGLEK PSVPEHGRKDTVIKPL VEPEGLEKETTFNSLL R K D E K E 0 0 0 1 0 0 3 1 0 1 3 3 0 0 2 0 1 0 0 2 0 0 17 2 1907.098 sp|P01023 sp|P01023|A2 896 912 yes yes 3 1.12E-05 83.758 1867 96 1900 302503;30250142177;14 142178 5
KEAGIPEFYDYDVALIK PNYNINGKKEAGIPEF DYDVALIKLKNKLKYG K K E I K L 2 0 0 2 0 0 2 1 0 2 1 2 0 1 1 0 0 0 2 1 0 0 17 1 1970.004 sp|P00751 sp|P00751|CFA 565 581 yes yes 2;3 1.89E-53 139.66 1868 89 1901 302568;30256142182;14 142182 22
KEEFHEQSFR VLGDQDLKKEEFHEQS EFHEQSFRVEKIFKYS K K E F R V 0 1 0 0 0 1 3 0 1 0 0 1 0 2 0 1 0 0 0 0 0 0 10 1 1335.621 sp|Q14520sp|Q14520|HA 382 391 yes yes 3 0.012677 42.718 1869 462 1902 302734;30273 142204 142204 1
KEEITGTLR VRELMEEKKEEITGTL EEITGTLRKDKTLLRD K K E L R K 0 1 0 0 0 0 2 1 0 1 1 1 0 0 0 0 2 0 0 0 0 0 9 1 1045.577 sp|Q9Y490sp|Q9Y490|TL 138 146 yes yes 2 0.010447 106.91 1870 554 1903 302786;30278 142205 142205 1
KEGGLGPLNIPLLADVTR LAWINTPRKEGGLGPL PLLADVTRRLSEDYGV R K E T R R 1 1 1 1 0 0 1 3 0 1 4 1 0 0 2 0 1 0 0 1 0 0 18 1 1862.063 sp|P32119sp|P32119|PR 92 109 yes yes 3 0.007533 35.133 1871 342 1904 302823;30282 142206 142206 1
KELSSFIDK NAKGPLLKKELSSFID ELSSFIDKGQELCADY K K E D K G 0 0 0 1 0 0 1 0 0 1 1 2 0 1 0 2 0 0 0 0 0 0 9 1 1065.571 sp|P02774sp|P02774|VT 394 402 yes yes 2 0.0040924 129.85 1872 159 1905 302854;30285142207;14 142210 11
KETFDVTLEPLSFK GVPKAEFKKETFDVTL TLEPLSFKKEAVLIQA K K E F K K 0 0 0 1 0 0 2 0 0 0 2 2 0 2 1 1 2 0 0 1 0 0 14 1 1652.866 sp|P00488sp|P00488|F13 571 584 yes yes 3 3.04E-06 67.136 1873 75 1906 302945;30294142218;14 142219 10
KFICPLTGLWPINTLK YVSRGGMRKFICPLTG LWPINTLKCTPRVCPF R K F L K C 0 0 1 0 1 0 0 1 0 2 3 2 0 1 2 0 2 1 0 0 0 0 16 1 1900.065 sp|P02749sp|P02749|AP 63 78 yes yes 3 3.26E-15 105.39 1874 151 1907 302974;30297142228;14 142229 26
KFPSGTFEQVSQLVK LSLVLYSRKFPSGTFE EQVSQLVKEVVSLTEA R K F V K E 0 0 0 0 0 2 1 1 0 0 1 2 0 2 1 2 1 0 0 2 0 0 15 1 1693.904 sp|P02774sp|P02774|VT 51 65 yes yes 2;3 1.57E-84 184.11 1875 159 1908 303074;30307142254;14 142267 725
KFYNQVSTPLLR QDTSSQLKKFYNQVST QVSTPLLRNVQFNYPH K K F L R N 0 1 1 0 0 1 0 0 0 0 2 1 0 1 1 1 1 0 1 1 0 0 12 1 1464.809 sp|P19823 sp|P19823|ITIH 488 499 yes no 2;3 6.89E-47 171.85 1876 304 1909 303636;30363142980;14 142982 33
KGCVLLSHLNETVTVSASLESGR LLHTEAPKKGCVLLSH SASLESGRENRSLFTD K K G G R E 1 1 1 0 1 0 2 2 1 0 4 1 0 0 0 4 2 0 0 3 0 0 23 1 2456.269 sp|P20742 sp|P20742|PZP 45 67 yes yes 3 0.06266 7.1933 1877 307 1910 303794 143013 143013 1
KGDTFSCMVGHEALPLAFTQK RVAAEDWKKGDTFSCM LPLAFTQKTIDRLAGK K K G Q K T 2 0 0 1 1 1 1 2 1 0 2 2 1 2 1 1 2 0 0 1 0 0 21 1 2336.129 sp|P01876sp|P01876|IGH 307 327 no no 3 0.0004277 51.834 1878 129;130 1911 303795 143014 143014 1
KGEVLPLPEANFPSFPLPHHK VYRLPPLRKGEVLPLP SFPLPHHKHPLKPDNQ R K G H K H 1 0 1 0 0 0 2 1 2 0 3 2 0 2 5 1 0 0 0 1 0 0 21 1 2353.258 sp|P04196sp|P04196|HR 466 486 yes yes 4 0.0035587 41.115 1879 176 1912 303796;30379 143015 143015 1
KGEWVALNPLR GNVIMVCRKGEWVALN WVALNPLRKCQKRPCG R K G L R K 1 1 1 0 0 0 1 1 0 0 2 1 0 0 1 0 0 1 0 1 0 0 11 1 1281.719 sp|P08603 sp|P08603|CFA 68 78 yes yes 2;3 2.12E-38 209.6 1880 233 1913 303826;30382143016;143 143053 159
KGGETSEMYLIQPDSSVKPYR KECEEIIRKGGETSEM DSSVKPYRVYCDMNTE R K G Y R V 0 1 0 1 0 1 2 2 0 1 1 2 1 0 2 3 1 0 2 1 0 0 21 2 2384.168 sp|P02675 sp|P02675|FIB 247 267 yes yes 3;4 0.0035286 60.561 1881 143 1914 304192;30419143176;143 143177 2
KGNVATEISTER THFTVKTRKGNVATEI ATEISTERDLGQCDRF R K G E R D 1 1 1 0 0 0 2 1 0 1 0 1 0 0 0 1 2 0 0 1 0 0 12 1 1303.673 sp|P04114sp|P04114|AP 196 207 yes yes 2;3 8.11E-22 173.64 1883 174 1916 304221;30422143179;143 143189 63
KGVCEETSGAYEK SMTSTRWRKGVCEETS ETSGAYEKTDTDGKFL R K G E K T 1 0 0 0 1 0 3 2 0 0 0 2 0 0 0 1 1 0 1 1 0 0 13 1 1456.65 sp|P02760sp|P02760|AM 88 100 yes yes 3 0.024402 30.483 1884 155 1917 304419;30442 143243 143243 1
KGVYMTDITPQGVAMR SLKTVQGKKGVYMTDI TPQGVAMRAGVLADDH K K G M R A 1 1 0 1 0 1 0 2 0 1 0 1 2 0 1 0 2 0 1 2 0 0 16 1 1765.886 sp|A8MUHsp|A8MUH7|P 34 49 yes no 2 0.0017639 56.548 1885 38 1918 304435;30443143244;143 143256 8;9 22
KIAEKDEEIDQMK QVKSEVDRKIAEKDEE DEEIDQMKRNHIRIVE R K I M K R 1 0 0 2 0 1 3 0 0 2 0 3 1 0 0 0 0 0 0 0 0 0 13 2 1575.781 sp|P12882 sp|P12882|MY 1579 1591 yes yes 2 0.0082606 54.608 1887 268 1920 304521;30452 143267 143267 68 0
KICLDPDAPR IATLKDGRKICLDPDA CLDPDAPRIKKIVQKK R K I P R I 1 1 0 2 1 0 0 0 0 1 1 1 0 0 2 0 0 0 0 0 0 0 10 1 1183.602 sp|P02775 sp|P02775|CXC 103 112 yes yes 3 0.04517 57.785 1888 160 1921 304555;30455 143268 143268 0
KLDGICWQVR AMAVSTFRKLDGICWQ DGICWQVRQLYGDTGV R K L V R Q 0 1 0 1 1 1 0 1 0 1 1 1 0 0 0 0 0 1 0 1 0 0 10 1 1273.66 sp|P07360sp|P07360|CO 91 100 yes yes 2;3 1.85E-14 153.04 1889 218 1922 304569;30457143269;143 143278 91
KLELHLPK LRKRNFYKKLELHLPK KLELHLPKFSISGSYV K K L P K F 0 0 0 0 0 0 1 0 1 0 3 2 0 0 1 0 0 0 0 0 0 0 8 1 976.607 sp|P29622 sp|P29622|KA 313 320 yes yes 3 0.017305 52.255 1890 336 1923 304794;30479143360;143 143360 2
KLGQSLDCNAEVYVVPWEK LTESCETKKLGQSLDC VYVVPWEKKIYPTVNC K K L E K K 1 0 1 1 1 1 2 1 0 0 2 2 0 0 1 1 0 1 1 3 0 0 19 1 2234.104 sp|P01042 sp|P01042|KN 344 362 yes yes 3 2.97E-32 118.96 1891 103 1924 304825;30482143362;143 143362 76
KLTISEQNIQR LKTLQELKKLTISEQN ISEQNIQRANLFNKLV K K L Q R A 0 1 1 0 0 2 1 0 0 2 1 1 0 0 0 1 1 0 0 0 0 0 11 1 1328.741 sp|P04114sp|P04114|AP 334 344 yes yes 2;3 1.29E-45 179.51 1892 174 1925 304979;30498143438;143 143444 71
KLWAYLTINQLLAER HADPDFTRKLWAYLTI INQLLAERSLAPTAAA R K L E R S 2 1 1 0 0 1 1 0 0 1 4 1 0 0 0 0 1 1 1 0 0 0 15 1 1831.036 sp|P19823 sp|P19823|ITIH 582 596 yes no 3 0.0002532 48.177 1894 304 1927 305328;30532143526;143 143528 4
KLYDYCDVPQCAAPSFDCGKPQVEPK WCYTTNPRKLYDYCDV GKPQVEPKKCPGRVVG R K L P K K 2 0 0 3 3 2 1 1 0 0 1 3 0 1 4 1 0 0 2 2 0 0 26 2 3071.383 sp|P00747sp|P00747|PLM 550 575 yes yes 4 7.08E-11 72.566 1895 87 1928 305357;30535143530;143 143532 7
KNQGILEFYGDDIALLK PGFDVFAKKNQGILEF GDDIALLKLAQKVKMS K K N L K L 1 0 1 2 0 1 1 2 0 2 3 2 0 1 0 0 0 0 1 0 0 0 17 1 1936.031 sp|P06681 sp|P06681|CO 550 566 yes yes 3 7.40E-21 81.656 1896 205 1929 305422;30542143537;143 143537 35
KPVAFSDYIHPVCLPDR DIALMKLKKPVAFSDY HPVCLPDRETAASLLQ K K P D R E 1 1 0 2 1 0 0 0 1 1 1 1 0 1 3 1 0 0 1 2 0 0 17 1 2013.014 sp|P00734sp|P00734|TH 470 486 yes yes 2;3;4 4.24E-73 153.72 1897 80 1930 305547;30554143572;143 143573 123
KPVEEYANCHLAR LLCLDGTRKPVEEYAN YANCHLARAPNHAVVT R K P A R A 2 1 1 0 1 0 2 0 1 0 1 1 0 0 1 0 0 0 1 1 0 0 13 1 1585.767 sp|P02787sp|P02787|TR 588 600 yes yes 3;4 2.61E-47 164.21 1898 162 1931 305796;30579143696;143 143696 5
KPYNFLK GDDEKYFRKPYNFLKY RKPYNFLKYHFEALAD R K P L K Y 0 0 1 0 0 0 0 0 0 0 1 2 0 1 1 0 0 0 1 0 0 0 7 1 908.512 sp|P07357sp|P07357|CO 208 214 yes yes 3 0.012532 74.191 1899 215 1932 305874;30587 143701 143701 1
KPYNVESYTPQTQGK YILNTRFRKPYNVESY YTPQTQGKYEFILKEY R K P G K Y 0 0 1 0 0 2 1 1 0 0 0 2 0 0 2 1 2 0 2 1 0 0 15 1 1738.853 sp|P07358sp|P07358|CO 212 226 yes yes 2;3 1.51E-64 215.14 1900 216 1933 305878;30587143702;143 143705 25
KQELSEAEQATR LSITVRTKKQELSEAE SEAEQATRTMQALPYS K K Q T R T 2 1 0 0 0 2 3 0 0 0 1 1 0 0 0 1 1 0 0 0 0 0 12 1 1388.69 sp|P01024sp|P01024|CO 428 439 yes yes 2;3 1.04E-17 128.01 1901 97 1934 306082;30608143727;143 143729 4
KQLGAGSIEECAAK ASLFSVTKKQLGAGSI SIEECAAKCEEDEEFT K K Q A K C 3 0 0 0 1 1 2 2 0 1 1 2 0 0 0 1 0 0 0 0 0 0 14 1 1460.729 sp|P00747sp|P00747|PLM 39 52 yes yes 2;3 0.0008837 77.062 1902 87 1935 306111;30611143731;143 143731 5
KSASDLTWDNLK YFAIAVVKKSASDLTW DLTWDNLKGKKSCHTA K K S L K G 1 0 1 2 0 0 0 0 0 0 2 2 0 0 0 2 1 1 0 0 0 0 12 1 1376.694 sp|P02787sp|P02787|TR 453 464 yes yes 2;3 0.0008687 84.658 1905 162 1938 306608;30660143881;143 143882 2
KSDVGFLPPFPTLDPEEK RLCFFYNKKSDVGFLP PTLDPEEKCQAYESNR K K S E K C 0 0 0 2 0 0 2 1 0 0 2 2 0 2 4 1 1 0 0 1 0 0 18 1 2015.025 sp|P43652 sp|P43652|AFA 130 147 yes yes 2;3 3.03E-73 152.88 1906 362 1939 306613;30661143883;143 143890 140
KSPQELLCGASLISDR PWQVMLFRKSPQELLC GASLISDRWVLTAAHC R K S D R W 1 1 0 1 1 1 1 1 0 1 3 1 0 0 1 3 0 0 0 0 0 0 16 1 1772.909 sp|P00734sp|P00734|TH 384 399 yes no 2;3 3.54E-149 264.22 1907 80 1940 306901;30690144023;144 144265 279
KTSLEDFYLDEER WVTKFDSRKTSLEDFY DFYLDEERTVRVPMMS R K T E R T 0 1 0 2 0 0 3 0 0 0 2 1 0 1 0 1 1 0 1 0 0 0 13 1 1643.768 sp|P36955 sp|P36955|PED 225 237 yes no 2;3 2.11E-74 188.96 1908 353 1941 307270;30727144304;144 144427 133
KVESELIKPINPR VYFAGFPRKVESELIK LIKPINPRLDGCIRSW R K V P R L 0 1 1 0 0 0 2 0 0 2 1 2 0 0 2 1 0 0 0 1 0 0 13 2 1521.888 sp|P07225 sp|P07225|PRO 433 445 yes yes 3 1.29E-20 130.15 1909 212 1942 307476;30747144437;144 144437 3
KVFLDCCNYITELR ISLGEACKKVFLDCCN CNYITELRRQHARASH K K V L R R 0 1 1 1 2 0 1 0 0 1 2 1 0 1 0 0 1 0 1 1 0 0 14 1 1829.88 sp|P01024sp|P01024|CO 722 735 yes yes 3 0.000325 65.805 1910 97 1943 307520 144440 144440 1
KVLGAFSDGLAHLDNLK PKVKAHGKKVLGAFSD LAHLDNLKGTFATLSE K K V L K G 2 0 1 2 0 0 0 2 1 0 4 2 0 1 0 1 0 0 0 1 0 0 17 1 1796.979 sp|P68871 sp|P68871|HB 67 83 no no 3 0.0060995 38.824 1911 416;132 1944 307521 144441 144441 1
KVTCTNAELVK DSEITFIKKVTCTNAE CTNAELVKGRQYLIMG K K V V K G 1 0 1 0 1 0 1 0 0 0 1 2 0 0 0 0 2 0 0 2 0 0 11 1 1261.67 sp|P01031 sp|P01031|CO 1603 1613 yes yes 2;3 1.78E-05 112.36 1913 98 1946 308039;30804144749;144 144751 4
KWQEEMELYR PYLDDFQKKWQEEMEL QEEMELYRQKVEPLRA K K W Y R Q 0 1 0 0 0 1 3 0 0 0 1 1 1 0 0 0 0 1 1 0 0 0 10 1 1410.66 sp|P02647sp|P02647|AP 131 140 yes yes 3 0.0006123 69.275 1914 136 1947 308118;30811 144753 144753 1
KYFIDFVAR RVQVVAGKKYFIDFVA YFIDFVARETTCSKES K K Y A R E 1 1 0 1 0 0 0 0 0 1 0 1 0 2 0 0 0 0 1 1 0 0 9 1 1157.623 sp|P01042 sp|P01042|KN 316 324 yes yes 3 0.0001745 110.41 1915 103 1948 308123;30812144754;144 144775 30
KYNSQNQSNNQFVLYR KAVDAALKKYNSQNQS NNQFVLYRITEATKTV K K Y Y R I 0 1 4 0 0 3 0 0 0 0 1 1 0 1 0 2 0 0 2 1 0 0 16 1 2001.966 sp|P01042 sp|P01042|KN 43 58 yes yes 3 5.04E-08 91.076 1917 103 1950 308248;30824144786;144 144786 2
KYSDASDCHGEDSQAFCEK HVTVSICRKYSDASDC DSQAFCEKFSGQLNSH R K Y E K F 2 0 0 3 2 1 2 1 1 0 0 2 0 1 0 3 0 0 1 0 0 0 19 1 2232.869 sp|P01023 sp|P01023|A2 271 289 yes yes 3 5.77E-05 62.966 1918 96 1951 308273;30827 144788 144788 1
KYTYNYEAESSSGVPGTADSR ATRFKHLRKYTYNYEA VPGTADSRSATRINCK R K Y S R S 2 1 1 1 0 0 2 2 0 0 0 1 0 0 1 4 2 0 3 1 0 0 21 1 2281.014 sp|P04114sp|P04114|AP 51 71 yes yes 3 6.60E-83 142.23 1919 174 1952 308275;30827144789;144 144793 30
KYWNDCEPPDSR SDCSVLSRKYWNDCEP DCEPPDSRRPSEIVIG R K Y S R R 0 1 1 2 1 0 1 0 0 0 0 1 0 0 2 1 0 1 1 0 0 0 12 1 1565.657 sp|P04196sp|P04196|HR 84 95 yes yes 2;3 0.014312 61.932 1921 176 1954 308610;30861144901;144 144901 3
LAAALGIR ADYDYQNRLAAALGIR LAAALGIRSFRNSSLN R L A I R S 3 1 0 0 0 0 0 1 0 1 2 0 0 0 0 0 0 0 0 0 0 0 8 0 783.4967 sp|P12259sp|P12259|FA5 730 737 yes yes 2 1.32E-15 168.62 1922 264 1955 308735;30873144904;144 144904 131
LAAAVSNFGYDLYR FFKVPVNKLAAAVSNF NFGYDLYRVRSSTSPT K L A Y R V 3 1 1 1 0 0 0 1 0 0 2 0 0 1 0 1 0 0 2 1 0 0 14 0 1558.778 sp|P36955 sp|P36955|PED 54 67 yes no 2;3 5.85E-174 232.88 1923 353 1956 308915;30891145036;145 145215 216
LAACGPPPVAPPAAVAAVAGGAR CPPCTPERLAACGPPP AAVAGGARMPCAELVR R L A A R M 9 1 0 0 1 0 0 3 0 0 1 0 0 0 5 0 0 0 0 3 0 0 23 0 2040.094 sp|P18065 sp|P18065|IBP 50 72 yes yes 3 0.022052 20.891 1924 298 1957 309396;30939 145261 145261 1
LAACLEGNCAEGLGTNYR TARTPRDKLAACLEGN EGLGTNYRGHVNITRS K L A Y R G 3 1 2 0 2 0 2 3 0 0 3 0 0 0 0 0 1 0 1 0 0 0 18 0 1967.883 sp|P00734sp|P00734|TH 100 117 yes yes 2;3 0 291.57 1925 80 1958 309402;30940145262;145 145317 319
LAALNPESNTAGLDIFAK LCPPRYPKLAALNPES AGLDIFAKFSAYIKNS K L A A K F 4 0 2 1 0 0 1 1 0 1 3 1 0 1 1 1 1 0 0 0 0 0 18 0 1843.968 sp|O00299sp|O00299|CL 96 113 yes yes 2 3.70E-85 156.36 1927 42 1960 310229;31023145591;145 145628 50
LAAVDATVNQVLASR EQTKGKVKLAAVDATV VNQVLASRYGIRGFPT K L A S R Y 4 1 1 1 0 1 0 0 0 0 2 0 0 0 0 1 1 0 0 3 0 0 15 0 1526.842 sp|Q15084sp|Q15084|PD 217 231 yes yes 2 8.51E-53 151.98 1928 465 1961 310318;31031145644;145 145645 2
LAAYLMLMR DASPGDKRLAAYLMLM AAYLMLMRSPSQADIN R L A M R S 2 1 0 0 0 0 0 0 0 0 3 0 2 0 0 0 0 0 1 0 0 0 9 0 1080.582 sp|P04114sp|P04114|AP 559 567 yes yes 2 0.0008759 108.24 1929 174 1962 310348;31034145646;145 145647 37
LACCVVGVCGPGLWER ENGNAGRRLACCVVGV CGPGLWERQAREHSER R L A E R Q 1 1 0 0 3 0 1 3 0 0 2 0 0 0 1 0 0 1 0 3 0 0 16 0 1831.853 sp|P08294sp|P08294|SO 205 220 yes yes 2 8.12E-87 176.78 1930 228 1963 310455;31045145683;145 145684 7
LADDLYR AFSANKYRLADDLYRY RLADDLYRYDVDTQMW R L A Y R Y 1 1 0 2 0 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 7 0 864.4341 sp|O75882sp|O75882|AT 530 536 yes yes 2 0.0004399 148.28 1931 64 1964 310488;31048145690;145 145690 5
LAEGFPLPLLK FYPKFNDKLAEGFPLP GFPLPLLKRVQLYDLG K L A L K R 1 0 0 0 0 0 1 1 0 0 4 1 0 1 2 0 0 0 0 0 0 0 11 0 1196.717 sp|P18428sp|P18428|LBP 444 454 yes yes 2 3.06E-05 104.2 1932 301 1965 310596;31059145695;145 145704 131
LAELPADALGPLQR YLLLSRNRLAELPADA DALGPLQRAFWLDVSH R L A Q R A 3 1 0 1 0 1 1 1 0 0 4 0 0 0 2 0 0 0 0 0 0 0 14 0 1462.814 sp|P35858sp|P35858|ALS 470 483 yes yes 2;3 2.48E-48 162.36 1934 351 1967 310819;31082145827;145 145827 345
LAETLGR ELKKRLKKLAETLGRK KLAETLGRK_______ K L A G R K 1 1 0 0 0 0 1 1 0 0 2 0 0 0 0 0 1 0 0 0 0 0 7 0 758.4287 sp|P48059sp|P48059|LIM 318 324 yes yes 2 0.013277 103.29 1935 366 1968 311192;31119 146172 146172 1
LAEVALAYAK RAEESRQRLAEVALAY EVALAYAKAGCQVVAP R L A A K A 4 0 0 0 0 0 1 0 0 0 2 1 0 0 0 0 0 0 1 1 0 0 10 0 1047.596 sp|P13716sp|P13716|HE 150 159 yes yes 2 0.0018961 103.56 1936 278 1969 311201;31120 146173 146173 1
LAGAPSEDPQFPK SHNRVNARLAGAPSED SEDPQFPKVQWPPREL R L A P K V 2 0 0 1 0 1 1 1 0 0 1 1 0 1 3 1 0 0 0 0 0 0 13 0 1355.672 sp|O00391sp|O00391|QS 488 500 yes yes 2 1.33E-07 114.5 1937 43 1970 311263;31126146174;146 146231 69
LAGLGLQQLDEGLFSR TANVEALRLAGLGLQQ LDEGLFSRLRNLHDLD R L A S R L 1 1 0 1 0 2 1 3 0 0 5 0 0 1 0 1 0 0 0 0 0 0 16 0 1715.921 sp|Q6EMKsp|Q6EMK4|VA 199 214 yes yes 2 3.00E-165 217.14 1938 485 1971 311391;31139146243;146 146249 102
LAILGIHNEVSK LPDADKERLAILGIHN GIHNEVSKIVQTYHVN R L A S K I 1 0 1 0 0 0 1 1 1 2 2 1 0 0 0 1 0 0 0 1 0 0 12 0 1292.745 sp|P12814sp|P12814|AC 566 577 yes yes 2 2.70E-14 125.75 1939 266 1972 311562;31156146345;146 146345 3
LAIPEGK AMSRYELKLAIPEGKQ KLAIPEGKQVFLYPEK K L A G K Q 1 0 0 0 0 0 1 1 0 1 1 1 0 0 1 0 0 0 0 0 0 0 7 0 726.4276 sp|P04114sp|P04114|AP 133 139 yes yes 2 0.0076872 114.72 1940 174 1973 311600;31160146348;146 146348 5
LALDNGGLAR VSYAFLEKLALDNGGL LDNGGLARRIHEDSDS K L A A R R 2 1 1 1 0 0 0 2 0 0 3 0 0 0 0 0 0 0 0 0 0 0 10 0 998.5509 sp|Q14624sp|Q14624|ITI 429 438 yes yes 2 2.26E-75 206.5 1941 463 1974 311794;31179146353;146 146378 133
LALETALMYGAK QEGQEEERLALETALM TALMYGAKKPLNTEGV R L A A K K 3 0 0 0 0 0 1 1 0 0 3 1 1 0 0 0 1 0 1 0 0 0 12 0 1279.685 sp|P00488sp|P00488|F13 493 504 yes yes 2 4.67E-19 131.44 1942 75 1975;1976 311976;31197146487;146 146616 141
LALGDDSPALK EFRSCASRLALGDDSP GDDSPALKEKRVGGVQ R L A L K E 2 0 0 2 0 0 0 1 0 0 3 1 0 0 1 1 0 0 0 0 0 0 11 0 1098.592 sp|P17174sp|P17174|AA 87 97 yes yes 2 0.001489 80.755 1943 294 1977 312163 146629 146629 1
LALLVDTVGPR AQNRSYERLALLVDTV LVDTVGPRLSGSKNLE R L A P R L 1 1 0 1 0 0 0 1 0 0 3 0 0 0 1 0 1 0 0 2 0 0 11 0 1152.687 sp|Q9Y646sp|Q9Y646|CB 67 77 yes yes 2 2.72E-11 122.13 1944 558 1978 312164;31216146630;146 146633 15
LALWGEHTGQLYSK AHTNGNGKLALWGEHT HTGQLYSKFLLKAEPL K L A S K F 1 0 0 0 0 1 1 2 1 0 3 1 0 0 0 1 1 1 1 0 0 0 14 0 1601.82 sp|P04114sp|P04114|AP 1917 1930 yes yes 2;3 1.40E-48 190.36 1945 174 1979 312290;31229146645;146 146745 150
LAPEYEAAATR PWCGHCKRLAPEYEAA EYEAAATRLKGIVPLA R L A T R L 4 1 0 0 0 0 2 0 0 0 1 0 0 0 1 0 1 0 1 0 0 0 11 0 1190.593 sp|P30101 sp|P30101|PD 63 73 yes yes 2 0.0003051 89.886 1946 340 1980 312610;31261146796;146 146796 6
LAPGELTIIL TVMNPYMKLAPGELTI PGELTIIL________ K L A I L - 1 0 0 0 0 0 1 1 0 2 3 0 0 0 1 0 1 0 0 0 0 0 10 0 1038.633 sp|P04114sp|P04114|AP 4554 4563 yes yes 2 0.011938 70.912 1947 174 1981 312708;31270146802;146 146802 18
LAPITSDPTEATAVGAVEASFK QLFEELRRLAPITSDP GAVEASFKCCSGAIIV R L A F K C 5 0 0 1 0 0 2 1 0 1 1 1 0 1 2 2 3 0 0 2 0 0 22 0 2174.111 sp|P14618sp|P14618|KPY 401 422 yes yes 2 5.20E-28 105.14 1948 283 1982 312826;31282 146820 146820 1
LAPLAEDVR SAEELRQRLAPLAEDV APLAEDVRGNLRGNTE R L A V R G 2 1 0 1 0 0 1 0 0 0 2 0 0 0 1 0 0 0 0 1 0 0 9 0 982.5448 sp|P06727sp|P06727|AP 267 275 yes yes 2 2.97E-14 159.2 1949 206 1983 312874;31287146821;146 146845 119
LAQAAQSSVATITR NAAGSQEKLAQAAQSS SSVATITRLADVVKLG K L A T R L 4 1 0 0 0 2 0 0 0 1 1 0 0 0 0 2 2 0 0 1 0 0 14 0 1415.773 sp|Q9Y490sp|Q9Y490|TL 2044 2057 yes yes 2 1.88E-98 198.81 1950 554 1984 313194;31319146941;146 146949 80
LASDLLEWIR QLMEDYEKLASDLLEW SDLLEWIRRTIPWLEN K L A I R R 1 1 0 1 0 0 1 0 0 1 3 0 0 0 0 1 0 1 0 0 0 0 10 0 1214.666 sp|O43707sp|P12814|AC 282 291 no no 2 1.02E-39 182.53 1951 266;56 1985 313339;31334147021;147 147021 84
LASLFPALFSR DMRQLALRLASLFPAL LFPALFSRENYGRLRL R L A S R E 2 1 0 0 0 0 0 0 0 0 3 0 0 2 1 2 0 0 0 0 0 0 11 0 1220.692 sp|Q9UNWsp|Q9UNW1|M 161 171 yes yes 2 0.0006434 98.044 1952 552 1986 313509;31351147105;147 147105 5
LASPGFPGEYANDQER WPEPVFGRLASPGFPG EYANDQERRWTLTAPP R L A E R R 2 1 1 1 0 1 2 2 0 0 1 0 0 1 2 1 0 0 1 0 0 0 16 0 1749.796 sp|O00187sp|O00187|MA 30 45 yes yes 2 7.73E-05 100.38 1953 41 1987 313639;31364147110;147 147117 13
LASPSEETWITCDNK PSSPWEKRLASPSEET TWITCDNKIRLQEGPT R L A N K I 1 0 1 1 1 0 2 0 0 1 1 1 0 0 1 2 2 1 0 0 0 0 15 0 1749.788 sp|Q86VB7sp|Q86VB7|C1 914 928 yes yes 2 2.71E-07 91.123 1954 498 1988 313731;31373 147123 147123 1
LASVSVSR RVDLPAEKLASVSVSR LASVSVSRTPDGSLLV K L A S R T 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 3 0 0 0 2 0 0 8 0 817.4658 sp|Q9Y6R7sp|Q9Y6R7|FC 5325 5332 yes yes 2 0.044149 67.981 1955 559 1989 313765;31376 147124 147124 1
LATALSLSNK LTRKRGLKLATALSLS TALSLSNKFVEGSHNS K L A N K F 2 0 1 0 0 0 0 0 0 0 3 1 0 0 0 2 1 0 0 0 0 0 10 0 1016.587 sp|P04114sp|P04114|AP 3395 3404 yes yes 2 6.20E-88 209.87 1957 174 1991 313868;31386147126;147 147248 140
LAVTTHGLPCLAWASAQAK RGQQYQGRLAVTTHGL AWASAQAKALSKHQDF R L A A K A 5 0 0 0 1 1 0 1 1 0 3 1 0 0 1 1 2 1 0 1 0 0 19 0 1994.041 sp|P00734sp|P00734|TH 225 243 yes yes 2;3 9.74E-116 210.91 1958 80 1992 314191;31419147266;147 147278 280
LAVYQAGAR DADDLQKRLAVYQAGA AVYQAGAREGAERGLS R L A A R E 3 1 0 0 0 1 0 1 0 0 1 0 0 0 0 0 0 0 1 1 0 0 9 0 947.5189 sp|P02649sp|P02649|AP 177 185 yes yes 2 0.0004661 128.38 1959 137 1993 314571;31457147546;147 147571 61
LAYLQPALFSGLAELR ELVLAGNRLAYLQPAL FSGLAELRELDLSRNA R L A L R E 3 1 0 0 0 1 1 1 0 0 5 0 0 1 1 1 0 0 1 0 0 0 16 0 1760.983 sp|P35858sp|P35858|ALS 206 221 yes yes 2 1.51E-28 119.39 1960 351 1994 314696;31469147608;147 147615 8
LAYVWNNDIYVK TWSPVGHKLAYVWNND WNNDIYVKIEPNLPSY K L A V K I 1 0 2 1 0 0 0 0 0 1 1 1 0 0 0 0 0 1 2 2 0 0 12 0 1496.766 sp|P27487sp|P27487|DP 164 175 yes yes 2 0.042687 47.603 1961 333 1995 314761;31476 147617 147617 1
LCDNLSTK ELPEHTVKLCDNLSTK LCDNLSTKNSKFEDCC K L C T K N 0 0 1 1 1 0 0 0 0 0 2 1 0 0 0 1 1 0 0 0 0 0 8 0 949.4539 sp|P02774sp|P02774|VT 285 292 yes no 2 0.014074 118.89 1962 159 1996 314784;31478147618;147 147621 5
LCFFYNK SKVDAQRRLCFFYNKK RLCFFYNKKSDVGFLP R L C N K K 0 0 1 0 1 0 0 0 0 0 1 1 0 2 0 0 0 0 1 0 0 0 7 0 990.4633 sp|P43652 sp|P43652|AFA 123 129 yes yes 2 0.0083265 113.07 1963 362 1997 314872;31487147623;147 147631 10
LCMAALK TKEGLERKLCMAALKH KLCMAALKHQPQEFPT K L C L K H 2 0 0 0 1 0 0 0 0 0 2 1 1 0 0 0 0 0 0 0 0 0 7 0 805.419 sp|P02774sp|P02774|VT 121 127 yes no 2 0.0092488 109.88 1964 159 1998 314969;31497147633;147 147633 16
LCMGSGLNLCEPNNK KKDSSLCKLCMGSGLN NLCEPNNKEGYYGYTG K L C N K E 0 0 3 0 2 0 1 2 0 0 3 1 1 0 1 1 0 0 0 0 0 0 15 0 1705.759 sp|P02787sp|P02787|TR 516 530 yes yes 2;3 3.56E-123 201.09 1965 162 1999 315265;31526147649;147 147652 113
LCNIEPDER CPPGFAGRLCNIEPDE CNIEPDERCFLGNGTG R L C E R C 0 1 1 1 1 0 2 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 9 0 1144.518 sp|Q04756sp|Q04756|HG 277 285 yes yes 2 1.95E-05 136.27 1966 433 2000 315438;31543147762;147 147769 44
LCNTGDNSVCTTK GSSGYSLRLCNTGDNS DNSVCTTKTSTRIVGG R L C T K T 0 0 2 1 2 0 0 1 0 0 1 1 0 0 0 1 3 0 0 1 0 0 13 0 1468.629 sp|P03952 sp|P03952|KLK 374 386 yes yes 2 3.08E-05 84.687 1968 166 2002 315666;31566147812;147 147822 13
LCQDLGPGAFR CLPHLLSRLCQDLGPG DLGPGAFRLAARMYLQ R L C F R L 1 1 0 1 1 1 0 2 0 0 2 0 0 1 1 0 0 0 0 0 0 0 11 0 1232.597 sp|P08697sp|P08697|A2A 151 161 yes no 2;3 1.04E-127 227.92 1969 235 2003 315768;31576147825;147 147981 188
LCQGLFFR EKLAELRKLCQGLFFR LCQGLFFRVEERKKWP K L C F R V 0 1 0 0 1 1 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 0 8 0 1039.527 sp|Q9Y4L1sp|Q9Y4L1|HY 804 811 yes yes 2 2.47E-05 141.98 1970 555 2004 316016;31601148013;148 148014 35
LCSGFVR LGNSFLHKLCSGFVRI KLCSGFVRICMDEDGN K L C V R I 0 1 0 0 1 0 0 1 0 0 1 0 0 1 0 1 0 0 0 1 0 0 7 0 837.4167 sp|P04275 sp|P04275|VW 1871 1877 yes yes 2 0.0030228 142.63 1971 179 2005 316141;31614148048;148 148051 8
LCTPLLPK NPTRARQRLCTPLLPK LCTPLLPKYPPTVSMV R L C P K Y 0 0 0 0 1 0 0 0 0 0 3 1 0 0 2 0 1 0 0 0 0 0 8 0 940.5416 sp|P27918sp|P27918|PRO 406 413 yes yes 2 0.022985 81.119 1972 335 2006 316231;31623148056;148 148058 7
LCYVALDFEQEMATAASSSSLEK IVRDIKEKLCYVALDF ASSSSLEKSYELPDGQ K L C E K S 4 0 0 1 1 1 3 0 0 0 3 1 1 1 0 4 1 0 1 1 0 0 23 0 2549.167 sp|P60709sp|P60709|AC 216 238 no no 2;3 9.43E-64 134.14 1974 398;412 2008 317202;31720148197;148 148197 21
LDAPSQIEVK LKRVTTTRLDAPSQIE APSQIEVKDVTDTTAL R L D V K D 1 0 0 1 0 1 1 0 0 1 1 1 0 0 1 1 0 0 0 1 0 0 10 0 1098.592 sp|P24821 sp|P24821|TEN 803 812 yes yes 2 0.026754 61.161 1975 325 2009 317321;31732 148218 148218 1
LDAQASFLPK FEPQGISKLDAQASFL AQASFLPKELAAQTIK K L D P K E 2 0 0 1 0 1 0 0 0 0 2 1 0 1 1 1 0 0 0 0 0 0 10 0 1088.587 sp|P19827sp|P19827|ITIH 205 214 yes yes 2 0.0001041 107.15 1976 305 2010 317362;31736148219;148 148259 79
LDFSSQADLR FHKLNIPKLDFSSQAD FSSQADLRNEIKTLLK K L D L R N 1 1 0 2 0 1 0 0 0 0 2 0 0 1 0 2 0 0 0 0 0 0 10 0 1150.562 sp|P04114sp|P04114|AP 2898 2907 yes yes 2 9.60E-50 189.82 1978 174 2012 317495;31749148299;148 148402 159
LDGICWQVR MAVSTFRKLDGICWQV DGICWQVRQLYGDTGV K L D V R Q 0 1 0 1 1 1 0 1 0 1 1 0 0 0 0 0 0 1 0 1 0 0 9 0 1145.565 sp|P07360sp|P07360|CO 92 100 yes yes 2 1.06E-15 157.52 1979 218 2013 317878;31787148460;148 148533 105
LDGLCIPLR HTDEFQCRLDGLCIPL DGLCIPLRWRCDGDTD R L D L R W 0 1 0 1 1 0 0 1 0 1 3 0 0 0 1 0 0 0 0 0 0 0 9 0 1055.58 sp|Q07954sp|Q07954|LR 1071 1079 yes yes 2 0.0078555 80.229 1980 439 2014 318021;31802148565;148 148571 7
LDGLVETPTGYIESLPR ILAALQERLDGLVETP GYIESLPRVVKRRVNA R L D P R V 0 1 0 1 0 0 2 2 0 1 3 0 0 0 2 1 2 0 1 1 0 0 17 0 1858.968 sp|P55209sp|P55209|NP 56 72 yes yes 2 5.23E-54 134.99 1981 390 2015 318089;31809148572;148 148574 5
LDGSVDFK GWTVFQKRLDGSVDFK LDGSVDFKKNWIQYKE R L D F K K 0 0 0 2 0 0 0 1 0 0 1 1 0 1 0 1 0 0 0 1 0 0 8 0 879.4338 sp|P02679sp|P02679|FIB 224 231 yes yes 1;2 0.0070145 111.01 1982 144 2016 318168;31816148577;148 148602 27
LDIDSPPITAR TFLEHMCRLDIDSPPI DSPPITARNTGIICTI R L D A R N 1 1 0 2 0 0 0 0 0 2 1 0 0 0 2 1 1 0 0 0 0 0 11 0 1196.64 sp|P14618sp|P14618|KPY 33 43 yes yes 2 2.02E-13 138.66 1983 283 2017 318430;31843148605;148 148637 32
LDLQEINNWVQAQMK RVLTGNPRLDLQEINN NWVQAQMKGKLARSTK R L D M K G 1 0 2 1 0 3 1 0 0 1 2 1 1 0 0 0 0 1 0 1 0 0 15 0 1828.914 sp|P36955 sp|P36955|PED 175 189 yes yes 2 8.49E-75 176.48 1984 353 2018 318564;31856148639;148 148639 2
LDNIYSSDK LSLDFSSKLDNIYSSD DNIYSSDKFYKQTVNL K L D D K F 0 0 1 2 0 0 0 0 0 1 1 1 0 0 0 2 0 0 1 0 0 0 9 0 1053.498 sp|P04114sp|P04114|AP 1770 1778 yes yes 2 1.31E-05 138.1 1985 174 2019 318597;31859148641;148 148672 41
LDQLIYIPLPDEK PAILRPGRLDQLIYIP YIPLPDEKSRVAILKA R L D E K S 0 0 0 2 0 1 1 0 0 2 3 1 0 0 2 0 0 0 1 0 0 0 13 0 1555.85 sp|P55072 sp|P55072|TER 639 651 yes yes 2 0.0002546 102.05 1986 389 2020 318777;31877148682;148 148683 2
LDQTGGVDFQAANVK SLVLHNCRLDQTGGVD DFQAANVKSSAHLRVK R L D V K S 2 0 1 2 0 2 0 2 0 0 1 1 0 1 0 0 1 0 0 2 0 0 15 0 1561.774 sp|Q8WZ4sp|Q8WZ42|TI 13097 13111 yes yes 2 0.0001275 80.979 1987 508 2021 318864 148684 148684 1
LDSLVAQQLQSK TEPGDCPKLDSLVAQQ VAQQLQSKNECGILAD K L D S K N 1 0 0 1 0 3 0 0 0 0 3 1 0 0 0 2 0 0 0 1 0 0 12 0 1328.73 sp|Q9Y6R7sp|Q9Y6R7|FC 1051 1062 yes yes 2 1.70E-90 200.71 1988 559 2022 318865;31886148685;148 148699 107
LDTLWIPNK YPSQDNDRLDTLWIPN DTLWIPNKEYFWGLSK R L D N K E 0 0 1 1 0 0 0 0 0 1 2 1 0 0 1 0 1 1 0 0 0 0 9 0 1098.607 sp|Q13093sp|Q13093|PA 93 101 yes yes 2 0.0028817 97.093 1990 445 2024 319447;31944149046;149 149057 12
LDVDQALNR GLWAQGQRLDVDQALN DVDQALNRSHEIWTHS R L D N R S 1 1 1 2 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 9 0 1042.541 sp|P04278sp|P04278|SH 373 381 yes yes 2 6.44E-11 151.04 1991 180 2025 319560;31956149058;149 149079 24
LDVQFSGLTK AKAAGKGKLDVQFSGL VQFSGLTKGDAVRDVD K L D T K G 0 0 0 1 0 1 0 1 0 0 2 1 0 1 0 1 1 0 0 1 0 0 10 0 1106.597 sp|P21333 sp|P21333|FLN 907 916 yes yes 2 6.64E-07 126.07 1992 310 2026 319632;31963149082;149 149115 35
LDVTTSIGR KSLWDFLKLDVTTSIG DVTTSIGRRQHLRVST K L D G R R 0 1 0 1 0 0 0 1 0 1 1 0 0 0 0 1 2 0 0 1 0 0 9 0 960.524 sp|P04114sp|P04114|AP 3690 3698 yes yes 2 9.47E-51 183.26 1993 174 2027 319730;31973149117;149 149124 169
LDYLSSLK NLAGLKGRLDYLSSLK LDYLSSLKVKGLVLGP R L D L K V 0 0 0 1 0 0 0 0 0 0 3 1 0 0 0 2 0 0 1 0 0 0 8 0 937.5121 sp|P08195 sp|P08195|4F2 248 255 yes yes 2 0.033792 65.88 1994 225 2028 319986;31998149287;149 149287 2
LEACESLTR ALSWEYCRLEACESLT EACESLTRVQLSPDLL R L E T R V 1 1 0 0 1 0 2 0 0 0 2 0 0 0 0 1 1 0 0 0 0 0 9 0 1077.513 sp|Q04756sp|Q04756|HG 364 372 yes yes 2 4.05E-08 141.93 1995 433 2029 320006;32000149289;149 149297 60
LEAGDHPVELLAR KIHENEKRLEAGDHPV HPVELLARDFEKNYNM R L E A R D 2 1 0 1 0 0 2 1 1 0 3 0 0 0 1 0 0 0 0 1 0 0 13 0 1418.752 sp|P09486sp|P09486|SPR 206 218 yes yes 3 7.16E-06 70.412 1996 240 2030 320171;32017149349;149 149350 2
LEAGINQLSFPLSSEPIQGSYR IAQWQSLKLEAGINQL EPIQGSYRVVVQTESG K L E Y R V 1 1 1 0 0 2 2 2 0 2 3 0 0 1 2 4 0 0 1 0 0 0 22 0 2405.223 sp|P20742 sp|P20742|PZP 182 203 yes yes 2;3 1.30E-101 194.77 1997 307 2031 320187;32018149351;149 149353 49
LEALPNSLLAPLGR WLDVSHNRLEALPNSL SLLAPLGRLRYLSLRN R L E G R L 2 1 1 0 0 0 1 1 0 0 5 0 0 0 2 1 0 0 0 0 0 0 14 0 1462.851 sp|P35858sp|P35858|ALS 494 507 yes yes 2;3 2.45E-38 143.89 1999 351 2033 320376;32037149405;149 149613 226
LEATINELV FSGANKEKLEATINEL EATINELV________ K L E L V - 1 0 1 0 0 0 2 0 0 1 2 0 0 0 0 0 1 0 0 1 0 0 9 0 1000.544 sp|P10599sp|P10599|TH 97 105 yes yes 2 0.0085911 79.116 2000 251 2034 320590;32059 149632 149632 1
LEDAGEVQLTAK TLTLRDVKLEDAGEVQ GEVQLTAKDFKTHANL K L E A K D 2 0 0 1 0 1 2 1 0 0 2 1 0 0 0 0 1 0 0 1 0 0 12 0 1272.656 sp|Q8WZ4sp|Q8WZ42|TI 13186 13197 yes yes 2 0.0027196 66.595 2002 508 2036 320692 149634 149634 1
LEDMEQALSPSVFK VPQNLKHRLEDMEQAL ALSPSVFKAIMEKLEM R L E F K A 1 0 0 1 0 1 2 0 0 0 2 1 1 1 1 2 0 0 0 1 0 0 14 0 1592.776 sp|P05155 sp|P05155|IC1 367 380 yes yes 2;3 1.65E-124 212.89 2003 191 2037;2038 320693;32069149635;149 149636 56 294
LEDSVTYHCSR RKVGSQYRLEDSVTYH SVTYHCSRGLTLRGSQ R L E S R G 0 1 0 1 1 0 1 0 1 0 1 0 0 0 0 2 1 0 1 1 0 0 11 0 1365.598 sp|P00751 sp|P00751|CFA 183 193 yes yes 2;3 3.89E-95 211.27 2004 89 2039 321181;32118149930;149 150057 158
LEEIDGFFAR CPPLEPAKLEEIDGFF EIDGFFARNNEEYLAL K L E A R N 1 1 0 1 0 0 2 1 0 1 1 0 0 2 0 0 0 0 0 0 0 0 10 0 1195.587 sp|O00391sp|O00391|QS 173 182 yes yes 2 6.24E-75 205.7 2005 43 2040 321744;32174150088;150 150206 121
LEELENLVSSLR DVKELLSRLEELENLV ENLVSSLREQCTAGAG R L E L R E 0 1 1 0 0 0 3 0 0 0 4 0 0 0 0 2 0 0 0 1 0 0 12 0 1400.751 sp|P24821 sp|P24821|TEN 126 137 yes yes 2 0.0003658 76.143 2006 325 2041 321923;32192150209;150 150209 2
LEEQAQQIR QVAEVRAKLEEQAQQI EEQAQQIRLQAEAFQA K L E I R L 1 1 0 0 0 3 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 9 0 1113.578 sp|P02649sp|P02649|AP 261 269 yes yes 2 2.34E-34 182.13 2007 137 2042 321972;32197150211;150 150221 62
LEEVLTNK EFRKEFTKLEEVLTNK LEEVLTNKKTTFFGGN K L E N K K 0 0 1 0 0 0 2 0 0 0 2 1 0 0 0 0 1 0 0 1 0 0 8 0 944.5179 sp|P78417sp|P78417|GST 153 160 yes yes 2 6.86E-05 110.81 2008 420 2043 322166;32216150274;150 150276 4
LEGEACGVYTPR GCCSVCARLEGEACGV ACGVYTPRCGQGLRCY R L E P R C 1 1 0 0 1 0 2 2 0 0 1 0 0 0 1 0 1 0 1 1 0 0 12 0 1350.624 sp|P18065 sp|P18065|IBP 93 104 yes yes 2 1.85E-07 100.88 2009 298 2044 322294;32229150278;150 150279 12
LEGSAPTDVLDSLTTIPELK ALSNLEVKLEGSAPTD LTTIPELKDHLRIFRI K L E L K D 1 0 0 2 0 0 2 1 0 1 4 1 0 0 2 2 3 0 0 1 0 0 20 0 2098.105 sp|Q86UX7sp|Q86UX7|UR 334 353 yes yes 2;3 2.11E-22 147.39 2011 497 2046 322364;32236150291;150 150291 64
LEICNLTPDALK DFMREFTRLEICNLTP NLTPDALKSRTIRKWN R L E L K S 1 0 1 1 1 0 1 0 0 1 3 1 0 0 1 0 1 0 0 0 0 0 12 0 1385.723 sp|P07384sp|P07384|CA 348 359 yes yes 2 0.0027196 66.595 2012 219 2047 322501;32250150355;150 150355 3
LEIDLLK ADVYPFDRLEIDLLKG RLEIDLLKGDHLMKSQ R L E L K G 0 0 0 1 0 0 1 0 0 1 3 1 0 0 0 0 0 0 0 0 0 0 7 0 842.5113 sp|P19320sp|P19320|VC 148 154 yes no 2 0.0090413 110.61 2013 302 2048 322511;32251150358;150 150374 21
LEIELLK PSVYPLDRLEIELLKG RLEIELLKGETILENI R L E L K G 0 0 0 0 0 0 2 0 0 1 3 1 0 0 0 0 0 0 0 0 0 0 7 0 856.527 sp|P19320sp|P19320|VC 436 442 yes yes 2 6.47E-05 150.02 2014 302 2049 322645;32264150379;150 150383 79
LEIQSQVDSQHVGHSVLTAK SGSLNFSKLEIQSQVD GHSVLTAKGMALFGEG K L E A K G 1 0 0 1 0 3 1 1 2 1 2 1 0 0 0 3 1 0 0 3 0 0 20 0 2175.128 sp|P04114sp|P04114|AP 2986 3005 yes yes 3;4 1.92E-21 98.816 2015 174 2050 322776;32277150458;150 150458 24
LEIWDGFPDVGPHIGR GMFCRYDRLEIWDGFP DVGPHIGRYCGQKTPG R L E G R Y 0 1 0 2 0 0 1 3 1 2 1 0 0 1 2 0 0 1 0 1 0 0 16 0 1806.905 sp|O14786sp|O14786|NR 211 226 yes yes 3 0.0090786 29.341 2016 47 2051 322966;32296 150482 150482 1
LELELRPTGEIEQYSVSATYELQR YPLTGDTRLELELRPT SATYELQREDRALVDT R L E Q R E 1 2 0 0 0 2 5 1 0 1 4 0 0 0 1 2 2 0 2 1 0 0 24 1 2823.429 sp|P04114sp|P04114|AP 1001 1024 yes yes 3 2.00E-12 81.312 2017 174 2052 323001;32300150483;150 150484 2
LELFGCDIY WNQSIALRLELFGCDI ELFGCDIY________ R L E I Y - 0 0 0 1 1 0 1 1 0 1 2 0 0 1 0 0 0 0 1 0 0 0 9 0 1128.516 sp|P12259sp|P12259|FA5 2216 2224 yes yes 2 0.050934 57.559 2018 264 2053 323030;32303 150485 150485 1
LELHLPK RKRNFYKKLELHLPKF KLELHLPKFSISGSYV K L E P K F 0 0 0 0 0 0 1 0 1 0 3 1 0 0 1 0 0 0 0 0 0 0 7 0 848.512 sp|P29622 sp|P29622|KA 314 320 yes yes 2 0.029321 94.163 2019 336 2054 323039;32304 150486 150486 1
LELHVDGPPPR GGSAPSERLELHVDGP HVDGPPPRPQLRATWS R L E P R P 0 1 0 1 0 0 1 1 1 0 2 0 0 0 3 0 0 0 0 1 0 0 11 0 1228.656 sp|P04217sp|P04217|A1 392 402 yes yes 3 1.24E-05 100.88 2020 177 2055 323061;32306150487;150 150492 27
LELHVDGPPPRPQLR GGSAPSERLELHVDGP PPPRPQLRATWSGAVL R L E L R A 0 2 0 1 0 1 1 1 1 0 3 0 0 0 4 0 0 0 0 1 0 0 15 1 1722.953 sp|P04217sp|P04217|A1 392 406 yes yes 3;4 6.60E-23 115.8 2021 177 2056 323113;32311150514;150 150561 183
LELLSLSK ALFQNLSKLELLSLSK LELLSLSKNQLTTLPE K L E S K N 0 0 0 0 0 0 1 0 0 0 4 1 0 0 0 2 0 0 0 0 0 0 8 0 901.5484 sp|P22792 sp|P22792|CP 363 370 yes yes 2 0.01297 117.1 2022 315 2057 323584;32358150701;150 150727 30
LELSVDGAK QAGACEGKLELSVDGA ELSVDGAKQYRNGESV K L E A K Q 1 0 0 1 0 0 1 1 0 0 2 1 0 0 0 1 0 0 0 1 0 0 9 0 930.5022 sp|P0C0L4 sp|P0C0L4|CO 571 579 no no 2 3.08E-14 159.04 2024 245;246 2059 323787;32378150764;150 150815 146
LEMSAVADIFDR SSKFPTSRLEMSAVAD AVADIFDRDGDGYIDY R L E D R D 2 1 0 2 0 0 1 0 0 1 1 0 1 1 0 1 0 0 0 1 0 0 12 0 1365.66 sp|Q03001sp|Q03001|DY 7236 7247 yes yes 2 0.0009439 71.223 2025 431 2060 324332;32433150918;150 150921 20
LEPGQQEEYYR RAAPYDWRLEPGQQEE GQQEEYYRKLAGLVEE R L E Y R K 0 1 0 0 0 2 3 1 0 0 1 0 0 0 1 0 0 0 2 0 0 0 11 0 1410.642 sp|P04180sp|P04180|LCA 172 182 yes yes 2 5.04E-12 130.31 2027 175 2062 324585;32458150940;150 150942 14
LEPYADQLR NLRELQQRLEPYADQL EPYADQLRTQVNTQAE R L E L R T 1 1 0 1 0 1 1 0 0 0 2 0 0 0 1 0 0 0 1 0 0 0 9 0 1103.561 sp|P06727sp|P06727|AP 135 143 yes yes 2 7.06E-26 174.27 2028 206 2063 324690;32469150955;150 151115 169
LEQGENVFLQATDK TTGGMVLKLEQGENVF VFLQATDKNSLLGMEG K L E D K N 1 0 1 1 0 2 2 1 0 0 2 1 0 1 0 0 1 0 0 1 0 0 14 0 1590.789 sp|P02746sp|P02746|C1Q 216 229 yes yes 2;3 3.88E-64 207.95 2030 148 2065 325093;32509151129;15 151164 340
LEQQVDDLEGSLEQEK TLTKAKIKLEQQVDDL EGSLEQEKKLRMDLER K L E E K K 0 0 0 2 0 3 4 1 0 0 3 1 0 0 0 1 0 0 0 1 0 0 16 0 1858.88 sp|P12882 sp|Q9UKX2|M 1033 1048 no no 2 3.18E-64 201.38 2031 549;268;269 2066 325616 151476 151476 1
LESDVSAQMEYCR NLRSKIQKLESDVSAQ SAQMEYCRTPCTVSCN K L E C R T 1 1 0 1 1 1 2 0 0 0 1 0 1 0 0 2 0 0 1 1 0 0 13 0 1586.671 sp|P02675 sp|P02675|FIB 212 224 yes yes 2 1.00E-21 132.25 2032 143 2067 325617;32561151477;15 151478 16
LESEETMVLEAHDAQGDVPVTVTVHDFPGK IITPNILRLESEETMV TVHDFPGKKLVLSSEK R L E G K K 2 0 0 3 0 1 4 2 2 0 2 1 1 1 2 1 3 0 0 5 0 0 30 0 3249.55 sp|P01024sp|P01024|CO 36 65 yes yes 4 0.0002627 27.511 2033 97 2068 325659 151494 151494 1
LESLLEEK MSLELNSKLESLLEEK LESLLEEKILLQQKVK K L E E K I 0 0 0 0 0 0 3 0 0 0 3 1 0 0 0 1 0 0 0 0 0 0 8 0 959.5175 sp|Q9Y5C1sp|Q9Y5C1|AN 124 131 yes yes 2 0.021277 86.794 2034 556 2069 325660;32566151495;15 151497 3
LEVANMQAELVAK PGAKAGVKLEVANMQA MQAELVAKPSVSVEFV K L E A K P 3 0 1 0 0 1 2 0 0 0 2 1 1 0 0 0 0 0 0 2 0 0 13 0 1414.749 sp|P04114sp|P04114|AP 864 876 yes yes 2 2.35E-75 188.06 2035 174 2070;2071 325675;32567151498;15 151658 46 270
LEVLNFDFQANAQLSNPK ITAKGESKLEVLNFDF NAQLSNPKINPLALKE K L E P K I 2 0 3 1 0 2 1 0 0 0 3 1 0 2 1 1 0 0 0 1 0 0 18 0 2047.038 sp|P04114sp|P04114|AP 2801 2818 yes yes 2 1.98E-64 147.18 2037 174 2073 326130;32613151773;15 151773 2
LEYLLLSR RLFQGLGKLEYLLLSR LEYLLLSRNRLAELPA K L E S R N 0 1 0 0 0 0 1 0 0 0 4 0 0 0 0 1 0 0 1 0 0 0 8 0 1005.586 sp|P35858sp|P35858|ALS 460 467 yes yes 2 1.33E-52 195.6 2038 351 2074 326160;32616151776;15 151797 105
LEYPTCAK RTTCWDGKLEYPTCAK LEYPTCAKR_______ K L E A K R 1 0 0 0 1 0 1 0 0 0 1 1 0 0 1 0 1 0 1 0 0 0 8 0 980.4637 sp|P08603 sp|P08603|CFA 1223 1230 no no 2 0.0003504 114.6 2039 233;432 2075 326372;32637151882;15 151883 7
LFDEINPETK ETRGKIPKLFDEINPE DEINPETKLILVDYIL K L F T K L 0 0 1 1 0 0 2 0 0 1 1 1 0 1 1 0 1 0 0 0 0 0 10 0 1204.598 sp|Q9UK55sp|Q9UK55|ZP 220 229 yes yes 2 4.07E-20 161.37 2041 548 2077 326589;32659151894;15 151898 100
LFDSDPITVTVPVEVSR GVTEVVVKLFDSDPIT TVPVEVSRKNPKFMET K L F S R K 0 1 0 2 0 0 1 0 0 1 1 0 0 1 2 2 2 0 0 4 0 0 17 0 1872.983 sp|P10909sp|P10909|CLU 409 425 yes yes 2;3 6.51E-234 302.87 2042 253 2078 326746;32674151995;15 152021 698
LFEAEEQDLFK LLIPDNRKLFEAEEQD AEEQDLFKDIQSLPRN K L F F K D 1 0 0 1 0 1 3 0 0 0 2 1 0 2 0 0 0 0 0 0 0 0 11 0 1367.661 sp|Q9H4Msp|Q9H4M9|E 270 280 yes yes 2 3.34E-13 136.57 2043 530 2079 327442;32744152697;15 152697 5
LFEAEEQDLFR LLIPDNRKLFEAEEQD AEEQDLFRDIQSLPRN K L F F R D 1 1 0 1 0 1 3 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 11 0 1395.667 sp|Q9NZN3sp|Q9NZN3|EH 270 280 yes yes 2 2.16E-38 171.36 2044 539 2080 327494;32749152702;15 152703 35
LFGEVTSPLFPK GSIPIPQKLFGEVTSP VTSPLFPKPYPNNFET K L F P K P 0 0 0 0 0 0 1 1 0 0 2 1 0 2 2 1 1 0 0 1 0 0 12 0 1333.728 sp|P00736sp|P00736|C1 25 36 yes yes 2 5.55E-40 163.94 2045 81 2081 327577;32757152739;15 152746 322
LFHTNFYDTVGTIQLINDHVK TMAVYEAKLFHTNFYD QLINDHVKKETRGKIV K L F V K K 0 0 2 2 0 1 0 1 2 2 2 1 0 2 0 0 3 0 1 2 0 0 21 0 2474.259 sp|P29622 sp|P29622|KA 167 187 yes yes 3;4 0.0001328 59.975 2046 336 2082 327840;32784153062;153 153063 2
LFIPQITR KFQQSGQKLFIPQITR LFIPQITRNHSGLYAC K L F T R N 0 1 0 0 0 1 0 0 0 2 1 0 0 1 1 0 1 0 0 0 0 0 8 0 986.5913 sp|Q00887sp|Q00887|PS 379 386 yes yes 2 0.020285 98.299 2047 426 2083 327859 153064 153064 1
LFLEETK PQKAEALKLFLEETKA KLFLEETKATVAVYLE K L F T K A 0 0 0 0 0 0 2 0 0 0 2 1 0 1 0 0 1 0 0 0 0 0 7 0 878.4749 sp|P04114sp|P04114|AP 2468 2474 yes yes 2 0.0046839 122.79 2048 174 2084 327860;32786153065;153 153069 88
LFLEPTQADIALLK VQEIEVSRLFLEPTQA QADIALLKLSRPAVIT R L F L K L 2 0 0 1 0 1 1 0 0 1 4 1 0 1 1 0 1 0 0 0 0 0 14 0 1570.897 sp|P08519sp|P08519|AP 4404 4417 yes yes 2;3 1.46E-38 145.99 2049 230 2085 328052;32805153153;153 153155 76
LFLEPTR VQEIEVSRLFLEPTRK RLFLEPTRKDIALLKL R L F T R K 0 1 0 0 0 0 1 0 0 0 2 0 0 1 1 0 1 0 0 0 0 0 7 0 874.4913 sp|P00747sp|P00747|PLM 657 663 yes yes 2 2.26E-05 154.11 2050 87 2086 328219;32822153229;153 153348 126
LFLSYDYAVK LTKAQILKLFLSYDYA LSYDYAVKKPWLAYPH K L F V K K 1 0 0 1 0 0 0 0 0 0 2 1 0 1 0 1 0 0 2 1 0 0 10 0 1217.633 sp|Q9UHGsp|Q9UHG3|PC 421 430 yes yes 2 0.0057839 78.149 2051 546 2087 328581;32858153355;153 153356 19
LFQGLGK QLTHLPHRLFQGLGKL RLFQGLGKLEYLLLSR R L F G K L 0 0 0 0 0 1 0 2 0 0 2 1 0 1 0 0 0 0 0 0 0 0 7 0 761.4436 sp|P35858sp|P35858|ALS 453 459 yes yes 2 0.030693 93.593 2052 351 2088 328680;32868153374;153 153390 17
LFQPLTHLK QLQALPRRLFQPLTHL FQPLTHLKTLNLAQNL R L F L K T 0 0 0 0 0 1 0 0 1 0 3 1 0 1 1 0 1 0 0 0 0 0 9 0 1095.644 sp|P22792 sp|P22792|CP 164 172 yes yes 2;3 0.0075756 66.073 2053 315 2089 328975;32897153391;153 153401 61
LFSADPFDLEAQAK RREQERIRLFSADPFD FDLEAQAKIEEDIRQQ R L F A K I 3 0 0 2 0 1 1 0 0 0 2 1 0 2 1 1 0 0 0 0 0 0 14 0 1550.762 sp|Q5TDH0sp|Q5TDH0|DD 192 205 yes yes 2 7.89E-09 96.229 2054 482 2090 329161;32916 153452 153452 1
LGAASLGAEDPETQVVLINAVK TRLADVVKLGAASLGA VVLINAVKDVAKALGD K L G V K D 4 0 1 1 0 1 2 2 0 1 3 1 0 0 1 1 1 0 0 3 0 0 22 0 2194.185 sp|Q9Y490sp|Q9Y490|TL 2064 2085 yes yes 2;3 6.98E-87 185.95 2055 554 2091 329167;32916153453;153 153493 46
LGADMEDVCGR ELQAAQARLGADMEDV DMEDVCGRLVQYRGEV R L G G R L 1 1 0 2 1 0 1 2 0 0 1 0 1 0 0 0 0 0 0 1 0 0 11 0 1221.512 sp|P02649sp|P02649|AP 122 132 yes yes 2 5.08E-95 210.37 2056 137 2092;2093 329333;32933153499;153 153504 32 125
LGALGGNTQEVTLQPGEYITK LGDSWDVKLGALGGNT QPGEYITKVFVAFQAF K L G T K V 1 0 1 0 0 2 2 4 0 1 3 1 0 0 1 0 3 0 1 1 0 0 21 0 2188.138 sp|Q96DA0sp|Q96DA0|ZG 101 121 yes yes 2 0.0026661 47.606 2057 513 2094 329507 153624 153624 1
LGDDLLQCHPAVK CSCAPGYKLGDDLLQC LQCHPAVKFPCGRPWK K L G V K F 1 0 0 2 1 1 0 1 1 0 3 1 0 0 1 0 0 0 0 1 0 0 13 0 1464.74 sp|P04070sp|P04070|PRO 168 180 yes yes 2;3 0.0003653 97.965 2058 171 2095 329508;32950153625;153 153627 17
LGDVISIQPCPDVK VRNNLRVRLGDVISIQ IQPCPDVKYGKRIHVL R L G V K Y 0 0 0 2 1 1 0 1 0 2 1 1 0 0 2 1 0 0 0 2 0 0 14 0 1539.797 sp|P55072 sp|P55072|TER 96 109 yes yes 2 0.07047 41.283 2059 389 2096 329581;32958 153642 153642 1
LGEIVTTIPTIGFNVETVEYK TTILYKLKLGEIVTTI NVETVEYKNICFTVWD K L G Y K N 0 0 1 0 0 0 3 2 0 3 1 1 0 1 1 0 4 0 1 3 0 0 21 0 2322.236 sp|P84085 sp|P84085|AR 39 59 yes no 2 0.0040713 44.457 2061 299 2098 330328;33032154082;154 154082 2
LGEVNTYAGDLQK LNALFQDKLGEVNTYA TYAGDLQKKLVPFATE K L G Q K K 1 0 1 1 0 1 1 2 0 0 2 1 0 0 0 0 1 0 1 1 0 0 13 0 1406.704 sp|P06727sp|P06727|AP 66 78 yes yes 2;3 3.86E-129 220.74 2062 206 2099 330338;33033154084;154 154272 207
LGEYDLR ESKKLLVRLGEYDLRR RLGEYDLRRWEKWELD R L G L R R 0 1 0 1 0 0 1 1 0 0 2 0 0 0 0 0 0 0 1 0 0 0 7 0 864.4341 sp|P04070sp|P04070|PRO 265 271 yes yes 2 5.98E-06 155.73 2063 171 2100 330639;33064154295;154 154297 19
LGFTDLFSK VLDQILPRLGFTDLFS GFTDLFSKWADLSGIT R L G S K W 0 0 0 1 0 0 0 1 0 0 2 1 0 2 0 1 1 0 0 0 0 0 9 0 1026.539 sp|P29622 sp|P29622|KA 336 344 yes yes 2 7.27E-11 150.35 2065 336 2102 330858;33085154340;154 154369 177
LGGSAVISLEGKPL DRCTLAEKLGGSAVIS ISLEGKPL________ K L G P L - 1 0 0 0 0 0 1 3 0 1 3 1 0 0 1 2 0 0 0 1 0 0 14 1 1339.771 sp|P23528sp|P23528|CO 153 166 yes yes 2 1.24E-07 89.827 2066 322 2103 331080;33108154517;154 154523 11
LGIIGVVNR MGRVIPVKLGIIGVVN GIIGVVNRSQLDINNK K L G N R S 0 1 1 0 0 0 0 2 0 2 1 0 0 0 0 0 0 0 0 2 0 0 9 0 939.5866 sp|O00429sp|O00429|DN 239 247 yes yes 2 0.0038639 94.006 2067 44 2104 331212;33121154528;154 154528 2
LGMDGYR ELARTLKRLGMDGYRG RLGMDGYRGISLANWM R L G Y R G 0 1 0 1 0 0 0 2 0 0 1 0 1 0 0 0 0 0 1 0 0 0 7 0 810.3694 sp|P61626sp|P61626|LYS 33 39 yes yes 2 0.0098551 107.74 2068 399 2105 331235;33123154530;154 154530 5
LGMFNIQHCK VKVPMMKRLGMFNIQH MFNIQHCKKLSSWVLL R L G C K K 0 0 1 0 1 1 0 1 1 1 1 1 1 1 0 0 0 0 0 0 0 0 10 0 1246.595 sp|P01009sp|P01009|A1A 248 257 yes yes 2;3 0.0009536 92.491 2069 93 2106 331325;33132154535;154 154536 5
LGNNPVSK IKFSHVEKLGNNPVSK LGNNPVSKGLLIFDAS K L G S K G 0 0 2 0 0 0 0 1 0 0 1 1 0 0 1 1 0 0 0 1 0 0 8 0 827.4501 sp|P04114sp|P04114|AP 1443 1450 yes yes 2 0.020076 89.046 2070 174 2107 331399;33140 154540 154540 1
LGNQEPGGQTALK VSPLTLLKLGNQEPGG PGGQTALKSPPGVCSR K L G L K S 1 0 1 0 0 2 1 3 0 0 2 1 0 0 1 0 1 0 0 0 0 0 13 0 1311.678 sp|P08697sp|P08697|A2A 52 64 yes yes 2 3.55E-13 119.22 2071 235 2108 331460;33146154541;154 154543 33
LGPGLVDAAQAR VMRFLTQRLGPGLVDA LVDAAQARPSDNCVFS R L G A R P 3 1 0 1 0 1 0 2 0 0 2 0 0 0 1 0 0 0 0 1 0 0 12 0 1166.641 sp|Q16853sp|Q16853|AO 79 90 yes yes 2 1.55E-07 102.06 2072 478 2109 331595;33159154574;154 154580 50
LGPHAGDVEGHLSFLEK QMEQLRQKLGPHAGDV GHLSFLEKDLRDKVNS K L G E K D 1 0 0 1 0 0 2 3 2 0 3 1 0 1 1 1 0 0 0 1 0 0 17 0 1804.911 sp|P06727sp|P06727|AP 329 345 yes yes 2;3;4 4.81E-196 224.42 2073 206 2110 331699;33170154629;154 154631 82
LGPISADSTTAPLEK YGLSGRKRLGPISADS STTAPLEKELPPHLGE R L G E K E 2 0 0 1 0 0 1 1 0 1 2 1 0 0 2 2 2 0 0 0 0 0 15 0 1498.788 sp|P22105 sp|P22105|TEN 3430 3444 yes yes 2 2.54E-46 144.57 2074 312 2111 332057;33205154711;154 154713 15
LGPLVEQGR GLSAIRERLGPLVEQG GPLVEQGRVRAATVGS R L G G R V 0 1 0 0 0 1 1 2 0 0 2 0 0 0 1 0 0 0 0 1 0 0 9 0 967.5451 sp|P02649sp|P02649|AP 199 207 yes yes 2 0.0008188 121.31 2075 137 2112 332140;33214154726;154 154734 47
LGQSLDCNAEVYVVPWEK TESCETKKLGQSLDCN VYVVPWEKKIYPTVNC K L G E K K 1 0 1 1 1 1 2 1 0 0 2 1 0 0 1 1 0 1 1 3 0 0 18 0 2106.009 sp|P01042 sp|P01042|KN 345 362 yes yes 2;3 2.45E-197 221.59 2076 103 2113 332503;33250154774;154 155390 751
LGQYASPTAK FQKAINEKLGQYASPT QYASPTAKRCCQDGVT K L G A K R 2 0 0 0 0 1 0 1 0 0 1 1 0 0 1 1 1 0 1 0 0 0 10 0 1034.54 sp|P0C0L4 sp|P0C0L4|CO 691 700 no no 2 4.54E-11 144.09 2077 245;246 2114 333688;33368155525;155 155544 34
LGSLGAACEQTQTEGAK TSCRCQCRLGSLGAAC QTQTEGAKADGSWSCW R L G A K A 3 0 0 0 1 2 2 3 0 0 2 1 0 0 0 1 2 0 0 0 0 0 17 0 1719.81 sp|P07357sp|P07357|CO 521 537 yes yes 2;3 1.17E-214 234.65 2078 215 2115 333854;33385155559;155 155724 189
LGSNVGVYTTEALER LVRALWKKLGSNVGVY YTTEALERTFLAFPAT K L G E R T 1 1 1 0 0 0 2 2 0 0 2 0 0 0 0 1 2 0 1 2 0 0 15 0 1607.816 sp|P09105 sp|P09105|HB 18 32 yes yes 2 0.0011398 62.528 2079 237 2116 334075 155748 155748 1
LGSSEVEQVQLVVDGVK FDVSNADRLGSSEVEQ QLVVDGVKLMVEMEKK R L G V K L 0 0 0 1 0 2 2 2 0 0 2 1 0 0 0 2 0 0 0 5 0 0 17 0 1784.952 sp|P06732 sp|P06732|KC 342 358 yes yes 2;3 1.54E-72 182.02 2080 207 2117 334076;33407155749;155 155751 5
LGTLLPLQK GPIKKGEKLGTLLPLQ GTLLPLQKVYPGIQSH K L G Q K V 0 0 0 0 0 1 0 1 0 0 4 1 0 0 1 0 1 0 0 0 0 0 9 0 981.6223 sp|O14960sp|O14960|LEC 120 128 yes yes 2 0.0007973 121.52 2081 51 2118 334093;33409155754;155 155756 6
LGVQDLFNSSK TLNSDLARLGVQDLFN QDLFNSSKADLSGMSG R L G S K A 0 0 1 1 0 1 0 1 0 0 2 1 0 1 0 2 0 0 0 1 0 0 11 0 1206.625 sp|P30740sp|P30740|ILE 291 301 yes yes 2 8.48E-13 134.25 2082 341 2119 334236;33423155760;155 155764 7
LGVRPSQGGEAPR PAPRIGFKLGVRPSQG SQGGEAPREVTSDSGS K L G P R E 1 2 0 0 0 1 1 3 0 0 1 0 0 0 2 1 0 0 0 1 0 0 13 1 1322.706 sp|P02751 sp|P02751|FIN 1117 1129 yes yes 2;3 4.62E-20 147.83 2083 153 2120 334260;33426155767;155 155771 13
LGVYELLLK YEELLKRRLGVYELLL GVYELLLKVRPQQLVK R L G L K V 0 0 0 0 0 0 1 1 0 0 4 1 0 0 0 0 0 0 1 1 0 0 9 0 1046.638 sp|Q14624sp|Q14624|ITI 154 162 yes yes 1;2 3.18E-11 153.71 2084 463 2121 334480;33448155781;155 156054 350
LGYVTADGETSGSITCGK EKAKYQCKLGYVTADG SGSITCGKDGWSAQPT K L G G K D 1 0 0 1 1 0 1 4 0 1 1 1 0 0 0 2 3 0 1 1 0 0 18 0 1814.836 sp|P08603 sp|P08603|CFA 479 496 yes yes 2;3 1.95E-151 204.85 2085 233 2122 335263;33526156132;156 156442 364
LHDNQNGWSGDSAPVELILSDETLPAPEFSPEPESGR GHYTCRYRLHDNQNGW SPEPESGRALRLRCLA R L H G R A 2 1 2 3 0 1 5 3 1 1 4 0 0 1 5 5 1 1 0 1 0 0 37 0 3989.856 sp|P04217sp|P04217|A1 283 319 yes yes 3;4 3.77E-97 124.95 2086 177 2123 336525;33652156508;156 156508 4
LHEAFSPVSYQHDLALLR TLAVRSYRLHEAFSPV QHDLALLRLQEDADGS R L H L R L 2 1 0 1 0 1 1 0 2 0 4 0 0 1 1 2 0 0 1 1 0 0 18 0 2095.085 sp|P00748sp|P00748|FA 449 466 yes yes 3;4 1.38E-64 142.94 2087 88 2124 336536;33653156512;156 156514 84
LHIMAGR FICPGSSRLHIMAGRR RLHIMAGRRLWWLDLK R L H G R R 1 1 0 0 0 0 0 1 1 1 1 0 1 0 0 0 0 0 0 0 0 0 7 0 796.4378 sp|P02790sp|P02790|HE 372 378 yes yes 2 0.0005535 130.84 2088 164 2125 336747;33674156596;156 156624 33
LHIVQVVCK ADCNLLPKLHIVQVVC HIVQVVCKKYRGFTIP K L H C K K 0 0 0 0 1 1 0 0 1 1 1 1 0 0 0 0 0 0 0 3 0 0 9 0 1094.627 sp|O00299sp|O00299|CL 184 192 yes yes 2 0.0082733 79.597 2089 42 2126 336874;33687 156629 156629 1
LHLDYIGPCK EGTKKGHKLHLDYIGP LDYIGPCKYIPPCLDS K L H C K Y 0 0 0 1 1 0 0 1 1 1 2 1 0 0 1 0 0 0 1 0 0 0 10 0 1214.612 sp|P09486sp|P09486|SPR 141 150 yes yes 2 0.048783 55.531 2090 240 2127 336888 156630 156630 1
LHLETDSLALVALGALDTALYAAGSK YRNGESVKLHLETDSL ALYAAGSKSHKPLNMG K L H S K S 6 0 0 2 0 0 1 2 1 0 7 1 0 0 0 2 2 0 1 1 0 0 26 0 2612.406 sp|P0C0L4 sp|P0C0L4|CO 589 614 no no 3 3.82E-171 127.3 2091 245;246 2128 336889;33689156631;156 156631 2
LHLFENPAFSGR NIDSPHHKLHLFENPA ENPAFSGRKMEIVDDD K L H G R K 1 1 1 0 0 0 1 1 1 0 2 0 0 2 1 1 0 0 0 0 0 0 12 0 1386.704 sp|P26998sp|P26998|CR 116 127 yes yes 3 5.57E-07 72.817 2092 331 2129 336891;33689156633;156 156634 11
LHSLHLEGSCLGR QVFRGLGKLHSLHLEG LEGSCLGRIRPHTFTG K L H G R I 0 1 0 0 1 0 1 2 2 0 4 0 0 0 0 2 0 0 0 0 0 0 13 0 1477.746 sp|P35858sp|P35858|ALS 388 400 yes yes 3 0.0003702 66.708 2093 351 2130 336924;33692 156644 156644 1
LHTEAQIQEEGTVVELTGR KRKEYEMKLHTEAQIQ TVVELTGRQSSEITRT K L H G R Q 1 1 0 0 0 2 4 2 1 1 2 0 0 0 0 0 3 0 0 2 0 0 19 0 2109.07 sp|P01023 sp|P01023|A2 320 338 yes yes 3 1.61E-84 127.61 2094 96 2131 336948;33694156645;156 156651 16
LHVAGNLK KLRLEPLKLHVAGNLK LHVAGNLKGAYQNNEI K L H L K G 1 0 1 0 0 0 0 1 1 0 2 1 0 0 0 0 0 0 0 1 0 0 8 0 850.5025 sp|P04114sp|P04114|AP 1821 1828 yes yes 2 0.0071593 127.95 2095 174 2132 336996;33699156661;156 156662 5
LIALLEVLSQK TDLSDGLRLIALLEVL LLEVLSQKKMHRKHNQ R L I Q K K 1 0 0 0 0 1 1 0 0 1 4 1 0 0 0 1 0 0 0 1 0 0 11 0 1225.765 sp|P21333 sp|P21333|FLN 77 87 no no 2 0.000366 89.247 2097 310;460 2134 337297;33729156718;156 156733 19
LIANTLCNSR QLLDAKVKLIANTLCN ANTLCNSRQLYDHMID K L I S R Q 1 1 2 0 1 0 0 0 0 1 2 0 0 0 0 1 1 0 0 0 0 0 10 0 1160.597 sp|Q14520sp|Q14520|HA 471 480 yes yes 2 9.11E-16 154.49 2098 462 2135 337333;33733156738;156 156771 37
LIAPVAEEEATVPNNK ________________ EATVPNNKITVVGVGQ K L I N K I 3 0 2 0 0 0 3 0 0 1 1 1 0 0 2 0 1 0 0 2 0 0 16 0 1693.889 sp|P07195 sp|P07195|LD 8 23 yes yes 2 1.29E-11 96.64 2099 211 2136 337476;33747156779;156 156789 18
LIASMSSDSLR PWVSGHRKLIASMSSD SMSSDSLRHVYGELDV K L I L R H 1 1 0 1 0 0 0 0 0 1 2 0 1 0 0 4 0 0 0 0 0 0 11 0 1178.597 sp|P00488sp|P00488|F13 706 716 yes yes 2 1.14E-46 179.51 2100 75 2137 337588;33758156798;156 156903 103
LICCDILDVLDK QMVETELKLICCDILD DILDVLDKHLIPAANT K L I D K H 0 0 0 3 2 0 0 0 0 2 3 1 0 0 0 0 0 0 0 1 0 0 12 0 1475.736 sp|P62258sp|P62258|143 95 106 yes yes 2 9.09E-08 104.52 2101 404 2138 337724;33772156904;156 156907 59
LICQATGFSPR FGNPRKSKLICQATGF QATGFSPRQIQVSWLR K L I P R Q 1 1 0 0 1 1 0 1 0 1 1 0 0 1 1 1 1 0 0 0 0 0 11 0 1248.629 sp|P01871 sp|P01871|IGH 132 142 yes no 2 6.09E-69 198.65 2102 128 2139 337836;33783156964;156 156971 139
LIDFGLAR NKTGTRIKLIDFGLAR LIDFGLARRLENAGSL K L I A R R 1 1 0 1 0 0 0 1 0 1 2 0 0 1 0 0 0 0 0 0 0 0 8 0 903.5178 sp|Q15746sp|Q15746|MY 1603 1610 yes yes 2 0.013947 118.69 2103 472 2140 338020;33802157103;157 157107 5
LIDQYGTHYLQSGSLGGEYR YDYSAYRRLIDQYGTH GSLGGEYRVLFYVDSE R L I Y R V 0 1 0 1 0 2 1 4 1 1 3 0 0 0 0 2 1 0 3 0 0 0 20 0 2256.081 sp|P10643 sp|P10643|CO 295 314 yes yes 2;3 1.33E-230 265.46 2104 252 2141 338086;33808157108;157 157110 136
LIDVISMYR PFELRKHKLIDVISMY IDVISMYRELLKDLSK K L I Y R E 0 1 0 1 0 0 0 0 0 2 1 0 1 0 0 1 0 0 1 1 0 0 9 0 1108.595 sp|P04114sp|P04114|AP 4262 4270 yes yes 2 4.99E-98 215.1 2105 174 2142;2143 338341;33834157244;157 157255 47 208
LIENGYFHPVK KLKCSSLRLIENGYFH NGYFHPVKQTYEEGDV R L I V K Q 0 0 1 0 0 0 1 1 1 1 1 1 0 1 1 0 0 0 1 1 0 0 11 0 1315.693 sp|P05160sp|P05160|F13 218 228 yes yes 2;3 0.010444 69.825 2106 193 2144 338832;33883157455;157 157457 3
LIINSLYK AEVNRMMKLIINSLYK LIINSLYKNKEIFLRE K L I Y K N 0 0 1 0 0 0 0 0 0 2 2 1 0 0 0 1 0 0 1 0 0 0 8 0 962.5801 sp|P14625 sp|P14625|EN 88 95 yes yes 2 0.016639 102.72 2107 284 2145 338881;33888157458;157 157464 20
LIQEAPKPECEK SSALPVCKLIQEAPKP APKPECEKALLAFQES K L I E K A 1 0 0 0 1 1 3 0 0 1 1 2 0 0 2 0 0 0 0 0 0 0 12 1 1440.728 sp|P20851 sp|P20851|C4 193 204 yes yes 2 5.16E-09 140.16 2108 308 2146 338987;33898 157478 157478 1
LIQGAPTIR CVNPNTGKLIQGAPTI IQGAPTIRGDPECHLF K L I I R G 1 1 0 0 0 1 0 1 0 2 1 0 0 0 1 0 1 0 0 0 0 0 9 0 967.5815 sp|P18065 sp|P18065|IBP 293 301 yes yes 2 0.01821 72.485 2109 298 2147 338998;33899157479;157 157481 6
LISLICR AGGASDEKLISLICRA KLISLICRAVKATFNP K L I C R A 0 1 0 0 1 0 0 0 0 2 2 0 0 0 0 1 0 0 0 0 0 0 7 0 873.5106 sp|O00592sp|O00592|PO 376 382 yes yes 2 1.32E-29 184.24 2110 46 2148 339052;33905157485;157 157531 48
LISVDTEHSNIYLQNGPDR ASDHGEKKLISVDTEH YLQNGPDRIGRLYKKA K L I D R I 0 1 2 2 0 1 1 1 1 2 2 0 0 0 1 2 1 0 1 1 0 0 19 0 2170.066 sp|P00450sp|P00450|CER 44 62 yes yes 2;3 0 314.17 2111 74 2149 339184;33918157533;157 157539 113
LISWYDNEFGYSNR ALNDHFVKLISWYDNE NEFGYSNRVVDLMAHM K L I N R V 0 1 2 1 0 0 1 1 0 1 1 0 0 1 0 2 0 1 2 0 0 0 14 0 1762.795 sp|P04406sp|P04406|G3 310 323 yes yes 2 1.24E-173 229.53 2112 181 2150 339381;33938157646;157 157679 51
LIVAMSSWLQK TFRHVGSKLIVAMSSW AMSSWLQKASGSLPYT K L I Q K A 1 0 0 0 0 1 0 0 0 1 2 1 1 0 0 2 0 1 0 1 0 0 11 0 1274.706 sp|P04114sp|P04114|AP 1230 1240 yes yes 2 1.06E-11 157.2 2113 174 2151 339516;33951157697;157 157735 183
LIVHNGYCDGR LCLARQYRLIVHNGYC HNGYCDGRSERNLL__ R L I G R S 0 1 1 1 1 0 0 2 1 1 1 0 0 0 0 0 0 0 1 1 0 0 11 0 1302.614 sp|P02753 sp|P02753|RET 185 195 yes yes 2;3 9.38E-08 115.71 2114 154 2152 339799;33980157890;157 157892 11
LIYAASSLQSGVPSR KPGKAPKRLIYAASSL LQSGVPSRFSGSGSGT R L I S R F 2 1 0 0 0 1 0 1 0 1 2 0 0 0 1 4 0 0 1 1 0 0 15 0 1547.831 sp|P01599sp|P01599|KV 69 83 yes yes 2 6.21E-13 99.215 2115 107 2153 339860 157901 157901 1
LKEDAVSAAFK FIHLQHNRLKEDAVSA DAVSAAFKGLKSLEYL R L K F K G 3 0 0 1 0 0 1 0 0 0 1 2 0 1 0 1 0 0 0 1 0 0 11 1 1177.634 sp|P51884sp|P51884|LU 171 181 yes yes 2;3 0.0001235 111.06 2117 379 2155 339891;33989157905;157 157924 28
LKEFGNTLEDK DVSSALDKLKEFGNTL FGNTLEDKARELISRI K L K D K A 0 0 1 1 0 0 2 1 0 0 2 2 0 1 0 0 1 0 0 0 0 0 11 1 1292.661 sp|P02654sp|P02654|AP 37 47 yes yes 2;3 5.31E-07 119.16 2118 139 2156 340125;34012157933;157 157938 10
LLAALLEDEGGSGR TEMSRGVKLLAALLED EDEGGSGRPLLQAAKG K L L G R P 2 1 0 1 0 0 2 3 0 0 4 0 0 0 0 1 0 0 0 0 0 0 14 0 1399.731 sp|Q9Y490sp|Q9Y490|TL 593 606 yes yes 2 9.27E-98 195.27 2119 554 2157 340271;34027157943;157 157974 35
LLATLCSAEVCQCAEGK YGAPSKSRLLATLCSA VCQCAEGKCPRQRRAL R L L G K C 3 0 0 0 3 1 2 1 0 0 3 1 0 0 0 1 1 0 0 1 0 0 17 0 1908.874 sp|P0C0L4 sp|P0C0L4|CO 1578 1594 no no 2;3 7.58E-165 256.52 2121 245;246 2159 340377;34037157985;157 158204 209
LLAVAATAPPDAPNR SDTTTPIKLLAVAATA APPDAPNREEVFDERA K L L N R E 5 1 1 1 0 0 0 0 0 0 2 0 0 0 3 0 1 0 0 1 0 0 15 0 1475.81 sp|P18206sp|P18206|VIN 608 622 yes yes 2 3.14E-46 143.5 2122 300 2160 340769;34077158237;158 158237 28
LLCGLLAER AQNRSYSKLLCGLLAE LCGLLAERLRISPDRV K L L E R L 1 1 0 0 1 0 1 1 0 0 4 0 0 0 0 0 0 0 0 0 0 0 9 0 1043.58 sp|P14174sp|P14174|MI 79 87 yes yes 2 1.65E-06 141.39 2123 281 2161 340832;34083158266;158 158271 69
LLCNGDNDCGDQSDEANCR TGRCVNRRLLCNGDND QSDEANCRRIYKKCQH R L L C R R 1 1 3 4 3 1 1 2 0 0 2 0 0 0 0 1 0 0 0 0 0 0 19 0 2211.822 sp|P07358sp|P07358|CO 138 156 yes yes 2 1.47E-95 158.58 2124 216 2162 340953 158335 158335 1
LLCQCLGFGSGHFR RMSESGFKLLCQCLGF GFGSGHFRCDSSRWCH K L L F R C 0 1 0 0 2 1 0 3 1 0 3 0 0 2 0 1 0 0 0 0 0 0 14 0 1650.776 sp|P02751 sp|P02751|FIN 2231 2244 yes yes 2;3 2.34E-155 222.3 2125 153 2163 340954;34095158336;158 158356 225
LLDDLVTCASR CGCRPGFRLLDDLVTC DLVTCASRNPCSSSPC R L L S R N 1 1 0 2 1 0 0 0 0 0 3 0 0 0 0 1 1 0 0 1 0 0 11 0 1261.634 sp|Q9NPY3sp|Q9NPY3|C1 293 303 yes yes 2 2.01E-32 168.83 2126 534 2164 341324;34132158561;158 158568 27
LLDNWDSVTSTFSK LGKQLNLKLLDNWDSV SVTSTFSKLREQLGPV K L L S K L 0 0 1 2 0 0 0 0 0 0 2 1 0 1 0 3 2 1 0 1 0 0 14 0 1611.778 sp|P02647sp|P02647|AP 70 83 yes yes 2;3 8.16E-174 231.7 2127 136 2165 341420;34142158591;158 158743 190
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LLDSLPSDTR NTNNKISRLLDSLPSD DSLPSDTRLVLLNAIY R L L T R L 0 1 0 2 0 0 0 0 0 0 3 0 0 0 1 2 1 0 0 0 0 0 10 0 1115.582 sp|P05155 sp|P05155|IC1 277 286 yes yes 2 1.57E-97 175.51 2129 191 2167 341802;34180158791;158 158837 253
LLELTGPK TGWTQLSKLLELTGPK LLELTGPKSLPAPWLS K L L P K S 0 0 0 0 0 0 1 1 0 0 3 1 0 0 1 0 1 0 0 0 0 0 8 0 869.5222 sp|P04217sp|P04217|A1 107 114 yes yes 2 5.40E-05 117.16 2130 177 2168 342339;34234159045;159 159116 149
LLEPHCFPLSLVPTEFCPSPPALK DEELEHLRLLEPHCFP CPSPPALKDGFVQDEG R L L L K D 1 0 0 0 2 0 2 0 1 0 5 1 0 2 6 2 1 0 0 1 0 0 24 0 2748.402 sp|P10643 sp|P10643|CO 555 578 yes yes 3 2.98E-58 97.776 2131 252 2169 342601;34260159195;159 159196 2
LLESPATALGDIR GRPSLFQRLLESPATA ATALGDIRREMSEAAQ R L L I R R 2 1 0 1 0 0 1 1 0 1 3 0 0 0 1 1 1 0 0 0 0 0 13 0 1354.746 sp|Q8IUL8 sp|Q8IUL8|CIL 1118 1130 yes yes 2 3.34E-10 104.79 2132 500 2170 342603;34260159197;159 159206 10
LLETECPQYIR VYRDDLKKLLETECPQ TECPQYIRKKGADVWF K L L I R K 0 1 0 0 1 1 2 0 0 1 2 0 0 0 1 0 1 0 1 0 0 0 11 0 1420.702 sp|P05109sp|P05109|S10 37 47 yes yes 2 6.00E-32 164.96 2133 189 2171 342675;34267159207;159 159307 113
LLETIDQLYLEYAK EALERTEKLLETIDQL QLYLEYAKRAAPFNNW K L L A K R 1 0 0 1 0 1 2 0 0 1 4 1 0 0 0 0 1 0 2 0 0 0 14 0 1710.908 sp|P12814sp|P12814|AC 503 516 yes yes 2;3 3.93E-32 173.64 2134 266 2172 342857;34285159321;159 159321 7
LLEVPEGR VFIHPGWKLLEVPEGR LLEVPEGRTNFDNDIA K L L G R T 0 1 0 0 0 0 2 1 0 0 2 0 0 0 1 0 0 0 0 1 0 0 8 0 911.5076 sp|P09871 sp|P09871|C1S 516 523 yes yes 2 0.0017149 125.25 2135 242 2173 342894;34289159328;159 159352 37
LLGELLQDNAK DFLTISPKLLGELLQD ELLQDNAKLVPVLSAK K L L A K L 1 0 1 1 0 1 1 1 0 0 4 1 0 0 0 0 0 0 0 0 0 0 11 0 1212.671 sp|P37837sp|P37837|TA 259 269 yes yes 2 8.51E-09 119.75 2136 356 2174 342963;34296159365;159 159381 17
LLGEVDHYQLALGK FAHYATFRLLGEVDHY HYQLALGKFSEGTAGD R L L G K F 1 0 0 1 0 1 1 2 1 0 4 1 0 0 0 0 0 0 1 1 0 0 14 0 1554.841 sp|O75636sp|O75636|FC 200 213 yes yes 2;3 5.56E-87 191.52 2137 63 2175 343038;34303159382;159 159388 137
LLGIETPLPK STSCDQPKLLGIETPL GIETPLPKKELLLPGN K L L P K K 0 0 0 0 0 0 1 1 0 1 3 1 0 0 2 0 1 0 0 0 0 0 10 0 1079.659 sp|P05362 sp|P05362|ICA 57 66 yes yes 2 0.0004769 101.64 2138 195 2176 343360;34336159520;159 159524 96
LLGLSLAGK TEAKEACRLLGLSLAG LGLSLAGKDQVETALK R L L G K D 1 0 0 0 0 0 0 2 0 0 4 1 0 0 0 1 0 0 0 0 0 0 9 0 870.5539 sp|Q9Y5Y7sp|Q9Y5Y7|LYV 63 71 yes yes 2 0.0007816 116.9 2139 557 2177 343515;34351159617;159 159770 162
LLGMETMAWQEIR LMMNNQMRLLGMETMA TMAWQEIRHAIILLTD R L L I R H 1 1 0 0 0 1 2 1 0 1 2 0 2 0 0 0 1 1 0 0 0 0 13 0 1576.774 sp|P06681 sp|P06681|CO 356 368 yes yes 2 0.0017723 66.595 2140 205 2178 343695;34369159780;159 159780 1
LLGNVLVCVLAR HVDPENFRLLGNVLVC VLVCVLARNFGKEFTP R L L A R N 1 1 1 0 1 0 0 1 0 0 4 0 0 0 0 0 0 0 0 3 0 0 12 0 1325.785 sp|P02042 sp|P02042|HB 106 117 yes yes 2 3.48E-08 108.81 2141 132 2179 343699;34370159782;159 159782 4
LLGQLLR QCDESNLRLLGQLLRV RLLGQLLRVLARHDLL R L L L R V 0 1 0 0 0 1 0 1 0 0 4 0 0 0 0 0 0 0 0 0 0 0 7 0 811.528 sp|Q8WXFsp|Q8WXF8|D 85 91 yes yes 2 1.17E-06 120.76 2142 507 2180 343716;34371159786;159 159789 4
LLGWIQNK KKQTPKQRLLGWIQNK LLGWIQNKLPQLPITN R L L N K L 0 0 1 0 0 1 0 1 0 1 2 1 0 0 0 0 0 1 0 0 0 0 8 0 970.56 sp|P21333 sp|P21333|FLN 172 179 no no 2 0.0051001 129.96 2143 310;460 2181 343782;34378159790;159 159807 23
LLIGTVFHK VASVYKGKLLIGTVFH LIGTVFHKALYCEL__ K L L H K A 0 0 0 0 0 0 0 1 1 1 2 1 0 1 0 0 1 0 0 1 0 0 9 0 1026.623 sp|P27169sp|P27169|PO 341 349 yes yes 2;3 0.0058882 83.206 2144 332 2182 343870;34387159813;159 159813 15
LLIYAVLPTGDVIGDSAK SDIAPVARLLIYAVLP DVIGDSAKYDVENCLA R L L A K Y 2 0 0 2 0 0 0 2 0 2 3 1 0 0 1 1 1 0 1 2 0 0 18 0 1844.03 sp|P01023 sp|P01023|A2 540 557 yes yes 2;3 4.77E-49 130.1 2145 96 2183 344028;34402159828;159 159851 396
LLIYDASNLESGVPSR QKPGKAPKLLIYDASN LESGVPSRFSGGGSGA K L L S R F 1 1 1 1 0 0 1 1 0 1 3 0 0 0 1 3 0 0 1 1 0 0 16 0 1732.9 sp|P01594sp|P01594|KV 46 61 yes yes 2 1.37E-19 107.18 2146 106 2184 344472 160224 160224 1
LLIYDASNLETGVPSR QKPKKAPKLLIYDASN LETGVPSRFSESGSGT K L L S R F 1 1 1 1 0 0 1 1 0 1 3 0 0 0 1 2 1 0 1 1 0 0 16 0 1746.915 sp|P01613 sp|P01613|KV 50 65 yes yes 2;3 3.05E-09 117.23 2147 110 2185 344473;34447160225;160 160227 3
LLIYDASNR QKPGQAPRLLIYDASN LIYDASNRATGIPARF R L L N R A 1 1 1 1 0 0 0 0 0 1 2 0 0 0 0 1 0 0 1 0 0 0 9 0 1063.566 sp|P04433 sp|P04433|KV 66 74 yes yes 2 2.12E-08 145.34 2148 182 2186 344480;34448160228;160 160261 40
LLIYGASSR QKPGQAPRLLIYGASS LIYGASSRATGIPDRF R L L S R A 1 1 0 0 0 0 0 1 0 1 2 0 0 0 0 2 0 0 1 0 0 0 9 0 978.5498 sp|P01623 sp|P01623|KV 47 55 yes no 2 3.09E-11 153.78 2149 112 2187 344666;34466160269;160 160296 38
LLIYGASTR QKPGLAPKLLIYGAST LIYGASTREAGVPSRF K L L T R E 1 1 0 0 0 0 0 1 0 1 2 0 0 0 0 1 1 0 1 0 0 0 9 0 992.5655 sp|P01605 sp|P01605|KV 46 54 yes no 2 2.94E-08 143.89 2150 108 2188 344798;34479160307;160 160309 25
LLIYGATSR QKPGQAPRLLIYGATS LIYGATSRATGIPDRF R L L S R A 1 1 0 0 0 0 0 1 0 1 2 0 0 0 0 1 1 0 1 0 0 0 9 0 992.5655 sp|P01621 sp|P01621|KV 51 59 yes yes 2 9.95E-09 147.34 2151 113 2189 344864;34486160332;160 160375 45
LLIYWASTR QKPGQPPKLLIYWAST LIYWASTRESGVPDRF K L L T R E 1 1 0 0 0 0 0 0 0 1 2 0 0 0 0 1 1 1 1 0 0 0 9 0 1121.623 sp|P06312 sp|P06312|KV4 72 80 yes yes 2 0.0053422 81.548 2152 203 2190 345000;34500160377;160 160379 3
LLLMGAR HDLQLLGKLLLMGART KLLLMGARTLQGIPQM K L L A R T 1 1 0 0 0 0 0 1 0 0 3 0 1 0 0 0 0 0 0 0 0 0 7 0 772.4629 sp|P04114sp|P04114|AP 798 804 yes yes 2 0.0035761 130.65 2153 174 2191 345050;34505160380;160 160467 119
LLLNNDNLLR NEVFNDVRLLLNNDNL LNNDNLLREGAAHAFA R L L L R E 0 1 3 1 0 0 0 0 0 0 5 0 0 0 0 0 0 0 0 0 0 0 10 0 1196.688 sp|P47755 sp|P47755|CA 38 47 yes no 2 2.63E-15 151.04 2154 364 2192 345295;34529160499;160 160500 31
LLLPPTESGSESSITILK SIKQRKPKLLLPPTES ESSITILKGEILLLEC K L L L K G 0 0 0 0 0 0 2 1 0 2 4 1 0 0 2 4 2 0 0 0 0 0 18 0 1884.046 sp|O00533sp|O00533|NC 237 254 yes yes 2 0.033622 53.034 2155 45 2193 345366;34536 160531 160531 1
LLLQMDSSATAYGSTVSK LAHWSPAKLLLQMDSS AYGSTVSKRVAWHYDE K L L S K R 2 0 0 1 0 1 0 1 0 0 3 1 1 0 0 4 2 0 1 1 0 0 18 0 1870.935 sp|P04114sp|P04114|AP 1146 1163 yes yes 2 1.36E-06 76.588 2156 174 2194 345410;34541160532;160 160535 4
LLLQQVSLPELPGEYSMK FQVDNNNRLLLQQVSL LPGEYSMKVTGEGCVY R L L M K V 0 0 0 0 0 2 2 1 0 0 5 1 1 0 2 2 0 0 1 1 0 0 18 0 2044.092 sp|P01023 sp|P01023|A2 1298 1315 yes yes 2;3 1.21E-92 167.73 2157 96 2195;2196 345460;34546160536;160 160756 26 231
LLLTSAPSLATSPAFR SDVFEAWRLLLTSAPS LATSPAFRYDLLDLTR R L L F R Y 3 1 0 0 0 0 0 0 0 0 4 0 0 1 2 3 2 0 0 0 0 0 16 0 1643.925 sp|P54802 sp|P54802|AN 542 557 yes yes 2 2.90E-77 163.78 2158 386 2197 345798;34579160767;160 160768 47
LLNIQTYCAGPAYLK WLQQYTDRLLNIQTYC CAGPAYLKGQVVPALN R L L L K G 2 0 1 0 1 1 0 1 0 1 3 1 0 0 1 0 1 0 2 0 0 0 15 0 1723.897 sp|P22792 sp|P22792|CP 417 431 yes yes 2 8.90E-31 129.7 2159 315 2198 345966;34596160816;160 160818 19
LLNLDGTCADSYSFVFSR YAVQYSCRLLNLDGTC SYSFVFSRDPNGLPPE R L L S R D 1 1 1 2 1 0 0 1 0 0 3 0 0 2 0 3 1 0 1 1 0 0 18 0 2063.962 sp|P02753 sp|P02753|RET 140 157 yes yes 2;3 0 258.02 2160 154 2199 346014;34601160835;160 160855 419
LLNNWDVCADMVGTFTDTEDPAK ATAKGRVRLLNNWDVC TDTEDPAKFKMKYWGV R L L A K F 2 0 2 4 1 0 1 1 0 0 2 1 1 1 1 0 3 1 0 2 0 0 23 0 2611.157 sp|P02753 sp|P02753|RET 81 103 yes yes 2;3 0 261.74 2161 154 2200 346857;34685161256;16 161545 324
LLNVGFQEALK DTIFNRAKLLNVGFQE VGFQEALKDYDYTCFV K L L L K D 1 0 1 0 0 1 1 1 0 0 3 1 0 1 0 0 0 0 0 1 0 0 11 0 1230.697 sp|P15291 sp|P15291|B4G 227 237 yes yes 2 0.0010219 99.013 2162 288 2201 347421;34742161584;16 161591 9
LLPAQLPAEK ATPLQQEKLLPAQLPA PAQLPAEKEVGPPLPQ K L L E K E 2 0 0 0 0 1 1 0 0 0 3 1 0 0 2 0 0 0 0 0 0 0 10 0 1078.639 sp|Q16610sp|Q16610|EC 91 100 yes yes 2 7.97E-07 122.52 2163 475 2202 347494;34749161594;16 161605 134
LLPDDPYEK DEAYPGKKLLPDDPYE LPDDPYEKACQKMILE K L L E K A 0 0 0 2 0 0 1 0 0 0 2 1 0 0 2 0 0 0 1 0 0 0 9 0 1088.539 sp|P78417sp|P78417|GST 102 110 yes yes 2 0.010665 76.478 2164 420 2203 347660;34766161728;16 161728 3
LLPHANEVSQK ELEELRARLLPHANEV HANEVSQKIGDNLREL R L L Q K I 1 0 1 0 0 1 1 0 1 0 2 1 0 0 1 1 0 0 0 1 0 0 11 0 1234.667 sp|P06727sp|P06727|AP 113 123 yes yes 2;3 1.99E-08 119.21 2165 206 2204 347692;34769161731;16 161741 33
LLPLVSDEVFIR TDLSQLKKLLPLVSDE VSDEVFIRDVAKVKQE K L L I R D 0 1 0 1 0 0 1 0 0 1 3 0 0 1 1 1 0 0 0 2 0 0 12 0 1399.808 sp|P11216sp|P11216|PYG 522 533 yes yes 2 3.12E-20 136.57 2166 256 2205 347976;34797161764;16 161765 5
LLPTNTDIFGLK LLNNVISKLLPTNTDI NTDIFGLKISNSLILD K L L L K I 0 0 1 1 0 0 0 1 0 1 3 1 0 1 1 0 2 0 0 0 0 0 12 0 1330.75 sp|Q96DR5sp|Q96DR5|BP 92 103 yes yes 2 0.0009291 71.349 2167 514 2206 348027 161769 161769 1
LLQDEFPGIPSPLDAAVECHR KKEKGYPKLLQDEFPG DAAVECHRGECQAEGV K L L H R G 2 1 0 2 1 1 2 1 1 1 3 0 0 1 3 1 0 0 0 1 0 0 21 0 2363.158 sp|P02790sp|P02790|HE 131 151 yes yes 2;3;4 1.55E-97 190.41 2168 164 2207 348028;34802161770;16 162572 994
LLQEGQALEYVCPSGFYPYPVQTR EIKGGSFRLLQEGQAL YPYPVQTRTCRSTGSW R L L T R T 1 1 0 0 1 3 2 2 0 0 3 0 0 1 3 1 1 0 3 2 0 0 24 0 2814.369 sp|P00751 sp|P00751|CFA 51 74 yes yes 2;3;4 0 281.09 2169 89 2208 349216;34921162764;16 162779 441
LLSFVDDEAFIR SDLDQLRKLLSFVDDE VDDEAFIRDVAKVKQE K L L I R D 1 1 0 2 0 0 1 0 0 1 2 0 0 2 0 1 0 0 0 1 0 0 12 0 1423.735 sp|P11217sp|P11217|PYG 522 533 yes yes 2 6.38E-07 98.044 2170 257 2209 349809 163206 163206 1
LLSGGNTLHLVSTTK PSPKRPVKLLSGGNTL LHLVSTTKTEVIPPLI K L L T K T 0 0 1 0 0 0 0 2 1 0 4 1 0 0 0 2 3 0 0 1 0 0 15 0 1539.862 sp|P04114sp|P04114|AP 935 949 yes yes 2;3 3.41E-65 184.1 2171 174 2210 349810;34981163207;163 163392 236
LLSLGAGEFK QPDVTGIRLLSLGAGE SLGAGEFKSQEHAKHK R L L F K S 1 0 0 0 0 0 1 2 0 0 3 1 0 1 0 1 0 0 0 0 0 0 10 0 1033.581 sp|P12259sp|P12259|FA5 849 858 yes yes 2 3.43E-07 130.75 2172 264 2211 350247;35024163443;163 163449 108
LLTPITTLTSEQIQK ELPSLEQKLLTPITTL LTSEQIQKLLASTRYP K L L Q K L 0 0 0 0 0 2 1 0 0 2 3 1 0 0 1 1 4 0 0 0 0 0 15 0 1684.961 sp|P12111 sp|P12111|CO 1404 1418 yes yes 2 3.01E-22 115.33 2173 263 2212 350393;35039163551;163 163552 3
LLTSFLPAQLLR SWSLSQARLLTSFLPA FLPAQLLRLYQLMLFT R L L L R L 1 1 0 0 0 1 0 0 0 0 5 0 0 1 1 1 1 0 0 0 0 0 12 0 1370.829 sp|P08195 sp|P08195|4F2 440 451 yes yes 2 1.82E-19 133.57 2174 225 2213 350513;35051163555;163 163624 90
LLVLITGGK RAAEGIPKLLVLITGG LVLITGGKSLDEISQP K L L G K S 0 0 0 0 0 0 0 2 0 1 3 1 0 0 0 0 1 0 0 1 0 0 9 0 912.6008 sp|P12111 sp|P12111|CO 552 560 yes yes 2 0.036518 61.962 2175 263 2214 350664;35066 163645 163645 1
LLVPLLDGTECGVEK LDQSSCSRLLVPLLDG GTECGVEKWCSKGRCR R L L E K W 0 0 0 1 1 0 2 2 0 0 4 1 0 0 1 0 1 0 0 2 0 0 15 0 1641.865 sp|Q76LX8sp|Q76LX8|AT 350 364 yes yes 2 3.75E-09 119.45 2176 491 2215 350696;35069163646;163 163655 17
LLVPSPEGMSEIYLR SGQKFCIKLLVPSPEG GMSEIYLRCQDEQQYA K L L L R C 0 1 0 0 0 0 2 1 0 1 3 0 1 0 2 2 0 0 1 1 0 0 15 0 1702.896 sp|Q86UX7sp|Q86UX7|UR 424 438 yes yes 2 2.80E-31 133.07 2177 497 2216 350828;35082163670;163 163671 51
LMNIFLK PKNGISTKLMNIFLKD KLMNIFLKDSITTWEI K L M L K D 0 0 1 0 0 0 0 0 0 1 2 1 1 1 0 0 0 0 0 0 0 0 7 0 877.5096 sp|P01024sp|P01024|CO 790 796 yes yes 2 0.024783 96.048 2179 97 2218 351311;35131163909;163 163910 3
LMQCLPNPEDVK EQVLTGKRLMQCLPNP LPNPEDVKMALEVYKL R L M V K M 0 0 1 1 1 1 1 0 0 0 2 1 1 0 2 0 0 0 0 1 0 0 12 0 1442.69 sp|P04003 sp|P04003|C4 555 566 yes yes 2 8.13E-19 154.85 2180 167 2219 351348;35134163912;163 163962 73
LMVELHNLYR ALTDEEKRLMVELHNL VELHNLYRAQVSPTAS R L M Y R A 0 1 1 0 0 0 1 0 1 0 3 0 1 0 0 0 0 0 1 1 0 0 10 0 1286.681 sp|Q6UXB8sp|Q6UXB8|PI 35 44 yes yes 2;3 1.59E-07 107.15 2181 487 2220 351462;35146163985;163 163985 2
LNAFGNAFLNR DPKKPFRKLNAFGNAF FGNAFLNRFVCAQLPN K L N N R F 2 1 3 0 0 0 0 1 0 0 2 0 0 2 0 0 0 0 0 0 0 0 11 0 1235.641 sp|Q9NZN3sp|Q9NZN3|EH 125 135 no no 2 2.80E-13 137.42 2182 539;530 2221 351520;35152163987;163 163988 4
LNCEDIDECR GYELSSDRLNCEDIDE CEDIDECRTSSYLCQY R L N C R T 0 1 1 2 2 0 2 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 10 0 1322.523 sp|Q12805sp|Q12805|FB 290 299 yes yes 2 8.49E-90 214.12 2183 442 2222 351548;35154163991;163 163998 34
LNDLNSVLVMPTFHVPFTDLQVPSCK KFIIPGLKLNDLNSVL DLQVPSCKLDFREIQI K L N C K L 0 0 2 2 1 1 0 0 1 0 4 1 1 2 3 2 2 0 0 4 0 0 26 0 2970.498 sp|P04114sp|P04114|AP 3737 3762 yes yes 3 8.11E-05 35.216 2186 174 2225 351694;35169164033;164 164037 5
LNEAAAGLNQAATELVQASR TFQEAQSRLNEAAAGL TELVQASRGTPQDLAR R L N S R G 6 1 2 0 0 2 2 1 0 0 3 0 0 0 0 1 1 0 0 1 0 0 20 0 2026.044 sp|Q9Y490sp|Q9Y490|TL 1242 1261 yes yes 2;3 2.78E-212 277.94 2187 554 2226 351737;35173164038;164 164070 43
LNELSFK FIDDAVKKLNELSFKT KLNELSFKTFIEDVNK K L N F K T 0 0 1 0 0 0 1 0 0 0 2 1 0 1 0 1 0 0 0 0 0 0 7 0 849.4596 sp|P04114sp|P04114|AP 2404 2410 yes yes 2 0.0064414 117.93 2188 174 2227 351839;35184164081;164 164084 33
LNEMILSQQLK EYFILQKKLNEMILSQ MILSQQLKSLYLGVSH K L N L K S 0 0 1 0 0 2 1 0 0 1 3 1 1 0 0 1 0 0 0 0 0 0 11 0 1315.717 sp|Q8NEV4sp|Q8NEV4|M 1446 1456 yes yes 2 0.0021506 77.318 2189 506 2228 351924;35192 164114 164114 1
LNGEIQALELPQK KIREVTQRLNGEIQAL QALELPQKAEALKLFL R L N Q K A 1 0 1 0 0 2 2 1 0 1 3 1 0 0 1 0 0 0 0 0 0 0 13 0 1451.798 sp|P04114sp|P04114|AP 2450 2462 yes yes 2;3 1.54E-21 130.98 2190 174 2229 351926;35192164115;164 164179 84
LNGESNLR QRDPNTGRLNGESNLR LNGESNLRFNSSYLQG R L N L R F 0 1 2 0 0 0 1 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 8 0 901.4617 sp|P04114sp|P04114|AP 1514 1521 yes yes 2 0.022985 81.119 2191 174 2230 352350;35235 164202 164202 1
LNHQLEGLTFQMK YAQDTQEKLNHQLEGL EGLTFQMKKNAEELKA K L N M K K 0 0 1 0 0 2 1 1 1 0 3 1 1 1 0 0 1 0 0 0 0 0 13 0 1557.797 sp|P06727sp|P06727|AP 234 246 yes yes 2;3 4.54E-205 244.95 2192 206 2231 352368;35236164203;164 164207 122
LNILNAK HGKSRIQRLNILNAKF RLNILNAKFAFNLYRV R L N A K F 1 0 2 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 0 0 0 0 7 0 784.4807 sp|P05546sp|P05546|HE 126 132 yes yes 2 2.43E-20 170.96 2193 199 2232 352702;35270164325;164 164325 45
LNILNNNYK VAQELEEKLNILNNNY NILNNNYKILQADQEL K L N Y K I 0 0 4 0 0 0 0 0 0 1 2 1 0 0 0 0 0 0 1 0 0 0 9 0 1104.593 sp|O14791sp|O14791|AP 382 390 yes yes 2 4.56E-34 179.16 2194 48 2233 352851;35285164370;164 164378 87
LNLVATPLFLK KYVLSPYKLNLVATPL VATPLFLKPGIPYPIK K L N L K P 1 0 1 0 0 0 0 0 0 0 4 1 0 1 1 0 1 0 0 1 0 0 11 0 1227.759 sp|P01031 sp|P01031|CO 354 364 yes yes 2 2.67E-11 122.28 2195 98 2234 352989;35299164457;164 164477 173
LNLVATPLFLKPGIPYPIK KYVLSPYKLNLVATPL PGIPYPIKVQVKDSLD K L N I K V 1 0 1 0 0 0 0 1 0 2 4 2 0 1 4 0 1 0 1 1 0 0 19 1 2093.265 sp|P01031 sp|P01031|CO 354 372 yes yes 3 0.000184 50.053 2196 98 2235 353173;35317164630;164 164636 7
LNMGITDLQGLR EFQDALEKLNMGITDL ITDLQGLRLYVAAAII K L N L R L 0 1 1 1 0 1 0 2 0 1 3 0 1 0 0 0 1 0 0 0 0 0 12 0 1329.708 sp|P0C0L4 sp|P0C0L4|CO 326 337 no no 2;3 2.23E-136 226.59 2197 245;246 2236;2237 353180;35318164637;164 164935 64 451
LNNGEITQHR ALCCPEPKLNNGEITQ NGEITQHRKSRPANHC K L N H R K 0 1 2 0 0 1 1 1 1 1 1 0 0 0 0 0 1 0 0 0 0 0 10 0 1180.595 sp|P04003 sp|P04003|C4 370 379 yes yes 2 3.39E-74 200.16 2198 167 2238 353959;35396 165116 165116 1
LNPNFLVDFGK DTVKGGLKLNPNFLVD NFLVDFGKEPLGPALA K L N G K E 0 0 2 1 0 0 0 1 0 0 2 1 0 2 1 0 0 0 0 1 0 0 11 0 1262.666 sp|Q13228sp|Q13228|SB 438 448 yes yes 2 0.005389 71.349 2199 449 2239 353962;35396165117;165 165117 2
LNVAEVTQSEIGQK LEKLAGCKLNVAEVTQ TQSEIGQKQKLQTVLE K L N Q K Q 1 0 1 0 0 2 2 1 0 1 1 1 0 0 0 1 1 0 0 2 0 0 14 0 1514.794 sp|Q9HBI1sp|Q9HBI1|PA 133 146 yes yes 2 1.76E-49 163.46 2200 532 2240 353991;35399165119;165 165119 17
LNVITVGPR AGNPVGDKLNVITVGP NVITVGPRGPLLVQDV K L N P R G 0 1 1 0 0 0 0 1 0 1 1 0 0 0 1 0 1 0 0 2 0 0 9 0 967.5815 sp|P04040sp|P04040|CA 39 47 yes yes 2 4.00E-11 153.04 2201 169 2241 354081;35408165136;165 165136 51
LNVTEQEK APALVSKKLNVTEQEK LNVTEQEKIDKLMIEM K L N E K I 0 0 1 0 0 1 2 0 0 0 1 1 0 0 0 0 1 0 0 1 0 0 8 0 959.4924 sp|P06733 sp|P06733|EN 82 89 yes yes 2 0.048402 67.032 2202 208 2242 354261;35426 165187 165187 1
LNWEAPPGAFDSFLLR DVTTSSLRLNWEAPPG AFDSFLLRFGVPSPST R L N L R F 2 1 1 1 0 0 1 1 0 0 3 0 0 2 2 1 0 1 0 0 0 0 16 0 1831.926 sp|P22105 sp|P22105|TEN 3671 3686 yes no 2 4.26E-20 111.12 2203 312 2243 354274;35427165188;165 165188 3
LPAVEPTDQAQYLCR QIHGGILRLPAVEPTD DQAQYLCRAHSSAGQQ R L P C R A 2 1 0 1 1 2 1 0 0 0 2 0 0 0 2 0 1 0 1 1 0 0 15 0 1759.856 sp|P98160sp|P98160|PG 1920 1934 yes yes 2 5.92E-75 176.95 2204 425 2244 354297;35429165191;165 165191 4
LPECEAVCGK INKAVGDKLPECEAVC ECEAVCGKPKNPANPV K L P G K P 1 0 0 0 2 0 2 1 0 0 1 1 0 0 1 0 0 0 0 1 0 0 10 0 1161.516 sp|P00738sp|P00738|HP 142 151 no no 2 1.63E-06 113.26 2205 82;83 2245 354343;35434165195;165 165216 22
LPECEAVCGKPK INKAVGDKLPECEAVC EAVCGKPKNPANPVQR K L P P K N 1 0 0 0 2 0 2 1 0 0 1 2 0 0 2 0 0 0 0 1 0 0 12 1 1386.664 sp|P00738sp|P00738|HP 142 153 no no 2 0.0068274 96.143 2206 82;83 2246 354471;35447 165217 165217 1
LPEEIQR EAKETLQKLPEEIQRD KLPEEIQRDILLEKKK K L P Q R D 0 1 0 0 0 1 2 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 7 0 883.4763 sp|P33908sp|P33908|MA 142 148 yes yes 2 0.0036534 128.82 2207 345 2247 354476;35447165218;165 165221 7
LPETIDLGALYLSMK KSTRRSIRLPETIDLG GALYLSMKDTEKGIKE R L P M K D 1 0 0 1 0 0 1 1 0 1 4 1 1 0 1 1 1 0 1 0 0 0 15 0 1662.89 sp|P08567sp|P08567|PLE 120 134 yes yes 2 0.0005188 67.385 2208 231 2248 354616;35461165225;165 165225 2
LPFPIIDDR NCEEPTEKLPFPIIDD PFPIIDDRNRELAILL K L P D R N 0 1 0 2 0 0 0 0 0 2 1 0 0 1 2 0 0 0 0 0 0 0 9 0 1084.592 sp|P30041 sp|P30041|PR 98 106 yes yes 2 2.25E-19 168.23 2209 337 2249 354657;35465165227;165 165319 97
LPGDIQVVPIGVGPNANVQELER PASDEIKRLPGDIQVV ANVQELERIGWPNAPI R L P E R I 1 1 2 1 0 2 2 3 0 2 2 0 0 0 3 0 0 0 0 4 0 0 23 0 2413.297 sp|P04275 sp|P04275|VW 1619 1641 yes yes 2 6.99E-29 101.01 2210 179 2250 354797;35479 165324 165324 1
LPGFDSCGK SPTEPSTKLPGFDSCG PGFDSCGKTEIAERKI K L P G K T 0 0 0 1 1 0 0 2 0 0 1 1 0 1 1 1 0 0 0 0 0 0 9 0 979.4433 sp|Q14520sp|Q14520|HA 295 303 yes yes 2 0.0025904 98.009 2211 462 2251 354824;35482165325;165 165325 2
LPGIVAEGR LFSPEKSKLPGIVAEG PGIVAEGRDDLYVSDA K L P G R D 1 1 0 0 0 0 1 2 0 1 1 0 0 0 1 0 0 0 0 1 0 0 9 0 910.5236 sp|P01008sp|P01008|AN 383 391 yes no 2 0.0003895 129.47 2212 92 2252 354902;35490165327;165 165405 133
LPGTYVVVLK RCAKDPWRLPGTYVVV GTYVVVLKEETHLSQS R L P L K E 0 0 0 0 0 0 0 1 0 0 2 1 0 0 1 0 1 0 1 3 0 0 10 0 1087.664 sp|Q8NBP7sp|Q8NBP7|PC 74 83 yes yes 2 0.041304 56.729 2213 505 2253 355211;35521 165468 165468 1
LPLEYSYGEYR EFLQRVKRLPLEYSYG EYSYGEYRDLFRDFGT R L P Y R D 0 1 0 0 0 0 2 1 0 0 2 0 0 0 1 1 0 0 3 0 0 0 11 0 1388.661 sp|P07358sp|P07358|CO 324 334 yes yes 2 1.64E-110 219.51 2214 216 2254 355325;35532165469;165 165555 191
LPLVPALDGCLR LFPASNLRLPLVPALD PALDGCLRRDSWLDKQ R L P L R R 1 1 0 1 1 0 0 1 0 0 4 0 0 0 2 0 0 0 0 1 0 0 12 0 1322.738 sp|P04278sp|P04278|SH 184 195 yes yes 2;3 3.61E-40 166.33 2215 180 2255 355533;35553165660;165 165662 166
LPNNVLQEK KTLPECSKLPNNVLQE PNNVLQEKICAMEGLP K L P E K I 0 0 2 0 0 1 1 0 0 0 2 1 0 0 1 0 0 0 0 1 0 0 9 0 1053.582 sp|P43652 sp|P43652|AFA 89 97 yes yes 2 4.01E-14 157.68 2216 362 2256 355842;35584165840;165 165891 56
LPPNVVEESAR VSEELSLKLPPNVVEE NVVEESARASVSVLGD K L P A R A 1 1 1 0 0 0 2 0 0 0 1 0 0 0 2 1 0 0 0 2 0 0 11 0 1209.635 sp|P01023 sp|P01023|A2 935 945 yes no 2 3.00E-11 146.69 2217 96 2257 356056;35605165896;165 165930 402
LPPTTTCQQQK EGTTRALRLPPTTTCQ TTTCQQQKEELLPAQD R L P Q K E 0 0 0 0 1 3 0 0 0 0 1 1 0 0 2 0 3 0 0 0 0 0 11 0 1300.645 sp|P00751 sp|P00751|CFA 609 619 yes yes 2 1.89E-38 172.21 2218 89 2258 356317;35631166300;166 166312 45
LPQQANDYLNSFNWER KYRAALGKLPQQANDY LNSFNWERQVSHAKEK K L P E R Q 1 1 3 1 0 2 1 0 0 0 2 0 0 1 1 1 0 1 1 0 0 0 16 0 1993.928 sp|P04114sp|P04114|AP 2118 2133 yes yes 2;3 0 311.71 2219 174 2259 356490;35649166345;166 166350 376
LPSEGPR VLVRDSSRLPSEGPRP RLPSEGPRPAHVVVGD R L P P R P 0 1 0 0 0 0 1 1 0 0 1 0 0 0 2 1 0 0 0 0 0 0 7 0 754.3974 sp|P30043 sp|P30043|BLV 40 46 yes yes 2 0.0035385 126.16 2220 338 2260 356889;35689 166722 166722 1
LPSGLPVSLLTLYLDNNK LSFNQIARLPSGLPVS TLYLDNNKISNIPDEY R L P N K I 0 0 2 1 0 0 0 1 0 0 6 1 0 0 2 2 1 0 1 1 0 0 18 0 1956.093 sp|P51884sp|P51884|LU 199 216 yes no 2 2.83E-74 152.69 2221 379 2261 356904;35690166723;166 166734 80
LPTDSELAPR CINQLLCKLPTDSELA TDSELAPRSUCCHCRH K L P P R S 1 1 0 1 0 0 1 0 0 0 2 0 0 0 2 1 1 0 0 0 0 0 10 0 1097.572 sp|P49908sp|P49908|SEP 289 298 yes yes 2 1.98E-49 187 2222 374 2262 357068;35706166803;166 166813 122
LPVANPQACENWLR AHDLRFVRLPVANPQA QACENWLRGKNRMDVF R L P L R G 2 1 2 0 1 1 1 0 0 0 2 0 0 0 2 0 0 1 0 1 0 0 14 0 1666.825 sp|P00736sp|P00736|C1 612 625 yes yes 2;3 1.09E-193 238.73 2223 81 2263 357246;35724166925;166 167154 260
LPVAPLR AVRLKAARLPVAPLRK RLPVAPLRKCKEVKVE R L P L R K 1 1 0 0 0 0 0 0 0 0 2 0 0 0 2 0 0 0 0 1 0 0 7 0 764.4909 sp|P09871 sp|P09871|C1S 587 593 yes yes 2 0.0036827 137.2 2224 242 2264 357583;35758167185;167 167189 83
LPVSLSEGR LVDNQRSRLPVSLSEG PVSLSEGRLRVYQSGP R L P G R L 0 1 0 0 0 0 1 1 0 0 2 0 0 0 1 2 0 0 0 1 0 0 9 0 956.5291 sp|Q9Y6R7sp|Q9Y6R7|FC 559 567 yes yes 2 2.54E-19 167.9 2225 559 2265 357892;35789167268;167 167270 66
LPVVLANGQIR TVNGVDMKLPVVLANG VLANGQIRASQHGSDV K L P I R A 1 1 1 0 0 1 0 1 0 1 2 0 0 0 1 0 0 0 0 2 0 0 11 0 1178.714 sp|Q9Y6R7sp|Q9Y6R7|FC 1338 1348 yes no 2 2.65E-16 147.52 2226 559 2266 358065;35806167334;167 167340 8
LPYQCPK IEGTCVCKLPYQCPKN KLPYQCPKNGTAVCAT K L P P K N 0 0 0 0 1 1 0 0 0 0 1 1 0 0 2 0 0 0 1 0 0 0 7 0 904.4477 sp|P05156sp|P05156|CFA 63 69 yes no 2 0.036669 91.093 2227 192 2267 358132;35813 167343 167343 1
LPYTIITTPPLK PLTIPEMRLPYTIITT IITTPPLKDFSLWEKT R L P L K D 0 0 0 0 0 0 0 0 0 2 2 1 0 0 3 0 3 0 1 0 0 0 12 0 1355.806 sp|P04114sp|P04114|AP 3137 3148 yes yes 2;3 1.12E-40 169.41 2229 174 2269 358221;35822167347;167 167726 441
LQAEAFQAR EEQAQQIRLQAEAFQA QAEAFQARLKSWFEPL R L Q A R L 3 1 0 0 0 2 1 0 0 0 1 0 0 1 0 0 0 0 0 0 0 0 9 0 1032.535 sp|P02649sp|P02649|AP 270 278 yes no 2 4.97E-34 178.6 2230 137 2270 358725;35872167788;167 167806 49
LQAILGVPWK ALDHTADRLQAILGVP AILGVPWKDKNCTSRL R L Q W K D 1 0 0 0 0 1 0 1 0 1 2 1 0 0 1 0 0 1 0 1 0 0 10 0 1123.675 sp|P01019sp|P01019|AN 158 167 yes yes 2 5.14E-05 110.12 2231 95 2271 358955;35895167837;167 167910 227
LQDEDLGFL VLPWLKEKLQDEDLGF QDEDLGFL________ K L Q F L - 0 0 0 2 0 1 1 1 0 0 3 0 0 1 0 0 0 0 0 0 0 0 9 0 1048.508 sp|P00751 sp|P00751|CFA 756 764 yes yes 2 0.0046212 91.626 2232 89 2272 359253;35925168064;168 168108 47
LQDFSDQLSDYYEK YHQQFRYKLQDFSDQL QLSDYYEKFIAESKRL K L Q E K F 0 0 0 3 0 2 1 0 0 0 2 1 0 1 0 2 0 0 2 0 0 0 14 0 1749.773 sp|P04114sp|P04114|AP 4499 4512 yes yes 2;3 1.97E-156 228.12 2233 174 2273 359398;35939168111;168 168122 205
LQDLTLR KLAQSVQKLQDLTLRD KLQDLTLRDLEKQERE K L Q L R D 0 1 0 1 0 1 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 7 0 857.4971 sp|Q9Y4L1sp|Q9Y4L1|HY 723 729 yes no 2 0.0039593 140.12 2234 555 2274 359663;35966168316;168 168322 17
LQEDADGSCALLSPYVQPVCLPSGAAR QHDLALLRLQEDADGS CLPSGAARPSETTLCQ R L Q A R P 4 1 0 2 2 2 1 2 0 0 4 0 0 0 3 3 0 0 1 2 0 0 27 0 2873.369 sp|P00748sp|P00748|FA 467 493 yes yes 2;3 1.49E-192 178.71 2235 88 2275 359781;35978168333;168 168343 265
LQELHLSSNGLESLSPEFLR NLLQGASKLQELHLSS SLSPEFLRPVPQLRVL K L Q L R P 0 1 1 0 0 1 3 1 1 0 6 0 0 1 1 4 0 0 0 0 0 0 20 0 2268.175 sp|P02750sp|P02750|A2 94 113 yes yes 3 4.65E-56 130.02 2236 152 2276 360135;36013168598;168 168611 14
LQETSNWLLSQQQADGSFQDLSPVIHR QVGGSPEKLQETSNWL DLSPVIHRSMQGGLVG K L Q H R S 1 1 1 2 0 5 1 1 1 1 4 0 0 1 1 4 1 1 0 1 0 0 27 0 3096.527 sp|P0C0L5 sp|P0C0L5|CO 1100 1126 yes yes 3;4;5 0 230.93 2237 246 2277 360177;36017168612;168 168816 232
LQETSNWLLSQQQADGSFQDPCPVLDR QVGGSPEKLQETSNWL DPCPVLDRSMQGGLVG K L Q D R S 1 1 1 3 1 5 1 1 0 0 4 0 0 1 2 3 1 1 0 1 0 0 27 0 3131.462 sp|P0C0L4 sp|P0C0L4|CO 1100 1126 yes yes 2;3;4 1.40E-267 214.19 2238 245 2278 360592;36059168844;168 169071 235
LQGLIPGAR DGQARTQKLQGLIPGA QGLIPGARYEVTVVSV K L Q A R Y 1 1 0 0 0 1 0 2 0 1 2 0 0 0 1 0 0 0 0 0 0 0 9 0 923.5553 sp|P22105 sp|P22105|TEN 3810 3818 yes yes 2 0.0015773 102.71 2239 312 2279 360953;36095169079;169 169080 6
LQGSVTVTCR YRCQSFYKLQGSVTVT GSVTVTCRNKQWSEPP K L Q C R N 0 1 0 0 1 1 0 1 0 0 1 0 0 0 0 1 2 0 0 2 0 0 10 0 1119.571 sp|Q9BXR6sp|Q9BXR6|FH 484 493 yes yes 2 8.11E-07 122.13 2240 525 2280 361060;36106169085;169 169091 12
LQGTLPVEAR NSQYQPIKLQGTLPVE GTLPVEARENSLYLTA K L Q A R E 1 1 0 0 0 1 1 1 0 0 2 0 0 0 1 0 1 0 0 1 0 0 10 0 1082.608 sp|P01031 sp|P01031|CO 1129 1138 yes no 2;3 3.29E-15 149.72 2241 98 2281 361151;36115169097;169 169115 129
LQHLENELTHDIITK FFLPDEGKLQHLENEL LTHDIITKFLENEDRR K L Q T K F 0 0 1 1 0 1 2 0 2 2 3 1 0 0 0 0 2 0 0 0 0 0 15 0 1802.953 sp|P01009sp|P01009|A1A 284 298 yes yes 2;3 1.82E-06 88.108 2242 93 2282 361376;36137169226;169 169235 11
LQILSLR PDIGKLTKLQILSLRD KLQILSLRDNDLISLP K L Q L R D 0 1 0 0 0 1 0 0 0 1 3 0 0 0 0 1 0 0 0 0 0 0 7 0 841.5385 sp|Q15404sp|Q15404|RS 159 165 yes yes 2 1.62E-08 158.38 2243 468 2283 361431;36143169237;169 169265 37
LQNNENNISCVER IICNTGYRLQNNENNI NNISCVERGWSTPPKC R L Q E R G 0 1 4 0 1 1 2 0 0 1 1 0 0 0 0 1 0 0 0 1 0 0 13 0 1588.726 sp|P36980sp|Q03591|FH 120 132 no no 2 1.14E-87 199.08 2244 432;354 2284 361528;36152169274;169 169280 71
LQPLDFK SELVYGAKLQPLDFKE KLQPLDFKENAEQSRA K L Q F K E 0 0 0 1 0 1 0 0 0 0 2 1 0 1 1 0 0 0 0 0 0 0 7 0 859.4804 sp|P01008sp|P01008|AN 202 208 yes no 2 0.039591 89.673 2245 92 2285 361700;36170169345;169 169349 8
LQPLDFKENAEQSR SELVYGAKLQPLDFKE KENAEQSRAAINKWVS K L Q S R A 1 1 1 1 0 2 2 0 0 0 2 1 0 1 1 1 0 0 0 0 0 0 14 1 1673.837 sp|P01008sp|P01008|AN 202 215 yes yes 3 0.0005946 67.115 2246 92 2286 361830;36183169353;169 169355 3
LQPVLQPLPSPGVGGK LTREELSRLQPVLQPL PSPGVGGKRDVVFLID R L Q G K R 0 0 0 0 0 2 0 3 0 0 3 1 0 0 4 1 0 0 0 2 0 0 16 0 1585.919 sp|P12111 sp|P12111|CO 1216 1231 yes yes 2 0.021853 43.897 2247 263 2287 361907;36190 169356 169356 1
LQQELDDLLVDLDHQR KLEKTKTRLQQELDDL LVDLDHQRQSACNLEK R L Q Q R Q 0 1 0 4 0 3 1 0 1 0 5 0 0 0 0 0 0 0 0 1 0 0 16 0 1948.985 sp|P35579sp|P35579|MY 1418 1433 yes yes 3 0.022818 32.341 2248 350 2288 362006;36200 169357 169357 1
LQQVLHAGSGPCLPHLLSR AQNHTLQRLQQVLHAG CLPHLLSRLCQDLGPG R L Q S R L 1 1 0 0 1 2 0 2 2 0 5 0 0 0 2 2 0 0 0 1 0 0 19 0 2082.116 sp|P08697sp|P08697|A2A 132 150 yes yes 3;4 1.92E-06 61.276 2249 235 2289 362016;36201169358;169 169358 14
LQSIGTENTEENR STGSIAKRLQSIGTEN TENTEENRRFYRQLLL R L Q N R R 0 1 2 0 0 1 3 1 0 1 1 0 0 0 0 1 2 0 0 0 0 0 13 0 1489.701 sp|P04075 sp|P04075|ALD 44 56 yes yes 2 9.44E-46 147.74 2250 172 2290 362117;36211169372;169 169372 10
LQSLFDSPDFSK TKSLQEMKLQSLFDSP FDSPDFSKITGKPIKL K L Q S K I 0 0 0 2 0 1 0 0 0 0 2 1 0 2 1 3 0 0 0 0 0 0 12 0 1382.672 sp|P36955 sp|P36955|PED 334 345 yes yes 2 9.48E-78 196.27 2251 353 2291 362139;36214169382;169 169389 186
LQVEPAVDTSGVQCYGPGIEGQGVFR PVPNFPSKLQVEPAVD IEGQGVFREATTEFSV K L Q F R E 1 1 0 1 1 3 2 5 0 1 1 0 0 1 2 1 1 0 1 4 0 0 26 0 2762.333 sp|P21333 sp|P21333|FLN 1247 1272 yes yes 3 4.21E-07 44.711 2253 310 2293 362403;36240 169570 169570 1
LQVFQALR AEAVLRHKLQVFQALR LQVFQALRGLQRGSAV K L Q L R G 1 1 0 0 0 2 0 0 0 0 2 0 0 1 0 0 0 0 0 1 0 0 8 0 973.5709 sp|O95479sp|O95479|G6 294 301 yes yes 2 8.05E-06 122.15 2254 67 2294 362428;36242169571;169 169579 15
LQVVPVAANQR QYKDKDGRLQVVPVAA VPVAANQREVTVQGLE R L Q Q R E 2 1 1 0 0 2 0 0 0 0 1 0 0 0 1 0 0 0 0 3 0 0 11 0 1193.688 sp|P22105 sp|P22105|TEN 3394 3404 yes yes 2 0.0001354 94.302 2255 312 2295 362504;36250169586;169 169612 26
LSCMAIR NDTEVLQRLSCMAIRG RLSCMAIRGDMFLVAN R L S I R G 1 1 0 0 1 0 0 0 0 1 1 0 1 0 0 1 0 0 0 0 0 0 7 0 849.4201 sp|P43251 sp|P43251|BT 158 164 yes yes 2 0.0011257 133.99 2257 360 2297 362719;36272169615;169 169617 10
LSCSYSHWSAPAPQCK YILVGQAKLSCSYSHW SAPAPQCKALCRKPEL K L S C K A 2 0 0 0 2 1 0 0 1 0 1 1 0 0 2 4 0 1 1 0 0 0 16 0 1877.819 sp|P04003 sp|P04003|C4 466 481 yes yes 3 2.58E-05 62.378 2258 167 2298 362846;36284169625;169 169627 9
LSDLLAPISEQIK CQQPAENKLSDLLAPI APISEQIKEVITFREK K L S I K E 1 0 0 1 0 1 1 0 0 2 3 1 0 0 1 2 0 0 0 0 0 0 13 0 1425.808 sp|Q01518sp|Q01518|CA 101 113 yes yes 2 3.82E-31 148.9 2259 429 2299 362959;36296169634;169 169634 113
LSEAEFEVLK FLLDGSSRLSEAEFEV EAEFEVLKAFVVDMME R L S L K A 1 0 0 0 0 0 3 0 0 0 2 1 0 1 0 1 0 0 0 1 0 0 10 0 1163.607 sp|P04275 sp|P04275|VW 1288 1297 yes yes 2 7.17E-05 108.98 2260 179 2300 363133;36313169747;169 169751 32
LSEDYGVLK LLADVTRRLSEDYGVL SEDYGVLKTDEGIAYR R L S L K T 0 0 0 1 0 0 1 1 0 0 2 1 0 0 0 1 0 0 1 1 0 0 9 0 1022.528 sp|P32119sp|P32119|PR 111 119 yes yes 2 0.0063862 82.452 2261 342 2301 363201;36320169779;169 169779 8
LSEGASYLDHTFPAEK PQGIRYSKLSEGASYL DHTFPAEKMDDAVAPG K L S E K M 2 0 0 1 0 0 2 1 1 0 2 1 0 1 1 2 1 0 1 0 0 0 16 0 1763.837 sp|P12259sp|P12259|FA5 122 137 yes yes 2;3 8.25E-07 90.697 2262 264 2302 363257;36325169787;169 169789 47
LSFFCLAGYTTESGR FPMSIDKKLSFFCLAG GYTTESGRQEEQTTCT K L S G R Q 1 1 0 0 1 0 1 2 0 0 2 0 0 2 0 2 2 0 1 0 0 0 15 0 1707.793 sp|P05160sp|P05160|F13 55 69 yes yes 2 0.0001979 105.56 2263 193 2303 363398;36339169834;169 169844 22
LSFSYGR CPLPKPWKLSFSYGRA KLSFSYGRALQASALA K L S G R A 0 1 0 0 0 0 0 1 0 0 1 0 0 1 0 2 0 0 1 0 0 0 7 0 828.413 sp|P05062 sp|P05062|ALD 298 304 yes yes 2 0.0046197 132.72 2265 187 2305 363477;36347169859;169 169865 8
LSFYYLIMAK GTLLGLKKLSFYYLIM FYYLIMAKGGIVRTGT K L S A K G 1 0 0 0 0 0 0 0 0 1 2 1 1 1 0 1 0 0 2 0 0 0 10 0 1247.662 sp|P01023 sp|P01023|A2 493 502 yes yes 2 0.0004022 102.51 2266 96 2306 363588;36358169867;169 169871 6
LSGALHVYSLGSD GRSSLGARLSGALHVY HVYSLGSD________ R L S S D - 1 0 0 1 0 0 0 2 1 0 3 0 0 0 0 3 0 0 1 1 0 0 13 0 1317.657 sp|P80108sp|P80108|PH 828 840 yes yes 2 0.0001795 80.688 2267 422 2307 363624;36362169873;169 169873 3
LSGEAYGFVAR ETEAGYYKLSGEAYGF EAYGFVARIDGSGNFQ K L S A R I 2 1 0 0 0 0 1 2 0 0 1 0 0 1 0 1 0 0 1 1 0 0 11 0 1168.588 sp|P04275 sp|P04275|VW 129 139 yes yes 2 0.0022451 76.827 2268 179 2308 363701;36370169876;169 169879 4
LSGLLDLALGK ATQVRDCRLSGLLDLA LLDLALGKDYVRSKIA R L S G K D 1 0 0 1 0 0 0 2 0 0 5 1 0 0 0 1 0 0 0 0 0 0 11 0 1098.665 sp|P04745 sp|P04745|AM 177 187 yes yes 2 0.000107 96.331 2269 184 2309 363796;36379 169880 169880 1
LSGNVLSYTFQVK GDGKDFYRLSGNVLSY LSYTFQVKINNDFNYE R L S V K I 0 0 1 0 0 1 0 1 0 0 2 1 0 1 0 2 1 0 1 2 0 0 13 0 1454.777 sp|P10643 sp|P10643|CO 179 191 yes yes 2 2.84E-21 127.93 2270 252 2310 363860;36386169881;169 169889 154
LSHNAIASLR LLGLRVLRLSHNAIAS HNAIASLRPRTFKDLH R L S L R P 2 1 1 0 0 0 0 0 1 1 2 0 0 0 0 2 0 0 0 0 0 0 10 0 1080.604 sp|P35858sp|P35858|ALS 297 306 yes yes 2;3 0.0017124 91.265 2271 351 2311 364036;36403170035;170 170041 9
LSHNAIASLRPR LLGLRVLRLSHNAIAS AIASLRPRTFKDLHFL R L S P R T 2 2 1 0 0 0 0 0 1 1 2 0 0 0 1 2 0 0 0 0 0 0 12 1 1333.758 sp|P35858sp|P35858|ALS 297 308 yes yes 3;4 7.41E-15 125.54 2272 351 2312 364112;36411170044;170 170045 2
LSILYPATTGR FGPDKKLKLSILYPAT LYPATTGRNFDEILRV K L S G R N 1 1 0 0 0 0 0 1 0 1 2 0 0 0 1 1 2 0 1 0 0 0 11 0 1190.666 sp|P30041 sp|P30041|PR 145 155 yes yes 2 5.69E-13 134.51 2273 337 2313 364148;36414170046;170 170064 76
LSINTHPSQKPLSITVR TQGDGVAKLSINTHPS KPLSITVRTKKQELSE K L S V R T 0 1 1 0 0 1 0 0 1 2 2 1 0 0 2 3 2 0 0 1 0 0 17 1 1890.069 sp|P01024sp|P01024|CO 409 425 yes yes 3 0.028504 34.395 2274 97 2314 364257 170122 170122 1
LSIPVPFR IIVIEGEKLSIPVPFR LSIPVPFRAVPVPTVS K L S F R A 0 1 0 0 0 0 0 0 0 1 1 0 0 1 2 1 0 0 0 1 0 0 8 0 927.5542 sp|Q8WZ4sp|Q8WZ42|TI 15331 15338 yes yes 2 0.011594 110.61 2275 508 2315 364258 170123 170123 1
LSIQSSPK MREDRSVRLSIQSSPK LSIQSSPKCIVGKFRM R L S P K C 0 0 0 0 0 1 0 0 0 1 1 1 0 0 1 3 0 0 0 0 0 0 8 0 858.4811 sp|P00488sp|P00488|F13 145 152 yes yes 2 0.021277 86.794 2276 75 2316 364259;36426170124;170 170124 3
LSITGTYDLK SASLHLPKLSITGTYD ITGTYDLKSVLGQLGI K L S L K S 0 0 0 1 0 0 0 1 0 1 2 1 0 0 0 1 2 0 1 0 0 0 10 0 1109.597 sp|P01009sp|P01009|A1A 315 324 yes yes 2 8.11E-07 122.13 2277 93 2317 364303;36430170127;170 170181 96
LSLEIEQLELQR KMALEVYKLSLEIEQL IEQLELQRDSARQSTL K L S Q R D 0 1 0 0 0 2 3 0 0 1 4 0 0 0 0 1 0 0 0 0 0 0 12 0 1469.809 sp|P04003 sp|P04003|C4 574 585 yes yes 2;3 2.10E-196 289.46 2278 167 2318 364673;36467170223;170 170505 356
LSLESLTSYFSIESSTK AKGAVDHKLSLESLTS FSIESSTKGDVKGSVL K L S T K G 0 0 0 0 0 0 2 0 0 1 3 1 0 1 0 6 2 0 1 0 0 0 17 0 1890.946 sp|P04114sp|P04114|AP 3481 3497 yes yes 2;3 4.18E-122 185.57 2279 174 2319 365109;36511170590;170 170625 36
LSLPDFK LHVPRNLKLSLPDFKE KLSLPDFKELCTISHI K L S F K E 0 0 0 1 0 0 0 0 0 0 2 1 0 1 1 1 0 0 0 0 0 0 7 0 818.4538 sp|P04114sp|P04114|AP 3315 3321 yes yes 2 0.0091192 110.34 2280 174 2320 365191;36519170626;170 170631 24
LSMDGSPTR EKCKCFLRLSMDGSPT SMDGSPTRIAYGTQGS R L S T R I 0 1 0 1 0 0 0 1 0 0 1 0 1 0 1 2 1 0 0 0 0 0 9 0 962.4491 sp|P03952 sp|P03952|KLK 351 359 yes yes 2 3.44E-08 143.01 2281 166 2321 365301;36530170650;170 170654 42
LSMDIDVSYK SLLVKQLRLSMDIDVS MDIDVSYKHKGALHNY R L S Y K H 0 0 0 2 0 0 0 0 0 1 1 1 1 0 0 2 0 0 1 1 0 0 10 0 1169.564 sp|P01031 sp|P01031|CO 1309 1318 yes yes 2 0.0014654 93.111 2282 98 2322 365424;36542170692;170 170698 8
LSNDMMGSYAEMK KVSQEGLKLSNDMMGS MGSYAEMKFDHTNSLN K L S M K F 1 0 1 1 0 0 1 1 0 0 1 1 3 0 0 2 0 0 1 0 0 0 13 0 1475.61 sp|P04114sp|P04114|AP 1738 1750 yes yes 2 2.09E-16 125.22 2283 174 2323 365450;36545170700;170 170743 46
LSNENHGIAQR VDYDFLKRLSNENHGI ENHGIAQRIYGNQDTS R L S Q R I 1 1 2 0 0 1 1 1 1 1 1 0 0 0 0 1 0 0 0 0 0 0 11 0 1237.616 sp|P19823 sp|P19823|ITIH 465 475 yes yes 2;3 2.22E-11 123.5 2284 304 2324 365571;36557170748;170 170750 16
LSNNALSGLPQGVFGK LTSLQTLKLSNNALSG LPQGVFGKLGSLQELF K L S G K L 1 0 2 0 0 1 0 3 0 0 3 1 0 1 1 2 0 0 0 1 0 0 16 0 1600.857 sp|P22792 sp|P22792|CP 200 215 yes yes 2;3 2.27E-64 155.24 2285 315 2325 365733;36573170765;170 170774 172
LSNVLQQVK KLKETIQKLSNVLQQV SNVLQQVKIKDYFEKL K L S V K I 0 0 1 0 0 2 0 0 0 0 2 1 0 0 0 1 0 0 0 2 0 0 9 0 1027.603 sp|P04114sp|P04114|AP 2377 2385 yes yes 2 1.13E-14 161.9 2286 174 2326 366040;36604170937;170 170988 73
LSPEELLLR ESLEDLMKLSPEELLL SPEELLLRWANYHLEN K L S L R W 0 1 0 0 0 0 2 0 0 0 4 0 0 0 1 1 0 0 0 0 0 0 9 0 1068.618 sp|P13796sp|P13796|PLS 264 272 yes no 2 0.0008529 120.46 2287 279 2327 366178;36617171010;17 171016 102
LSPIYNLVPVK APVLISQKLSPIYNLV IYNLVPVKMKNAHLKK K L S V K M 0 0 1 0 0 0 0 0 0 1 2 1 0 0 2 1 0 0 1 2 0 0 11 0 1241.738 sp|P02748sp|P02748|CO 473 483 yes yes 2 2.33E-05 105.1 2288 150 2328 366333;36633171112;17 171121 130
LSPLGEEMR KLHELQEKLSPLGEEM SPLGEEMRDRARAHVD K L S M R D 0 1 0 0 0 0 2 1 0 0 2 0 1 0 1 1 0 0 0 0 0 0 9 0 1030.512 sp|P02647sp|P02647|AP 165 173 yes yes 2 6.08E-19 163.9 2290 136 2330 366822;36682171245;17 171258 94
LSQEDPDYGIR LSVEDAARLSQEDPDY EDPDYGIRDLFNAIAT R L S I R D 0 1 0 2 0 1 1 1 0 1 1 0 0 0 1 1 0 0 1 0 0 0 11 0 1291.604 sp|P04040sp|P04040|CA 253 263 yes yes 2 0.0046389 72.643 2291 169 2331 367017;36701 171339 171339 1
LSQLSVTDVTTSSLR TSEESRPRLSQLSVTD DVTTSSLRLNWEAPPG R L S L R L 0 1 0 1 0 1 0 0 0 0 3 0 0 0 0 4 3 0 0 2 0 0 15 0 1605.857 sp|P22105 sp|P22105|TEN 3656 3670 yes no 2 1.57E-25 121.08 2292 312 2332 367023;36702171340;17 171344 12
LSQSGEVGEPAGTDPGLDDLDVALSNLEVK ALQYHINKLSQSGEVG ALSNLEVKLEGSAPTD K L S V K L 2 0 1 4 0 1 3 4 0 0 5 1 0 0 2 3 1 0 0 3 0 0 30 0 3024.478 sp|Q86UX7sp|Q86UX7|UR 304 333 yes yes 3 1.41E-20 72.687 2293 497 2333 367110;36711171354;17 171354 5
LSSGLVTAALYGR HYFLRKSRLSSGLVTA VTAALYGRLYERD___ R L S G R L 2 1 0 0 0 0 0 2 0 0 3 0 0 0 0 2 1 0 1 1 0 0 13 0 1306.725 sp|P43251 sp|P43251|BT 526 538 yes yes 2 3.93E-163 229.17 2294 360 2334 367131;36713171359;17 171518 172
LSSPAVITDK RKDIALLKLSSPAVIT SPAVITDKVIPACLPS K L S D K V 1 0 0 1 0 0 0 0 0 1 1 1 0 0 1 2 1 0 0 1 0 0 10 0 1029.571 sp|P00747sp|P00747|PLM 671 680 yes yes 2 1.35E-06 115.86 2296 87 2336 367595;36759171611;17 171627 94
LSSTWEGIQAGK SKDRILIKLSSTWEGI WEGIQAGKELEEQHGI K L S G K E 1 0 0 0 0 1 1 2 0 1 1 1 0 0 0 2 1 1 0 0 0 0 12 0 1275.646 sp|P37837sp|P37837|TA 143 154 yes yes 2 4.90E-10 114.5 2297 356 2337 367943;36794171705;17 171706 2
LSSVTAADTAVYYCAR SKNQFSLKLSSVTAAD TAVYYCAR________ K L S A R - 4 1 0 1 1 0 0 0 0 0 1 0 0 0 0 2 2 0 2 2 0 0 16 0 1746.825 sp|P01825 sp|P01825|HV 101 116 yes no 2 2.64E-06 109.6 2298 122 2338 367971;36797 171707 171707 1
LSSWVLLMK FNIQHCKKLSSWVLLM SSWVLLMKYLGNATAI K L S M K Y 0 0 0 0 0 0 0 0 0 0 3 1 1 0 0 2 0 1 0 1 0 0 9 0 1075.61 sp|P01009sp|P01009|A1A 259 267 yes yes 2 0.0007999 121.62 2299 93 2339 367973;36797171708;17 171713 86
LSVEALNSLTGEFK GERRAVEKLSVEALNS NSLTGEFKGKYYPLKS K L S F K G 1 0 1 0 0 0 2 1 0 0 3 1 0 1 0 2 1 0 0 1 0 0 14 0 1506.793 sp|P06732 sp|P06732|KC 157 170 yes yes 2 4.09E-42 150.46 2300 207 2340 368140;36814171794;17 171797 7
LSYEGEVTK VLTVPKLKLSYEGEVT SYEGEVTKSLQEMKLQ K L S T K S 0 0 0 0 0 0 2 1 0 0 1 1 0 0 0 1 1 0 1 1 0 0 9 0 1024.508 sp|P36955 sp|P36955|PED 319 327 yes yes 2 0.010104 76.827 2301 353 2341 368153;36815171801;17 171801 33
LSYTCEGGFR ESYAHGTKLSYTCEGG YTCEGGFRISEENETT K L S F R I 0 1 0 0 1 0 1 2 0 0 1 0 0 1 0 1 1 0 1 0 0 0 10 0 1188.523 sp|P08603 sp|P08603|CFA 897 906 yes yes 2 2.24E-74 202.45 2302 233 2342 368300;36830171834;17 171930 242
LTAFPSESVK QVTPKDIKLTAFPSES AFPSESVKEGDTVIIS K L T V K E 1 0 0 0 0 0 1 0 0 0 1 1 0 1 1 2 1 0 0 1 0 0 10 0 1077.571 sp|P19320sp|P19320|VC 605 614 yes yes 2 0.0016319 91.867 2303 302 2343 368611;36861172078;17 172078 19
LTESYCETWR GSDPNGRRLTESYCET ESYCETWRTEAPSATG R L T W R T 0 1 0 0 1 0 2 0 0 0 1 0 0 0 0 1 2 1 1 0 0 0 10 0 1343.582 sp|P39060sp|P39060|CO 1701 1710 yes yes 2 8.11E-07 122.13 2304 357 2344 368737;36873172097;17 172098 3
LTFINDLCGPR ACCAEEEKLTFINDLC INDLCGPRRNIWRDPA K L T P R R 0 1 1 1 1 0 0 1 0 1 2 0 0 1 1 0 1 0 0 0 0 0 11 0 1304.655 sp|Q16610sp|Q16610|EC 466 476 yes yes 2 1.03E-81 204.7 2305 475 2345 368838;36883172100;17 172235 162
LTGISDPVTVK MQKLACGKLTGISDPV ISDPVTVKTSGSRFGS K L T V K T 0 0 0 1 0 0 0 1 0 1 1 1 0 0 1 1 2 0 0 2 0 0 11 0 1128.639 sp|Q99784sp|Q99784|NO 230 240 yes yes 2 0.0008898 83.869 2306 521 2346 369095;36909172270;17 172271 2
LTGMAFR VIPELNGKLTGMAFRV KLTGMAFRVPTANVSV K L T F R V 1 1 0 0 0 0 0 1 0 0 1 0 1 1 0 0 1 0 0 0 0 0 7 0 794.4109 sp|P04406sp|P04406|G3 228 234 yes no 2 5.65E-05 150.82 2307 181 2347 369202;36920172272;17 172280 28
LTGSCSYVLFQNK TFDGQNFKLTGSCSYV SYVLFQNKEQDLEVIL K L T N K E 0 0 1 0 1 1 0 1 0 0 2 1 0 1 0 2 1 0 1 1 0 0 13 0 1515.739 sp|P04275 sp|P04275|VW 1968 1980 yes yes 2 2.39E-10 105.52 2308 179 2348 369327;36932 172300 172300 1
LTGSSGFVTDGPGNYK QHCGGRFRLTGSSGFV TDGPGNYKYKTKCTWL R L T Y K Y 0 0 1 1 0 0 0 4 0 0 1 1 0 1 1 2 2 0 1 1 0 0 16 0 1598.758 sp|O75882sp|O75882|AT 138 153 yes yes 2 1.36E-264 251.24 2309 64 2349 369359;36936172301;17 172302 151
LTIGEGQQHHLGGAK MKIIPFNRLTIGEGQQ QHHLGGAKQVRPEHPA R L T A K Q 1 0 0 0 0 2 1 4 2 1 2 1 0 0 0 0 1 0 0 0 0 0 15 0 1544.806 sp|P02679sp|P02679|FIB 418 432 yes yes 3;4 5.90E-05 75.462 2310 144 2350 369536;36953172452;17 172453 7
LTILAAR ENSENGSKLTILAARQ KLTILAARQEHCGCYT K L T A R Q 2 1 0 0 0 0 0 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 7 0 756.4858 sp|Q15746sp|Q15746|MY 1295 1301 yes yes 2 0.0032244 127.66 2311 472 2351 369641;36964 172459 172459 1
LTISEQNIQR KTLQELKKLTISEQNI ISEQNIQRANLFNKLV K L T Q R A 0 1 1 0 0 2 1 0 0 2 1 0 0 0 0 1 1 0 0 0 0 0 10 0 1200.646 sp|P04114sp|P04114|AP 335 344 yes yes 2 7.47E-182 243.74 2312 174 2352 369662;36966172460;17 172480 155
LTLDIQNK TEGKTSYRLTLDIQNK LTLDIQNKKITEVALM R L T N K K 0 0 1 1 0 1 0 0 0 1 2 1 0 0 0 0 1 0 0 0 0 0 8 0 943.5339 sp|P04114sp|P04114|AP 1092 1099 yes yes 2 1.78E-30 179.16 2313 174 2353 369865;36986172616;17 172639 112
LTLEQIDLIR TQDRDALRLTLEQIDL LEQIDLIRRMCASYSE R L T I R R 0 1 0 1 0 1 1 0 0 2 3 0 0 0 0 0 1 0 0 0 0 0 10 0 1212.708 sp|Q9H4A9sp|Q9H4A9|DP 148 157 yes yes 2 1.19E-24 166.52 2314 528 2354 370084;37008172728;17 172729 127
LTLLAPLNSVFK NHLSGSERLTLLAPLN APLNSVFKDGTPPIDA R L T F K D 1 0 1 0 0 0 0 0 0 0 4 1 0 1 1 1 1 0 0 1 0 0 12 0 1314.791 sp|Q15582sp|Q15582|BG 410 421 yes yes 2 6.99E-19 129.7 2315 470 2355 370286;37028172856;17 172959 103
LTLTPWVGLR QSSQSMSKLTLTPWVG LTPWVGLRKINVSYWC K L T L R K 0 1 0 0 0 0 0 1 0 0 3 0 0 0 1 0 2 1 0 1 0 0 10 0 1154.681 sp|O75882sp|O75882|AT 851 860 yes yes 2 5.64E-88 210.26 2316 64 2356 370451;37045172960;17 172969 168
LTMQVHHCVVVK TTPTVRAKLTMQVHHC VHHCVVVKPTPAMLTT K L T V K P 0 0 0 0 1 1 0 0 2 0 1 1 1 0 0 0 1 0 0 4 0 0 12 0 1449.759 sp|O60721sp|O60721|NC 387 398 yes yes 2 0.0017224 73.985 2317 58 2357 370628;37062173128;173 173128 10 8
LTPYADEFK NVEELKGRLTPYADEF TPYADEFKVKIDQTVE R L T F K V 1 0 0 1 0 0 1 0 0 0 1 1 0 1 1 0 1 0 1 0 0 0 9 0 1082.528 sp|P06727sp|P06727|AP 201 209 yes yes 2 0.0050046 88.294 2319 206 2359 370883;37088173197;173 173250 82
LTQAQIFDYGEIPNFPR GLGGLTDKLTQAQIFD GEIPNFPRSTVPGHAG K L T P R S 1 1 1 1 0 2 1 1 0 2 1 0 0 2 2 0 1 0 1 0 0 0 17 0 2008.005 sp|P00491 sp|P00491|PN 42 58 yes yes 2;3 4.60E-48 177.64 2320 76 2360 371138;37113173281;173 173285 5
LTQLNLDR ATLMPYTRLTQLNLDR LTQLNLDRCELTKLQV R L T D R C 0 1 1 1 0 1 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 8 0 971.54 sp|P07359sp|P07359|GP 73 80 yes yes 2 2.18E-19 143.61 2321 217 2361 371224;37122173286;173 173333 54
LTQLYEQAR DPKTDPVRLTQLYEQA TQLYEQARWDLLLEEI R L T A R W 1 1 0 0 0 2 1 0 0 0 2 0 0 0 0 0 1 0 1 0 0 0 9 0 1120.588 sp|Q86UX7sp|Q86UX7|UR 268 276 yes yes 2 5.20E-34 178.3 2322 497 2362 371333;37133173340;173 173342 29
LTSLPLGALR VLDVSFNRLTSLPLGA SLPLGALRGLGELQEL R L T L R G 1 1 0 0 0 0 0 1 0 0 4 0 0 0 1 1 1 0 0 0 0 0 10 0 1039.639 sp|P07359sp|P07359|GP 128 137 yes yes 2 7.48E-15 148.38 2323 217 2363 371437;37143173369;173 173488 132
LTVAAPPSGGPGFLSIER SPHPAIARLTVAAPPS PGFLSIERPDSRPPRV R L T E R P 2 1 0 0 0 0 1 3 0 1 2 0 0 1 3 2 1 0 0 1 0 0 18 0 1767.952 sp|P0C0L4 sp|P0C0L4|CO 460 477 no no 2;3 2.64E-74 199.8 2325 245;246 2365 371789;37179173528;173 173726 534
LTVAAPPSGGPGFLSIERPDSR SPHPAIARLTVAAPPS SIERPDSRPPRVGDTL R L T S R P 2 2 0 1 0 0 1 3 0 1 2 0 0 1 4 3 1 0 0 1 0 0 22 1 2223.165 sp|P0C0L4 sp|P0C0L4|CO 460 481 no no 3 5.82E-41 116.73 2326 245;246 2366 372229;37223174063;174 174063 4
LTVAAPPSGGPGFLSIERPDSRPPR SPHPAIARLTVAAPPS RPDSRPPRVGDTLNLN R L T P R V 2 3 0 1 0 0 1 3 0 1 2 0 0 1 6 3 1 0 0 1 0 0 25 2 2573.371 sp|P0C0L4 sp|P0C0L4|CO 460 484 no no 3;4 2.62E-57 116.48 2327 245;246 2367 372242;37224174068;174 174179 118
LTVEDLEK MQQVNVLKLTVEDLEK LTVEDLEKERDFYFGK K L T E K E 0 0 0 1 0 0 2 0 0 0 2 1 0 0 0 0 1 0 0 1 0 0 8 0 945.5019 sp|Q15691sp|Q15691|MA 205 212 yes yes 2 0.0009185 94.114 2328 471 2368 372394;37239174186;174 174188 3
LTVEDPVTVEYITR RVECQSHRLTVEDPVT VTVEYITRYIASLKQR R L T T R Y 0 1 0 1 0 0 2 0 0 1 1 0 0 0 1 0 3 0 1 3 0 0 14 0 1633.856 sp|O14818sp|O14818|PS 96 109 yes no 2 0.0023644 62.408 2329 49 2369 372450;37245 174189 174189 1
LTVGAAQVPAQLLVGALR VKALRVRRLTVGAAQV QLLVGALRVLAYSRLK R L T L R V 4 1 0 0 0 2 0 2 0 0 4 0 0 0 1 0 1 0 0 3 0 0 18 0 1776.062 sp|P08571 sp|P08571|CD 94 111 yes yes 2;3 4.50E-181 215.08 2330 232 2370 372459;37246174190;174 174513 325
LTVGLTR RAQITGYRLTVGLTRR RLTVGLTRRGQPRQYN R L T T R R 0 1 0 0 0 0 0 1 0 0 2 0 0 0 0 0 2 0 0 1 0 0 7 0 758.465 sp|P02751 sp|P02751|FIN 1029 1035 yes yes 2 1.43E-20 173.85 2331 153 2371 372848;37284174515;174 174527 72
LTVLPPELGNLDLTGQK ELHIQGNRLTVLPPEL NLDLTGQKQVFKAENN R L T Q K Q 0 0 1 1 0 1 1 2 0 0 5 1 0 0 2 0 2 0 0 1 0 0 17 0 1807.009 sp|Q15404sp|Q15404|RS 192 208 yes yes 2;3 0.0002166 61.038 2332 468 2372 373249;37325174587;174 174587 4
LTVLSQPK VVFGGGTKLTVLSQPK LTVLSQPK________ K L T P K - 0 0 0 0 0 1 0 0 0 0 2 1 0 0 1 1 1 0 0 1 0 0 8 0 884.5331 sp|P80748sp|P80748|LV3 104 111 yes yes 2 0.020189 97.798 2333 423 2373 373387;37338174591;174 174593 6
LTVSIEAR RSSCGSLRLTVSIEAR LTVSIEARAAGP____ R L T A R A 1 1 0 0 0 0 1 0 0 1 1 0 0 0 0 1 1 0 0 1 0 0 8 0 887.5076 sp|P22792 sp|P22792|CP 534 541 yes yes 2 9.93E-48 173.59 2334 315 2374 373505;37350174597;174 174612 37
LTVSSLQESGLK SPSGDARRLTVSSLQE SLQESGLKVNQPASFA R L T L K V 0 0 0 0 0 1 1 1 0 0 3 1 0 0 0 3 1 0 0 1 0 0 12 0 1260.693 sp|P21333 sp|P21333|FLN 2335 2346 yes yes 2 9.64E-27 150.08 2335 310 2375 373842;37384174634;174 174649 49
LTYAYFAGGDAGDAFDGFDFGDDPSDK GPEADKYRLTYAYFAG FGDDPSDKFFTSHNGM R L T D K F 4 0 0 7 0 0 0 5 0 0 1 1 0 4 1 1 1 0 2 0 0 0 27 0 2833.167 sp|P02679sp|P02679|FIB 302 328 yes yes 2;3 1.82E-10 70.784 2336 144 2376 373962;37396174683;174 174684 58
LTYNHGGITGSR VVASQATKLTYNHGGI HGGITGSRGLQAGDVV K L T S R G 0 1 1 0 0 0 0 3 1 1 1 0 0 0 0 1 2 0 1 0 0 0 12 0 1274.637 sp|Q9Y6R7sp|Q9Y6R7|FC 276 287 yes yes 3 4.74E-08 78.705 2337 559 2377 374142;37414 174741 174741 1
LTYTNWNEGEPNNAGSDEDCVLLLK FVDLTGNRLTYTNWNE EDCVLLLKNGQWNDVP R L T L K N 1 0 4 2 1 0 3 2 0 0 4 1 0 0 1 1 2 1 1 1 0 0 25 0 2851.297 sp|P11226sp|P11226|MB 203 227 yes yes 2;3 1.04E-10 89.642 2338 258 2378 374166;37416174742;174 174742 11
LVAYYTLIGASGQR TDFIPSFRLVAYYTLI LIGASGQREVVADSVW R L V Q R E 2 1 0 0 0 1 0 2 0 1 2 0 0 0 0 1 1 0 2 1 0 0 14 0 1510.814 sp|P01024sp|P01024|CO 531 544 yes yes 2 6.41E-25 127.42 2340 97 2380 375563 175291 175291 1
LVCPADNLR SCRPPMVKLVCPADNL VCPADNLRAEGLECTK K L V L R A 1 1 1 1 1 0 0 0 0 0 2 0 0 0 1 0 0 0 0 1 0 0 9 0 1056.539 sp|P04275 sp|P04275|VW 774 782 yes yes 2 9.02E-06 139.28 2341 179 2381 375564;37556175292;175 175298 23
LVCSGLLQASK WAVEGGNKLVCSGLLQ SGLLQASKSNLISGSV K L V S K S 1 0 0 0 1 1 0 1 0 0 3 1 0 0 0 2 0 0 0 1 0 0 11 0 1174.638 sp|Q9UHGsp|Q9UHG3|PC 256 266 yes yes 2 0.0061753 74.173 2342 546 2382 375741;37574175315;175 175316 0
LVDEDMNSFK SEIVVAGRLVDEDMNS DEDMNSFKADVKGHGA R L V F K A 0 0 1 2 0 0 1 0 0 0 1 1 1 1 0 1 0 0 0 1 0 0 10 0 1196.538 sp|Q06033sp|Q06033|ITI 507 516 yes yes 2 7.33E-07 124.23 2343 436 2383 375823;37582175318;175 175319 9
LVDFLSR TDYGSKEKLVDFLSRG KLVDFLSRGMTQLQGT K L V S R G 0 1 0 1 0 0 0 0 0 0 2 0 0 1 0 1 0 0 0 1 0 0 7 0 848.4756 sp|P12111 sp|P12111|CO 2698 2704 yes yes 2 0.0039703 138.85 2344 263 2384 375962;37596175327;175 175338 20
LVDPQGPLK GPLSSCHKLVDPQGPL VDPQGPLKDCIFDLCL K L V L K D 0 0 0 1 0 1 0 1 0 0 2 1 0 0 2 0 0 0 0 1 0 0 9 0 965.5546 sp|Q9Y6R7sp|Q9Y6R7|FC 1477 1485 yes no 2 0.0007446 111.82 2345 559 2385 376041;37604175347;175 175373 44
LVEENALAPDFSK TGDNCTIKLVEENALA ALAPDFSKGSYRYAPM K L V S K G 2 0 1 1 0 0 2 0 0 0 2 1 0 1 1 1 0 0 0 1 0 0 13 0 1431.725 sp|Q13201sp|Q13201|MM 1080 1092 yes yes 2 9.51E-05 84.658 2346 447 2386 376187 175391 175391 1
LVELAHQYK QIQVLMDKLVELAHQY VELAHQYKLKETIQKL K L V Y K L 1 0 0 0 0 1 1 0 1 0 2 1 0 0 0 0 0 0 1 1 0 0 9 0 1099.603 sp|P04114sp|P04114|AP 2361 2369 yes yes 3 0.01001 49.715 2347 174 2387 376188;37618 175392 175392 1
LVEVNPK PNQTPNSKLVEVNPKS KLVEVNPKSEDAGGAE K L V P K S 0 0 1 0 0 0 1 0 0 0 1 1 0 0 1 0 0 0 0 2 0 0 7 0 797.4647 sp|Q92954sp|Q92954|PR 1087 1093 yes yes 2 0.060547 79.454 2348 512 2388 376255;37625175393;175 175393 2
LVFQQFDLEPSEGCFYDYVK VPTGYRVKLVFQQFDL GCFYDYVKISADKKSL K L V V K I 0 0 0 2 1 2 2 1 0 0 2 1 0 3 1 1 0 0 2 2 0 0 20 0 2483.136 sp|P00736sp|P00736|C1 58 77 yes yes 2;3 1.17E-211 215.87 2349 81 2389 376288;37628175395;175 175664 273
LVGFIDDAVK KIKDYFEKLVGFIDDA GFIDDAVKKLNELSFK K L V V K K 1 0 0 2 0 0 0 1 0 1 1 1 0 1 0 0 0 0 0 2 0 0 10 0 1075.591 sp|P04114sp|P04114|AP 2393 2402 yes yes 2 0.0023443 87.308 2350 174 2390 376625;37662175668;175 175670 50
LVGGDIPCSGR CSAHREPRLVGGDIPC GDIPCSGRVEVKHGDT R L V G R V 0 1 0 1 1 0 0 3 0 1 1 0 0 0 1 1 0 0 0 1 0 0 11 0 1129.555 sp|Q86VB7sp|Q86VB7|C1 480 490 yes yes 2 0.0016394 79.974 2351 498 2391 376729;37673175718;175 175720 4
LVGGDNLCSGR CEDPFDLRLVGGDNLC GDNLCSGRLEVLHKGV R L V G R L 0 1 1 1 1 0 0 3 0 0 2 0 0 0 0 1 0 0 0 1 0 0 11 0 1146.545 sp|O43866sp|O43866|CD 246 256 yes yes 2 8.13E-08 116.3 2352 57 2392 376788;37678175722;175 175740 28
LVGGPMDASVEEEGVR SSPGKPPRLVGGPMDA SVEEEGVRRALDFAVG R L V V R R 1 1 0 1 0 0 3 3 0 0 1 0 1 0 1 1 0 0 0 3 0 0 16 0 1643.783 sp|P01034sp|P01034|CYT 35 50 yes yes 2 1.57E-48 168.94 2353 100 2393 376959;37696175750;175 175756 79
LVGITSWGEGCAR CKHNGMWRLVGITSWG SWGEGCARREQPGVYT R L V A R R 1 1 0 0 1 0 1 3 0 1 1 0 0 0 0 1 1 1 0 1 0 0 13 0 1404.682 sp|P03952 sp|P03952|KLK 592 604 yes yes 2 2.96E-67 185.14 2354 166 2394 377132;37713175829;175 175850 297
LVGITSWGEGCARR CKHNGMWRLVGITSWG WGEGCARREQPGVYTK R L V R R E 1 2 0 0 1 0 1 3 0 1 1 0 0 0 0 1 1 1 0 1 0 0 14 1 1560.783 sp|P03952 sp|P03952|KLK 592 605 yes yes 2 0.019652 57.859 2355 166 2395 377433 176131 176131 1
LVHCPIETQVLR SEDKVLGRLVHCPIET PIETQVLREAEEHQET R L V L R E 0 1 0 0 1 1 1 0 1 1 2 0 0 0 1 0 1 0 0 2 0 0 12 0 1463.792 sp|Q99969sp|Q99969|RA 114 125 yes yes 3 3.08E-08 78.488 2356 522 2396 377434;37743176132;176 176133 5
LVHVEEPHTETVR VMGRGHARLVHVEEPH EPHTETVRKYFPETWI R L V V R K 0 1 0 0 0 0 3 0 2 0 1 0 0 0 1 0 2 0 0 3 0 0 13 0 1544.795 sp|P01023 sp|P01023|A2 720 732 yes yes 3;4 7.33E-23 131.69 2357 96 2397 377470;37747176137;176 176145 14
LVIIEGDLER KYEEVARKLVIIEGDL IIEGDLERTEERAELA K L V E R T 0 1 0 1 0 0 2 1 0 2 2 0 0 0 0 0 0 0 0 1 0 0 10 0 1155.65 sp|P06753 sp|P06753|TPM 170 179 yes yes 2 0.0023458 99.802 2358 210 2398 377622;37762176151;176 176151 22
LVIIESDLER KYEEVARKLVIIESDL IIESDLERAEERAELS K L V E R A 0 1 0 1 0 0 2 0 0 2 2 0 0 0 0 1 0 0 0 1 0 0 10 0 1185.661 sp|P09493 sp|P09493|TPM 169 178 yes yes 2 0.0023458 99.802 2359 241 2399 377697;37769176173;176 176175 10
LVIITAGAR YNVTANSKLVIITAGA VIITAGARQQEGESRL K L V A R Q 2 1 0 0 0 0 0 1 0 2 1 0 0 0 0 0 1 0 0 1 0 0 9 0 912.5757 sp|P00338sp|P00338|LD 91 99 yes yes 2 3.16E-11 153.73 2360 70 2400 377737;37773176183;176 176246 67
LVINGNPITIFQER TVKAENGKLVINGNPI PITIFQERDPSKIKWG K L V E R D 0 1 2 0 0 1 1 1 0 3 1 0 0 1 1 0 1 0 0 1 0 0 14 0 1612.894 sp|P04406sp|P04406|G3 67 80 yes yes 2 5.04E-12 122.7 2362 181 2402 378061;37806176354;176 176354 2
LVIPSELGYGER MCEGEKRKLVIPSELG SELGYGERGAPPKIPG K L V E R G 0 1 0 0 0 0 2 2 0 1 2 0 0 0 1 1 0 0 1 1 0 0 12 0 1331.709 sp|P26885 sp|P26885|FKB 104 115 yes yes 2 0.0010758 70.1 2363 329 2403 378077;37807176356;176 176357 1
LVLLNAIYLSAK DSLPSDTRLVLLNAIY NAIYLSAKWKTTFDPK R L V A K W 2 0 1 0 0 0 0 0 0 1 4 1 0 0 0 1 0 0 1 1 0 0 12 0 1316.807 sp|P05155 sp|P05155|IC1 287 298 yes yes 2 3.03E-06 95.573 2364 191 2404 378093;37809176358;176 176358 175
LVLPSLISSR DSTKSRTKLVLPSLIS LPSLISSRIYVVDVGS K L V S R I 0 1 0 0 0 0 0 0 0 1 3 0 0 0 1 3 0 0 0 1 0 0 10 0 1083.665 sp|Q13228sp|Q13228|SB 94 103 yes yes 2 0.000952 96.948 2365 449 2405 378495;37849176546;176 176547 10
LVLVGDGGTGK GEPQVQFKLVLVGDGG VGDGGTGKTTFVKRHL K L V G K T 0 0 0 1 0 0 0 4 0 0 2 1 0 0 0 0 1 0 0 2 0 0 11 0 1014.571 sp|P62826sp|P62826|RA 13 23 yes yes 2 0.016262 60.518 2366 408 2406 378524;37852 176556 176556 1
LVNGQSHISLSK RGLESQTKLVNGQSHI QSHISLSKAEFQDALE K L V S K A 0 0 1 0 0 1 0 1 1 1 2 1 0 0 0 3 0 0 0 1 0 0 12 0 1281.704 sp|P0C0L4 sp|P0C0L4|CO 305 316 no no 2;3 6.76E-19 129.88 2369 245;246 2409 379134;37913176816;176 176817 6
LVNIAVDER KYDRAQKRLVNIAVDE VNIAVDERSSPYYALR R L V E R S 1 1 1 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 0 2 0 0 9 0 1027.566 sp|Q9NQ7 sp|Q9NQ79|CR 92 100 yes yes 2 0.0007505 115.49 2370 535 2410 379208;37920176822;176 176828 15
LVPLLDTGDIIIDGGNSEYR AVDDFIEKLVPLLDTG DGGNSEYRDTTRRCRD K L V Y R D 0 1 1 3 0 0 1 3 0 3 3 0 0 0 1 1 1 0 1 1 0 0 20 0 2159.111 sp|P52209sp|P52209|6PG 88 107 yes yes 2 3.95E-06 73.386 2372 380 2412 379730 177133 177133 1
LVPNPGQEDADR PDSRDNCRLVPNPGQE PGQEDADRDGVGDVCQ R L V D R D 1 1 1 2 0 1 1 1 0 0 1 0 0 0 2 0 0 0 0 1 0 0 12 0 1309.626 sp|P49747sp|P49747|CO 486 497 yes yes 2 2.32E-09 112.71 2373 373 2413 379731;37973177134;177 177138 26
LVPPMEEDYPQFGSPK KLFGPDLKLVPPMEED YPQFGSPK________ K L V P K - 0 0 0 1 0 1 2 1 0 0 1 1 1 1 4 1 0 0 1 1 0 0 16 0 1832.866 sp|P08697sp|P08697|A2A 476 491 yes yes 2 1.10E-63 151.13 2374 235 2414 379837;37983177161;177 177167 63
LVPVLSAK ELLQDNAKLVPVLSAK LVPVLSAKAAQASDLE K L V A K A 1 0 0 0 0 0 0 0 0 0 2 1 0 0 1 1 0 0 0 2 0 0 8 0 825.5324 sp|P37837sp|P37837|TA 270 277 yes yes 2 0.019718 99.139 2375 356 2415 380061;38006177227;177 177227 9
LVQAAQMLQSDPYSVPAR KVENACTKLVQAAQML DPYSVPARDYLIDGSR K L V A R D 3 1 0 1 0 3 0 0 0 0 2 0 1 0 2 2 0 0 1 2 0 0 18 0 1973.004 sp|P18206sp|P18206|VIN 88 105 yes yes 2 2.13E-39 122.39 2376 300 2416 380139;38014 177236 177236 1
LVQAFQFTDK RSVDETLRLVQAFQFT QAFQFTDKHGEVCPAG R L V D K H 1 0 0 1 0 2 0 0 0 0 1 1 0 2 0 0 1 0 0 1 0 0 10 0 1195.624 sp|Q06830sp|Q06830|PR 159 168 yes yes 2 4.54E-11 144.09 2377 438 2417 380146;38014 177237 177237 1
LVVDLTDIDPDVAYSSVPYEK GETHPFTKLVVDLTDI YSSVPYEKGFALLFYL K L V E K G 1 0 0 4 0 0 1 0 0 1 2 1 0 0 2 2 1 0 2 4 0 0 21 0 2337.163 sp|P09960sp|P09960|LKH 366 386 yes yes 2 0.0012008 47.666 2380 243 2421 380847;38084 177451 177451 1
LVVLPFPK FLEPMEEKLVVLPFPK LVVLPFPKEKARTAEC K L V P K E 0 0 0 0 0 0 0 0 0 0 2 1 0 1 2 0 0 0 0 2 0 0 8 0 911.5844 sp|Q9UGMsp|Q9UGM5|F 353 360 yes yes 2 0.019741 89.673 2381 545 2422 380852;38085177452;177 177544 93
LVWEEAMSR TNRLECAKLVWEEAMS VWEEAMSRFCEAEFSV K L V S R F 1 1 0 0 0 0 2 0 0 0 1 0 1 0 0 1 0 1 0 1 0 0 9 0 1119.538 sp|Q16610sp|Q16610|EC 235 243 yes yes 2 6.75E-16 151.04 2383 475 2424 381071;38107177546;177 177554 110
LVWVPSDK QADWAAKKLVWVPSDK LVWVPSDKSGFEPASL K L V D K S 0 0 0 1 0 0 0 0 0 0 1 1 0 0 1 1 0 1 0 2 0 0 8 0 942.5175 sp|P35579sp|P35579|MY 31 38 yes yes 2 0.021277 86.794 2384 350 2425 381240;38124177656;177 177656 5
LVYPSCEEK RAMCQNGKLVYPSCEE VYPSCEEK________ K L V E K - 0 0 0 0 1 0 2 0 0 0 1 1 0 0 1 1 0 0 1 1 0 0 9 0 1123.522 sp|P36980sp|P36980|FH 262 270 yes yes 2 0.0009211 107.01 2385 354 2426 381285;38128177661;177 177662 22
LWAYLTIEQLLEK IFGNYIERLWAYLTIE TIEQLLEKRKNAHGEE R L W E K R 1 0 0 0 0 1 2 0 0 1 4 1 0 0 0 0 1 1 1 0 0 0 13 0 1618.897 sp|Q06033sp|Q06033|ITI 557 569 yes yes 2 2.41E-06 89.548 2386 436 2427 381388;38138 177685 177685 0
LWAYLTIQELLAK MLENHVERLWAYLTIQ TIQELLAKRMKVDREE R L W A K R 2 0 0 0 0 1 1 0 0 1 4 1 0 0 0 0 1 1 1 0 0 0 13 0 1560.892 sp|P19827sp|P19827|ITIH 565 577 yes no 2 2.38E-13 119.53 2387 305 2428 381410;38141177686;177 177686 2
LWLEGNPWDCGCPLK PQPPGLERLWLEGNPW WDCGCPLKALRDFALQ R L W L K A 0 0 1 1 2 0 1 2 0 0 3 1 0 0 2 0 0 2 0 0 0 0 15 0 1843.839 sp|P35858sp|P35858|ALS 531 545 yes yes 2;3 2.91E-123 202.16 2388 351 2429 381414;38141177688;177 177850 187
LWWLDLK LHIMAGRRLWWLDLKS RLWWLDLKSGAQATWT R L W L K S 0 0 0 1 0 0 0 0 0 0 3 1 0 0 0 0 0 2 0 0 0 0 7 0 972.5433 sp|P02790sp|P02790|HE 380 386 yes yes 1;2 0.0041109 130.05 2389 164 2430 381674;38167177875;177 177943 91
LYDYCDVPQCAAPSFDCGK CYTTNPRKLYDYCDVP APSFDCGKPQVEPKKC K L Y G K P 2 0 0 3 3 1 0 1 0 0 1 1 0 1 2 1 0 0 2 1 0 0 19 0 2264.918 sp|P00747sp|P00747|PLM 551 569 yes yes 2;3 5.29E-31 159.66 2390 87 2431 382154;38215177966;177 177988 146
LYDYCDVPQCAAPSFDCGKPQVEPK CYTTNPRKLYDYCDVP GKPQVEPKKCPGRVVG K L Y P K K 2 0 0 3 3 2 1 1 0 0 1 2 0 1 4 1 0 0 2 2 0 0 25 1 2943.288 sp|P00747sp|P00747|PLM 551 575 yes yes 3;4 9.63E-36 100.08 2391 87 2432 382450;38245178112;178 178136 166
LYGSEAFATDFQDSAAAK RFTEDAKRLYGSEAFA FQDSAAAKKLINDYVK R L Y A K K 5 0 0 2 0 1 1 1 0 0 1 1 0 2 0 2 1 0 1 0 0 0 18 0 1890.864 sp|P01011 sp|P01011|AA 160 177 yes yes 2;3 7.75E-198 226.42 2392 94 2433 382757;38275178278;178 180861 3542
LYHSEAFTVNFGDTEEAK KFLEDVKKLYHSEAFT FGDTEEAKKQINDYVE K L Y A K K 2 0 1 1 0 0 3 1 1 0 1 1 0 2 0 1 2 0 1 1 0 0 18 0 2056.938 sp|P01009sp|P01009|A1A 161 178 yes yes 3 5.37E-06 72.433 2393 93 2434 386296;38629181861;18 181864 5
LYIEYGIQR PMKLPVHKLYIEYGIQ YIEYGIQRITCPNVDG K L Y Q R I 0 1 0 0 0 1 1 1 0 2 1 0 0 0 0 0 0 0 2 0 0 0 9 0 1153.613 sp|Q9NPH sp|Q9NPH3|IL 149 157 yes yes 2 0.0098027 77.282 2394 533 2435 386328;38632181866;18 181866 7
LYIQNLGR QPVQEGLRLYIQNLGR LYIQNLGRELRHTLKD R L Y G R E 0 1 1 0 0 1 0 1 0 1 2 0 0 0 0 0 0 0 1 0 0 0 8 0 975.5502 sp|Q6P988sp|Q6P988|NO 362 369 yes yes 2 0.013488 132.94 2395 486 2436 386463;38646 181873 181873 1
LYLVQGTQVYVFLTK AAFSWEEKLYLVQGTQ QVYVFLTKGGYTLVSG K L Y T K G 0 0 0 0 0 2 0 1 0 0 3 1 0 1 0 0 2 0 2 3 0 0 15 0 1770.992 sp|P02790sp|P02790|HE 318 332 yes yes 2;3 5.76E-31 131.43 2396 164 2437 386474;38647181874;18 181943 164
LYPIANGNNQSPVDIK NGPEQWSKLYPIANGN NQSPVDIKTSETKHDT K L Y I K T 1 0 3 1 0 1 0 1 0 2 1 1 0 0 2 1 0 0 1 1 0 0 16 0 1741.9 sp|P00915 sp|P00915|CA 20 35 yes yes 2 1.14E-08 93.011 2397 90 2438 386879 182044 182044 1
LYSESLAR YETINRIKLYSESLAR LYSESLARYGKSPYLY K L Y A R Y 1 1 0 0 0 0 1 0 0 0 2 0 0 0 0 2 0 0 1 0 0 0 8 0 937.4869 sp|P50395 sp|P50395|GD 211 218 yes no 2 0.023197 78.178 2398 376 2439 386880;38688 182045 182045 1
LYSILGTTLK GGVDGNVRLYSILGTT SILGTTLKDEGKLLEA R L Y L K D 0 0 0 0 0 0 0 1 0 1 3 1 0 0 0 1 2 0 1 0 0 0 10 0 1107.654 sp|O75083sp|O75083|W 471 480 yes yes 2 9.16E-07 119.86 2399 59 2440 386899;38690182046;18 182047 18
LYSNAYLNDLAGCIK MESMNGGKLYSNAYLN NDLAGCIKTLRYCAGW K L Y I K T 2 0 2 1 1 0 0 1 0 1 3 1 0 0 0 1 0 0 2 0 0 0 15 0 1713.84 sp|P00352 sp|P00352|AL1 114 128 yes yes 2 0.0003839 68.44 2400 71 2441 387038;38703 182064 182064 1
LYSVSYLLK LVKHVGSRLYSVSYLL YSVSYLLKDKGEYTLV R L Y L K D 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 2 0 0 2 1 0 0 9 0 1084.617 sp|P21333 sp|P21333|FLN 2613 2621 yes yes 2 0.0040478 93.429 2401 310 2442 387053;38705182065;18 182065 3
LYTDFDEIR KFLHTKNKLYTDFDEI YTDFDEIRQEIENETE K L Y I R Q 0 1 0 2 0 0 1 0 0 1 1 0 0 1 0 0 1 0 1 0 0 0 9 0 1170.556 sp|O00429sp|O00429|DN 100 108 yes yes 2 0.025904 68.224 2402 44 2443 387091;38709 182068 182068 1
LYYGDDEK RYDSTCERLYYGDDEK LYYGDDEKYFRKPYNF R L Y E K Y 0 0 0 2 0 0 1 1 0 0 1 1 0 0 0 0 0 0 2 0 0 0 8 0 1001.434 sp|P07357sp|P07357|CO 197 204 yes yes 2 0.022122 85.212 2403 215 2444 387102;38710182069;18 182071 10
MADLSFIEDTVAFPEK ________________ DTVAFPEKEEDEEEEE - M A E K E 2 0 0 2 0 0 2 0 0 1 1 1 1 2 1 1 1 0 0 1 0 0 16 0 1811.865 sp|P35219sp|P35219|CA 1 16 yes yes 2 0.0063466 42.21 2404 347 2445 387214;38721182079;18 182079 73 2
MAESGYDIALLK IIIHDQYKMAESGYDI GYDIALLKLETTVNYT K M A L K L 2 0 0 1 0 0 1 1 0 1 2 1 1 0 0 1 0 0 1 0 0 0 12 0 1309.659 sp|P03951 sp|P03951|FA 474 485 yes yes 2 4.25E-06 94.309 2405 165 2446 387349;38735182081;18 182083 56
MATTMIQSK VQSTITSRMATTMIQS ATTMIQSKVVNNSPQP R M A S K V 1 0 0 0 0 1 0 0 0 1 0 1 2 0 0 1 2 0 0 0 0 0 9 0 1009.494 sp|P19823 sp|P19823|ITIH 85 93 yes yes 2 0.00134 103.87 2406 304 2447 387423;38742182138;18 182142 11
MCPQLQQYEMHGPEGLR NSKIRKPKMCPQLQQY MHGPEGLRVGFYESDV K M C L R V 0 1 0 0 1 3 2 2 1 0 2 0 2 0 2 0 0 0 1 0 0 0 17 0 2072.923 sp|P01023 sp|P01023|A2 688 704 yes yes 3 1.51E-39 110.38 2407 96 2448 387523;38752182149;18 182161 19
MCVDVNECQR YYFDGISRMCVDVNEC VDVNECQRYPGRLCGH R M C Q R Y 0 1 1 1 2 1 1 0 0 0 0 0 1 0 0 0 0 0 0 2 0 0 10 0 1309.521 sp|P23142 sp|P23142|FBL 396 405 yes yes 2 2.23E-49 186.3 2408 319 2449 387554;38755182168;18 182171 30
MDDIFTQCR ________________ DDIFTQCREGNAVAVR - M D C R E 0 1 0 2 1 1 0 0 0 1 0 0 1 1 0 0 1 0 0 0 0 0 9 0 1184.495 sp|Q13418sp|Q13418|ILK 1 9 yes yes 2 0.0014631 102.51 2409 450 2450 387688;38768182198;18 182198 2
MDGQTDFWR GWLVFQRRMDGQTDFW DGQTDFWRDWEDYAHG R M D W R D 0 1 0 2 0 1 0 1 0 0 0 0 1 1 0 0 1 1 0 0 0 0 9 0 1154.482 sp|P22105 sp|P22105|TEN 4074 4082 yes yes 2 0.0013481 103.83 2410 312 2451 387774;38777182200;18 182201 2
MDIAIHHPWIR ________________ AIHHPWIRRPFFPFHS - M D I R R 1 1 0 1 0 0 0 0 2 3 0 0 1 0 1 0 0 1 0 0 0 0 11 0 1387.718 sp|P02511 sp|P02511|CRY 1 11 yes yes 2;3 0.000354 79.474 2411 135 2452 387860;38786182202;18 182205 32
MDILSYMR RTTVSNVKMDILSYMR MDILSYMRRQAALGVK K M D M R R 0 1 0 1 0 0 0 0 0 1 1 0 2 0 0 1 0 0 1 0 0 0 8 0 1027.483 sp|P22352 sp|P22352|GP 209 216 yes yes 2 8.23E-08 155.51 2412 313 2453 388000;38800182234;18 182234 44
MDVTIQHPWFK ________________ TIQHPWFKRTLGPFYP - M D F K R 0 0 0 1 0 1 0 0 1 1 0 1 1 1 1 0 1 1 0 1 0 0 11 0 1400.691 sp|P02489sp|P02489|CRY 1 11 yes yes 2 1.72E-20 154.56 2413 134 2454;2455 388143;38814182278;18 182285 29 143
MDVTIQHPWFKR ________________ IQHPWFKRTLGPFYPS - M D K R T 0 1 0 1 0 1 0 0 1 1 0 1 1 1 1 0 1 1 0 1 0 0 12 1 1556.792 sp|P02489sp|P02489|CRY 1 12 yes yes 2;3 2.83E-38 188.04 2414 134 2456 388399;38840182425;18 182584 180
MEEVEAMLLPETLK FILPDQDKMEEVEAML MLLPETLKRWRDSLEF K M E L K R 1 0 0 0 0 0 4 0 0 0 3 1 2 0 1 0 1 0 0 1 0 0 14 0 1631.815 sp|P01011 sp|P01011|AA 284 297 yes yes 2;3 1.01E-41 153.34 2415 94 2457;2458;388652;38865182607;18 183012 22;23 413
MELERPGGNEITR LTDMPQMRMELERPGG PGGNEITRGGSTSYGT R M E T R G 0 2 1 0 0 0 3 2 0 1 1 0 1 0 1 0 1 0 0 0 0 0 13 1 1500.736 sp|P02671 sp|P02671|FIB 259 271 yes yes 2;3 1.00E-12 99.283 2416 142 2460 389208;38920183021;183 183026 31
MELQEIQLK RALKDEEKMELQEIQL ELQEIQLKEAKHIAEE K M E L K E 0 0 0 0 0 2 2 0 0 1 2 1 1 0 0 0 0 0 0 0 0 0 9 0 1130.601 sp|P06753 sp|P06753|TPM 142 150 yes yes 2 0.0013481 103.83 2417 210 2461 389338;38933183052;183 183056 19
MEPFHFK TFDPKKTRMEPFHFKN RMEPFHFKNSVIKVPM R M E F K N 0 0 0 0 0 0 1 0 1 0 0 1 1 2 1 0 0 0 0 0 0 0 7 0 934.4371 sp|P05155 sp|P05155|IC1 310 316 yes yes 3 0.054357 37.094 2418 191 2462 389442;38944183071;183 183073 4
MESLGITSR ILVIDKAKMESLGITS ESLGITSRDITTCFGG K M E S R D 0 1 0 0 0 0 1 1 0 1 1 0 1 0 0 2 1 0 0 0 0 0 9 0 992.4961 sp|P07357sp|P07357|CO 362 370 yes yes 2 6.59E-26 174.52 2419 215 2463;2464 389498;38949183075;183 183187 130
MFTTAPDQVDK LLLEDNIRMFTTAPDQ TAPDQVDKEDEDFQES R M F D K E 1 0 0 2 0 1 0 0 0 0 0 1 1 1 1 0 2 0 0 1 0 0 11 0 1251.581 sp|P00450sp|P00450|CER 599 609 yes no 2 1.14E-46 179.51 2421 74 2467 389961;38996183301;183 183354 68
MFTTAPDQVDKEDEDFQESNK LLLEDNIRMFTTAPDQ EDFQESNKMHSMNGFM R M F N K M 1 0 1 4 0 2 3 0 0 0 0 2 1 2 1 1 2 0 0 1 0 0 21 1 2473.059 sp|P00450sp|P00450|CER 599 619 yes yes 2;3 4.76E-180 245.4 2422 74 2468;2469 390104;39010183369;183 183376 13 100
MGLAFESTK FFGEGTKKMGLAFEST GLAFESTKSTSPPKQA K M G T K S 1 0 0 0 0 0 1 1 0 0 1 1 1 1 0 1 1 0 0 0 0 0 9 0 982.4794 sp|P04114sp|P04114|AP 306 314 yes yes 2 0.0032884 95.815 2423 174 2470 390350;39035183469;183 183474 34
MINLSVPDTIDER GDGIVLCKMINLSVPD VPDTIDERTINKKKLT K M I E R T 0 1 1 2 0 0 1 0 0 2 1 0 1 0 1 1 1 0 0 1 0 0 13 0 1501.745 sp|P13796sp|P13796|PLS 166 178 yes no 2 8.68E-10 100.69 2425 279 2472 390564;39056183504;183 183505 25
MKPVPDLVPGNFK RQHLPLIKMKPVPDLV DLVPGNFKSQLQKVPP K M K F K S 0 0 1 1 0 0 0 1 0 0 1 2 1 1 3 0 0 0 0 2 0 0 13 1 1440.78 sp|P02671 sp|P02671|FIB 226 238 yes yes 3 0.012011 52.495 2426 142 2473 390642;39064183529;183 183529 3
MLADAPPQDPSCCSGALYYGSK ENEAGDERMLADAPPQ GALYYGSKVVPDSTPS R M L S K V 3 0 0 2 2 1 0 2 0 0 2 1 1 0 3 3 0 0 2 0 0 0 22 0 2387.023 sp|P19823 sp|P19823|ITIH 639 660 yes yes 2;3 7.59E-50 125.5 2427 304 2474;2475 390674;39067183532;183 183638 69 105
MLEEIMK AATLKSRKMLEEIMKY KMLEEIMKYEASILTH K M L M K Y 0 0 0 0 0 0 2 0 0 1 1 1 2 0 0 0 0 0 0 0 0 0 7 0 892.4398 sp|P02679sp|P02679|FIB 115 121 yes yes 2 0.016289 100.74 2428 144 2476 390880;39088183639;183 183658 32
MLEVPYVDR GRQSTRLKMLEVPYVD LEVPYVDRNSCKLSSS K M L D R N 0 1 0 1 0 0 1 0 0 0 1 0 1 0 1 0 0 0 1 2 0 0 9 0 1120.559 sp|P00742 sp|P00742|FA 379 387 yes yes 2 0.0017964 101.64 2429 85 2477 391048;39104183671;183 183675 20
MLLADQGQSWK RGRCAALRMLLADQGQ ADQGQSWKEEVVTVET R M L W K E 1 0 0 1 0 2 0 1 0 0 2 1 1 0 0 1 0 1 0 0 0 0 11 0 1275.628 sp|P09211 sp|P09211|GST 20 30 yes yes 2 0.0084713 64.04 2430 239 2478 391172;39117 183691 183691 0
MLQITNTGFEMK ITQQVHTKMLQITNTG TNTGFEMKLRVEARIR K M L M K L 0 0 1 0 0 1 1 1 0 1 1 1 2 1 0 0 2 0 0 0 0 0 12 0 1411.684 sp|P20742 sp|P20742|PZP 304 315 yes yes 2 6.88E-66 186.78 2431 307 2479 391182;39118183692;183 183698 8
MLSCLFLLK ________________ LSCLFLLKALLALGSL M M L L K A 0 0 0 0 1 0 0 0 0 0 4 1 1 1 0 1 0 0 0 0 0 0 9 0 1123.613 sp|Q8IUB2sp|Q8IUB2|WF 2 10 yes yes 2 0.0019284 79.597 2432 499 2480 391207;39120183700;183 183707 82 130
MLSSFLSEDVFK SKGASVLRMLSSFLSE FLSEDVFKQGLASYLH R M L F K Q 0 0 0 1 0 0 1 0 0 0 2 1 1 2 0 3 0 0 0 1 0 0 12 0 1401.685 sp|P15144sp|P15144|AM 486 497 yes yes 2 0.0005188 74.841 2433 285 2481 391495;39149183830;183 183830 2
MMAVAADTLQR RFRQELFRMMAVAADT VAADTLQRLGARVASV R M M Q R L 3 1 0 1 0 1 0 0 0 0 1 0 2 0 0 0 1 0 0 1 0 0 11 0 1205.59 sp|Q96KN2sp|Q96KN2|CN 77 87 yes yes 2 2.65E-11 122.33 2434 517 2482 391592;39159183832;183 183892 72
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MNFRPGVLSSR QAGAAGSRMNFRPGVL RPGVLSSRQLGLPGPP R M N S R Q 0 2 1 0 0 0 0 1 0 0 1 0 1 1 1 2 0 0 0 1 0 0 11 1 1262.655 sp|Q14624sp|Q14624|ITI 658 668 yes yes 2;3 1.06E-125 225.67 2435 463 2483;2484 391712;39171183904;183 183906 78 52
MNTVIAALSR FILPDKGKMNTVIAAL TVIAALSRDTINRWSA K M N S R D 2 1 1 0 0 0 0 0 0 1 1 0 1 0 0 1 1 0 0 1 0 0 10 0 1074.586 sp|P08185 sp|P08185|CB 273 282 yes yes 2 3.00E-61 195.88 2436 224 2485 391955;39195183956;183 184042 146
MNVAPACLPER LKTPITFRMNVAPACL APACLPERDWAESTLM R M N E R D 2 1 1 0 1 0 1 0 0 0 1 0 1 0 2 0 0 0 0 1 0 0 11 0 1256.601 sp|P00742 sp|P00742|FA 336 346 yes yes 2 5.53E-12 129.85 2437 85 2486 392133;39213184102;184 184154 54
MPGTVATLR ________________ PGTVATLRFQLLPPEP - M P L R F 1 1 0 0 0 0 0 1 0 0 1 0 1 0 1 0 2 0 0 1 0 0 9 0 944.5113 sp|Q66K66sp|Q66K66|TM 1 9 yes yes 1;2 0.0002347 113.89 2439 484 2488;2489;392219;39222184162;184 184177 80 24
MPYECGPSLDVCAQDER QNSRCVCKMPYECGPS DVCAQDERSKRILPLT K M P E R S 1 1 0 2 2 1 2 1 0 0 1 0 1 0 2 1 0 0 1 1 0 0 17 0 2025.823 sp|P10643 sp|P10643|CO 717 733 yes yes 2 1.40E-149 202.32 2440 252 2491 392456;39245184186;184 184186 54
MSAEINEIIR NRNFTVEKMSAEINEI AEINEIIRVLQLTSWD K M S I R V 1 1 1 0 0 0 2 0 0 3 0 0 1 0 0 1 0 0 0 0 0 0 10 0 1174.602 sp|P18206sp|P18206|VIN 237 246 yes yes 2 2.87E-05 111.39 2441 300 2492 392564;39256184240;184 184240 9
MSAVEGICTSESPVIDHQGTK SGMQFCVKMSAVEGIC VIDHQGTKSSKCVRQK K M S T K S 1 0 0 1 1 1 2 2 1 2 0 1 1 0 1 3 2 0 0 2 0 0 21 0 2245.036 sp|P01031 sp|P01031|CO 859 879 yes yes 3 4.11E-70 140.35 2442 98 2493 392633;39263184249;184 184252 54
MTGLVDEAIDTK QWIDNVEKMTGLVDEA VDEAIDTKSLLDASEE K M T T K S 1 0 0 2 0 0 1 1 0 1 1 1 1 0 0 0 2 0 0 1 0 0 12 0 1291.633 sp|P18206sp|P18206|VIN 709 720 yes yes 2 3.49E-19 132.32 2444 300 2495 392780;39278184304;184 184304 7
MTSNFPVDLSDYPK GTNVDTKKMTSNFPVD VDLSDYPKSLHMYANR K M T P K S 0 0 1 2 0 0 0 0 0 0 1 1 1 1 2 2 1 0 1 1 0 0 14 0 1612.744 sp|P04114sp|P04114|AP 1189 1202 yes yes 2 2.76E-32 147.62 2446 174 2497;2498 392877;39287184316;184 184504 48 193
MTVTDQVNCPK SNNIDVKKMTVTDQVN TDQVNCPKLS______ K M T P K L 0 0 1 1 1 1 0 0 0 0 0 1 1 0 1 0 2 0 0 2 0 0 11 0 1291.59 sp|P05090sp|P05090|AP 177 187 yes yes 2 1.55E-15 133.57 2447 188 2499 393205;39320184509;184 184519 34
MVCGPSGSQLVLLK LQRVPVAKMVCGPSGS GSQLVLLKLERSVTLN K M V L K L 0 0 0 0 1 1 0 2 0 0 3 1 1 0 1 2 0 0 0 2 0 0 14 0 1487.784 sp|P26927sp|P26927|HG 560 573 yes yes 2 3.14E-25 131.09 2448 330 2500 393353;39335184543;184 184547 101
MVETTAYALLTSLNLK VPNTGTARMVETTAYA LLTSLNLKDINYVNPV R M V L K D 2 0 1 0 0 0 1 0 0 0 4 1 1 0 0 1 3 0 1 1 0 0 16 0 1766.949 sp|P01031 sp|P01031|CO 1247 1262 yes yes 2;3 2.29E-78 163.78 2449 98 2501 393498;39349184644;184 184648 90
MVGHLHLQGMEDSLK ________________ QGMEDSLKEQGREGLL - M V L K E 0 0 0 1 0 1 1 2 2 0 3 1 2 0 0 1 0 0 0 1 0 0 15 0 1693.828 sp|Q6ZTI6 sp|Q6ZTI6|F10 1 15 yes yes 2 0.010294 42.395 2450 490 2502 393677;39367 184734 184734 81 1
MVQQECK ETTEKSLKMVQQECKH KMVQQECKHFQNLGKD K M V C K H 0 0 0 0 1 2 1 0 0 0 0 1 1 0 0 0 0 0 0 1 0 0 7 0 921.4048 sp|P43652 sp|P43652|AFA 411 417 yes yes 2 0.016073 100.07 2451 362 2503 393777 184735 184735 1
MVSGFIPLKPTVK NMAIVDVKMVSGFIPL IPLKPTVKMLERSNHV K M V V K M 0 0 0 0 0 0 0 1 0 1 1 2 1 1 2 1 1 0 0 2 0 0 13 1 1415.821 sp|P01023 sp|P01023|A2 1385 1397 no no 2;3 0.0007735 97.813 2452 96;307 2504 393778;39377184736;184 184746 13
MVSTSATDEPR SPVRGSKRMVSTSATD TSATDEPRETPGRPPD R M V P R E 1 1 0 1 0 0 1 0 0 0 0 0 1 0 1 2 2 0 0 1 0 0 11 0 1192.539 sp|Q8IY17 sp|Q8IY17|PLP 361 371 yes yes 2 0.010508 74.127 2453 501 2505 393874;39387184749;184 184752 83 6
MVTAVASALSSR EVQASWQKMVTAVASA VASALSSRYH______ K M V S R Y 3 1 0 0 0 0 0 0 0 0 1 0 1 0 0 3 1 0 0 2 0 0 12 0 1191.628 sp|P69891 sp|P69891|HB 134 145 yes yes 2 4.30E-08 107.83 2454 417 2506 393940;39394184755;184 184756 3
MVTGVASALSSR EVQASWQKMVTGVASA VASALSSRYH______ K M V S R Y 2 1 0 0 0 0 0 1 0 0 1 0 1 0 0 3 1 0 0 2 0 0 12 0 1177.613 sp|P69892 sp|P69892|HB 134 145 yes yes 2 1.43E-20 139.43 2455 418 2507 393945;39394184758;184 184758 2
MVVESAYEVIK ENWKEVHKMVVESAYE ESAYEVIKLKGYTNWA K M V I K L 1 0 0 0 0 0 2 0 0 1 0 1 1 0 0 1 0 0 1 3 0 0 11 0 1266.653 sp|P07195 sp|P07195|LD 234 244 yes yes 2 0.0016689 93.111 2456 211 2508 393971;39397184760;184 184760 6
MWPGNAWRAALFWVPR ________________ AALFWVPRGRRAQSAL - M W P R G 3 2 1 0 0 0 0 1 0 0 1 0 1 1 2 0 0 3 0 1 0 0 16 1 1956.993 sp|O75600sp|O75600|KB 1 16 yes yes 2 0.0031326 51.268 2457 62 2509 394052;39405184766;184 184767 11 7
MYAPAWVAPEALQK FSFQCPGRMYAPAWVA VAPEALQKKPEDTNRR R M Y Q K K 4 0 0 0 0 1 1 0 0 0 1 1 1 0 2 0 0 1 1 1 0 0 14 0 1573.796 sp|Q13418sp|Q13418|ILK 350 363 yes yes 2 0.027119 47.894 2458 450 2510 394083;39408 184773 184773 1
MYLGYEYVTAIR VPPRMDAKMYLGYEYV YEYVTAIRNLREGTCP K M Y I R N 1 1 0 0 0 0 1 1 0 1 1 0 1 0 0 0 1 0 3 1 0 0 12 0 1477.728 sp|P02787sp|P02787|TR 332 343 yes yes 2;3 1.26E-22 142.43 2460 162 2512;2513 394146;39414184794;184 184831 40 167
MYQMDIQQELQR TLEDTRDRMYQMDIQQ DIQQELQRYLSLVGQV R M Y Q R Y 0 1 0 1 0 4 1 0 0 1 1 0 2 0 0 0 0 0 1 0 0 0 12 0 1581.728 sp|P04114sp|P04114|AP 2523 2534 yes yes 2;3 8.33E-137 227.88 2461 174 2514;2515 394384;39438184965;184 185129 49 196
MYYSAVDPTK ADPVCLAKMYYSAVDP YSAVDPTKDIFTGLIG K M Y T K D 1 0 0 1 0 0 0 0 0 0 0 1 1 0 1 1 1 0 2 1 0 0 10 0 1173.538 sp|P00450sp|P00450|CER 538 547 yes no 2 3.43E-07 130.75 2462 74 2516;2517 394696;39469185161;185 185195 14 149
NAAENGAIQNLIK QASVATPRNAAENGAI GAIQNLIKEEAFLGIT R N A I K E 3 0 3 0 0 1 1 1 0 2 1 1 0 0 0 0 0 0 0 0 0 0 13 0 1354.721 sp|P11226sp|P11226|MB 167 179 yes yes 2 1.73E-39 159.79 2463 258 2518 395153;39515185310;185 185310 4
NADPILISLK AEEWFEGKNADPILIS DPILISLKHGYIPGKN K N A L K H 1 0 1 1 0 0 0 0 0 2 2 1 0 0 1 1 0 0 0 0 0 0 10 0 1082.634 sp|Q9ULV4sp|Q9ULV4|CO 382 391 yes yes 2 0.0028739 83.998 2464 550 2519 395170;39517185314;185 185316 29
NADYSYSVWK MLSIMSYRNADYSYSV DYSYSVWKGGSASTWL R N A W K G 1 0 1 1 0 0 0 0 0 0 0 1 0 0 0 2 0 1 2 1 0 0 10 0 1231.551 sp|P01031 sp|P01031|CO 1061 1070 yes yes 2 9.87E-07 119.21 2465 98 2520 395291;39529185343;185 185350 86
NAIWIDCGIHAR SGKEQAAKNAIWIDCG IDCGIHAREWISPAFC K N A A R E 2 1 1 1 1 0 0 1 1 3 0 0 0 0 0 0 0 1 0 0 0 0 12 0 1424.698 sp|Q96IY4 sp|Q96IY4|CBP 172 183 yes yes 2;3 7.27E-28 155.84 2466 516 2521 395490;39549185429;185 185476 67
NALALFVLPK VLQMDYSKNALALFVL LALFVLPKEGQMESVE K N A P K E 2 0 1 0 0 0 0 0 0 0 3 1 0 1 1 0 0 0 0 1 0 0 10 0 1084.665 sp|P05543 sp|P05543|TH 264 273 yes no 1;2 0.0027828 84.568 2467 198 2522 395610;39561185496;185 185610 124
NALFCLESAWK TVTHPVVRNALFCLES FCLESAWKTAQEGDHG R N A W K T 2 0 1 0 1 0 1 0 0 0 2 1 0 1 0 1 0 1 0 0 0 0 11 0 1337.644 sp|P01023 sp|P01023|A2 1123 1133 yes yes 2 3.84E-12 131.44 2468 96 2523 395877;39587185620;185 185778 158
NALFCLESAWNVAK PVTNPIVRNALFCLES ESAWNVAKEGTHGSHV R N A A K E 3 0 2 0 1 0 1 0 0 0 2 1 0 1 0 1 0 1 0 1 0 0 14 0 1621.792 sp|P20742 sp|P20742|PZP 1129 1142 yes yes 2 3.38E-12 101.95 2469 307 2524 396193;39619185780;185 185791 13
NALTGLPPGLFQASATLDTLVLK LRVLDLTRNALTGLPP TLDTLVLKENQLEVLE R N A L K E 3 0 1 1 0 1 0 2 0 0 6 1 0 1 2 1 3 0 0 1 0 0 23 0 2339.31 sp|P02750sp|P02750|A2 126 148 yes yes 2;3 5.07E-66 146.1 2470 152 2525 396216;39621185793;185 185798 37
NALWHTGDTESQVR TGPGEQLRNALWHTGD GDTESQVRLLWKDPRN R N A V R L 1 1 1 1 0 1 1 1 1 0 1 0 0 0 0 1 2 1 0 1 0 0 14 0 1612.759 sp|P49747sp|P49747|CO 652 665 yes yes 3 1.46E-13 88.092 2471 373 2526 396375;39637185836;185 185836 6
NAPTPQEFR IFQKLMFKNAPTPQEF APTPQEFREGEDAVIV K N A F R E 1 1 1 0 0 1 1 0 0 0 0 0 0 1 2 0 1 0 0 0 0 0 9 0 1058.515 sp|P13591 sp|P13591|NC 122 130 yes yes 2 0.0080688 79.906 2473 273 2528 396543;39654 185850 185850 1
NCELDVTCNIK CPFGFEGKNCELDVTC LDVTCNIKNGRCEQFC K N C I K N 0 0 2 1 2 0 1 0 0 1 1 1 0 0 0 0 1 0 0 1 0 0 11 0 1364.606 sp|P00740sp|P00740|FA9 127 137 yes yes 2 4.94E-47 182.76 2474 84 2529 396577;39657185851;185 185855 137
NCELFTR CLEGFEGKNCELFTRK KNCELFTRKLCSLDNG K N C T R K 0 1 1 0 1 0 1 0 0 0 1 0 0 1 0 0 1 0 0 0 0 0 7 0 938.428 sp|P00742 sp|P00742|FA 120 126 yes yes 2 0.0035609 128.57 2475 85 2530 396759;39676185988;185 185999 39
NDFTWFK VFMNARTKNDFTWFKL KNDFTWFKLNDTLDYE K N D F K L 0 0 1 1 0 0 0 0 0 0 0 1 0 2 0 0 1 1 0 0 0 0 7 0 956.4392 sp|P08603 sp|P08603|CFA 521 527 yes yes 1;2 0.010078 138.83 2476 233 2531 396923;39692186027;186 186030 7
NDLISATK NQNIRTWRNDLISATK NDLISATKTQVADAKR R N D T K T 1 0 1 1 0 0 0 0 0 1 1 1 0 0 0 1 1 0 0 0 0 0 8 0 860.4604 sp|P19823 sp|P19823|ITIH 360 367 yes yes 2 6.63E-05 102.51 2477 304 2532 397192;39719186034;186 186045 33
NDLSPTTVMSEGAR VIVLLGTRNDLSPTTV TVMSEGARNIVAAMKA R N D A R N 1 1 1 1 0 0 1 1 0 0 1 0 1 0 1 2 2 0 0 1 0 0 14 0 1476.688 sp|P30043 sp|P30043|BLV 79 92 yes yes 2 1.03E-19 121.02 2478 338 2533 397274;39727186067;186 186067 2
NDYLDIYAIGVGK ILNINQKRNDYLDIYA IYAIGVGKLDVDWREL R N D G K L 1 0 1 2 0 0 0 2 0 2 1 1 0 0 0 0 0 0 2 1 0 0 13 0 1439.73 sp|P06681 sp|P06681|CO 403 415 yes yes 2 1.70E-12 115.7 2479 205 2534 397289;39729186069;186 186171 132
NEALIALLR FADIELSRNEALIALL EALIALLREGESLEDL R N E L R E 2 1 1 0 0 0 1 0 0 1 3 0 0 0 0 0 0 0 0 0 0 0 9 0 1011.608 sp|P13796sp|P13796|PLS 245 253 yes yes 2 1.16E-08 147.04 2480 279 2535 397459;39746186201;186 186208 99
NEDSLVFVQTDK KRTTVMVKNEDSLVFV LVFVQTDKSIYKPGQT K N E D K S 0 0 1 2 0 1 1 0 0 0 1 1 0 1 0 1 1 0 0 2 0 0 12 0 1393.673 sp|P01023 sp|P01023|A2 124 135 yes yes 2 9.66E-175 238.51 2482 96 2537 397935;39793186351;186 186514 225
NELIPLIYLENPR VDENFRPRNELIPLIY LIYLENPRRNRIAQWQ R N E P R R 0 1 2 0 0 0 2 0 0 2 3 0 0 0 2 0 0 0 1 0 0 0 13 0 1582.872 sp|P20742 sp|P20742|PZP 158 170 yes yes 2;3 2.30E-39 158.56 2483 307 2538 398223;39822186577;186 186645 69
NETGGGEGIEVLK YSVAEASKNETGGGEG GEGIEVLKNEPYEKDG K N E L K N 0 0 1 0 0 0 3 4 0 1 1 1 0 0 0 0 1 0 0 1 0 0 13 0 1301.646 sp|P48739sp|P48739|PIP 32 44 yes yes 2 0.0001089 82.287 2485 369 2540 398553;39855186649;186 186652 9
NEVWWTIDGK FSFLMDSRNEVWWTID VWWTIDGKKPDDITID R N E G K K 0 0 1 1 0 0 1 1 0 1 0 1 0 0 0 0 1 2 0 1 0 0 10 0 1246.598 sp|Q9NPH sp|Q9NPH3|IL 278 287 yes yes 2 8.88E-07 120.12 2486 533 2541 398608;39860186658;186 186719 67
NFDEILR LYPATTGRNFDEILRV RNFDEILRVVISLQLT R N F L R V 0 1 1 1 0 0 1 0 0 1 1 0 0 1 0 0 0 0 0 0 0 0 7 0 905.4607 sp|P30041 sp|P30041|PR 156 162 yes yes 2 0.0065325 117.7 2487 337 2542 398735;39873186725;186 186731 35
NFEITIK FIGYKNFKNFEITIKA KNFEITIKARYFYNKV K N F I K A 0 0 1 0 0 0 1 0 0 2 0 1 0 1 0 0 1 0 0 0 0 0 7 0 863.4753 sp|P01031 sp|P01031|CO 245 251 yes yes 2 0.028733 94.407 2488 98 2543 398873;39887186760;186 186762 16
NFGYTLR LTHRLFRRNFGYTLRS RNFGYTLRSVNDLYIQ R N F L R S 0 1 1 0 0 0 0 1 0 0 1 0 0 1 0 0 1 0 1 0 0 0 7 0 869.4396 sp|P05546sp|P05546|HE 213 219 yes no 2 0.0004744 148.21 2490 199 2545 399184;39918186911;186 186917 25
NFINNPLAQADWAAK DKYLYVDKNFINNPLA AQADWAAKKLVWVPSD K N F A K K 4 0 3 1 0 1 0 0 0 1 1 1 0 1 1 0 0 1 0 0 0 0 15 0 1671.837 sp|P35579sp|P35579|MY 15 29 yes yes 2 6.71E-09 96.604 2491 350 2546 399437;39943186937;186 186938 3
NFITAEELR FKVLAGDKNFITAEEL FITAEELRRELPPDQA K N F L R R 1 1 1 0 0 0 2 0 0 1 1 0 0 1 0 0 1 0 0 0 0 0 9 0 1091.561 sp|O43707sp|O43707|AC 860 868 yes yes 2 0.016768 73.248 2492 56 2547 399471;39947186940;186 186940 2
NFPDLNTYIYYNEK ANGVDLNRNFPDLNTY TYIYYNEKYGGPNHHL R N F E K Y 0 0 3 1 0 0 1 0 0 1 1 1 0 1 1 0 1 0 3 0 0 0 14 0 1792.831 sp|P15169sp|P15169|CB 162 175 yes no 2 3.12E-25 131.12 2493 286 2548 399546;39954186942;186 187029 121
NFPPSQDASGDLYTTSSQLTLPATQCLAGK SGQGVTARNFPPSQDA ATQCLAGKSVTCHVKH R N F G K S 3 0 1 2 1 3 0 2 0 0 4 1 0 1 3 4 4 0 1 0 0 0 30 0 3167.508 sp|P01876sp|P01876|IGH 52 81 yes yes 3;4 2.64E-24 81.765 2494 129 2549 399726;39972187063;187 187070 14
NFPSPVDAAFR ELISERWKNFPSPVDA SPVDAAFRQGHNSVFL K N F F R Q 2 1 1 1 0 0 0 0 0 0 0 0 0 2 2 1 0 0 0 1 0 0 11 0 1219.599 sp|P02790sp|P02790|HE 92 102 yes yes 2;3 6.47E-28 149.57 2495 164 2550 399742;39974187078;187 187274 1269
NFSDNQLQEGK KKSKENPRNFSDNQLQ DNQLQEGKNVIGLQMG R N F G K N 0 0 2 1 0 2 1 1 0 0 1 1 0 1 0 1 0 0 0 0 0 0 11 0 1278.584 sp|P37802 sp|P37802|TAG 161 171 yes yes 2 3.04E-08 118.71 2496 355 2551 402012;40201188507;188 188529 23
NFTENDLLVR LLYPPWDKNFTENDLL TENDLLVRIGKHSRTR K N F V R I 0 1 2 1 0 0 1 0 0 0 2 0 0 1 0 0 1 0 0 1 0 0 10 0 1219.62 sp|P00734sp|P00734|TH 416 425 yes yes 2 0.0013934 93.649 2497 80 2552 402137;40213188530;188 188530 2
NFVASHIANILNSEELDIQDLK WEQNEQVKNFVASHIA ELDIQDLKKLVKEALK K N F L K K 2 0 3 2 0 1 2 0 1 3 3 1 0 1 0 2 0 0 0 1 0 0 22 0 2482.27 sp|P04114sp|P04114|AP 591 612 yes yes 2;3 4.08E-169 235.24 2498 174 2553 402193;40219188532;188 188532 46
NGFVMLSNK GSYHCSCKNGFVMLSN GFVMLSNKKDCKDVDE K N G N K K 0 0 2 0 0 0 0 1 0 0 1 1 1 1 0 1 0 0 0 1 0 0 9 0 1008.506 sp|P07225 sp|P07225|PRO 188 196 yes no 2 0.0035815 84.227 2499 212 2554 402322 188579 188579 1
NGFYPATR DEITYQCRNGFYPATR NGFYPATRGNTAKCTS R N G T R G 1 1 1 0 0 0 0 1 0 0 0 0 0 1 1 0 1 0 1 0 0 0 8 0 924.4454 sp|P08603 sp|P08603|CFA 296 303 yes yes 2 0.010731 120.46 2500 233 2555 402323;40232188580;188 188603 35
NGIDIYSLTVDSR HQTTTAEKNGIDIYSL YSLTVDSRVSSRFAHT K N G S R V 0 1 1 2 0 0 0 1 0 2 1 0 0 0 0 2 1 0 1 1 0 0 13 0 1451.726 sp|Q14624sp|Q14624|ITI 31 43 yes yes 2 2.57E-87 175.15 2501 463 2556 402438;40243188615;188 188696 88
NGLEENFCR HKYTPTLRNGLEENFC GLEENFCRNPDGDPGG R N G C R N 0 1 2 0 1 0 2 1 0 0 1 0 0 1 0 0 0 0 0 0 0 0 9 0 1137.487 sp|P26927sp|P26927|HG 150 158 yes no 2 0.0050885 87.323 2502 330 2557 402546;40254 188703 188703 1
NGNMAGISDQR GIRMLFDKNGNMAGIS MAGISDQRIAIDLFKH K N G Q R I 1 1 2 1 0 1 0 2 0 1 0 0 1 0 0 1 0 0 0 0 0 0 11 0 1161.52 sp|P05546sp|P05546|HE 421 431 yes yes 2 2.28E-11 123.35 2503 199 2558 402600;40260188704;188 188714 17
NGPLSCGQR EQPPSLTRNGPLSCGQ GPLSCGQRLRKSLSSM R N G Q R L 0 1 1 0 1 1 0 2 0 0 1 0 0 0 1 1 0 0 0 0 0 0 9 0 987.4556 sp|P00748sp|P00748|FA 354 362 yes yes 2 0.0093798 77.923 2504 88 2559 402713;40271 188721 188721 1
NGQWSEPPK GNKRITCRNGQWSEPP GQWSEPPKCLHPCVIS R N G P K C 0 0 1 0 0 1 1 1 0 0 0 1 0 0 2 1 0 1 0 0 0 0 9 0 1041.488 sp|P08603 sp|P08603|CFA 1154 1162 no no 2 0.016844 73.208 2505 233;432;354 2560 402736;40273 188722 188722 1
NGVAQEPVHLDSPAIK TPDFQLFKNGVAQEPV HLDSPAIKHQFLLTGD K N G I K H 2 0 1 1 0 1 1 1 1 1 1 1 0 0 2 1 0 0 0 2 0 0 16 0 1673.874 sp|P04217sp|P04217|A1 63 78 yes yes 2;3 1.01E-289 258 2506 177 2561 402778;40277188723;188 188728 36
NHIENILK DLLRRTERNHIENILK NHIENILKAHMGRKLG R N H L K A 0 0 2 0 0 0 1 0 1 2 1 1 0 0 0 0 0 0 0 0 0 0 8 0 979.5451 sp|P0DKV0sp|P0DKV0|S3 576 583 yes no 3 0.058386 25.574 2507 249 2562 402932;40293188759;188 188760 2
NHMQYEIVIK TYEEVLKRNHMQYEIV MQYEIVIKVKPKQLVH R N H I K V 0 0 1 0 0 1 1 0 1 2 0 1 1 0 0 0 0 0 1 1 0 0 10 0 1273.649 sp|P19827sp|P19827|ITIH 171 180 yes yes 2 6.60E-114 203.29 2508 305 2563 402934;40293188761;188 188807 56
NHNALLASLTTQK DNAKLFCRNHNALLAS LASLTTQKKVEFVLKQ R N H Q K K 2 0 2 0 0 1 0 0 1 0 3 1 0 0 0 1 2 0 0 0 0 0 13 0 1409.763 sp|O75882sp|O75882|AT 818 830 yes yes 2;3 3.78E-128 214.82 2509 64 2564 403087;40308188818;188 188867 51
NHQLIVTR PDATLVVKNHQLIVTR NHQLIVTRGSQKDYRK K N H T R G 0 1 1 0 0 1 0 0 1 1 1 0 0 0 0 0 1 0 0 1 0 0 8 0 979.5563 sp|Q06033sp|Q06033|ITI 841 848 yes yes 2 0.022901 82.279 2510 436 2565 403202;40320 188869 188869 1
NIAAFGGNPK LALQWVQKNIAAFGGN AAFGGNPKSVTLFGES K N I P K S 2 0 2 0 0 0 0 2 0 1 0 1 0 1 1 0 0 0 0 0 0 0 10 0 987.5138 sp|P06276sp|P06276|CH 209 218 yes yes 2 7.67E-05 108.7 2511 202 2566 403251;40325188870;188 188873 4
NIFWTDSNLDR IAVDHLGRNIFWTDSN WTDSNLDRIEVAKLDG R N I D R I 0 1 2 2 0 0 0 0 0 1 1 0 0 1 0 1 1 1 0 0 0 0 11 0 1379.647 sp|P14543 sp|P14543|NID 1034 1044 yes yes 2 0.0024236 76.465 2512 282 2567 403301;40330188874;188 188874 2
NIILEEGK FCLSEDKKNIILEEGK NIILEEGKEILVGDVG K N I G K E 0 0 1 0 0 0 2 1 0 2 1 1 0 0 0 0 0 0 0 0 0 0 8 0 914.5073 sp|P23528sp|P23528|CO 46 53 yes yes 2 0.026464 75.109 2513 322 2568 403365;40336188876;188 188877 8
NIILPVYDK EGHLRFLKNIILPVYD IILPVYDKSLWDFLKL K N I D K S 0 0 1 1 0 0 0 0 0 2 1 1 0 0 1 0 0 0 1 1 0 0 9 0 1073.612 sp|P04114sp|P04114|AP 3674 3682 yes yes 2 0.0012244 104.44 2514 174 2569 403519;40352188884;188 188918 89
NILDNCPK DMDGDGIKNILDNCPK NILDNCPKFPNRDQRD K N I P K F 0 0 2 1 1 0 0 0 0 1 1 1 0 0 1 0 0 0 0 0 0 0 8 0 972.4699 sp|P35443 sp|P35443|TSP 577 584 yes yes 2 0.022949 81.613 2515 348 2570 403768;40376 188973 188973 1
NILTSNNIDVK PETVDSLKNILTSNNI TSNNIDVKKMTVTDQV K N I V K K 0 0 3 1 0 0 0 0 0 2 1 1 0 0 0 1 1 0 0 1 0 0 11 0 1229.662 sp|P05090sp|P05090|AP 165 175 yes yes 2 1.12E-07 114.86 2516 188 2571 403807;40380188974;188 188977 17
NIPGDFECECPEGYR ICGTAVCKNIPGDFEC CECPEGYRYNLKSKSC K N I Y R Y 0 1 1 1 2 0 3 2 0 1 0 0 0 1 2 0 0 0 1 0 0 0 15 0 1841.735 sp|P07225 sp|P07225|PRO 219 233 yes yes 2 2.87E-46 143.97 2517 212 2572 403898;40389188993;188 189000 63
NIPTVNENLENYYLEVNQLEK DLSYNKLKNIPTVNEN LEVNQLEKFDIKSFCK K N I E K F 0 0 5 0 0 1 4 0 0 1 3 1 0 0 1 0 1 0 2 2 0 0 21 0 2535.249 sp|P51884sp|P51884|LU 268 288 yes yes 2;3 1.42E-121 168.5 2518 379 2573 404087;40408189056;189 189066 343
NIQEYLSILTDPDGK QVEQFLHRNIQEYLSI ILTDPDGKGKEKIAEL R N I G K G 0 0 1 2 0 1 1 1 0 2 2 1 0 0 1 1 1 0 1 0 0 0 15 0 1704.857 sp|P04114sp|P04114|AP 4447 4461 yes yes 2;3 1.24E-136 208.95 2519 174 2574 404472;40447189399;189 189638 313
NIQSLEVIGK TTSGIHPKNIQSLEVI QSLEVIGKGTHCNQVE K N I G K G 0 0 1 0 0 1 1 1 0 2 1 1 0 0 0 1 0 0 0 1 0 0 10 0 1099.624 sp|P02775 sp|P02775|CXC 76 85 yes yes 2 0.0014611 93.143 2520 160 2575 405028;40502189716;189 189734 62
NISDGFDGIPDNVDAALALPAHSYSGR VLDPDYPRNISDGFDG PAHSYSGRERVYFFKG R N I G R E 4 1 2 4 0 0 0 3 1 2 2 0 0 1 2 3 0 0 1 1 0 0 27 0 2771.315 sp|P04004sp|P04004|VT 242 268 yes yes 3 0.0001428 30.337 2521 168 2576 405221;40522189778;189 189778 2
NKEDCVEIYIK DGEPNNKKNKEDCVEI DCVEIYIKRNKDAGKW K N K I K R 0 0 1 1 1 0 2 0 0 2 0 2 0 0 0 0 0 0 1 1 0 0 11 1 1409.686 sp|P14151 sp|P14151|LYA 124 134 yes yes 2;3 0.005084 79.148 2523 280 2578 405272;40527189781;189 189781 2
NKPGVYTDVAYYLAWIR WGSGCGDRNKPGVYTD AYYLAWIREHTVS___ R N K I R E 2 1 1 1 0 0 0 1 0 1 1 1 0 0 1 0 1 1 3 2 0 0 17 1 2028.047 sp|P00748sp|P00748|FA 594 610 yes yes 3 0.0003776 60.918 2524 88 2579 405422;40542 189783 189783 1
NLAVSQVVHK LSGITGARNLAVSQVV AVSQVVHKAVLDVFEE R N L H K A 1 0 1 0 0 1 0 0 1 0 1 1 0 0 0 1 0 0 0 3 0 0 10 0 1093.624 sp|P01011 sp|P01011|AA 351 360 yes yes 2;3 3.03E-15 150.24 2525 94 2580 405426;40542189784;189 189813 174
NLDENYCR TPENFPCKNLDENYCR NLDENYCRNPDGKRAP K N L C R N 0 1 2 1 1 0 1 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 8 0 1082.445 sp|P00747sp|P00747|PLM 318 325 yes yes 2 3.80E-15 164.53 2526 87 2581 406206;40620189959;189 189969 67
NLDIERPTYTNLNR AIYDICRRNLDIERPT PTYTNLNRLISQIVSS R N L N R L 0 2 3 1 0 0 1 0 0 1 2 0 0 0 1 0 2 0 1 0 0 0 14 1 1717.875 sp|P68366sp|P68366|TBA 216 229 no no 3 0.023377 45.207 2527 415;414 2582 406434;40643 190026 190026 1
NLETSSAFQSSSQK DDLIDSQKNLETSSAF AFQSSSQKLTSQKEQK K N L Q K L 1 0 1 0 0 2 1 0 0 0 1 1 0 1 0 5 1 0 0 0 0 0 14 0 1512.706 sp|Q9Y2X9sp|Q9Y2X9|ZN 774 787 yes yes 2 0.000179 77.379 2530 553 2585 406614;40661 190067 190067 1
NLGTALAELR MQLSQCAKNLGTALAE GTALAELRTAAQKAQE K N L L R T 2 1 1 0 0 0 1 1 0 0 3 0 0 0 0 0 1 0 0 0 0 0 10 0 1056.593 sp|Q9Y490sp|Q9Y490|TL 1026 1035 yes yes 2 1.16E-07 133.57 2531 554 2586 406638;40663190068;190 190165 104
NLIAAVAPGAFLGLK LQKLYLDRNLIAAVAP PGAFLGLKALRWLDLS R N L L K A 4 0 1 0 0 0 0 2 0 1 3 1 0 1 1 0 0 0 0 1 0 0 15 0 1453.866 sp|P35858sp|P35858|ALS 252 266 yes yes 2;3 8.82E-33 134.57 2532 351 2587 406774;40677190174;190 190452 280
NLLFNDNTECLAR CLFQSETKNLLFNDNT DNTECLARLHGKTTYE K N L A R L 1 1 3 1 1 0 1 0 0 0 3 0 0 1 0 0 1 0 0 0 0 0 13 0 1578.746 sp|P02788sp|P02788|TR 659 671 yes yes 2 9.45E-11 130.94 2533 163 2588 407152;40715 190456 190456 1
NLLSVAYK AELSNEERNLLSVAYK NLLSVAYKNVVGARRS R N L Y K N 1 0 1 0 0 0 0 0 0 0 2 1 0 0 0 1 0 0 1 1 0 0 8 0 906.5175 sp|P63104sp|P63104|143 42 49 no no 2 0.018816 100.19 2534 411;404;435;4 2589 407198;40719190457;190 190459 17
NLNEKDYELLCLDGTR KNPDPWAKNLNEKDYE LLCLDGTRKPVEEYAN K N L T R K 0 1 2 2 1 0 2 1 0 0 4 1 0 0 0 0 1 0 1 0 0 0 16 1 1951.931 sp|P02787sp|P02787|TR 572 587 yes yes 2;3 5.43E-20 112.51 2535 162 2590 407391;40739190474;190 190474 4
NLPATDPLQR RRFRSVPRNLPATDPL PATDPLQRELLALIQL R N L Q R E 1 1 1 1 0 1 0 0 0 0 2 0 0 0 2 0 1 0 0 0 0 0 10 0 1123.599 sp|Q16610sp|Q16610|EC 324 333 yes yes 2 7.42E-07 123.98 2536 475 2591 407393;40739190478;190 190487 62
NLPEQVFR NLSGNCLRNLPEQVFR NLPEQVFRGLGKLHSL R N L F R G 0 1 1 0 0 1 1 0 0 0 1 0 0 1 1 0 0 0 0 1 0 0 8 0 1001.529 sp|P35858sp|P35858|ALS 376 383 yes yes 2 3.19E-19 134.66 2537 351 2592 407516;40751190541;190 190549 64
NLPNGDFR IKDCGQPRNLPNGDFR NLPNGDFRYTTTMGVN R N L F R Y 0 1 2 1 0 0 0 1 0 0 1 0 0 1 1 0 0 0 0 0 0 0 8 0 931.4512 sp|P00736sp|P00736|C1 381 388 yes yes 2 0.038792 69.176 2538 81 2593 407649;40765190606;190 190607 2
NLPQSVIENVGGK IREISESKNLPQSVIE VIENVGGKIFTFGSYR K N L G K I 0 0 2 0 0 1 1 2 0 1 1 1 0 0 1 1 0 0 0 2 0 0 13 0 1353.725 sp|P51003 sp|P51003|PA 84 96 yes yes 2 3.56E-05 83.948 2539 378 2594 407681;40768190608;190 190608 6
NLQNNAEWVYQGAIR EVSSKLRRNLQNNAEW WVYQGAIRQIDDIDVR R N L I R Q 2 1 3 0 0 2 1 1 0 1 1 0 0 0 0 0 0 1 1 1 0 0 15 0 1774.875 sp|P04114sp|P04114|AP 4107 4121 yes yes 2;3 0 305.7 2540 174 2595 407735;40773190614;190 190793 412
NLQPASEYTVSLVAIK SVSKYPLRNLQPASEY TVSLVAIKGNQESPKA R N L I K G 2 0 1 0 0 1 1 0 0 1 2 1 0 0 1 2 1 0 1 2 0 0 16 0 1731.941 sp|P02751 sp|P02751|FIN 1055 1070 yes yes 2;3 1.05E-08 108.56 2541 153 2596 408394;40839191030;19 191401 436
NLQYYDISAK SIVFHRKKNLQYYDIS QYYDISAKSNYNFEKP K N L A K S 1 0 1 1 0 1 0 0 0 1 1 1 0 0 0 1 0 0 2 0 0 0 10 0 1213.598 sp|P62826sp|P62826|RA 143 152 yes yes 2 0.0064432 76.827 2542 408 2597 409178;40917191468;19 191468 2
NLSVEDAAR YKTDQGIKNLSVEDAA LSVEDAARLSQEDPDY K N L A R L 2 1 1 1 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 9 0 973.4829 sp|P04040sp|P04040|CA 244 252 yes yes 2 0.023665 69.598 2543 169 2598 409191;40919191470;19 191471 2
NLTDFAEQYSIQDWAK DWWTLAAKNLTDFAEQ YSIQDWAKRMKALVEQ K N L A K R 2 0 1 2 0 2 1 0 0 1 1 1 0 1 0 1 1 1 1 0 0 0 16 0 1927.895 sp|P04114sp|P04114|AP 2560 2575 yes yes 2;3 0 358.81 2544 174 2599 409224;40922191472;19 191483 293
NLTEEMAGLDETIAK HATENKVKNLTEEMAG GLDETIAKLTKEKKAL K N L A K L 2 0 1 1 0 0 3 1 0 1 2 1 1 0 0 0 2 0 0 0 0 0 15 0 1633.787 sp|P12882 sp|Q9UKX2|M 983 997 no no 2 3.45E-54 156.14 2545 549;268 2600 409625;40962191766;19 191767 2
NMEQFQVSVSVAPNAK GLVKATGRNMEQFQVS VSVAPNAKITFELVYE R N M A K I 2 0 2 0 0 2 1 0 0 0 0 1 1 1 1 2 0 0 0 3 0 0 16 0 1747.856 sp|Q14624sp|Q14624|ITI 124 139 yes yes 2 1.11E-86 176.32 2546 463 2601;2602 409629;40963191768;19 191774 79 81
NMEVFFPK WLRNMKTRNMEVFFPK NMEVFFPKFKLDQKYE R N M P K F 0 0 1 0 0 0 1 0 0 0 0 1 1 2 1 0 0 0 0 1 0 0 8 0 1010.49 sp|Q9UK55sp|Q9UK55|ZP 332 339 yes yes 2 0.0229 82.305 2547 548 2603 409763;40976191850;19 191857 16
NMEVSVATTTK STVSLTTKNMEVSVAT VSVATTTKAQIPILRM K N M T K A 1 0 1 0 0 0 1 0 0 0 0 1 1 0 0 1 3 0 0 2 0 0 11 0 1179.581 sp|P04114sp|P04114|AP 3420 3430 yes yes 2 7.32E-16 144.77 2548 174 2604;2605 409870;40987191866;19 191891 78
NNALDFVTK DRHFEKNRNNALDFVT NALDFVTKSYNETKIK R N N T K S 1 0 2 1 0 0 0 0 0 0 1 1 0 1 0 0 1 0 0 1 0 0 9 0 1020.524 sp|P04114sp|P04114|AP 3213 3221 yes yes 1;2 0.021938 85.862 2550 174 2607 410106;41010191947;19 191949 11
NNEEYLALIFEK EIDGFFARNNEEYLAL YLALIFEKGGSYLGRE R N N E K G 1 0 2 0 0 0 3 0 0 1 2 1 0 1 0 0 0 0 1 0 0 0 12 0 1481.74 sp|O00391sp|O00391|QS 183 194 yes yes 2 1.00E-18 127.42 2551 43 2608 410358;41035191959;19 192029 93
NNEGTYYSPNYNPQSR PIGVRFNKNNEGTYYS PNYNPQSRSVPPSASH K N N S R S 0 1 4 0 0 1 1 1 0 0 0 0 0 0 2 2 1 0 3 0 0 0 16 0 1902.813 sp|P00450sp|P00450|CER 485 500 yes yes 2;3 1.67E-150 210.64 2552 74 2609 410491;41049192053;19 192057 201
NNLELSTPLK HLEFRVNRNNLELSTP LELSTPLKIETISHED R N N L K I 0 0 2 0 0 0 1 0 0 0 3 1 0 0 1 1 1 0 0 0 0 0 10 0 1127.619 sp|P07225 sp|P07225|PRO 582 591 yes yes 2 6.03E-08 134.26 2553 212 2610 410719;41072192254;19 192264 135
NNLFTSSAGYR GSALDFVRNNLFTSSA FTSSAGYRAAEGIPKL R N N Y R A 1 1 2 0 0 0 0 1 0 0 1 0 0 1 0 2 1 0 1 0 0 0 11 0 1228.584 sp|P12111 sp|P12111|CO 534 544 yes yes 2 0.0001112 96.034 2554 263 2611 410892;41089192391;19 192395 6
NNQIDHIDEK GIKYLYLRNNQIDHID QIDHIDEKAFENVTDL R N N E K A 0 0 2 2 0 1 1 0 1 2 0 1 0 0 0 0 0 0 0 0 0 0 10 0 1224.574 sp|P51884sp|P51884|LU 75 84 yes yes 2 1.31E-24 166.09 2555 379 2612 410951;41095192398;19 192400 10
NPANPVQR EAVCGKPKNPANPVQR NPANPVQRILGGHLDA K N P Q R I 1 1 2 0 0 1 0 0 0 0 0 0 0 0 2 0 0 0 0 1 0 0 8 0 894.4672 sp|P00738sp|P00738|HP 154 161 no no 2 0.023211 77.984 2556 82;83 2613 411046;41104192408;19 192408 2
NPDADEKPWCFIK IGEHNFCRNPDADEKP EKPWCFIKVTNDKVKW R N P I K V 1 0 1 2 1 0 1 0 0 1 0 2 0 1 2 0 0 1 0 0 0 0 13 1 1618.745 sp|Q14520sp|Q14520|HA 248 260 yes yes 3 0.0017538 56.951 2557 462 2614 411093;41109192410;19 192413 5
NPDADKGPWCFTTDPSVR GLTMNYCRNPDADKGP FTTDPSVRWEYCNLKK R N P V R W 1 1 1 3 1 0 0 1 0 0 0 1 0 1 3 1 2 1 0 1 0 0 18 1 2061.921 sp|P00747sp|P00747|PLM 428 445 yes yes 2;3 1.30E-85 197.06 2558 87 2615 411223;41122192415;19 192424 68
NPDAVAAPYCYTR GLIMNYCRNPDAVAAP AAPYCYTRDPGVRWEY R N P T R D 3 1 1 1 1 0 0 0 0 0 0 0 0 0 2 0 1 0 2 1 0 0 13 0 1496.672 sp|P08519sp|P08519|AP 79 91 yes no 2 1.36E-56 176.95 2559 230 2616 411363;41136192483;19 192483 15
NPDGDEEGVWCYVAGK QLVENFCRNPDGDEEG VWCYVAGKPGDFGYCD R N P G K P 1 0 1 2 1 0 2 3 0 0 0 1 0 0 1 0 0 1 1 2 0 0 16 0 1794.752 sp|P00734sp|P00734|TH 264 279 yes yes 2;3 0 322.81 2560 80 2617 411402;41140192499;19 192501 354
NPDGDPGGPWCYTTDPAVR GLEENFCRNPDGDPGG YTTDPAVRFQSCGIKS R N P V R F 1 1 1 3 1 0 0 3 0 0 0 0 0 0 4 0 2 1 1 1 0 0 19 0 2073.885 sp|P26927sp|P26927|HG 159 177 yes yes 2 7.57E-24 112.02 2561 330 2618 411956;41195192854;19 192854 5
NPDGDVGGPWCYTTNPR GLEKNYCRNPDGDVGG WCYTTNPRKLYDYCDV R N P P R K 0 1 2 2 1 0 0 3 0 0 0 0 0 0 3 0 2 1 1 1 0 0 17 0 1904.811 sp|P00747sp|P00747|PLM 533 549 yes yes 2;3 0 304.08 2562 87 2619 412020;41202192861;19 193009 183
NPDNDPQGPWCYTTDPEK GLEENYCRNPDNDPQG CYTTDPEKRYDYCDIL R N P E K R 0 0 2 3 1 1 1 1 0 0 0 1 0 0 4 0 2 1 1 0 0 0 18 0 2132.875 sp|P00747sp|P00747|PLM 154 171 yes yes 2;3 3.05E-182 220.99 2563 87 2620 412282;41228193045;193 193212 191
NPDNDPQGPWCYTTDPEKR GLEENYCRNPDNDPQG YTTDPEKRYDYCDILE R N P K R Y 0 1 2 3 1 1 1 1 0 0 0 1 0 0 4 0 2 1 1 0 0 0 19 1 2288.976 sp|P00747sp|P00747|PLM 154 172 yes yes 3 0.0001322 53.625 2564 87 2621 412527;41252 193236 193236 1
NPDPVAAPWCYTTDPSVR GLIKNYCRNPDPVAAP YTTDPSVRWEYCNLTR R N P V R W 2 1 1 2 1 0 0 0 0 0 0 0 0 0 4 1 2 1 1 2 0 0 18 0 2044.931 sp|P08519sp|P08519|AP 3499 3516 yes yes 2 3.40E-64 145.81 2565 230 2622 412554;41255193237;193 193237 4
NPDSSTTGPWCYTTDPTVR DLQENFCRNPDSSTTG YTTDPTVRRQECSIPV R N P V R R 0 1 1 2 1 0 0 1 0 0 0 0 0 0 3 2 5 1 1 1 0 0 19 0 2153.932 sp|P00734sp|P00734|TH 159 177 yes yes 2;3 1.55E-138 192.4 2566 80 2623 412575;41257193241;193 193266 262
NPETDTYILFNPWCEDDAVYLDNEK YGVLRTSRNPETDTYI AVYLDNEKEREEYVLN R N P E K E 1 0 3 4 1 0 3 0 0 1 2 1 0 1 2 0 2 1 2 1 0 0 25 0 3060.334 sp|P00488sp|P00488|F13 176 200 yes yes 2;3 4.55E-48 162.61 2567 75 2624 412882;41288193503;193 193505 11
NPGSSGTGGTATWK GPGSTGNRNPGSSGTG TGGTATWKPGSSGPGS R N P W K P 1 0 1 0 0 0 0 4 0 0 0 1 0 0 1 2 3 1 0 0 0 0 14 0 1319.611 sp|P02671 sp|P02671|FIB 309 322 yes yes 2 5.59E-12 99.5 2568 142 2625 412932;41293193514;193 193525 13
NPLVWVHASPEHVVVTR SWIEVTFKNPLVWVHA PEHVVVTRNRRSSAYK K N P T R N 1 1 1 0 0 0 1 0 2 0 1 0 0 0 2 1 1 1 0 5 0 0 17 0 1939.043 sp|Q14624sp|Q14624|ITI 789 805 yes yes 2;3;4 1.46E-63 147.09 2569 463 2626 413050;41305193527;193 193533 151
NPNGYSFSIPVK STAFVYTKNPNGYSFS YSFSIPVKVLADKFII K N P V K V 0 0 2 0 0 0 0 1 0 1 0 1 0 1 2 2 0 0 1 1 0 0 12 0 1321.667 sp|P04114sp|P04114|AP 3713 3724 yes yes 2 0.0003558 76.228 2570 174 2627 413324;41332193678;193 193684 9
NPNLPPETVDSLK DFAWILARNPNLPPET PETVDSLKNILTSNNI R N P L K N 0 0 2 1 0 0 1 0 0 0 2 1 0 0 3 1 1 0 0 1 0 0 13 0 1422.736 sp|P05090sp|P05090|AP 152 164 yes yes 2 6.69E-13 118.4 2571 188 2628 413386;41338193687;193 193688 44
NPNPSAPR PLFVGSVRNPNPSAPR NPNPSAPRELKEQQDS R N P P R E 1 1 2 0 0 0 0 0 0 0 0 0 0 0 3 1 0 0 0 0 0 0 8 0 851.425 sp|P08697sp|P08697|A2A 435 442 yes yes 2 6.28E-05 140.98 2572 235 2629 413643;41364193741;193 193742 31
NPSSAGSWNSGSSGPGSTGNR GSETESPRNPSSAGSW GPGSTGNRNPGSSGTG R N P N R N 1 1 3 0 0 0 0 5 0 0 0 0 0 0 2 7 1 1 0 0 0 0 21 0 1962.842 sp|P02671 sp|P02671|FIB 288 308 yes yes 2 0 268.93 2573 142 2630 413760;41376193772;193 193780 29
NQFNDYTSK NNYMMDWKNQFNDYTS QFNDYTSKKESCVGL_ K N Q S K K 0 0 2 1 0 1 0 0 0 0 0 1 0 1 0 1 1 0 1 0 0 0 9 0 1115.488 sp|P06276sp|P06276|CH 587 595 yes yes 2 0.0013481 103.83 2574 202 2631 413865;41386193801;193 193813 14
NQGIEEALK FVTTKNSKNQGIEEAL QGIEEALKNRNFTVEK K N Q L K N 1 0 1 0 0 1 2 1 0 1 1 1 0 0 0 0 0 0 0 0 0 0 9 0 1000.519 sp|P18206sp|P18206|VIN 220 228 yes yes 2 0.0033789 95.531 2575 300 2632 413939;41394193815;193 193834 25
NQGILEFYGDDIALLK GFDVFAKKNQGILEFY GDDIALLKLAQKVKMS K N Q L K L 1 0 1 2 0 1 1 2 0 2 3 1 0 1 0 0 0 0 1 0 0 0 16 0 1807.936 sp|P06681 sp|P06681|CO 551 566 yes yes 2;3 1.33E-63 150.06 2576 205 2633 414047;41404193840;193 193997 189
NQGNTWLTAFVLK TFGERYGRNQGNTWLT WLTAFVLKTFAQARAY R N Q L K T 1 0 2 0 0 1 0 1 0 0 2 1 0 1 0 0 2 1 0 1 0 0 13 0 1490.788 sp|P01023 sp|P01023|A2 1035 1047 no no 2;3 7.85E-11 110.38 2577 96;307 2634 414402;41440194029;194 194055 40
NQITLTLVDDDFDK QLQDGKAKNQITLTLV LVDDDFDKLLRKADAK K N Q D K L 0 0 1 4 0 1 0 0 0 1 2 1 0 1 0 0 2 0 0 1 0 0 14 0 1635.799 sp|Q5VTT5sp|Q5VTT5|MY 1089 1102 yes yes 2 0.0001618 94.191 2579 483 2636 414481 194070 194070 1
NQVSLTCLVK PSREEMTKNQVSLTCL VSLTCLVKGFYPSDIA K N Q V K G 0 0 1 0 1 1 0 0 0 0 2 1 0 0 0 1 1 0 0 2 0 0 10 0 1160.622 sp|P01857sp|P01860|IGH 291 300 no no 2;3 7.04E-07 124.98 2580 126;124;125;1 2637 414482;41448194071;194 194073 171
NQVVIAAGR ITVRSKAKNQVVIAAG QVVIAAGRSSLGARLS K N Q G R S 2 1 1 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 2 0 0 9 0 926.5298 sp|P80108sp|P80108|PH 813 821 yes yes 2 0.0002036 132.09 2581 422 2638 414754;41475194242;194 194254 54
NQWIDNVEK YEHFETMKNQWIDNVE QWIDNVEKMTGLVDEA K N Q E K M 0 0 2 1 0 1 1 0 0 1 0 1 0 0 0 0 0 1 0 1 0 0 9 0 1144.551 sp|P18206sp|P18206|VIN 700 708 yes yes 2 0.018692 72.23 2582 300 2639 414903;41490194296;194 194296 6
NSCPPTSELLGTSDR QKFYTFLKNSCPPTSE ELLGTSDRLFWEPMKV K N S D R L 0 1 1 1 1 0 1 1 0 0 2 0 0 0 2 3 2 0 0 0 0 0 15 0 1632.741 sp|P22352 sp|P22352|GP 154 168 yes yes 2 2.11E-58 160.52 2583 313 2640 414960;41496194302;194 194320 110
NSEEFAAAMSR KALLKKTKNSEEFAAA EFAAAMSRYELKLAIP K N S S R Y 3 1 1 0 0 0 2 0 0 0 0 0 1 1 0 2 0 0 0 0 0 0 11 0 1211.524 sp|P04114sp|P04114|AP 118 128 yes yes 2 2.63E-95 212.21 2584 174 2641;2642 415115;41511194412;194 194509 108
NSGLTEEEAK QFSSEELKNSGLTEEE GLTEEEAKHCVRIETK K N S A K H 1 0 1 0 0 0 3 1 0 0 1 1 0 0 0 1 1 0 0 0 0 0 10 0 1076.499 sp|P13671 sp|P13671|CO 388 397 yes yes 2 0.0006339 99.815 2585 277 2643 415299;41530194520;194 194520 7
NSLDCEIVSAK GCHAYLSKNSLDCEIV DCEIVSAKSSEMNVLI K N S A K S 1 0 1 1 1 0 1 0 0 1 1 1 0 0 0 2 0 0 0 1 0 0 11 0 1234.586 sp|Q01518sp|Q01518|CA 423 433 yes yes 2 0.0001353 94.309 2586 429 2644 415390;41539194527;194 194545 20
NSLFEYQK TNRINKLKNSLFEYQK NSLFEYQKNNKDSHSL K N S Q K N 0 0 1 0 0 1 1 0 0 0 1 1 0 1 0 1 0 0 1 0 0 0 8 0 1027.498 sp|P02671 sp|P02671|FIB 90 97 yes yes 2 0.019515 98.009 2587 142 2645 415474;41547194547;194 194559 21
NSLFFSAQPFEITASTNNEGNLK GKVIGTLKNSLFFSAQ TNNEGNLKVRFPLRLT K N S L K V 2 0 4 0 0 1 2 1 0 1 2 1 0 3 1 3 2 0 0 0 0 0 23 0 2528.218 sp|P04114sp|P04114|AP 3035 3057 yes yes 2;3 2.31E-199 203.2 2588 174 2646 415544;41554194568;194 194568 221
NSLYLQMNSLR TISRDNAKNSLYLQMN YLQMNSLRAEDTAVYY K N S L R A 0 1 2 0 0 1 0 0 0 0 3 0 1 0 0 2 0 0 1 0 0 0 11 0 1337.676 sp|P01780sp|P01780|HV 96 106 yes no 2 1.38E-07 113.62 2589 121 2647 415865;41586194790;194 194791 2
NSVDELNNNVEAVSQTSSSSFQYMYLLK LQQERPIRNSVDELNN FQYMYLLKDLWQKRQK R N S L K D 1 0 4 1 0 2 2 0 0 0 3 1 1 1 0 6 1 0 2 3 0 0 28 0 3166.477 sp|P02675 sp|P02675|FIB 125 152 yes yes 3 3.16E-08 43.099 2590 143 2648 415867;41586 194792 194792 1
NSYLEVLLK LDTGAAGRNSYLEVLL SYLEVLLKLADKYKKK R N S L K L 0 0 1 0 0 0 1 0 0 0 3 1 0 0 0 1 0 0 1 1 0 0 9 0 1077.607 sp|Q15084sp|Q15084|PD 314 322 yes yes 2 0.053969 67.494 2591 465 2649 415897 194793 194793 1
NTAEWLLSHTK GYTYEDYKNTAEWLLS EWLLSHTKHRPQVAII K N T T K H 1 0 1 0 0 0 1 0 1 0 2 1 0 0 0 1 2 1 0 0 0 0 11 0 1298.662 sp|P00491 sp|P00491|PN 12 22 yes yes 2 0.0001726 91.636 2592 76 2650 415898;41589 194794 194794 1
NTEILTGSWSDQTYPEGTQAIYK CNELPPRRNTEILTGS EGTQAIYKCRPGYRSL R N T Y K C 1 0 1 1 0 2 2 2 0 2 1 1 0 0 1 2 4 1 2 0 0 0 23 0 2601.224 sp|P08603 sp|P08603|CFA 29 51 yes yes 2;3 7.15E-184 248.81 2593 233 2651 415909;41591194795;194 194816 410
NTEQEEGGEAVHEVEVVIK FKVRVGDRNTEQEEGG HEVEVVIKHNRFTKET R N T I K H 1 0 1 0 0 1 6 2 1 1 0 1 0 0 0 0 1 0 0 4 0 0 19 0 2095.007 sp|P00742 sp|P00742|FA 292 310 yes yes 2;3 7.47E-42 126.19 2594 85 2652 416344;41634195206;195 195224 26
NTFAEVTGLSPGVTYYFK GQRLPISRNTFAEVTG PGVTYYFKVFAVSHGR R N T F K V 1 0 1 0 0 0 1 2 0 0 1 1 0 2 1 1 3 0 2 2 0 0 18 0 1992.983 sp|P02751 sp|P02751|FIN 959 976 yes yes 2;3 6.70E-167 264.29 2595 153 2653 416459;41646195232;195 195504 319
NTGIICTIGPASR DSPPITARNTGIICTI CTIGPASRSVETLKEM R N T S R S 1 1 1 0 1 0 0 2 0 3 0 0 0 0 1 1 2 0 0 0 0 0 13 0 1358.698 sp|P14618sp|P14618|KPY 44 56 yes yes 2 2.79E-28 173.64 2596 283 2654 416894;41689195551;195 195599 46
NTGTEAPDYLATVDVDPK VYLPCIYRNTGTEAPD ATVDVDPKSPQYCQVI R N T P K S 2 0 1 3 0 0 1 1 0 0 1 1 0 0 2 0 3 0 1 2 0 0 18 0 1904.9 sp|Q13228sp|Q13228|SB 35 52 yes yes 2 0.020476 38.3 2597 449 2655 417005;41700 195601 195601 1
NTGVISVVTTGLDR KNMFTINRNTGVISVV VVTTGLDRESFPTYTL R N T D R E 0 1 1 1 0 0 0 2 0 1 1 0 0 0 0 1 3 0 0 3 0 0 14 0 1430.773 sp|P12830sp|P12830|CA 322 335 yes yes 2 4.68E-55 166.14 2598 267 2656 417011;41701195602;195 195657 103
NTLELSNGVIVK VASLHTEKNTLELSNG LSNGVIVKINNQLTLD K N T V K I 0 0 2 0 0 0 1 1 0 1 2 1 0 0 0 1 1 0 0 2 0 0 12 0 1285.724 sp|P04114sp|P04114|AP 2865 2876 yes yes 2 1.08E-22 143.39 2599 174 2657 417160;41716195706;195 195816 129
NTLYLQMNSLR TISRDNSKNTLYLQMN YLQMNSLRAEDTAVYY K N T L R A 0 1 2 0 0 1 0 0 0 0 3 0 1 0 0 1 1 0 1 0 0 0 11 0 1351.692 sp|P01768sp|P01767|HV 96 106 no no 2 8.44E-06 109.66 2601 119;120 2659 417523 195868 195868 1
NVALVSGDTENAK CFNINYLRNVALVSGD SGDTENAKGQGEQGST R N V A K G 2 0 2 1 0 0 1 1 0 0 1 1 0 0 0 1 1 0 0 2 0 0 13 0 1316.657 sp|Q16610sp|Q16610|EC 506 518 yes yes 2 6.51E-87 196.06 2602 475 2660 417524;41752195869;195 195891 62
NVHSGSTFFK MEGESRNRNVHSGSTF HSGSTFFKYYLQGAKI R N V F K Y 0 0 1 0 0 0 0 1 1 0 0 1 0 2 0 2 1 0 0 1 0 0 10 0 1122.546 sp|Q14624sp|Q14624|ITI 617 626 yes yes 2;3 7.25E-05 108.93 2603 463 2661 417698;41769195933;195 195940 19
NVIGLQMGTNR DNQLQEGKNVIGLQMG GLQMGTNRGASQAGMT K N V N R G 0 1 2 0 0 1 0 2 0 1 1 0 1 0 0 0 1 0 0 1 0 0 11 0 1201.624 sp|P37802 sp|P37802|TAG 172 182 yes yes 2 1.29E-11 126.07 2604 355 2662 417908;41790195952;195 195952 20
NVLVTLYER LRMRDWLKNVLVTLYE VLVTLYERDEDNNLLT K N V E R D 0 1 1 0 0 0 1 0 0 0 2 0 0 0 0 0 1 0 1 2 0 0 9 0 1105.613 sp|P09486sp|P09486|SPR 173 181 yes yes 2 0.01821 72.485 2605 240 2663 418006;41800195974;195 195975 5
NVPDDILQLLK RGVCNSARNVPDDILQ DDILQLLKKNGGVVMV R N V L K K 0 0 1 2 0 1 0 0 0 1 3 1 0 0 1 0 0 0 0 1 0 0 11 0 1266.718 sp|Q9H4A9sp|Q9H4A9|DP 294 304 yes yes 2 0.040012 47.187 2606 528 2664 418084;41808 195979 195979 0
NVPLPVIAELPPK HPNGNKEKNVPLPVIA VIAELPPKVSVFVPPR K N V P K V 1 0 1 0 0 0 1 0 0 1 2 1 0 0 4 0 0 0 0 2 0 0 13 0 1385.828 sp|P01871 sp|P01871|IGH 100 112 yes yes 2 0.0003389 90.685 2607 128 2665 418119;41812195980;195 196117 207
NVQFNYPHTSVTDVTQNNFHNYFGGSEIVVAGK QVSTPLLRNVQFNYPH SEIVVAGKFDPAKLDQ R N V G K F 1 0 5 1 0 2 1 3 2 1 0 1 0 3 1 2 3 0 2 5 0 0 33 0 3682.744 sp|P19823 sp|P19823|ITIH 500 532 yes yes 4 1.53E-36 84.097 2609 304 2667 418320;41832196189;196 196190 12
NVTELNEPLSNEER DDMAAAMKNVTELNEP EPLSNEERNLLSVAYK K N V E R N 0 1 3 0 0 0 4 0 0 0 2 0 0 0 1 1 1 0 0 1 0 0 14 0 1642.78 sp|P61981 sp|P61981|143 29 42 yes yes 2 4.13E-86 185.3 2610 402 2668 418415;41841 196202 196202 1
NVVFVIDK EGLTTMPKNVVFVIDK NVVFVIDKSGSMSGRK K N V D K S 0 0 1 1 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 3 0 0 8 0 932.5331 sp|Q14624sp|Q14624|ITI 274 281 yes yes 2 0.060809 64.265 2611 463 2669 418420;41842196203;196 196203 2
NVVYTCNEGYSLIGNPVAR GTMFPVGKNVVYTCNE LIGNPVARCGEDLRWL K N V A R C 1 1 3 0 1 0 1 2 0 1 1 0 0 0 1 1 1 0 2 3 0 0 19 0 2125.026 sp|P10643 sp|P10643|CO 594 612 yes yes 2;3 1.69E-212 278.46 2612 252 2670 418456;41845196205;196 196211 245
NVWVHLDGPGVTR NPLKETLRNVWVHLDG LDGPGVTRPMKKMFRE R N V T R P 0 1 1 1 0 0 0 2 1 0 1 0 0 0 1 0 1 1 0 3 0 0 13 0 1448.752 sp|P00488sp|P00488|F13 663 675 yes yes 2;3 4.48E-34 154.15 2613 75 2671 418801;41880196450;196 196583 143
NWGLGGHAFCR NVTAEQARNWGLGGHA LGGHAFCRNPDNDIRP R N W C R N 1 1 1 0 1 0 0 3 1 0 1 0 0 1 0 0 0 1 0 0 0 0 11 0 1273.578 sp|P00748sp|P00748|FA 257 267 yes yes 3 0.0001768 72.006 2615 88 2673 419305;41930 196812 196812 1
NWGLSFYADKPETTK GSYLDDEKNWGLSFYA ADKPETTKEQLGEFYE K N W T K E 1 0 1 1 0 0 1 1 0 0 1 2 0 1 1 1 2 1 1 0 0 0 15 1 1755.847 sp|P19652 sp|P19652|A1A 139 153 yes yes 2;3 2.19E-29 129.84 2616 303 2674 419344;41934196813;196 196815 7
NWGLSVYADKPETTK AFDVNDEKNWGLSVYA ADKPETTKEQLGEFYE K N W T K E 1 0 1 1 0 0 1 1 0 0 1 2 0 0 1 1 2 1 1 1 0 0 15 1 1707.847 sp|P02763 sp|P02763|A1A 139 153 yes yes 2;3 9.93E-45 156.69 2617 156 2675 419376;41937196820;196 196820 22
NWPESVYFFK ALSTAKYKNWPESVYF PESVYFFKRGGSIQQY K N W F K R 0 0 1 0 0 0 1 0 0 0 0 1 0 2 1 1 0 1 1 1 0 0 10 0 1315.624 sp|Q92954sp|Q92954|PR 1254 1263 yes yes 2 0.034913 58.676 2618 512 2676 419579;41958196842;196 196842 2
NYCGLPGEYWLGNDK VATNTDGKNYCGLPGE EYWLGNDKISQLTRMG K N Y D K I 0 0 2 1 1 0 1 3 0 0 2 1 0 0 1 0 0 1 2 0 0 0 15 0 1784.783 sp|P02675 sp|P02675|FIB 314 328 yes yes 2;3 3.19E-22 148.78 2619 143 2677 419673;41967196844;196 196999 192
NYITMDELR FKILAGDKNYITMDEL YITMDELRRELPPDQA K N Y L R R 0 1 1 1 0 0 1 0 0 1 1 0 1 0 0 0 1 0 1 0 0 0 9 0 1153.544 sp|P12814sp|P12814|AC 841 849 yes yes 2 0.0077174 80.438 2620 266 2678 419963;41996197036;197 197042 11
NYLAWYQQK VLYSSNNKNYLAWYQQ YLAWYQQKPGQPPKLL K N Y Q K P 1 0 1 0 0 2 0 0 0 0 1 1 0 0 0 0 0 1 2 0 0 0 9 0 1212.593 sp|P06312 sp|P06312|KV4 57 65 yes yes 2 0.0033755 95.541 2621 203 2679 420036;42003197047;197 197048 7
NYLAWYQQKPGQPPK VLYSSNNKNYLAWYQQ QKPGQPPKLLIYWAST K N Y P K L 1 0 1 0 0 3 0 1 0 0 1 2 0 0 3 0 0 1 2 0 0 0 15 1 1816.926 sp|P06312 sp|P06312|KV4 57 71 yes yes 3 0.063746 24.558 2622 203 2680 420067;42006 197055 197055 1
NYNLVESLK LPKFKLEKNYNLVESL YNLVESLKLMGIRMLF K N Y L K L 0 0 2 0 0 0 1 0 0 0 2 1 0 0 0 1 0 0 1 1 0 0 9 0 1078.566 sp|P05546sp|P05546|HE 402 410 yes yes 2 0.0007412 121.09 2623 199 2681 420071;42007197056;197 197067 133
NYVDWIMK YGLYTRVKNYVDWIMK NYVDWIMKTMQENSTP K N Y M K T 0 0 1 1 0 0 0 0 0 1 0 1 1 0 0 0 0 1 1 1 0 0 8 0 1067.511 sp|P09871 sp|P09871|C1S 670 677 yes yes 2 0.023298 76.774 2625 242 2683 420402;42040197199;197 197199 4
PAAVAAENEEIGSHIK GRLASEAKPAAVAAEN EEIGSHIKHRVQELGH K P A I K H 4 0 1 0 0 0 3 1 1 2 0 1 0 0 1 1 0 0 0 1 0 0 16 0 1634.826 sp|Q9Y490sp|Q9Y490|TL 1902 1917 yes yes 3 3.16E-05 75.764 2626 554 2684 420449;42045197203;197 197203 5
PAFSAIR GNIKDQPRPAFSAIRR RPAFSAIRRNPPMGGN R P A I R R 2 1 0 0 0 0 0 0 0 1 0 0 0 1 1 1 0 0 0 0 0 0 7 0 760.4232 sp|P02745 sp|P02745|C1Q 115 121 yes yes 2 1.64E-21 177.54 2627 147 2685 420527;42052197208;197 197214 65
PAHVVVGDVLQAADVDK RLPSEGPRPAHVVVGD LQAADVDKTVAGQDAV R P A D K T 3 0 0 3 0 1 0 1 1 0 1 1 0 0 1 0 0 0 0 5 0 0 17 0 1731.916 sp|P30043 sp|P30043|BLV 47 63 yes yes 2;3 2.80E-15 131.13 2628 338 2686 420746;42074197273;197 197275 3
PALEDLR STLSEKAKPALEDLRQ KPALEDLRQGLLPVLE K P A L R Q 1 1 0 1 0 0 1 0 0 0 2 0 0 0 1 0 0 0 0 0 0 0 7 0 812.4392 sp|P02647sp|P02647|AP 233 239 yes yes 2 0.016289 100.74 2629 136 2687 420795;42079197276;197 197277 2
PALELLEPIEQK KEPEKEIRPALELLEP LLEPIEQKFVSISDLL R P A Q K F 1 0 0 0 0 1 3 0 0 1 3 1 0 0 2 0 0 0 0 0 0 0 12 0 1378.771 sp|P50395 sp|P50395|GD 368 379 yes yes 2 9.55E-14 121.6 2630 376 2688 420822;42082197278;197 197278 2
PAPEDLTVVLGQER AAHCLQDRPAPEDLTV TVVLGQERRNHSCEPC R P A E R R 1 1 0 1 0 1 2 1 0 0 2 0 0 0 2 0 1 0 0 2 0 0 14 0 1522.799 sp|P00748sp|P00748|FA 418 431 yes yes 2;3 2.07E-110 200.06 2632 88 2690 421162;42116197332;197 197610 347
PAPLVAPGNQVTLR GRFCGTFRPAPLVAPG PGNQVTLRMTTDEGTG R P A L R M 2 1 1 0 0 1 0 1 0 0 2 0 0 0 3 0 1 0 0 2 0 0 14 0 1431.82 sp|Q15113sp|Q15113|PC 117 130 yes yes 2 2.28E-08 106.62 2633 466 2691 421548;42154197679;197 197690 16
PAPPPISGGGYR REEAPSLRPAPPPISG PISGGGYRARPAKAAA R P A Y R A 1 1 0 0 0 0 0 3 0 1 0 0 0 0 4 1 0 0 1 0 0 0 12 0 1167.604 sp|P02675 sp|P02675|FIB 61 72 yes yes 2 2.78E-20 137.14 2634 143 2692 421627;42162197696;197 197707 67
PAQGVVTTLENVSPPR LKDTLTSRPAQGVVTT LENVSPPRRARVTDAT R P A P R R 1 1 1 0 0 1 1 1 0 0 1 0 0 0 3 1 2 0 0 3 0 0 16 0 1663.889 sp|P02751 sp|P02751|FIN 1803 1818 yes yes 2;3 0 309.68 2635 153 2693 421883;42188197765;197 197767 634
PASNMVIVDVK TISYTGNRPASNMVIV NMVIVDVKMVSGFIPL R P A V K M 1 0 1 1 0 0 0 0 0 1 0 1 1 0 1 1 0 0 0 3 0 0 11 0 1171.627 sp|P20742 sp|P20742|PZP 1380 1390 yes yes 2 2.04E-12 133.12 2636 307 2694 422312;42231 198401 198401 1
PCDYPDIK PAPRCTLKPCDYPDIK PCDYPDIKHGGLYHEN K P C I K H 0 0 0 2 1 0 0 0 0 1 0 1 0 0 2 0 0 0 1 0 0 0 8 0 1006.443 sp|P08603 sp|P08603|CFA 324 331 yes yes 2 0.023104 79.469 2637 233 2695 422314;42231198402;198 198403 2
PCPGLAYEQR PSQKPPGKPCPGLAYE PGLAYEQRRCTGLPPC K P C Q R R 1 1 0 0 1 1 1 1 0 0 1 0 0 0 2 0 0 0 1 0 0 0 10 0 1189.555 sp|P27918sp|P27918|PRO 237 246 yes yes 2 0.0008067 98.033 2639 335 2697 422504;42250198439;198 198444 20
PDAELSASSVYNLLPEK DQSVLLMKPDAELSAS VYNLLPEKDLTGFPGP K P D E K D 2 0 1 1 0 0 2 0 0 0 3 1 0 0 2 3 0 0 1 1 0 0 17 0 1831.92 sp|P01023 sp|P01023|A2 609 625 yes yes 2 2.10E-62 142.91 2640 96 2698 422631;42263198459;198 198463 5
PDAFGGLPR NTQLCQFRPDAFGGLP DAFGGLPRLEDLEVTG R P D P R L 1 1 0 1 0 0 0 2 0 0 1 0 0 1 2 0 0 0 0 0 0 0 9 0 928.4767 sp|P22792 sp|P22792|CP 90 98 yes yes 2 0.0006358 125.25 2641 315 2699 422646;42264198464;198 198472 45
PDDLPFSTVVPLK IAGRTCPKPDDLPFST FSTVVPLKTFYEPGEE K P D L K T 0 0 0 2 0 0 0 0 0 0 2 1 0 1 3 1 1 0 0 2 0 0 13 0 1426.771 sp|P02749sp|P02749|AP 26 38 yes yes 2 6.43E-11 110.86 2642 151 2700 422784;42278198509;198 198558 60
PDNGFVNYPAK VKCPFPSRPDNGFVNY GFVNYPAKPTLYYKDK R P D A K P 1 0 2 1 0 0 0 1 0 0 0 1 0 1 2 0 0 0 1 1 0 0 11 0 1220.583 sp|P02749sp|P02749|AP 211 221 yes yes 2 1.04E-15 142.98 2643 151 2701 422909;42291198569;198 198569 2
PDYALLGHR AVRAGLLRPDYALLGH DYALLGHRQLVRTDCP R P D H R Q 1 1 0 1 0 0 0 1 1 0 2 0 0 0 1 0 0 0 1 0 0 0 9 0 1040.54 sp|Q96PD5sp|Q96PD5|PG 515 523 yes no 3 0.0001435 104.06 2644 518 2702 422917;42291198571;198 198573 13
PEFPGVYTK SWGENCGKPEFPGVYT EFPGVYTKVANYFDWI K P E T K V 0 0 0 0 0 0 1 1 0 0 0 1 0 1 2 0 1 0 1 1 0 0 9 0 1036.523 sp|P05156sp|P05156|CFA 553 561 yes yes 2 0.0052311 85.67 2645 192 2703 422995;42299198584;198 198591 9
PEIAYAYK TRKQTACKPEIAYAYK PEIAYAYKVSITSITV K P E Y K V 2 0 0 0 0 0 1 0 0 1 0 1 0 0 1 0 0 0 2 0 0 0 8 0 953.4858 sp|P01031 sp|P01031|CO 1555 1562 yes yes 2 0.027885 71.342 2646 98 2704 423088 198595 198595 1
PETLHPGR KPEGIDSRPETLHPGR PETLHPGRPQPPAEEE R P E G R P 0 1 0 0 0 0 1 1 1 0 1 0 0 0 2 0 1 0 0 0 0 0 8 0 905.4719 sp|P04004sp|P04004|VT 139 146 yes yes 3 0.0030881 95.531 2647 168 2705 423089;42309198596;198 198596 7
PETLHPGRPQPPAEEELCSGK KPEGIDSRPETLHPGR EEELCSGKPFDAFTDL R P E G K P 1 1 0 0 1 1 4 2 1 0 2 1 0 0 5 1 1 0 0 0 0 0 21 1 2328.117 sp|P04004sp|P04004|VT 139 159 yes yes 4 2.86E-09 58.796 2648 168 2706 423130;42313198603;198 198603 1
PETLHPGRPQPPAEEELCSGKPFDAFTDLK KPEGIDSRPETLHPGR FDAFTDLKNGSLFAFR R P E L K N 2 1 0 2 1 1 4 2 1 0 3 2 0 2 6 1 2 0 0 0 0 0 30 2 3362.624 sp|P04004sp|P04004|VT 139 168 yes yes 5 4.00E-21 76.002 2649 168 2707 423168;42316198606;198 198606 3
PFISQYNV WISYHVGRPFISQYNV PFISQYNV________ R P F N V - 0 0 1 0 0 1 0 0 0 1 0 0 0 1 1 1 0 0 1 1 0 0 8 0 966.4811 sp|P05156sp|P05156|CFA 576 583 yes yes 2 0.013545 118.06 2652 192 2710 423919;42392198824;198 198826 65
PFIYQEVIDLGGEPIK NWFPEGSKPFIYQEVI DLGGEPIKSSDYFGNG K P F I K S 0 0 0 1 0 1 2 2 0 3 1 1 0 1 2 0 0 0 1 1 0 0 16 0 1816.961 sp|P04745 sp|P04745|AM 243 258 no no 2 4.30E-28 117.98 2653 184 2711 424175;42417 198889 198889 1
PFLAILGGAK KALESPERPFLAILGG LAILGGAKVADKIQLI R P F A K V 2 0 0 0 0 0 0 2 0 1 2 1 0 1 1 0 0 0 0 0 0 0 10 0 985.5961 sp|P00558sp|P00558|PG 207 216 yes no 2 0.019041 65.252 2654 78 2712 424194;42419 198890 198890 1
PFLELDTNLPANR ________________ DTNLPANRVPAGLEKR M P F N R V 1 1 2 1 0 0 1 0 0 0 3 0 0 1 2 0 1 0 0 0 0 0 13 0 1498.778 sp|P30046sp|P30046|DO 2 14 yes no 2 3.62E-16 123.63 2655 339 2713 424212;42421 198891 198891 1
PFPQVIK YQKADDGRPFPQVIKS RPFPQVIKSKGGVVGI R P F I K S 0 0 0 0 0 1 0 0 0 1 0 1 0 1 2 0 0 0 0 1 0 0 7 0 827.4905 sp|P04075 sp|P04075|ALD 93 99 yes yes 2 0.010134 106.76 2656 172 2714 424229;42423198892;198 198898 7
PFTVEISPGPR VELIVQEKPFTVEISP VEISPGPRIAAQIGDS K P F P R I 0 1 0 0 0 0 1 1 0 1 0 0 0 1 3 1 1 0 0 1 0 0 11 0 1198.635 sp|P19320sp|P19320|VC 312 322 yes yes 2 2.59E-26 161.92 2657 302 2715 424327;42432198899;198 198901 9
PFYTVGEK GIQSHPQKPFYTVGEK PFYTVGEKVTVSCSGG K P F E K V 0 0 0 0 0 0 1 1 0 0 0 1 0 1 1 0 1 0 1 1 0 0 8 0 939.4702 sp|P10643 sp|P10643|CO 647 654 yes yes 2 0.011361 123.69 2658 252 2716 424399;42440198908;198 198912 8
PGDEDFSIVLEK LAQVCHPKPGDEDFSI DFSIVLEKNAAGDLQR K P G E K N 0 0 0 2 0 0 2 1 0 1 1 1 0 1 1 1 0 0 0 1 0 0 12 0 1347.656 sp|Q9Y6R7sp|Q9Y6R7|FC 4890 4901 yes yes 2 8.11E-66 185.77 2659 559 2717 424477;42447198916;198 198917 4
PGETLNVNFLLR SVLRTELRPGETLNVN LNVNFLLRMDRAHEAK R P G L R M 0 1 2 0 0 0 1 1 0 0 3 0 0 1 1 0 1 0 0 1 0 0 12 0 1371.751 sp|P01024sp|P01024|CO 467 478 yes yes 2 4.58E-19 131.5 2660 97 2718 424578;42457 198920 198920 1
PGFTIVGPNSVQCYHFGLSPDLPICK EVLKFSCKPGFTIVGP SPDLPICKEQVQSCGP K P G C K E 0 0 1 1 2 1 0 3 1 2 2 1 0 2 4 2 1 0 1 2 0 0 26 0 2902.415 sp|P08603 sp|P08603|CFA 599 624 yes yes 3 9.79E-59 119.76 2661 233 2719 424580;42458198921;198 198921 20
PGGGFVPNFQLFEK LPTLKYVRPGGGFVPN PNFQLFEKGDVNGEKE R P G E K G 0 0 1 0 0 1 1 3 0 0 1 1 0 3 2 0 0 0 0 1 0 0 14 0 1535.777 sp|P22352 sp|P22352|GP 124 137 yes yes 2;3 3.12E-75 183.03 2662 313 2720 424673;42467198943;198 198962 175
PGGGVLLR VVRQRCGRPGGGVLLR PGGGVLLRYGSQLAPE R P G L R Y 0 1 0 0 0 0 0 3 0 0 2 0 0 0 1 0 0 0 0 1 0 0 8 0 767.4654 sp|Q76LX8sp|Q76LX8|AT 1278 1285 yes yes 2 0.019488 94.163 2663 491 2721 424982;42498199118;199 199118 3
PGGLLLGDVAPNFEANTTVGR ________________ EANTTVGRIRFHDFLG M P G G R I 2 1 2 1 0 0 1 4 0 0 3 0 0 1 2 0 2 0 0 2 0 0 21 0 2097.086 sp|P30041 sp|P30041|PR 2 22 yes yes 2;3 4.12E-45 162.37 2664 337 2722 425004;42500199121;199 199121 7
PGGNEITR QMRMELERPGGNEITR PGGNEITRGGSTSYGT R P G T R G 0 1 1 0 0 0 1 2 0 1 0 0 0 0 1 0 1 0 0 0 0 0 8 0 842.4246 sp|P02671 sp|P02671|FIB 264 271 yes yes 2 0.053293 57.281 2665 142 2723 425091 199129 199129 1
PGIPYPIK VATPLFLKPGIPYPIK PGIPYPIKVQVKDSLD K P G I K V 0 0 0 0 0 0 0 1 0 2 0 1 0 0 3 0 0 0 1 0 0 0 8 0 883.5167 sp|P01031 sp|P01031|CO 365 372 yes yes 2 0.013545 106.76 2666 98 2724 425092;42509199130;199 199142 40
PGLLPSLFK LQALKPTKPGLLPSLF GLLPSLFKGLRETLSR K P G F K G 0 0 0 0 0 0 0 1 0 0 3 1 0 1 2 1 0 0 0 0 0 0 9 0 970.5852 sp|Q9UK55sp|Q9UK55|ZP 138 146 yes yes 2 0.0093798 77.923 2667 548 2725 425274;42527 199170 199170 1
PGLSLVK GLAPSQGRPGLSLVKE RPGLSLVKENYAELLE R P G V K E 0 0 0 0 0 0 0 1 0 0 2 1 0 0 1 1 0 0 0 1 0 0 7 0 712.4483 sp|P12109sp|P12109|CO 784 790 yes yes 2 0.01709 100.07 2668 262 2726 425367;42536 199171 199171 1
PGPGAWLR RNINSSCRPGPGAWLR PGPGAWLRVVLEKPFG R P G L R V 1 1 0 0 0 0 0 2 0 0 1 0 0 0 2 0 0 1 0 0 0 0 8 0 852.4606 sp|O95479sp|O95479|G6 162 169 yes yes 2 0.058394 64.803 2669 67 2727 425438;42543 199172 199172 1
PGQDTCQGDSGGPLTCEK ICAGNLQKPGQDTCQG GGPLTCEKDGTYYVYG K P G E K D 0 0 0 2 2 2 1 4 0 0 1 1 0 0 2 1 2 0 0 0 0 0 18 0 1905.783 sp|Q14520sp|Q14520|HA 500 517 yes yes 2 0 315.43 2670 462 2728 425441;42544199173;199 199174 32
PGQFPWQVVLNGK VVGGEDAKPGQFPWQV WQVVLNGKVDAFCGGS K P G G K V 0 0 1 0 0 2 0 2 0 0 1 1 0 1 2 0 0 1 0 2 0 0 13 0 1468.783 sp|P00740sp|P00740|FA9 235 247 yes yes 2 3.53E-06 78.816 2671 84 2729 425538;42553199205;199 199205 1
PGSTGTWNPGSSER NQNPGSPRPGSTGTWN WNPGSSERGSAGHWTS R P G E R G 0 1 1 0 0 0 1 3 0 0 0 0 0 0 2 3 2 1 0 0 0 0 14 0 1431.638 sp|P02671 sp|P02671|FIB 354 367 yes yes 2 0 277.96 2672 142 2730 425559;42556199207;199 199215 107
PGVLSSR AGSRMNFRPGVLSSRQ RPGVLSSRQLGLPGPP R P G S R Q 0 1 0 0 0 0 0 1 0 0 1 0 0 0 1 2 0 0 0 1 0 0 7 0 714.4024 sp|Q14624sp|Q14624|ITI 662 668 yes yes 2 1.48E-25 172.39 2673 463 2731 425741;42574199315;199 199337 60
PGVVYEGQLISIQQYGHQEVTR SYTIKGLKPGVVYEGQ YGHQEVTRFDFTTTST K P G T R F 0 1 0 0 0 4 2 3 1 2 1 0 0 0 1 1 1 0 2 3 0 0 22 0 2500.271 sp|P02751 sp|P02751|FIN 673 694 yes yes 3 0.0003891 46.027 2674 153 2732 426023;42602 199375 199375 1
PGWWLLNTEVGENQR TLEMKASKPGWWLLNT TEVGENQRAGMQTPFL K P G Q R A 0 1 2 0 0 1 2 2 0 0 2 0 0 0 1 0 1 2 0 1 0 0 15 0 1797.88 sp|P12259sp|P12259|FA5 1879 1893 yes yes 2 0.0002596 77.305 2675 264 2733 426068;42606 199376 199376 1
PHDFENGEYWPR CRAIHCPRPHDFENGE ENGEYWPRSPYYNVSD R P H P R S 0 1 1 1 0 0 2 1 1 0 0 0 0 1 2 0 0 1 1 0 0 0 12 0 1545.664 sp|P00751 sp|P00751|CFA 106 117 yes yes 2;3 3.23E-20 162.36 2676 89 2734 426074;42607199377;199 199378 12
PICLPCTEGTTR LKYGQTIRPICLPCTE PCTEGTTRALRLPPTT R P I T R A 0 1 0 0 2 0 1 1 0 1 1 0 0 0 2 0 3 0 0 0 0 0 12 0 1403.654 sp|P00751 sp|P00751|CFA 594 605 yes yes 2;3 3.08E-20 136.63 2677 89 2735 426166;42616199389;199 199396 262
PICLPCTMEANLALR VKMSTHARPICLPCTM MEANLALRRPQGSTCR R P I L R R 2 1 1 0 2 0 1 0 0 1 3 0 1 0 2 0 1 0 0 0 0 0 15 0 1757.863 sp|P06681 sp|P06681|CO 579 593 yes yes 2 5.38E-26 125.22 2678 205 2736 426757;42675199656;199 199692 45
PICLPSK LNYTEFQKPICLPSKG KPICLPSKGDTSTIYT K P I S K G 0 0 0 0 1 0 0 0 0 1 1 1 0 0 2 1 0 0 0 0 0 0 7 0 813.4419 sp|P03952 sp|P03952|KLK 501 507 no no 2 0.0061495 118.69 2679 166;165 2737 426843;42684199701;199 199706 27
PIGVGIPTINLR LHPNLQPKPIGVGIPT GIPTINLRKRRPNIQN K P I L R K 0 1 1 0 0 0 0 2 0 3 1 0 0 0 2 0 1 0 0 1 0 0 12 0 1248.755 sp|P54289sp|P54289|CA 531 542 yes yes 2 1.25E-10 118.71 2680 384 2738 426922;42692199728;199 199732 6
PISINYR GDSPASSKPISINYRT KPISINYRTEIDKPSQ K P I Y R T 0 1 1 0 0 0 0 0 0 2 0 0 0 0 1 1 0 0 1 0 0 0 7 0 861.4709 sp|P02751 sp|P02751|FIN 1533 1539 yes yes 2 1.68E-13 166.13 2681 153 2739 427072;42707199734;199 199746 74
PISVSYNPATAK TKHDTSLKPISVSYNP SYNPATAKEIINVGHS K P I A K E 2 0 1 0 0 0 0 0 0 1 0 1 0 0 2 2 1 0 1 1 0 0 12 0 1246.656 sp|P00915 sp|P00915|CA 47 58 yes yes 2 0.000898 71.614 2682 90 2740 427405;42740 199808 199808 1
PKDPTFIPAPIQAK LAKANAGKPKDPTFIP IPAPIQAKTSPVDEKA K P K A K T 2 0 0 1 0 1 0 0 0 2 0 2 0 1 4 0 1 0 0 0 0 0 14 1 1521.856 sp|P01019sp|P01019|AN 62 75 yes yes 3 0.005262 39.005 2683 95 2741 427407;42740199809;199 199811 10
PLGEVVTLR DCAVAIGRPLGEVVTL LGEVVTLRVLESSLNC R P L L R V 0 1 0 0 0 0 1 1 0 0 2 0 0 0 1 0 1 0 0 2 0 0 9 0 982.5811 sp|Q76LX8sp|Q76LX8|AT 1220 1228 yes yes 2 1.38E-05 137.9 2684 491 2742 427474;42747199819;199 199851 41
PLLVDVDLQYPQDAVLALTQNHHK GFYSQVAKPLLVDVDL ALTQNHHKQYYEGSEI K P L H K Q 2 0 1 3 0 3 0 0 2 0 5 1 0 0 2 0 1 0 1 3 0 0 24 0 2726.439 sp|P19827sp|P19827|ITIH 478 501 yes yes 3;4;5 1.77E-08 69.779 2685 305 2743 427576;42757199860;199 199869 15
PLLVEPEGLEK GRKDTVIKPLLVEPEG VEPEGLEKETTFNSLL K P L E K E 0 0 0 0 0 0 3 1 0 0 3 1 0 0 2 0 0 0 0 1 0 0 11 0 1222.681 sp|P01023 sp|P01023|A2 902 912 yes no 2 7.20E-12 128.28 2686 96 2744 427648;42764199875;199 199937 133
PLPATVGVTQPYLDR EPAPSLPRPLPATVGV VTQPYLDRLGYRRTDH R P L D R L 1 1 0 1 0 1 0 1 0 0 2 0 0 0 3 0 2 0 1 2 0 0 15 0 1625.878 sp|Q8IUL8 sp|Q8IUL8|CIL 827 841 yes yes 2 0.011954 58.676 2687 500 2745 427818;42781200008;200 200008 0
PLPAWFDEAK DWPSLDSRPLPAWFDE PAWFDEAKFGVFIHWG R P L A K F 2 0 0 1 0 0 1 0 0 0 1 1 0 1 2 0 0 1 0 0 0 0 10 0 1172.587 sp|P04066sp|P04066|FU 48 57 yes yes 2 0.018969 65.305 2688 170 2746 427839;42784200010;200 200012 7
PLPSCEEK VCTESGWRPLPSCEEK PLPSCEEKSCDNPYIP R P L E K S 0 0 0 0 1 0 2 0 0 0 1 1 0 0 2 1 0 0 0 0 0 0 8 0 958.443 sp|P08603 sp|P08603|CFA 258 265 yes yes 2 0.018642 100.39 2689 233 2747 427894;42789200017;200 200017 3
PLQALLDGR QPSPDEARPLQALLDG LQALLDGRGLCVNASA R P L G R G 1 1 0 1 0 1 0 1 0 0 3 0 0 0 1 0 0 0 0 0 0 0 9 0 981.5607 sp|P17936sp|P17936|IBP 103 111 yes yes 2 1.88E-56 198.07 2690 297 2748 427945;42794200020;200 200151 152
PLSITVR INTHPSQKPLSITVRT KPLSITVRTKKQELSE K P L V R T 0 1 0 0 0 0 0 0 0 1 1 0 0 0 1 1 1 0 0 1 0 0 7 0 784.4807 sp|P01024sp|P01024|CO 419 425 yes yes 2 0.036891 90.986 2691 97 2749 428182;42818 200173 200173 1
PLSTLISSSQSCQYTLDAK ALIKGMTRPLSTLISS CQYTLDAKRKHVAEAI R P L A K R 1 0 0 1 1 2 0 0 0 1 3 1 0 0 1 5 2 0 1 0 0 0 19 0 2098.025 sp|P04114sp|P04114|AP 234 252 yes yes 2 1.63E-31 153.39 2692 174 2750 428190;42819200174;200 200180 34
PLTAQQTTK VSHGRESKPLTAQQTT LTAQQTTKLDAPTNLQ K P L T K L 1 0 0 0 0 2 0 0 0 0 1 1 0 0 1 0 3 0 0 0 0 0 9 0 986.5397 sp|P02751 sp|P02751|FIN 988 996 yes yes 2 0.0006329 125.31 2693 153 2751 428271;42827200209;200 200211 4
PMFIVNTNVPR ________________ IVNTNVPRASVPDGFL M P M P R A 0 1 2 0 0 0 0 0 0 1 0 0 1 1 2 0 1 0 0 2 0 0 11 0 1286.681 sp|P14174sp|P14174|MI 2 12 yes yes 2 0.034704 52.579 2695 281 2753 428480;42848 200355 200355 1
PNKPGVYVR SWGLGCARPNKPGVYV NKPGVYVRVSRFVTWI R P N V R V 0 1 1 0 0 0 0 1 0 0 0 1 0 0 2 0 0 0 1 2 0 0 9 1 1028.577 sp|P00747sp|P00747|PLM 787 795 yes no 3 0.0027385 70.256 2696 87 2754 428495;42849200356;200 200362 7
PNMIDAATLK YNPDESSKPNMIDAAT MIDAATLKSRKMLEEI K P N L K S 2 0 1 1 0 0 0 0 0 1 1 1 1 0 1 0 1 0 0 0 0 0 10 0 1072.559 sp|P02679sp|P02679|FIB 102 111 yes yes 2 0.022594 61.56 2697 144 2755 428579 200363 200363 1
PNNPDWGTFEEVSGNVSPGTR SPGSGNARPNNPDWGT GNVSPGTRREYHTEKL R P N T R R 0 1 3 1 0 0 2 3 0 0 0 0 0 1 3 2 2 1 0 2 0 0 21 0 2259.019 sp|P02671 sp|P02671|FIB 405 425 yes yes 2;3 1.76E-212 275.83 2698 142 2756 428580;42858200364;200 200379 311
PNQDQILTNLSK ESFVVLHRPNQDQILT QILTNLSKRKCPSQPV R P N S K R 0 0 2 1 0 2 0 0 0 1 2 1 0 0 1 1 1 0 0 0 0 0 12 0 1369.72 sp|Q15113sp|Q15113|PC 423 434 yes yes 2 0.0042683 78.548 2699 466 2757 428945;42894 200675 200675 1
PPYTVVYFPVR ________________ TVVYFPVRGRCAALRM M P P V R G 0 1 0 0 0 0 0 0 0 0 0 0 0 1 3 0 1 0 2 3 0 0 11 0 1336.718 sp|P09211 sp|P09211|GST 2 12 yes yes 2 5.71E-83 173.48 2701 239 2759 429151;42915200709;200 200709 19
PQAPITGYR SIVVRWSRPQAPITGY QAPITGYRIVYSPSVE R P Q Y R I 1 1 0 0 0 1 0 1 0 1 0 0 0 0 2 0 1 0 1 0 0 0 9 0 1001.529 sp|P02751 sp|P02751|FIN 834 842 yes yes 2 1.13E-34 183.74 2702 153 2760 429212;42921200728;200 200833 116
PQGSCSLEGVEIK TTPWSLARPQGSCSLE SLEGVEIKGGSFRLLQ R P Q I K G 0 0 0 0 1 1 2 2 0 1 1 1 0 0 1 2 0 0 0 1 0 0 13 0 1402.676 sp|P00751 sp|P00751|CFA 33 45 yes yes 2;3 7.53E-281 266.74 2703 89 2761 429544;42954200845;200 200975 138
PQPPAEEELCSGK PETLHPGRPQPPAEEE EEELCSGKPFDAFTDL R P Q G K P 1 0 0 0 1 1 3 1 0 0 1 1 0 0 3 1 0 0 0 0 0 0 13 0 1440.656 sp|P04004sp|P04004|VT 147 159 yes yes 2 1.91E-10 106.62 2704 168 2762 429772;42977200984;200 200991 75
PQPPAEEELCSGKPFDAFTDLK PETLHPGRPQPPAEEE FDAFTDLKNGSLFAFR R P Q L K N 2 0 0 2 1 1 3 1 0 0 2 2 0 2 4 1 1 0 0 0 0 0 22 1 2475.163 sp|P04004sp|P04004|VT 147 168 yes yes 3 8.67E-22 94.463 2705 168 2763 429937;42993201059;20 201116 70
PQPPPDPLLLQR ACYHMLSRPQPPPDPL PDPLLLQRLPRPSSLS R P Q Q R L 0 1 0 1 0 2 0 0 0 0 3 0 0 0 5 0 0 0 0 0 0 0 12 0 1369.772 sp|Q86UX7sp|Q86UX7|UR 201 212 yes yes 2 0.0001781 80.755 2706 497 2764 430035;43003201129;20 201130 10
PQVGYIR YRWFLQHRPQVGYIRV RPQVGYIRVRFYEGPE R P Q I R V 0 1 0 0 0 1 0 1 0 1 0 0 0 0 1 0 0 0 1 1 0 0 7 0 831.4603 sp|P49747sp|P49747|CO 690 696 no no 2 0.0049961 121.87 2707 373;348 2765 430106;43010 201140 201140 1
PQYMVLVPSLLHTETTEK TDASVSGKPQYMVLVP LHTETTEKGCVLLSYL K P Q E K G 0 0 0 0 0 1 2 0 1 0 3 1 1 0 2 1 3 0 1 2 0 0 18 0 2085.082 sp|P01023 sp|P01023|A2 29 46 yes yes 2;3 3.12E-30 113.29 2708 96 2766 430137;43013201141;20 201189 56
PRDIPMNPMCIYR PVDICTAKPRDIPMNP MNPMCIYRSPEKKATE K P R Y R S 0 2 1 1 1 0 0 0 0 2 0 0 2 0 3 0 0 0 1 0 0 0 13 1 1661.784 sp|P01008sp|P01008|AN 44 56 yes yes 4 0.0080874 46.592 2709 92 2767 430212;43021 201197 201197 21 0
PSEIVIGQCK CEPPDSRRPSEIVIGQ EIVIGQCKVIATRHSH R P S C K V 0 0 0 0 1 1 1 1 0 2 0 1 0 0 1 1 0 0 0 1 0 0 10 0 1129.58 sp|P04196sp|P04196|HR 97 106 yes yes 2 0.0080139 75.109 2710 176 2768 430227;43022 201198 201198 1
PSETLCGGELVDTLQFVCGDR SCCIAAYRPSETLCGG LQFVCGDRGFYFSRPA R P S D R G 0 1 0 2 2 1 2 3 0 0 3 0 0 1 1 1 2 0 0 2 0 0 21 0 2352.073 sp|P01344sp|P01344|IGF 28 48 yes yes 2;3 9.30E-97 153.09 2711 104 2769 430241;43024201199;20 201201 12
PSLMIQK LKCVQSTKPSLMIQKA KPSLMIQKAAIQALRK K P S Q K A 0 0 0 0 0 1 0 0 0 1 1 1 1 0 1 1 0 0 0 0 0 0 7 0 815.4575 sp|P04114sp|P04114|AP 519 525 yes yes 2 0.0077396 114.59 2712 174 2770 430315;43031201211;20 201211 18
PSLSHLLSQYYGAGVAR LSRTPEPRPSLSHLLS YYGAGVARDPGFRSNF R P S A R D 2 1 0 0 0 1 0 2 1 0 3 0 0 0 1 3 0 0 2 1 0 0 17 0 1817.942 sp|Q96PD5sp|Q96PD5|PG 294 310 yes yes 2;3 5.48E-123 148.7 2713 518 2771 430435;43043201229;20 201316 95
PSLVPASAENVNK STEATQWRPSLVPASA ASAENVNKARSFAAGI R P S N K A 2 0 2 0 0 0 1 0 0 0 1 1 0 0 2 2 0 0 0 2 0 0 13 0 1324.699 sp|Q14624sp|Q14624|ITI 324 336 yes yes 2 1.51E-29 141.88 2714 463 2772 430608;43060201324;20 201440 152
PSPAISVSVSAPAFYAPQK ________________ PAFYAPQKKFGPVVAP R P S Q K K 4 0 0 0 0 1 0 0 0 1 0 1 0 1 4 4 0 0 1 2 0 0 19 0 1916.004 sp|Q15942sp|Q15942|ZY 6 24 yes yes 2 3.42E-08 99.844 2715 474 2773 430848;43084 201476 201476 1
PSPDERESPSVK HSPIGLTRPSPDERES ERESPSVKRMRLSEGW R P S V K R 0 1 0 1 0 0 2 0 0 0 0 1 0 0 3 3 0 0 0 1 0 0 12 1 1326.642 sp|Q06413sp|Q06413|ME 452 463 yes yes 2 0.0016699 85.676 2716 437 2774 430865;43086201477;20 201478 9
PSPDNLNQICLPNR LDGFPPGRPSPDNLNQ NQICLPNRQHVVYGPW R P S N R Q 0 1 3 1 1 1 0 0 0 1 2 0 0 0 3 1 0 0 0 0 0 0 14 0 1636.799 sp|Q16610sp|Q16610|EC 172 185 yes yes 2 2.60E-155 221.59 2717 475 2775 430966;43096201486;20 201496 68
PSTDTITVMVENSHGLR FALDQKMRPSTDTITV VENSHGLRVRKKEVYM R P S L R V 0 1 1 1 0 0 1 1 1 1 1 0 1 0 1 2 3 0 0 2 0 0 17 0 1855.91 sp|P0C0L4 sp|P0C0L4|CO 169 185 no no 3 2.46E-29 118.21 2718 245;246 2776 431123;43112201555;20 201557 24
PTLWAEPGSVITQGSPVTLR VQAGPLPKPTLWAEPG QGSPVTLRCQGSLETQ K P T L R C 1 1 0 0 0 1 1 2 0 1 2 0 0 0 3 2 3 1 0 2 0 0 20 0 2108.127 sp|Q8N6C8sp|Q8N6C8|LIR 29 48 yes no 2;3 1.44E-129 173.06 2719 503 2777 431240;43124201579;20 201590 30
PTTDEPTTVICQK YRCHPGYKPTTDEPTT PTTVICQKNLRWTPYQ K P T Q K N 0 0 0 1 1 1 1 0 0 1 0 1 0 0 2 0 4 0 0 1 0 0 13 0 1488.713 sp|P04003 sp|P04003|C4 338 350 yes yes 2 1.23E-205 248.88 2720 167 2778 431450;43145201611;20 201663 77
PTVSQQQSCPTCSTSLLNGHFK KKGHVLFRPTVSQQQS SLLNGHFKVTYDVSRD R P T F K V 0 0 1 0 2 3 0 1 1 0 2 1 0 1 2 4 3 0 0 1 0 0 22 0 2476.148 sp|P19827sp|P19827|ITIH 236 257 yes yes 3 1.53E-33 107.41 2721 305 2779 431612;43161201688;20 201688 2
PVAFSDYIHPVCLPDR IALMKLKKPVAFSDYI HPVCLPDRETAASLLQ K P V D R E 1 1 0 2 1 0 0 0 1 1 1 0 0 1 3 1 0 0 1 2 0 0 16 0 1884.919 sp|P00734sp|P00734|TH 471 486 yes yes 2;3 1.29E-45 126.76 2722 80 2780 431618;43161201690;20 201709 145
PVAFSVVPTAAAAVSLK LVPAGSARPVAFSVVP AAAAVSLKVVARGSFE R P V L K V 5 0 0 0 0 0 0 0 0 0 1 1 0 1 2 2 1 0 0 4 0 0 17 0 1626.935 sp|P0C0L4 sp|P0C0L4|CO 896 912 yes yes 2;3 2.83E-84 161.87 2723 245 2781 431818;43181201835;20 201879 931
PVAFSVVPTAATAVSLK LVPAGSARPVAFSVVP AATAVSLKVVARGSFE R P V L K V 4 0 0 0 0 0 0 0 0 0 1 1 0 1 2 2 2 0 0 4 0 0 17 0 1656.945 sp|P0C0L5 sp|P0C0L5|CO 896 912 yes yes 2;3 2.46E-29 150.49 2724 246 2782 433892;43389202769;20 202769 83
PVAVALDTK ASDPILYRPVAVALDT VAVALDTKGPEIRTGL R P V T K G 2 0 0 1 0 0 0 0 0 0 1 1 0 0 1 0 1 0 0 2 0 0 9 0 912.528 sp|P14618sp|P14618|KPY 107 115 yes yes 2 0.0002787 131.03 2725 283 2783 434007;43400202852;20 202860 11
PVDGLTTLR ETNICNGKPVDGLTTL VDGLTTLRNGTLVAFR K P V L R N 0 1 0 1 0 0 0 1 0 0 2 0 0 0 1 0 2 0 0 1 0 0 9 0 970.5448 sp|Q92954sp|Q92954|PR 1150 1158 yes yes 2 0.0053262 84.568 2726 512 2784 434148;43414 202863 202863 1
PVFLCGGDVK GQTPNYTRPVFLCGGD FLCGGDVKGESGYVAS R P V V K G 0 0 0 1 1 0 0 2 0 0 1 1 0 1 1 0 0 0 0 2 0 0 10 0 1090.548 sp|Q15113sp|Q15113|PC 33 42 yes yes 2 0.0025967 85.731 2727 466 2785 434263;43426202864;20 202865 23
PVLYNYLDK RFEQLELRPVLYNYLD VLYNYLDKNLTVSVHV R P V D K N 0 0 1 1 0 0 0 0 0 0 2 1 0 0 1 0 0 0 2 1 0 0 9 0 1123.591 sp|P0C0L4 sp|P0C0L4|CO 853 861 no no 2 0.0005753 104.06 2728 245;246 2786 434410;43441202887;20 202888 31
PVNPVEQR RCLPVCGKPVNPVEQR PVNPVEQRQRIIGGQK K P V Q R Q 0 1 1 0 0 1 1 0 0 0 0 0 0 0 2 0 0 0 0 2 0 0 8 0 937.4981 sp|P00736sp|P00736|C1 454 461 yes yes 2 0.0001357 139.31 2729 81 2787 434481;43448202918;20 202920 18
PVPDLVPGNFK HLPLIKMKPVPDLVPG DLVPGNFKSQLQKVPP K P V F K S 0 0 1 1 0 0 0 1 0 0 1 1 0 1 3 0 0 0 0 2 0 0 11 0 1181.645 sp|P02671 sp|P02671|FIB 228 238 yes yes 2 0.0006928 111.39 2730 142 2788 434592;43459202936;20 202952 20
PVPGHVTVSICR CGLYTYGKPVPGHVTV HVTVSICRKYSDASDC K P V C R K 0 1 0 0 1 0 0 1 1 1 0 0 0 0 2 1 1 0 0 3 0 0 12 0 1320.697 sp|P01023 sp|P01023|A2 259 270 yes yes 2;3 3.79E-20 135.43 2731 96 2789 434693;43469202958;20 203046 129
PVPGLATVSLCR CGEYTYGKPVPGLATV LATVSLCRKLSRVLNC K P V C R K 1 1 0 0 1 0 0 1 0 0 2 0 0 0 2 1 1 0 0 2 0 0 12 0 1268.691 sp|P20742 sp|P20742|PZP 258 269 yes yes 2;3 8.12E-19 128.86 2732 307 2790 434984;43498203087;203 203091 40
PVPGQGLSLSISDSSIR ELLHSALRPVPGQGLS SISDSSIRVQGRWKVR R P V I R V 0 1 0 1 0 1 0 2 0 2 2 0 0 0 2 5 0 0 0 1 0 0 17 0 1711.911 sp|P18428sp|P18428|LBP 95 111 yes yes 2 1.82E-28 117.07 2733 301 2791 435059;43506203128;203 203128 10
PVSLTGK SEQLFGAKPVSLTGKQ KPVSLTGKQEDDLANI K P V G K Q 0 0 0 0 0 0 0 1 0 0 1 1 0 0 1 1 1 0 0 1 0 0 7 0 700.4119 sp|P08697sp|P08697|A2A 190 196 yes yes 2 0.050763 84.244 2735 235 2793 435387;43538 203273 203273 1
PVVAEFYGSK YLAPNNLKPVVAEFYG VAEFYGSKEDPQTFYY K P V S K E 1 0 0 0 0 0 1 1 0 0 0 1 0 1 1 1 0 0 1 2 0 0 10 0 1095.56 sp|P02787sp|P02787|TR 98 107 yes no 2 0.0010345 96.331 2736 162 2794 435389;43539203274;203 203290 27
PVWLGFLGPIIK TFRTTIEKPVWLGFLG GFLGPIIKAETGDKVY K P V I K A 0 0 0 0 0 0 0 2 0 2 2 1 0 1 2 0 0 1 0 1 0 0 12 0 1338.806 sp|P00450sp|P00450|CER 87 98 yes no 2 0.0001125 83.005 2737 74 2795 435542;43554203301;203 203301 7
PVYTPDQSVK FLFIHTDKPVYTPDQS YTPDQSVKVRVYSLND K P V V K V 0 0 0 1 0 1 0 0 0 0 0 1 0 0 2 1 1 0 1 2 0 0 10 0 1132.576 sp|P01031 sp|P01031|CO 133 142 yes yes 2 6.28E-05 109.48 2738 98 2796 435609;43561203309;203 203310 13
PWCYTTDPQIER RNPDGSERPWCYTTDP TTDPQIEREFCDLPRC R P W E R E 0 1 0 1 1 1 1 0 0 1 0 0 0 0 2 0 2 1 1 0 0 0 12 0 1564.698 sp|P26927sp|P26927|HG 249 260 yes no 2 0.0028065 66.435 2739 330 2797 435719;43572203322;203 203323 2
PWIQVDMQK LAAEFASKPWIQVDMQ WIQVDMQKEVIITGIQ K P W Q K E 0 0 0 1 0 2 0 0 0 1 0 1 1 0 1 0 0 1 0 1 0 0 9 0 1143.575 sp|P12259sp|P12259|FA5 1961 1969 yes yes 2 0.030584 63.673 2740 264 2798 435735 203324 203324 1
PYFPVAVGK LYHENMRRPYFPVAVG YFPVAVGKYYSYYCDE R P Y G K Y 1 0 0 0 0 0 0 1 0 0 0 1 0 1 2 0 0 0 1 2 0 0 9 0 976.5382 sp|P08603 sp|P08603|CFA 343 351 yes no 2 0.0038639 94.006 2741 233 2799 435736;43573203325;203 203326 29
PYISSSNLNPR TLYLETPKPYISSSNL SSSNLNPREAMEAVRL K P Y P R E 0 1 2 0 0 0 0 0 0 1 1 0 0 0 2 3 0 0 1 0 0 0 11 0 1246.631 sp|Q00887sp|Q00887|PS 149 159 yes yes 2 0.067358 46.158 2742 426 2800 435888;43588 203354 203354 1
PYPNNFETTTVITVPTGYR VTSPLFPKPYPNNFET ITVPTGYRVKLVFQQF K P Y Y R V 0 1 2 0 0 0 1 1 0 1 0 0 0 1 3 0 5 0 2 2 0 0 19 0 2169.074 sp|P00736sp|P00736|C1 37 55 yes yes 2;3 3.48E-114 171.93 2743 81 2801 435892;43589203355;203 203499 176

© 2020 Mongan D et al. JAMA Psychiatry.



PYPPNVGEEIQIGHIPR TPIRHRPRPYPPNVGE IQIGHIPREDVDYHLY R P Y P R E 0 1 1 0 0 1 2 2 1 3 0 0 0 0 4 0 0 0 1 1 0 0 17 0 1914.995 sp|P02751 sp|P02751|FIN 2075 2091 yes yes 3 2.68E-55 140.22 2744 153 2802 436116;43611203531;203 203610 85
PYQYPALTPEQK ________________ PALTPEQKKELSDIAH M P Y Q K K 1 0 0 0 0 2 1 0 0 0 1 1 0 0 3 0 1 0 2 0 0 0 12 0 1433.719 sp|P04075 sp|P04075|ALD 2 13 yes yes 2 1.57E-32 157.66 2745 172 2803 436264;43626203616;203 203626 11
PYTFHSHGITYYK HLKNLASRPYTFHSHG SHGITYYKEHEGAIYP R P Y Y K E 0 0 0 0 0 0 0 1 2 1 0 1 0 1 1 1 2 0 3 0 0 0 13 0 1612.767 sp|P00450sp|P00450|CER 116 128 yes yes 3;4 0.0004023 66.393 2746 74 2804 436325;43632203627;203 203628 11
PYVPQLGTYNVIPLNNEQSSGPVPETVR AGLGVVERPYVPQLGT GPVPETVRSYFPETWI R P Y V R S 0 1 3 0 0 2 2 2 0 1 2 0 0 0 5 2 2 0 2 4 0 0 28 0 3067.562 sp|P20742 sp|P20742|PZP 711 738 yes yes 3;4 3.03E-51 111.4 2747 307 2805 436454;43645203638;203 203644 7
PYYSDVDIMR NDAQCLTRPYYSDVDI YSDVDIMRDIASGLIG R P Y M R D 0 1 0 2 0 0 0 0 0 1 0 0 1 0 1 1 0 0 2 1 0 0 10 0 1257.57 sp|P12259sp|P12259|FA5 504 513 yes yes 2 0.000635 99.802 2748 264 2806 436476;43647203645;203 203666 60
QAAASATQTIAAAQHAASTPK QRLEHAAKQAAASATQ QHAASTPKASAGPQPL K Q A P K A 9 0 0 0 0 3 0 0 1 1 0 1 0 0 1 2 3 0 0 0 0 0 21 0 1994.018 sp|Q9Y490sp|Q9Y490|TL 923 943 yes yes 3 0.0005158 48.968 2749 554 2807 436607;43660 203705 203705 1
QAEISASAPTSLR RRDSWLDKQAEISASA ASAPTSLRSCDVESNP K Q A L R S 3 1 0 0 0 1 1 0 0 1 1 0 0 0 1 3 1 0 0 0 0 0 13 0 1329.689 sp|P04278sp|P04278|SH 203 215 yes yes 2 1.40E-65 179.95 2750 180 2808 436616;43661203706;203 203808 113
QAFTQQIEELK VSQLSRGKQAFTQQIE TQQIEELKRQLEEEIK K Q A L K R 1 0 0 0 0 3 2 0 0 1 1 1 0 1 0 0 1 0 0 0 0 0 11 0 1333.688 sp|P12882 sp|Q9UKX2|M 1312 1322 no no 2 2.39E-13 138.08 2751 549;268 2809 436794;43679 203821 203821 1
QAGPASVPLR GIVSHLKKQAGPASVP GPASVPLRTEEEFKKF K Q A L R T 2 1 0 0 0 1 0 1 0 0 1 0 0 0 2 1 0 0 0 1 0 0 10 0 994.556 sp|P30101 sp|P30101|PD 131 140 yes yes 2 0.042281 56.432 2752 340 2810 436797;43679203822;203 203823 2
QALEEFQK STVRQNMKQALEEFQK QALEEFQKEVSSCHCA K Q A Q K E 1 0 0 0 0 2 2 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 8 0 991.4975 sp|P07358sp|P07358|CO 491 498 yes yes 2 0.015774 82.305 2753 216 2811 436874;43687203824;203 203824 2
QAQCGQDFQCK SSSTTCVRQAQCGQDF CGQDFQCKETGRCLKR R Q A C K E 1 0 0 1 2 4 0 1 0 0 0 1 0 1 0 0 0 0 0 0 0 0 11 0 1368.555 sp|P07357sp|P07357|CO 93 103 yes yes 2 0.010732 65.224 2754 215 2812 436908;43690203826;203 203830 5
QAQQMVQPQSPVAVSQSK TGASKSKRQAQQMVQP PVAVSQSKPGCYDNGK R Q A S K P 2 0 0 0 0 6 0 0 0 0 0 1 1 0 2 3 0 0 0 3 0 0 18 0 1939.979 sp|P02751 sp|P02751|FIN 32 49 yes yes 2 0.0005257 62.891 2755 153 2813 436956 203831 203831 1
QAVDTAVDGVFIR RSKSSEKRQAVDTAVD AVDGVFIRSLKVNCKV R Q A I R S 2 1 0 2 0 1 0 1 0 1 0 0 0 1 0 0 1 0 0 3 0 0 13 0 1389.725 sp|P19827sp|P19827|ITIH 42 54 yes yes 2;3 5.03E-145 224.31 2756 305 2814 436957;43695203832;203 203860 540
QCQDLGAFTESMVVFGCPN CQDEENQKQCQDLGAF MVVFGCPN________ K Q C P N - 1 0 1 1 2 2 1 2 0 0 1 0 1 2 1 1 1 0 0 2 0 0 19 0 2158.912 sp|P01024sp|P01024|CO 1645 1663 yes yes 2 0.047207 34.386 2759 97 2817 437685 204376 204376 1
QCTMFYSTSNIK YEYHRPDKQCTMFYST FYSTSNIKIQKVCEGA K Q C I K I 0 0 1 0 1 1 0 0 0 1 0 1 1 1 0 2 2 0 1 0 0 0 12 0 1478.653 sp|P01031 sp|P01031|CO 1504 1515 yes yes 2 0.0001827 80.596 2760 98 2818 437686;43768204377;204 204380 5
QCVPHDQCACGVLTSEK YRLGEDHKQCVPHDQC CGVLTSEKRAPDLQDL K Q C E K R 1 0 0 1 3 2 1 1 1 0 1 1 0 0 1 1 1 0 0 2 0 0 17 0 1987.855 sp|P22891 sp|P22891|PRO 164 180 yes yes 3 4.51E-10 91.653 2761 316 2819 437750;43775 204382 204382 1
QDACQGDSGGVFAVR CAGHPSLKQDACQGDS SGGVFAVRDPNTDRWV K Q D V R D 2 1 0 2 1 2 0 3 0 0 0 0 0 1 0 1 0 0 0 2 0 0 15 0 1565.689 sp|P00736sp|P00736|C1 647 661 yes yes 2;3 1.71E-227 244.06 2762 81 2820 437793;43779204383;204 204393 140
QDDHGYISR IHGKHNERQDDHGYIS DDHGYISREFHRRYRL R Q D S R E 0 1 0 2 0 1 0 1 1 1 0 0 0 0 0 1 0 0 1 0 0 0 9 0 1089.484 sp|P02489sp|P02489|CRY 104 112 yes yes 3 0.02514 46.462 2763 134 2821 438036;43803 204525 204525 1
QDGHLWCSTTSNYEQDQK YSCTTEGRQDGHLWCS SNYEQDQKYSFCTDHT R Q D Q K Y 0 0 1 2 1 3 1 1 1 0 1 1 0 0 0 2 2 1 1 0 0 0 18 0 2195.918 sp|P02751 sp|P02751|FIN 380 397 yes yes 2;3 1.31E-111 232.13 2764 153 2822 438067;43806204526;204 204539 78
QDGSVDFFR GWLVFQRRQDGSVDFF DGSVDFFRSWSSYRAG R Q D F R S 0 1 0 2 0 1 0 1 0 0 0 0 0 2 0 1 0 0 0 1 0 0 9 0 1069.483 sp|O75636sp|O75636|FC 137 145 yes yes 2 1.65E-06 141.39 2765 63 2823 438207;43820204604;204 204676 98
QDIVFDGIAQIR PVTPEICKQDIVFDGI FDGIAQIRGEIFFFKD K Q D I R G 1 1 0 2 0 2 0 1 0 3 0 0 0 1 0 0 0 0 0 1 0 0 12 0 1373.73 sp|P08253 sp|P08253|MM 471 482 yes yes 2 0.0006194 73.985 2767 227 2825 438486;43848204728;204 204729 2
QDNEILIFWSK IFSYATKRQDNEILIF EILIFWSKDIGYSFTV R Q D S K D 0 0 1 1 0 1 1 0 0 2 1 1 0 1 0 1 0 1 0 0 0 0 11 0 1391.709 sp|P02741 sp|P02741|CR 77 87 yes yes 2 0.021566 56.916 2768 145 2826 438504;43850204730;204 204730 4
QDPPSVVVTSHQAPGEK YSKNILDRQDPPSVVV SHQAPGEKKKLKCLAY R Q D E K K 1 0 0 1 0 2 1 1 1 0 0 1 0 0 3 2 1 0 0 3 0 0 17 0 1774.885 sp|P25311 sp|P25311|ZA2 204 220 yes yes 2;3 2.28E-38 172.3 2769 326 2827 438538;43853204734;204 204763 51
QEATTVSCFR CGSEAQPRQEATTVSC ATTVSCFRGKGEGYRG R Q E F R G 1 1 0 0 1 1 1 0 0 0 0 0 0 1 0 1 2 0 0 1 0 0 10 0 1197.545 sp|P26927sp|P26927|HG 276 285 yes yes 2 5.86E-182 245.16 2770 330 2828 438785;43878204785;204 204787 37
QECSIPVCGQDQVTVAMTPR TTDPTVRRQECSIPVC VTVAMTPRSEGSSVNL R Q E P R S 1 1 0 1 2 3 1 1 0 1 0 0 1 0 2 1 2 0 0 3 0 0 20 0 2275.04 sp|P00734sp|P00734|TH 179 198 yes yes 2;3 1.04E-44 125.97 2771 80 2829 438925;43892204822;204 204826 6
QEDACQGDSGGPHVTR FCAGYDTKQEDACQGD SGGPHVTRFKDTYFVT K Q E T R F 1 1 0 2 1 2 1 3 1 0 0 0 0 0 1 1 1 0 0 1 0 0 16 0 1712.717 sp|P00742 sp|P00742|FA 411 426 yes yes 2 5.74E-05 112.02 2772 85 2830 439077;43907204828;204 204828 2
QEDDLANINQWVK KPVSLTGKQEDDLANI ANINQWVKEATEGKIQ K Q E V K E 1 0 2 2 0 2 1 0 0 1 1 1 0 0 0 0 0 1 0 1 0 0 13 0 1571.758 sp|P08697sp|P08697|A2A 197 209 yes yes 2;3 8.71E-184 241.13 2773 235 2831 439080;43908204830;204 204862 308
QEDVIATANLSR VAAGNSCRQEDVIATA IATANLSRRAIADMLR R Q E S R R 2 1 1 1 0 1 1 0 0 1 1 0 0 0 0 1 1 0 0 1 0 0 12 0 1315.673 sp|Q9Y490sp|Q9Y490|TL 2198 2209 yes no 2 5.18E-19 155 2774 554 2832 439462;43946205139;205 205141 3
QEELCLAR AQKIVRQRQEELCLAR QEELCLARQYRLIVHN R Q E A R Q 1 1 0 0 1 1 2 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 8 0 1017.491 sp|P02753 sp|P02753|RET 174 181 yes yes 2 2.51E-10 158.36 2775 154 2833 439492;43949205142;205 205153 67
QEEQTTCTTEGWSPEPR GYTTESGRQEEQTTCT EGWSPEPRCFKKCTKP R Q E P R C 0 1 0 0 1 2 4 1 0 0 0 0 0 0 2 1 4 1 0 0 0 0 17 0 2034.859 sp|P05160sp|P05160|F13 70 86 yes yes 2 2.05E-149 200.21 2776 193 2834 439796;43979205209;205 205209 22
QELAVFCSPEPPAK EATTEHIRQELAVFCS CSPEPPAKTSTPEDFI R Q E A K T 2 0 0 0 1 1 2 0 0 0 1 1 0 1 3 1 0 0 0 1 0 0 14 0 1571.765 sp|Q9Y490sp|Q9Y490|TL 2155 2168 yes yes 2 5.84E-20 151.26 2778 554 2836 439884;43988205232;205 205232 2
QELSEAEQATR SITVRTKKQELSEAEQ SEAEQATRTMQALPYS K Q E T R T 2 1 0 0 0 2 3 0 0 0 1 0 0 0 0 1 1 0 0 0 0 0 11 0 1260.595 sp|P01024sp|P01024|CO 429 439 yes yes 2 0.0024519 76.416 2779 97 2837 439893;43989 205235 205235 1
QEPGENSEILPTLK FPCNQFGKQEPGENSE SEILPTLKYVRPGGGF K Q E L K Y 0 0 1 0 0 1 3 1 0 1 2 1 0 0 2 1 1 0 0 0 0 0 14 0 1553.794 sp|P22352 sp|P22352|GP 107 120 yes yes 2 7.05E-20 123.01 2780 313 2838 439912;43991205236;205 205241 80
QEPSQGTTTFAVTSILR KYLTWASRQEPSQGTT FAVTSILRVAAEDWKK R Q E L R V 1 1 0 0 0 2 1 1 0 1 1 0 0 1 1 2 4 0 0 1 0 0 17 0 1834.943 sp|P01876sp|P01876|IGH 283 299 no no 2;3 5.45E-91 166.6 2781 129;130 2839 440006;44000205318;205 205361 42
QEYDESGPSIVHR FQQMWISKQEYDESGP SGPSIVHRKCF_____ K Q E H R K 0 1 0 1 0 1 2 1 1 1 0 0 0 0 1 2 0 0 1 1 0 0 13 0 1515.695 sp|P60709sp|P60709|AC 360 372 no no 2;3 1.16E-27 157.38 2782 398;412 2840 440187;44018205364;205 205365 23
QFGPYCGHGFPGPLNIETK LVFVAGDRQFGPYCGH GPLNIETKSNALDIIF R Q F T K S 0 0 1 0 1 1 1 4 1 1 1 1 0 2 3 0 1 0 1 0 0 0 19 0 2117.999 sp|P09871 sp|P09871|C1S 246 264 yes yes 3 0.0073097 36.997 2784 242 2842 440422;44042205388;205 205388 3
QFPILLDFK VNDLYIQKQFPILLDF FPILLDFKTKVREYYF K Q F F K T 0 0 0 1 0 1 0 0 0 1 2 1 0 2 1 0 0 0 0 0 0 0 9 0 1119.633 sp|P05546sp|P05546|HE 229 237 yes yes 1;2 0.0023575 98.904 2785 199 2843 440529;44053205391;205 205447 57
QFSFPLSSEPFQGSYK FQLEGGLKQFSFPLSS EPFQGSYKVVVQKKSG K Q F Y K V 0 0 0 0 0 2 1 1 0 0 1 1 0 3 2 4 0 0 1 0 0 0 16 0 1847.873 sp|P01023 sp|P01023|A2 189 204 yes yes 2;3 7.30E-109 219.42 2786 96 2844 440944;44094205449;205 205729 294
QFTSSTSYNR GKSSSYSKQFTSSTSY TSSTSYNRGDSTFESK K Q F N R G 0 1 1 0 0 1 0 0 0 0 0 0 0 1 0 3 2 0 1 0 0 0 10 0 1189.536 sp|P02671 sp|P02671|FIB 582 591 yes yes 2 1.76E-08 137.84 2787 142 2845 441344;44134205743;205 205744 22
QFVTATDVVR QAERLGCRQFVTATDV VTATDVVRGNPKLNLA R Q F V R G 1 1 0 1 0 1 0 0 0 0 0 0 0 1 0 0 2 0 0 3 0 0 10 0 1134.603 sp|P13796sp|P13796|PLS 348 357 yes yes 2 8.74E-07 143.73 2788 279 2846 441526;44152205765;205 205768 7
QGALELIK EKFGLEKRQGALELIK QGALELIKKGYTQQLA R Q G I K K 1 0 0 0 0 1 1 1 0 1 2 1 0 0 0 0 0 0 0 0 0 0 8 0 870.5175 sp|P01024sp|P01024|CO 1043 1050 yes yes 2 0.030061 73.248 2789 97 2847 441631;44163205772;205 205772 3
QGETLNFLEIGYSR SSYSHLTRQGETLNFL FLEIGYSRCCHCRSHT R Q G S R C 0 1 1 0 0 1 2 2 0 1 2 0 0 1 0 1 1 0 1 0 0 0 14 0 1625.805 sp|Q16610sp|Q16610|EC 206 219 yes yes 2 1.01E-138 215.04 2790 475 2848 441739;44174205775;205 205830 64
QGFFPDSVNK TLEALFGKQGFFPDSV FFPDSVNKALYWVNGQ K Q G N K A 0 0 1 1 0 1 0 1 0 0 0 1 0 2 1 1 0 0 0 1 0 0 10 0 1137.546 sp|P04114sp|P04114|AP 708 717 yes yes 2 1.11E-06 118.06 2791 174 2849 441886;44188205844;205 205852 66
QGFGNVATNTDGK GRKWDPYKQGFGNVAT VATNTDGKNYCGLPGE K Q G G K N 1 0 2 1 0 1 0 3 0 0 0 1 0 1 0 0 2 0 0 1 0 0 13 0 1307.611 sp|P02675 sp|P02675|FIB 301 313 yes yes 2 7.42E-56 172.21 2792 143 2850 441988;44198205910;205 205912 38
QGHNSVFLIK SPVDAAFRQGHNSVFL HNSVFLIKGDKVWVYP R Q G I K G 0 0 1 0 0 1 0 1 1 1 1 1 0 1 0 1 0 0 0 1 0 0 10 0 1141.624 sp|P02790sp|P02790|HE 103 112 yes yes 2;3 1.07E-24 188.66 2793 164 2851 442233;44223205948;205 205995 57
QGIPFFGQVR VKVDSHFRQGIPFFGQ IPFFGQVRLVDGKGVP R Q G V R L 0 1 0 0 0 2 0 2 0 1 0 0 0 2 1 0 0 0 0 1 0 0 10 0 1147.614 sp|P01023 sp|P01023|A2 361 370 yes yes 2 8.74E-07 120.46 2794 96 2852 442662;44266206005;206 206096 105
QGLLPVLESFK KPALEDLRQGLLPVLE LPVLESFKVSFLSALE R Q G F K V 0 0 0 0 0 1 1 1 0 0 3 1 0 1 1 1 0 0 0 1 0 0 11 0 1229.702 sp|P02647sp|P02647|AP 240 250 yes yes 2 2.25E-05 105.2 2795 136 2853 442791;44279206110;206 206132 181
QGPVNLLSDPEQGVEVTGQYER LCVDPRHRQGPVNLLS EVTGQYEREKAGFSWI R Q G E R E 0 1 1 1 0 3 3 3 0 0 2 0 0 0 2 1 1 0 1 3 0 0 22 0 2414.171 sp|Q14624sp|Q14624|ITI 754 775 yes yes 2;3 3.33E-247 279.71 2796 463 2854 443080;44308206292;206 206726 479
QGYDLSPLTPLSELSVQCNR DLIDFVCKQGYDLSPL ELSVQCNRGEVKYPLC K Q G N R G 0 1 1 1 1 2 1 1 0 0 4 0 0 0 2 3 1 0 1 1 0 0 20 0 2276.111 sp|P05160sp|P05160|F13 488 507 yes yes 2;3 7.77E-152 234.22 2799 193 2857 443870;44387206857;206 207092 266
QGYFVEAQPK PLVKKGLRQGYFVEAQ YFVEAQPKIVLGQEQD R Q G P K I 1 0 0 0 0 2 1 1 0 0 0 1 0 1 1 0 0 0 1 1 0 0 10 0 1165.577 sp|P02743 sp|P02743|SA 140 149 yes yes 2 1.58E-06 113.71 2800 146 2858 444217;44421207123;207 207139 92
QHIEAIDVR QHLAGKLKQHIEAIDV HIEAIDVRVLLDQLGT K Q H V R V 1 1 0 1 0 1 1 0 1 2 0 0 0 0 0 0 0 0 0 1 0 0 9 0 1079.572 sp|P04114sp|P04114|AP 2287 2295 yes yes 2;3 2.17E-06 120.99 2801 174 2859 444404;44440207215;207 207239 112
QHLGDVLNFLPL FRMQPWLRQHLGDVLN DVLNFLPL________ R Q H P L - 0 0 1 1 0 1 0 1 1 0 4 0 0 1 1 0 0 0 0 1 0 0 12 0 1364.745 sp|P06681 sp|P06681|CO 741 752 yes yes 2 0.0072845 58.981 2802 205 2860 444678 207327 207327 1
QHQLGVWPLLPGSFK TLLENGNKQHQLGVWP PLLPGSFKTLEMKASK K Q H F K T 0 0 0 0 0 2 0 2 1 0 3 1 0 1 2 1 0 1 0 1 0 0 15 0 1705.93 sp|P12259sp|P12259|FA5 1856 1870 yes yes 3 0.0002289 63.128 2803 264 2861 444679;44468207328;207 207328 4
QIDDIDVR WVYQGAIRQIDDIDVR QIDDIDVRFQKAASGT R Q I V R F 0 1 0 3 0 1 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 8 0 972.4876 sp|P04114sp|P04114|AP 4122 4129 yes yes 2 0.0011096 146.54 2804 174 2862 444701;44470207332;207 207367 36
QIGSVYR GPRPFHCRQIGSVYRL RQIGSVYRLPPLRKGE R Q I Y R L 0 1 0 0 0 1 0 1 0 1 0 0 0 0 0 1 0 0 1 1 0 0 7 0 821.4396 sp|P04196sp|P04196|HR 454 460 yes yes 2 0.0088521 111.28 2805 176 2863 444875;44487207368;207 207370 27
QINVGNALEYVSR RLRPKGGRQINVGNAL NALEYVSRNIFKRPLG R Q I S R N 1 1 2 0 0 1 1 1 0 1 1 0 0 0 0 1 0 0 1 2 0 0 13 0 1461.758 sp|P12111 sp|P12111|CO 1309 1321 yes yes 2 0.035476 61.65 2806 263 2864 445061;44506 207395 207395 1
QIQVFEDEPAR DWGLDTMRQIQVFEDE VFEDEPARIKCPLFEH R Q I A R I 1 1 0 1 0 2 2 0 0 1 0 0 0 1 1 0 0 0 0 1 0 0 11 0 1330.652 sp|Q9NPH sp|Q9NPH3|IL 34 44 yes yes 2 2.14E-31 141.48 2807 533 2865 445087;44508207396;207 207398 9
QIQVSWLR QATGFSPRQIQVSWLR QIQVSWLREGKQVGSG R Q I L R E 0 1 0 0 0 2 0 0 0 1 1 0 0 0 0 1 0 1 0 1 0 0 8 0 1028.577 sp|P01871 sp|P01871|IGH 143 150 yes yes 2 8.56E-16 169.37 2808 128 2866 445136;44513207406;207 207492 105
QISVDADGNFDPK RITATLEKQISVDADG ADGNFDPKPINTMNFS K Q I P K P 1 0 1 3 0 1 0 1 0 1 0 1 0 1 1 1 0 0 0 1 0 0 13 0 1404.652 sp|Q15413sp|Q15413|RY 2589 2601 yes yes 2 0.0003742 72.607 2810 469 2868 445347;44534 207515 207515 1
QITVNDLPVGR IDGKGVLRQITVNDLP VNDLPVGRSVDEALRL R Q I G R S 0 1 1 1 0 1 0 1 0 1 1 0 0 0 1 0 1 0 0 2 0 0 11 0 1210.667 sp|P32119sp|P32119|PR 140 150 no no 2 7.67E-08 116.52 2811 342;438 2869 445386;44538207516;207 207517 16
QKPDGVFQEDAPVIHQEMIGGLR VKWLILEKQKPDGVFQ QEMIGGLRNNNEKDMA K Q K L R N 1 1 0 2 0 3 2 3 1 2 1 1 1 1 2 0 0 0 0 2 0 0 23 1 2563.285 sp|P01024sp|P01024|CO 1112 1134 yes yes 4 7.72E-05 44.953 2812 97 2870 445481;44548 207532 207532 1
QKWEAEPVYVQR DPAAQITKQKWEAEPV AEPVYVQRAKAYLEEE K Q K Q R A 1 1 0 0 0 2 2 0 0 0 0 1 0 0 1 0 0 1 1 2 0 0 12 1 1531.778 sp|P25311 sp|P25311|ZA2 166 177 yes yes 3 0.021202 33.542 2813 326 2871 445485;44548 207533 207533 1
QLALWNPK GFSRMSERQLALWNPK QLALWNPKNMQEPIAL R Q L P K N 1 0 1 0 0 1 0 0 0 0 2 1 0 0 1 0 0 1 0 0 0 0 8 0 968.5444 sp|Q9ULV4sp|Q9ULV4|CO 244 251 yes yes 2 0.040923 68.7 2814 550 2872 445587;44558 207534 207534 1
QLCSFEIYEVPWENR EQPELQKKQLCSFEIY YEVPWENRRSLVKSRC K Q L N R R 0 1 1 0 1 1 3 0 0 1 1 0 0 1 1 1 0 1 1 1 0 0 15 0 1968.904 sp|P01037sp|P01037|CYT 116 130 yes yes 2 3.15E-13 102.4 2815 102 2873 445626;44562 207535 207535 1
QLELYLPK WLKMFKKRQLELYLPK QLELYLPKFSIEGSYQ R Q L P K F 0 0 0 0 0 1 1 0 0 0 3 1 0 0 1 0 0 0 1 0 0 0 8 0 1002.575 sp|P05154sp|P05154|IPS 298 305 yes yes 2 0.012919 108 2816 190 2874 445630;44563207536;207 207549 14
QLEQVIAK KDYEDQQKQLEQVIAK QLEQVIAKDLLPSRDR K Q L A K D 1 0 0 0 0 2 1 0 0 1 1 1 0 0 0 0 0 0 0 1 0 0 8 0 927.5389 sp|P02671 sp|P02671|FIB 203 210 yes yes 2 0.010034 120.49 2817 142 2875 445740;44574207550;207 207551 39
QLEWGLER IGSCQDGRQLEWGLER QLEWGLERTRLSSNST R Q L E R T 0 1 0 0 0 1 2 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 8 0 1029.524 sp|P13671 sp|P13671|CO 842 849 yes yes 2 2.89E-10 157.58 2818 277 2876 445889;44589207589;207 207599 90
QLFALYSGNDVTDISDDR ISLLLWGRQLFALYSG VTDISDDRFPKPPEIA R Q L D R F 1 1 1 4 0 1 0 1 0 1 2 0 0 1 0 2 1 0 1 1 0 0 18 0 2027.944 sp|P00739sp|P00739|HP 16 33 yes yes 2 1.92E-74 187.57 2819 83 2877 446075 207679 207679 1
QLGAGSIEECAAK SLFSVTKKQLGAGSIE SIEECAAKCEEDEEFT K Q L A K C 3 0 0 0 1 1 2 2 0 1 1 1 0 0 0 1 0 0 0 0 0 0 13 0 1332.634 sp|P00747sp|P00747|PLM 40 52 yes yes 2 8.79E-34 152.07 2820 87 2878 446076;44607207680;207 207800 133
QLGCPTAVTAIGR YDAAVACKQLGCPTAV TAVTAIGRVNASKGFG K Q L G R V 2 1 0 0 1 1 0 2 0 1 1 0 0 0 1 0 2 0 0 1 0 0 13 0 1342.703 sp|Q86VB7sp|Q86VB7|C1 306 318 yes yes 2 0.020971 53.08 2821 498 2879 446350;44635207815;207 207815 4
QLGLPGPPDVPDHAAYHPFR RPGVLSSRQLGLPGPP HAAYHPFRRLAILPAS R Q L F R R 2 1 0 2 0 1 0 2 2 0 2 0 0 1 5 0 0 0 1 1 0 0 20 0 2183.091 sp|Q14624sp|Q14624|ITI 669 688 yes yes 3;4 2.46E-17 93.684 2822 463 2880 446405;44640207819;207 207827 90
QLLLTADDR EENRRFYRQLLLTADD LLLTADDRVNPCIGGV R Q L D R V 1 1 0 2 0 1 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 9 0 1043.561 sp|P04075 sp|P04075|ALD 61 69 yes yes 2 6.59E-26 174.52 2823 172 2881 446619;44662207909;207 207912 43
QLLSLLSAGR AWSPCSRRQLLSLLSA LSLLSAGRARCVWDPP R Q L G R A 1 1 0 0 0 1 0 1 0 0 4 0 0 0 0 2 0 0 0 0 0 0 10 0 1056.629 sp|Q76LX8sp|Q76LX8|AT 269 278 yes yes 2 0.0005462 100.84 2824 491 2882 446754;44675207952;207 207952 10
QLNEINYEDHK SNADWVTKQLNEINYE EINYEDHKLKSGTNTK K Q L H K L 0 0 2 1 0 1 2 0 1 1 1 1 0 0 0 0 0 0 1 0 0 0 11 0 1401.653 sp|P00751 sp|P00751|CFA 338 348 yes yes 2;3 1.54E-38 201.21 2825 89 2883 446807;44680207962;207 207980 59
QLPGGQNPVSYVYLEVVSK AILTIQPKQLPGGQNP VYLEVVSKHFSKSKRM K Q L S K H 0 0 1 0 0 2 1 2 0 0 2 1 0 0 2 2 0 0 2 4 0 0 19 0 2076.089 sp|P01031 sp|P01031|CO 91 109 yes yes 2;3 1.41E-17 104.41 2826 98 2884 447073;44707208021;208 208103 82
QLQNIIQATSR FERMDHLRQLQNIIQA NIIQATSREIMWINDC R Q L S R E 1 1 1 0 0 3 0 0 0 2 1 0 0 0 0 1 1 0 0 0 0 0 11 0 1270.699 sp|P15924sp|P15924|DE 271 281 yes yes 2 0.0070716 68.893 2827 290 2885 447334 208104 208104 1
QLTPYAQR TQAEQLRRQLTPYAQR QLTPYAQRMERVLREN R Q L Q R M 1 1 0 0 0 2 0 0 0 0 1 0 0 0 1 0 1 0 1 0 0 0 8 0 975.5138 sp|P06727sp|P06727|AP 156 163 yes yes 2 0.024795 75.972 2828 206 2886 447335;44733208105;208 208105 2
QLTSGPNQEQVSPLTLLK SAMEPLGRQLTSGPNQ VSPLTLLKLGNQEPGG R Q L L K L 0 0 1 0 0 3 1 1 0 0 4 1 0 0 2 2 2 0 0 1 0 0 18 0 1952.058 sp|P08697sp|P08697|A2A 34 51 yes yes 2;3 2.20E-235 237.59 2829 235 2887 447365;44736208107;208 208304 247
QLVCPVTR VVPALNEKQLVCPVTR QLVCPVTRDHLGFQVT K Q L T R D 0 1 0 0 1 1 0 0 0 0 1 0 0 0 1 0 1 0 0 2 0 0 8 0 971.5222 sp|P22792 sp|P22792|CP 442 449 yes yes 2 0.0092767 125.81 2830 315 2888 447652;44765208354;208 208360 20
QLVEIEK LTLYVGKKQLVEIEKV KQLVEIEKVVLHPNYS K Q L E K V 0 0 0 0 0 1 2 0 0 1 1 1 0 0 0 0 0 0 0 1 0 0 7 0 857.4858 sp|P00738sp|P00738|HP 229 235 no no 2 0.045516 86.794 2831 82;83 2889 447767;44776 208374 208374 1
QLYGDTGVLGR DGICWQVRQLYGDTGV GDTGVLGRFLLQARDA R Q L G R F 0 1 0 1 0 1 0 3 0 0 2 0 0 0 0 0 1 0 1 1 0 0 11 0 1177.609 sp|P07360sp|P07360|CO 101 111 yes yes 2 1.79E-56 185.72 2832 218 2890 447795;44779208375;208 208400 167
QMEQISQFLQAAER QASTMAFKQMEQISQF QFLQAAERYGINTTDI K Q M E R Y 2 1 0 0 0 4 2 0 0 1 1 0 1 1 0 1 0 0 0 0 0 0 14 0 1677.815 sp|P37802 sp|P37802|TAG 89 102 yes yes 2 2.70E-06 111.94 2833 355 2891 447976;44797208542;208 208542 2
QNDFNSVEEK YVDSEKLKQNDFNSVE DFNSVEEKKCKSSGWH K Q N E K K 0 0 2 1 0 1 2 0 0 0 0 1 0 1 0 1 0 0 0 1 0 0 10 0 1208.531 sp|P10643 sp|P10643|CO 326 335 yes yes 2 0.0011455 95.502 2835 252 2893 448646;44864209064;209 209072 16
QNVAVNELCGR QDMEHPQRQNVAVNEL AVNELCGRCHQPLARA R Q N G R C 1 1 2 0 1 1 1 1 0 0 1 0 0 0 0 0 0 0 0 2 0 0 11 0 1258.609 sp|Q15942sp|Q15942|ZY 376 386 yes yes 2 0.0001694 91.867 2836 474 2894 448769;44877209080;209 209080 4
QPFVQGLALYTPVVLPR TAPGLHLKQPFVQGLA YTPVVLPRSLDFTELD K Q P P R S 1 1 0 0 0 2 0 1 0 0 3 0 0 1 3 0 1 0 1 3 0 0 17 0 1897.083 sp|P01019sp|P01019|AN 221 237 yes yes 2;3;4 6.16E-100 175.48 2837 95 2895 448829;44883209084;209 209379 367
QPNCDDPETEEAALVAIDYINQNLPWGYK HGPGLIYRQPNCDDPE QNLPWGYKHTLNQIDE R Q P Y K H 3 0 3 3 1 2 3 1 0 2 2 1 0 0 3 0 1 1 2 1 0 0 29 0 3362.54 sp|P02765 sp|P02765|FET 29 57 yes yes 3 1.54E-182 177.6 2838 157 2896 449362;44936209452;209 209457 69
QPPAWSIR QDQSSLCKQPPAWSIR QPPAWSIRDQDPMLNS K Q P I R D 1 1 0 0 0 1 0 0 0 1 0 0 0 0 2 1 0 1 0 0 0 0 8 0 953.5083 sp|P49908sp|P49908|SEP 30 37 yes yes 2 0.023105 79.451 2839 374 2897 449541;44954 209521 209521 1
QPQFISR GRTSAGTRQPQFISRD RQPQFISRDWHGVPGQ R Q P S R D 0 1 0 0 0 2 0 0 0 1 0 0 0 1 1 1 0 0 0 0 0 0 7 0 874.4661 sp|P04004sp|P04004|VT 331 337 yes yes 2 0.0051935 135.87 2840 168 2898 449591;44959209522;209 209541 48
QPSSAFAAFVK YTQQLAFRQPSSAFAA SAFAAFVKRAPSTWLT R Q P V K R 3 0 0 0 0 1 0 0 0 0 0 1 0 2 1 2 0 0 0 1 0 0 11 0 1151.598 sp|P01024sp|P01024|CO 1061 1071 yes yes 2 0.019332 58.433 2841 97 2899 449815;44981209571;209 209571 5
QPVPGQQMTLK KSGQSEDRQPVPGQQM PGQQMTLKIEGDHGAR R Q P L K I 0 0 0 0 0 3 0 1 0 0 1 1 1 0 2 0 1 0 0 1 0 0 11 0 1225.649 sp|P01024sp|P01024|CO 574 584 yes yes 2 0.0015898 80.231 2842 97 2900 449853;44985 209576 209576 1
QPWCYTTDPCVR CRNPDSGKQPWCYTTD YTTDPCVRWEYCNLTQ K Q P V R W 0 1 0 1 2 1 0 0 0 0 0 0 0 0 2 0 2 1 1 1 0 0 12 0 1581.67 sp|P08519sp|P08519|AP 4067 4078 yes yes 2 0.0014793 68.893 2843 230 2901 449891;44989209577;209 209577 2
QQDVLGFLEANK GSTAIKKKQQDVLGFL LGFLEANKIGFEEKDI K Q Q N K I 1 0 1 1 0 2 1 1 0 0 2 1 0 1 0 0 0 0 0 1 0 0 12 0 1360.699 sp|O75368sp|O75368|SH 20 31 yes yes 2 0.0097871 58.592 2844 61 2902 449909;44991 209579 209579 1
QQNAQGGFSSTQDTVVALHALSK NIVKWITKQQNAQGGF VALHALSKYGAATFTR K Q Q S K Y 3 0 1 1 0 4 0 2 1 0 2 1 0 1 0 3 2 0 0 2 0 0 23 0 2386.188 sp|P01023 sp|P01023|A2 1241 1263 yes yes 3 1.96E-43 118.35 2845 96 2903 449936;44993209580;209 209615 50
QQQDYWLIDVR ITSIRDGRQQQDYWLI DYWLIDVRAQNDLFST R Q Q V R A 0 1 0 2 0 3 0 0 0 1 1 0 0 0 0 0 0 1 1 1 0 0 11 0 1462.721 sp|P15144sp|P15144|AM 596 606 yes yes 2 0.011657 64.297 2846 285 2904 450064;45006 209630 209630 1
QQTEWQSGQR TEPEPELRQQTEWQSG TEWQSGQRWELALGRF R Q Q Q R W 0 1 0 0 0 4 1 1 0 0 0 0 0 0 0 1 1 1 0 0 0 0 10 0 1246.569 sp|P02649sp|P02649|AP 34 43 yes yes 2 0.0001067 107.01 2847 137 2905 450069;45007209631;209 209632 8
QRPPDLDTSSNAVDLLFFTDESGDSR NIGEFCGKQRPPDLDT TDESGDSRGWKLRYTT K Q R S R G 1 2 1 5 0 1 1 1 0 0 3 0 0 2 2 4 2 0 0 1 0 0 26 1 2881.337 sp|P00736sp|P00736|C1 271 296 yes yes 3 1.93E-10 69.981 2848 81 2906 450122;45012209639;209 209639 1
QSEDSTFYLGER YTVNQCRRQSEDSTFY STFYLGERTYYIAAVE R Q S E R T 0 1 0 1 0 1 2 1 0 0 1 0 0 1 0 2 1 0 1 0 0 0 12 0 1430.631 sp|P00450sp|P00450|CER 721 732 yes yes 2 2.75E-78 198.72 2849 74 2907 450206;45020209641;209 209994 405
QSLGELIGTLNAAK NWKMNGRKQSLGELIG IGTLNAAKVPADTEVV K Q S A K V 2 0 1 0 0 1 1 2 0 1 3 1 0 0 0 1 1 0 0 0 0 0 14 0 1413.783 sp|P60174sp|P60174|TPI 57 70 yes yes 2 0.0011481 89.9 2851 396 2909 450826;45082210064;210 210066 3
QSSSYSFFK KIAHGHYKQSSSYSFF SSSYSFFKEEIIYECD K Q S F K E 0 0 0 0 0 1 0 0 0 0 0 1 0 2 0 4 0 0 1 0 0 0 9 0 1079.492 sp|P04003 sp|P04003|C4 439 447 yes yes 2 0.022279 70.332 2852 167 2910 450842;45084210067;210 210069 14
QSTLSYQEPLR KYPRCIPRQSTLSYQE LSYQEPLRT_______ R Q S L R T 0 1 0 0 0 2 1 0 0 0 2 0 0 0 1 2 1 0 1 0 0 0 11 0 1320.667 sp|P05160sp|P05160|F13 650 660 yes yes 2 2.10E-38 171.56 2853 193 2911 450942;45094210081;210 210092 62
QSTNAYPDLR TGLFTAARQSTNAYPD TNAYPDLRSCVNAIPD R Q S L R S 1 1 1 1 0 1 0 0 0 0 1 0 0 0 1 1 1 0 1 0 0 0 10 0 1163.557 sp|P07225 sp|P07225|PRO 102 111 yes yes 2 1.26E-06 116.73 2854 212 2912 451078;45107210143;210 210146 61
QSTSFLVLQEILESEEK QELNEPPKQSTSFLVL EILESEEKGDPNKPSG K Q S E K G 0 0 0 0 0 2 4 0 0 1 3 1 0 1 0 3 1 0 0 1 0 0 17 0 1979.01 sp|O00151sp|O00151|PD 212 228 yes yes 2 1.88E-05 71.548 2855 40 2913 451226;45122 210204 210204 1
QTACKPEIAYAYK TISAETRKQTACKPEI PEIAYAYKVSITSITV K Q T Y K V 3 0 0 0 1 1 1 0 0 1 0 2 0 0 1 0 1 0 2 0 0 0 13 1 1541.755 sp|P01031 sp|P01031|CO 1550 1562 yes yes 2;3 0.0045158 80.706 2856 98 2914 451236;45123210205;210 210211 11
QTEATMTFK VTQAEGAKQTEATMTF TEATMTFKYNRQSMTL K Q T F K Y 1 0 0 0 0 1 1 0 0 0 0 1 1 1 0 0 3 0 0 0 0 0 9 0 1055.496 sp|P04114sp|P04114|AP 1044 1052 yes yes 2 0.0041385 93.143 2859 174 2917 451874;45187210374;210 210374 32
QTHQPPAPNSLIR QSVFTVTRQTHQPPAP PAPNSLIRFNAVLTNP R Q T I R F 1 1 1 0 0 2 0 0 1 1 1 0 0 0 3 1 1 0 0 0 0 0 13 0 1457.774 sp|P02747sp|P02747|C1Q 127 139 yes yes 3 2.17E-13 94.688 2860 149 2918 452026;45202210407;210 210408 14
QTIIVVLENVQR QEYFERNRQTIIVVLE VVLENVQRNLKHINID R Q T Q R N 0 1 1 0 0 2 1 0 0 2 1 0 0 0 0 0 1 0 0 3 0 0 12 0 1410.82 sp|P04114sp|P04114|AP 2086 2097 yes yes 2;3 1.31E-66 191.4 2861 174 2919 452135;45213210421;210 210503 95
QTLSWTVTPK YCICGNERQTLSWTVT LSWTVTPKTLGNVNFS R Q T P K T 0 0 0 0 0 1 0 0 0 0 1 1 0 0 1 1 3 1 0 1 0 0 10 0 1159.624 sp|P20742 sp|P20742|PZP 860 869 yes yes 2 0.0003929 102.62 2862 307 2920 452394;45239210517;210 210517 15
QTVEAMK SMWGVKMKQTVEAMKT KQTVEAMKTILDDLRA K Q T M K T 1 0 0 0 0 1 1 0 0 0 0 1 1 0 0 0 1 0 0 1 0 0 7 0 805.4004 sp|P19823 sp|P19823|ITIH 328 334 yes no 1 0.038568 107.19 2864 304 2922 452934;45293 210943 210943 0
QTVSWAVTPK HCICANGRQTVSWAVT VSWAVTPKSLGNVNFT R Q T P K S 1 0 0 0 0 1 0 0 0 0 0 1 0 0 1 1 2 1 0 2 0 0 10 0 1115.598 sp|P01023 sp|P01023|A2 854 863 yes no 2 0.0001258 105.94 2865 96 2923 452965;45296210944;210 210947 69
QVAASTAQLLVACK EKLISSAKQVAASTAQ AQLLVACKVKADQDSE K Q V C K V 4 0 0 0 1 2 0 0 0 0 2 1 0 0 0 1 1 0 0 2 0 0 14 0 1458.786 sp|Q9Y490sp|Q9Y490|TL 2430 2443 yes no 2 1.43E-05 108.47 2866 554 2924 453109;45311 211013 211013 1
QVATALQNLQTK PEARALAKQVATALQN ALQNLQTKTNRAVANS K Q V T K T 2 0 1 0 0 3 0 0 0 0 2 1 0 0 0 0 2 0 0 1 0 0 12 0 1313.73 sp|P18206sp|P18206|VIN 465 476 yes yes 2 4.23E-56 179.09 2867 300 2925 453137;45313211014;21 211017 30
QVEGMEDWK SQPMGLWRQVEGMEDW VEGMEDWKQDSQLQKA R Q V W K Q 0 0 0 1 0 1 2 1 0 0 0 1 1 0 0 0 0 1 0 1 0 0 9 0 1120.486 sp|P25311 sp|P25311|ZA2 76 84 yes yes 2 0.0038295 94.114 2868 326 2926 453229;45323211045;21 211058 27
QVFLYPEK KLAIPEGKQVFLYPEK QVFLYPEKDEPTYILN K Q V E K D 0 0 0 0 0 1 1 0 0 0 1 1 0 1 1 0 0 0 1 1 0 0 8 0 1022.544 sp|P04114sp|P04114|AP 140 147 yes yes 2 0.023186 78.324 2870 174 2928 453575;45357211109;21 211119 21
QVFLYPEKDEPTYILNIK KLAIPEGKQVFLYPEK PTYILNIKRGIISALL K Q V I K R 0 0 1 1 0 1 2 0 0 2 2 2 0 1 2 0 1 0 2 1 0 0 18 1 2209.167 sp|P04114sp|P04114|AP 140 157 yes yes 2;3 6.17E-30 133.15 2871 174 2929 453685;45368211130;21 211133 121
QVGSGVTTDQVQAEAK VSWLREGKQVGSGVTT DQVQAEAKESGPTTYK K Q V A K E 2 0 0 1 0 3 1 2 0 0 0 1 0 0 0 1 2 0 0 3 0 0 16 0 1616.801 sp|P01871 sp|P01871|IGH 154 169 yes yes 2 2.46E-165 217.91 2872 128 2930 453849;45385211251;21 211260 99
QVIGTGSFFPK CFTCSNCKQVIGTGSF GTGSFFPKGEDFYCVT K Q V P K G 0 0 0 0 0 1 0 2 0 1 0 1 0 2 1 1 1 0 0 1 0 0 11 0 1179.629 sp|Q13642sp|Q13642|FH 134 144 yes yes 2 0.011115 64.841 2873 452 2931 454038;45403211350;21 211350 1
QVILTLQPTLVAVGK VSVYQPPRQVILTLQP PTLVAVGKSFTIECRV R Q V G K S 1 0 0 0 0 2 0 1 0 1 3 1 0 0 1 0 2 0 0 3 0 0 15 0 1578.971 sp|P13598sp|P13598|ICA 114 128 yes yes 2 1.22E-52 150.09 2874 274 2932 454101;45410211352;21 211378 33
QVLLVGAPTYDDVSK VLMNGTLKQVLLVGAP PTYDDVSKVAFLTVTL K Q V S K V 1 0 0 2 0 1 0 1 0 0 2 1 0 0 1 1 1 0 1 3 0 0 15 0 1603.846 sp|P80108sp|P80108|PH 664 678 yes yes 2 4.09E-38 140.14 2876 422 2934 454260;45426211391;21 211519 145
QVVAGLNFR NEVKRAQRQVVAGLNF VVAGLNFRITYSIVQT R Q V F R I 1 1 1 0 0 1 0 1 0 0 1 0 0 1 0 0 0 0 0 2 0 0 9 0 1002.561 sp|P01042 sp|P01042|KN 188 196 yes yes 2 2.83E-69 202.2 2877 103 2935 454484;45448211536;21 211690 352
QVVESAYEVIK EQWKEVHKQVVESAYE ESAYEVIKLKGYTSWA K Q V I K L 1 0 0 0 0 1 2 0 0 1 0 1 0 0 0 1 0 0 1 3 0 0 11 0 1263.671 sp|P00338sp|P00338|LD 233 243 yes yes 2 0.0001353 94.309 2878 70 2936 455311;45531211896;21 211902 8
QWAGLVEK PLVEDMQRQWAGLVEK QWAGLVEKVQAAVGTS R Q W E K V 1 0 0 0 0 1 1 1 0 0 1 1 0 0 0 0 0 1 0 1 0 0 8 0 929.4971 sp|P02649sp|P02649|AP 293 300 yes no 2 0.030038 73.26 2879 137 2937 455361;45536211904;21 211906 3
QWLEIDLLK QAKANNNKQWLEIDLL WLEIDLLKIKKITAII K Q W L K I 0 0 0 1 0 1 1 0 0 1 3 1 0 0 0 0 0 1 0 0 0 0 9 0 1156.649 sp|P12259sp|P12259|FA5 2121 2129 yes yes 2 0.01821 72.485 2880 264 2938 455372;45537211907;21 211910 40
QWNVNWDIR TWRFSNMRQWNVNWDI WNVNWDIRQVAIEFDE R Q W I R Q 0 1 2 1 0 1 0 0 0 1 0 0 0 0 0 0 0 2 0 1 0 0 9 0 1229.594 sp|Q86UX7sp|Q86UX7|UR 599 607 yes yes 2 0.0048007 90.657 2881 497 2939 455496;45549211947;21 211947 3
QYNVGPSVSK LTRRGQPRQYNVGPSV NVGPSVSKYPLRNLQP R Q Y S K Y 0 0 1 0 0 1 0 1 0 0 0 1 0 0 1 2 0 0 1 2 0 0 10 0 1077.546 sp|P02751 sp|P02751|FIN 1041 1050 yes yes 2 0.000158 105.36 2882 153 2940 455529;45553211950;21 211956 24
QYTDSTFR KYKKVVYRQYTDSTFR QYTDSTFRVPVERKAE R Q Y F R V 0 1 0 1 0 1 0 0 0 0 0 0 0 1 0 1 2 0 1 0 0 0 8 0 1016.456 sp|P00450sp|P00450|CER 786 793 yes yes 2 2.13E-05 143 2883 74 2941 455680;45568211974;21 212012 45
QYYEGSEIVVAGR ALTQNHHKQYYEGSEI SEIVVAGRIADNKQSS K Q Y G R I 1 1 0 0 0 1 2 2 0 1 0 0 0 0 0 1 0 0 2 2 0 0 13 0 1469.715 sp|P19827sp|P19827|ITIH 502 514 yes yes 2 5.42E-34 153.7 2884 305 2942 455951;45595212019;21 212059 266
RAPDLQDLPWQVK CGVLTSEKRAPDLQDL QDLPWQVKLTNSEGKD K R A V K L 1 1 0 2 0 2 0 0 0 0 2 1 0 0 2 0 0 1 0 1 0 0 13 1 1564.836 sp|P22891 sp|P22891|PRO 181 193 yes yes 2;3 0.0075306 66.19 2885 316 2943 456367;45636212292;21 212299 8
RAPSTWLTAYVVK SAFAAFVKRAPSTWLT WLTAYVVKVFSLAVNL K R A V K V 2 1 0 0 0 0 0 0 0 0 1 1 0 0 1 1 2 1 1 2 0 0 13 1 1490.825 sp|P01024sp|P01024|CO 1072 1084 yes yes 3 0.014416 44.511 2886 97 2944 456506 212301 212301 1
RELDESLQVAER NPSQAKLRRELDESLQ ESLQVAERLTRKYNEL R R E E R L 1 2 0 1 0 1 3 0 0 0 2 0 0 0 0 1 0 0 0 1 0 0 12 1 1443.732 sp|P10909sp|P10909|CLU 325 336 yes yes 3 2.18E-14 99.844 2887 253 2945 456507;45650212302;21 212303 5
RFNALQYLR NIPDEYFKRFNALQYL FNALQYLRLSHNELAD K R F L R L 1 2 1 0 0 1 0 0 0 0 2 0 0 1 0 0 0 0 1 0 0 0 9 1 1179.651 sp|P51884sp|P51884|LU 227 235 yes yes 2 3.42E-25 176.41 2889 379 2947 456708;45670212332;21 212333 2
RFTVETPDK DFAFNLYRRFTVETPD FTVETPDKNIFFSPVS R R F D K N 0 1 0 1 0 0 1 0 0 0 0 1 0 1 1 0 2 0 0 1 0 0 9 1 1091.561 sp|P05543 sp|P05543|TH 56 64 yes yes 2 0.008997 110.41 2890 198 2948 456721;45672212334;21 212334 2
RGDACEGDSGGPFVMK GYKPDEGKRGDACEGD SGGPFVMKSPFNNRWY K R G M K S 1 1 0 2 1 0 1 4 0 0 0 1 1 1 1 1 0 0 0 1 0 0 16 1 1681.719 sp|P00734sp|P00734|TH 560 575 yes no 3 0.0020337 47.916 2891 80 2949 456816;45681212336;21 212336 2
RGDSPWQVVLLDSK LIDGKMTRRGDSPWQV QVVLLDSKKKLACGAV R R G S K K 0 1 0 2 0 1 0 1 0 0 2 1 0 0 1 2 0 1 0 2 0 0 14 1 1598.842 sp|P04070sp|P04070|PRO 220 233 yes yes 3 3.21E-05 78.69 2892 171 2950 456905;45690212338;21 212338 11
RHPDLSIPELLR KFTFEYSRRHPDLSIP LSIPELLRIVQIYKDL R R H L R I 0 2 0 1 0 0 1 0 1 1 3 0 0 0 2 1 0 0 0 0 0 0 12 1 1444.815 sp|P43652 sp|P43652|AFA 361 372 yes yes 3 2.16E-08 86.772 2893 362 2951 457027;45702212349;21 212355 68
RIPIEDGSGEVVLSR ISLPESLKRIPIEDGS SGEVVLSRKVLLDGVQ K R I S R K 0 2 0 1 0 0 2 2 0 2 1 0 0 0 1 2 0 0 0 2 0 0 15 1 1625.874 sp|P01024sp|P01024|CO 290 304 yes yes 3 3.11E-14 106.6 2896 97 2954 457360;45736 212459 212459 1
RLDGSVDFK NGWTVFQKRLDGSVDF LDGSVDFKKNWIQYKE K R L F K K 0 1 0 2 0 0 0 1 0 0 1 1 0 1 0 1 0 0 0 1 0 0 9 1 1035.535 sp|P02679sp|P02679|FIB 223 231 yes yes 2 0.014714 104.06 2897 144 2955 457413;45741212460;21 212461 3
RLDYQEGPPGVEISCWSVEL DHSATRERRLDYQEGP ISCWSVEL________ R R L E L - 0 1 0 1 1 1 3 2 0 1 2 0 0 0 2 2 0 1 1 2 0 0 20 1 2333.1 sp|Q14624sp|Q14624|ITI 911 930 yes yes 2;3 2.45E-13 106.13 2898 463 2956 457499;45750212463;21 212471 101
RLPGDIQVVPIGVGPNANVQELER NPASDEIKRLPGDIQV ANVQELERIGWPNAPI K R L E R I 1 2 2 1 0 2 2 3 0 2 2 0 0 0 3 0 0 0 0 4 0 0 24 1 2569.398 sp|P04275 sp|P04275|VW 1618 1641 yes yes 3 2.98E-05 47.478 2900 179 2958 457796;45779 212568 212568 1
RLPLEYSYGEYR YEFLQRVKRLPLEYSY EYSYGEYRDLFRDFGT K R L Y R D 0 2 0 0 0 0 2 1 0 0 2 0 0 0 1 1 0 0 3 0 0 0 12 1 1544.762 sp|P07358sp|P07358|CO 323 334 yes yes 2;3 1.14E-12 121.29 2901 216 2959 457807;45780212569;21 212570 60
RNDYLDIYAIGVGK EILNINQKRNDYLDIY IYAIGVGKLDVDWREL K R N G K L 1 1 1 2 0 0 0 2 0 2 1 1 0 0 0 0 0 0 2 1 0 0 14 1 1595.831 sp|P06681 sp|P06681|CO 402 415 yes yes 2;3 1.68E-15 91.441 2902 205 2960 457922;45792212629;21 212629 46
RPASPISTIQPK GQKPQRPRRPASPIST PISTIQPKANFDAQQF R R P P K A 1 1 0 0 0 1 0 0 0 2 0 1 0 0 3 2 1 0 0 0 0 0 12 1 1293.741 sp|P07360sp|P07360|CO 28 39 yes yes 2;3 4.82E-05 94.297 2903 218 2961 458032;45803212675;21 212676 16
RPCFESLK CKTNFAFRRPCFESLK RPCFESLKADKTYVPP R R P L K A 0 1 0 0 1 0 1 0 0 0 1 1 0 1 1 1 0 0 0 0 0 0 8 1 1035.517 sp|P43652 sp|P43652|AFA 507 514 yes yes 3 0.0048477 78.334 2904 362 2962 458182;45818212691;21 212691 2
RPFFPFHSPSR AIHHPWIRRPFFPFHS FPFHSPSRLFDQFFGE R R P S R L 0 2 0 0 0 0 0 0 1 0 0 0 0 3 3 2 0 0 0 0 0 0 11 1 1373.699 sp|P02511 sp|P02511|CRY 12 22 yes yes 3 0.015603 45.653 2906 135 2964 458767;45876213039;213 213039 10
RPGGEPSPEGTTGQSYNQYSQR GWRCDNCRRPGGEPSP SYNQYSQRYHQRTNTN R R P Q R Y 0 2 1 0 0 3 2 4 0 0 0 0 0 0 3 3 2 0 2 0 0 0 22 1 2395.079 sp|P02751 sp|P02751|FIN 2335 2356 yes yes 2;3 9.86E-120 163.15 2907 153 2965 458970;45897213049;213 213057 34
RPGVYTQVTK SWGLECGKRPGVYTQV GVYTQVTKFLNWIKAT K R P T K F 0 1 0 0 0 1 0 1 0 0 0 1 0 0 1 0 2 0 1 2 0 0 10 1 1147.635 sp|Q14520sp|Q14520|HA 536 545 yes yes 2 3.33E-05 112.84 2908 462 2966 459083;45908 213083 213083 1
RPHFFFPK LPFSLPHRRPHFFFPK RPHFFFPKSRIVRSLM R R P P K S 0 1 0 0 0 0 0 0 1 0 0 1 0 3 2 0 0 0 0 0 0 0 8 1 1074.576 sp|P10909sp|P10909|CLU 215 222 yes yes 3 0.047379 31.934 2909 253 2967 459108;45910 213084 213084 1
RPPGFSPFR LGMISLMKRPPGFSPF PPGFSPFRSSRIGEIK K R P F R S 0 2 0 0 0 0 0 1 0 0 0 0 0 2 3 1 0 0 0 0 0 0 9 1 1059.561 sp|P01042 sp|P01042|KN 381 389 yes no 2;3 4.47E-18 166.3 2910 103 2968 459110;45911213085;213 213114 49
RPSEIVIGQCK DCEPPDSRRPSEIVIG EIVIGQCKVIATRHSH R R P C K V 0 1 0 0 1 1 1 1 0 2 0 1 0 0 1 1 0 0 0 1 0 0 11 1 1285.681 sp|P04196sp|P04196|HR 96 106 yes yes 2;3 9.88E-56 189.18 2911 176 2969 459428;45942213139;213 213195 74
RPWNVASLIYETK GNTLTYYRRPWNVASL ASLIYETKGEKNFRTE R R P T K G 1 1 1 0 0 0 1 0 0 1 1 1 0 0 1 1 1 1 1 1 0 0 13 1 1575.841 sp|P02748sp|P02748|CO 195 207 yes yes 2;3 1.91E-74 205.12 2912 150 2970 459650;45965213213;213 213348 165
RPYFPVAVGK GLYHENMRRPYFPVAV YFPVAVGKYYSYYCDE R R P G K Y 1 1 0 0 0 0 0 1 0 0 0 1 0 1 2 0 0 0 1 2 0 0 10 1 1132.639 sp|P08603 sp|P08603|CFA 342 351 yes no 2;3 3.84E-24 169.57 2913 233 2971 459953;45995213379;213 213425 248
RQDGSVDFFR GGWLVFQRRQDGSVDF DGSVDFFRSWSSYRAG R R Q F R S 0 2 0 2 0 1 0 1 0 0 0 0 0 2 0 1 0 0 0 1 0 0 10 1 1225.584 sp|O75636sp|O75636|FC 136 145 yes yes 3 6.87E-05 90.05 2914 63 2972 460358;46035 213628 213628 1
RQECSIPVCGQDQVTVAMTPR YTTDPTVRRQECSIPV VTVAMTPRSEGSSVNL R R Q P R S 1 2 0 1 2 3 1 1 0 1 0 0 1 0 2 1 2 0 0 3 0 0 21 1 2431.141 sp|P00734sp|P00734|TH 178 198 yes yes 3 4.47E-18 93.583 2915 80 2973 460408;46040213629;213 213630 4
RQSEDSTFYLGER KYTVNQCRRQSEDSTF STFYLGERTYYIAAVE R R Q E R T 0 2 0 1 0 1 2 1 0 0 1 0 0 1 0 2 1 0 1 0 0 0 13 1 1586.733 sp|P00450sp|P00450|CER 720 732 yes yes 2;3 1.88E-64 178.95 2916 74 2974 460483;46048213633;213 213634 16
RTDSLSSLRPIK WDSWTSSRRTDSLSSL LSSLRPIKVDSQEHKI R R T I K V 0 2 0 1 0 0 0 0 0 1 2 1 0 0 1 3 1 0 0 0 0 0 12 2 1371.783 sp|P43320sp|P43320|CR 90 101 yes yes 3 0.060967 31.656 2917 361 2975 460586;46058 213649 213649 0
RTHLPEVFLSK KYTFELSRRTHLPEVF LPEVFLSKVLEPTLKS R R T S K V 0 1 0 0 0 0 1 0 1 0 2 1 0 1 1 1 1 0 0 1 0 0 11 1 1325.746 sp|P02774sp|P02774|VT 353 363 yes yes 3 0.0049765 56.139 2918 159 2976 460629;46063213650;213 213650 3
RVAEGTQVLELPFK QEGKFRYRRVAEGTQV QVLELPFKGDDITMVL R R V F K G 1 1 0 0 0 1 2 1 0 0 2 1 0 1 1 0 1 0 0 2 0 0 14 1 1585.883 sp|P01008sp|P01008|AN 294 307 yes yes 3 7.81E-05 73.156 2919 92 2977 460691;46069213653;213 213655 27
RVDTVDPPYPR YRVNLRTRRVDTVDPP TVDPPYPRSIAQYWLG R R V P R S 0 2 0 2 0 0 0 0 0 0 0 0 0 0 3 0 1 0 1 2 0 0 11 1 1313.673 sp|P04004sp|P04004|VT 453 463 yes yes 2;3 9.28E-25 158.37 2920 168 2978 460826;46082213680;213 213711 293
RVEPYGENFNK QQVEEFRRRVEPYGEN PYGENFNKALVQQMEQ R R V N K A 0 1 2 0 0 0 2 1 0 0 0 1 0 1 1 0 0 0 1 1 0 0 11 1 1351.652 sp|P06727sp|P06727|AP 306 316 yes yes 2;3 1.09E-56 192.12 2921 206 2979 461281;46128213974;213 213986 82
RVWELSK KIPEATNRRVWELSKA RRVWELSKANSRFATT R R V S K A 0 1 0 0 0 0 1 0 0 0 1 1 0 0 0 1 0 1 0 1 0 0 7 1 916.5131 sp|P01008sp|P01008|AN 79 85 yes no 2 0.04486 138.37 2922 92 2980 461600;46160214056;214 214057 2
RWELCDIPR CFTTDPNKRWELCDIP WELCDIPRCTTPPPSS K R W P R C 0 2 0 1 1 0 1 0 0 1 1 0 0 0 1 0 0 1 0 0 0 0 9 1 1243.613 sp|P00747sp|P00747|PLM 253 261 yes yes 2;3 0.0002493 156.18 2923 87 2981 461659;46166214058;214 214063 6
RYSAWAESVTNLPQVIK DNPAGNKRRYSAWAES TNLPQVIKQKLTPLYE R R Y I K Q 2 1 1 0 0 1 1 0 0 1 1 1 0 0 1 2 1 1 1 2 0 0 17 1 1961.037 sp|P10643 sp|P10643|CO 402 418 yes yes 3 0.0007156 50.397 2924 252 2982 461772;46177 214064 214064 1
RYTIAALLSPYSYSTTAVVTNPK TANDSGPRRYTIAALL TAVVTNPKE_______ R R Y P K E 3 1 1 0 0 0 0 0 0 1 2 1 0 0 2 3 4 0 3 2 0 0 23 1 2515.332 sp|P02766sp|P02766|TTH 124 146 yes yes 3 0.0093561 25.221 2925 158 2983 461819 214065 214065 1
RYTIAALLSPYSYSTTAVVTNPKE TANDSGPRRYTIAALL AVVTNPKE________ R R Y K E - 3 1 1 0 0 0 1 0 0 1 2 1 0 0 2 3 4 0 3 2 0 0 24 2 2644.375 sp|P02766sp|P02766|TTH 124 147 yes yes 3 0.005322 38.279 2926 158 2984 461820 214066 214066 1
SAANLIVEEEDLR NHRGENVKSAANLIVE IVEEEDLRIVEPLKDI K S A L R I 2 1 1 1 0 0 3 0 0 1 2 0 0 0 0 1 0 0 0 1 0 0 13 0 1457.736 sp|Q8WZ4sp|Q8WZ42|TI 13650 13662 yes yes 2 4.49E-47 168.3 2927 508 2985 461821 214067 214067 1
SADFTNFDPR DSIKTKGKSADFTNFD DFTNFDPRGLLPESLD K S A P R G 1 1 1 2 0 0 0 0 0 0 0 0 0 2 1 1 1 0 0 0 0 0 10 0 1168.515 sp|P00918sp|P00918|CA 172 181 yes yes 2 0.015 68.224 2928 91 2986 461822;46182214068;214 214072 6
SADTLWDIQK DEVAQLKKSADTLWDI DTLWDIQKDLKDL___ K S A Q K D 1 0 0 2 0 1 0 0 0 1 1 1 0 0 0 1 1 1 0 0 0 0 10 0 1175.582 sp|P07195 sp|P07195|LD 320 329 yes yes 2 9.11E-16 154.49 2929 211 2987 461870;46187214074;214 214074 40
SADTLWGIQK EEEARLKKSADTLWGI DTLWGIQKELQF____ K S A Q K E 1 0 0 1 0 1 0 1 0 1 1 1 0 0 0 1 1 1 0 0 0 0 10 0 1117.577 sp|P00338sp|P00338|LD 319 328 yes yes 2 1.04E-06 118.74 2930 70 2988 461959;46196214114;214 214124 11
SAGSVESPSVSSTHR ASESEEDRSAGSVESP PSVSSTHRVSDPKFHP R S A H R V 1 1 0 0 0 0 1 1 1 0 0 0 0 0 1 6 1 0 0 2 0 0 15 0 1486.701 sp|P17936sp|P17936|IBP 145 159 yes yes 2;3 9.64E-47 147.37 2931 297 2989 462034;46203214125;214 214125 5
SAGWNIPIGLLYCDLPEPR SCHTGLGRSAGWNIPI YCDLPEPRKPLEKAVA R S A P R K 1 1 1 1 1 0 1 2 0 2 3 0 0 0 3 1 0 1 1 0 0 0 19 0 2170.088 sp|P02787sp|P02787|TR 144 162 yes yes 2 3.55E-52 132.08 2932 162 2990 462123;46212214130;214 214193 64
SALVLQYLR GRVFHKGRSALVLQYL ALVLQYLRVPLVDRAT R S A L R V 1 1 0 0 0 1 0 0 0 0 3 0 0 0 0 1 0 0 1 1 0 0 9 0 1061.623 sp|P00740sp|P00740|FA9 365 373 yes yes 2 1.41E-15 163.34 2933 84 2991 462269;46227214194;214 214202 169
SALYSPSDPLTLLQADTVR PGANAAPRSALYSPSD LLQADTVRGAVLGSRS R S A V R G 2 1 0 2 0 1 0 0 0 0 4 0 0 0 2 3 2 0 1 1 0 0 19 0 2046.063 sp|O00391sp|O00391|QS 33 51 yes yes 2;3 6.98E-84 151.99 2934 43 2992 462507;46250214371;214 214529 156
SASDLTWDNLK FAIAVVKKSASDLTWD DLTWDNLKGKKSCHTA K S A L K G 1 0 1 2 0 0 0 0 0 0 2 1 0 0 0 2 1 1 0 0 0 0 11 0 1248.599 sp|P02787sp|P02787|TR 454 464 yes yes 2 3.76E-68 193.1 2935 162 2993 462726;46272214530;214 214531 116
SASLHLPK FLENEDRRSASLHLPK SASLHLPKLSITGTYD R S A P K L 1 0 0 0 0 0 0 0 1 0 2 1 0 0 1 2 0 0 0 0 0 0 8 0 851.4865 sp|P01009sp|P01009|A1A 307 314 yes yes 2 0.023127 79.146 2936 93 2994 462906;46290214648;214 214649 2
SASNMAIVDVK SVSYTGSRSASNMAIV NMAIVDVKMVSGFIPL R S A V K M 2 0 1 1 0 0 0 0 0 1 0 1 1 0 0 2 0 0 0 2 0 0 11 0 1133.575 sp|P01023 sp|P01023|A2 1374 1384 yes yes 2 5.75E-07 112.75 2937 96 2995 462979;46298214650;214 214745 101
SATLLQLITK YGEPVDDKSATLLQLI TLLQLITKFATEYCNT K S A T K F 1 0 0 0 0 1 0 0 0 1 3 1 0 0 0 1 2 0 0 0 0 0 10 0 1086.665 sp|O00429sp|O00429|DN 330 339 yes yes 2 0.019777 64.711 2938 44 2996 463174;46317 214752 214752 1
SAVDAGFLQK QTQLELCKSAVDAGFL VDAGFLQKYFHLINRF K S A Q K Y 2 0 0 1 0 1 0 1 0 0 1 1 0 1 0 1 0 0 0 1 0 0 10 0 1034.54 sp|P09172 sp|P09172|DO 505 514 yes yes 2 0.0032626 83.206 2939 238 2997 463210;46321214753;214 214757 10
SAVQGPPER TWTPSSGKSAVQGPPE AVQGPPERDLCGCYSV K S A E R D 1 1 0 0 0 1 1 1 0 0 0 0 0 0 2 1 0 0 0 1 0 0 9 0 939.4774 sp|P01876sp|P01876|IGH 169 177 no no 2 0.0008004 117.04 2940 129;130 2998 463260;46326214763;214 214766 14
SAVTALWGK VHLTPEEKSAVTALWG AVTALWGKVNVDEVGG K S A G K V 2 0 0 0 0 0 0 1 0 0 1 1 0 0 0 1 1 1 0 1 0 0 9 0 931.5127 sp|P68871 sp|P68871|HB 10 18 yes yes 2 0.0008677 108.46 2941 416 2999 463331;46333214777;214 214783 118
SCAHDWVYE PEELVDYKSCAHDWVY CAHDWVYE________ K S C Y E - 1 0 0 1 1 0 1 0 1 0 0 0 0 0 0 1 0 1 1 1 0 0 9 0 1165.45 sp|P22392 sp|P22392|ND 144 152 yes no 2 0.027824 67.032 2942 314 3000 463520;46352214896;214 214896 2
SCALDQNCQWEPR CNKKTSCRSCALDQNC QNCQWEPRNQECIALP R S C P R N 1 1 1 1 2 2 1 0 0 0 1 0 0 0 1 1 0 1 0 0 0 0 13 0 1662.688 sp|O75882sp|O75882|AT 764 776 yes yes 2 3.93E-163 229.16 2943 64 3001 463600;46360214898;214 214905 83
SCALSNLACIR VVSGFSLKSCALSNLA LSNLACIRDIFPNTVF K S C I R D 2 1 1 0 2 0 0 0 0 1 2 0 0 0 0 2 0 0 0 0 0 0 11 0 1263.606 sp|P03951 sp|P03951|FA 192 202 yes yes 2 5.41E-47 182.53 2944 165 3002 463739;46374214981;214 215096 117
SCAVAEYGVYVK TGILSFDKSCAVAEYG AEYGVYVKVTSIQDWV K S C V K V 2 0 0 0 1 0 1 1 0 0 0 1 0 0 0 1 0 0 2 3 0 0 12 0 1344.638 sp|P00738sp|P00738|HP 380 391 no no 2 1.90E-05 90.108 2945 82;83 3003 463896;46389215098;215 215182 164
SCDIPVFMNAR SAQPTCIKSCDIPVFM IPVFMNARTKNDFTWF K S C A R T 1 1 1 1 1 0 0 0 0 1 0 0 1 1 1 1 0 0 0 1 0 0 11 0 1308.596 sp|P08603 sp|P08603|CFA 508 518 yes yes 2 3.53E-13 136.27 2946 233 3004 464363;46436215266;215 215387 149
SCDLALLETYCATPAK IVEECCFRSCDLALLE TYCATPAKSERDVSTP R S C A K S 3 0 0 1 2 0 1 0 0 0 3 1 0 0 1 1 2 0 1 0 0 0 16 0 1811.843 sp|P01344sp|P01344|IGF 74 89 yes yes 2 1.78E-64 155.47 2947 104 3005 464624;46462215417;215 215428 6
SCDNPYIPNGDYSPLR PLPSCEEKSCDNPYIP NGDYSPLRIKHRTGDE K S C L R I 0 1 2 2 1 0 0 1 0 1 1 0 0 0 3 2 0 0 2 0 0 0 16 0 1866.821 sp|P08603 sp|P08603|CFA 266 281 yes yes 2 3.30E-70 190.78 2948 233 3006 464737;46473215429;215 215431 19
SCDTPPPCPR CPRCPEPKSCDTPPPC DTPPPCPRCPEPKSCD K S C P R C 0 1 0 1 2 0 0 0 0 0 0 0 0 0 4 1 1 0 0 0 0 0 10 0 1185.491 sp|P01860sp|P01860|IGH 119 128 yes no 2 0.0093646 73.665 2949 126 3007 464816;46481215448;215 215448 6
SCDVESNPGIFLPPGTQAEFNLR ASAPTSLRSCDVESNP TQAEFNLRDIPQPHAE R S C L R D 1 1 2 1 1 1 2 2 0 1 2 0 0 2 3 2 1 0 0 1 0 0 23 0 2547.206 sp|P04278sp|P04278|SH 216 238 yes yes 2;3 6.73E-77 188.44 2950 180 3008 464850;46485215454;215 215457 70
SCEPAVPFPCGR YRLAENQKSCEPAVPF AVPFPCGRVSVSQTSK K S C G R V 1 1 0 0 2 0 1 1 0 0 0 0 0 1 3 1 0 0 0 1 0 0 12 0 1375.601 sp|P00740sp|P00740|FA9 169 180 yes yes 2 1.06E-23 148.52 2951 84 3009 465095;46509215524;215 215531 106
SCESNSPFPVHPGTAECCTK RTSALSAKSCESNSPF GTAECCTKEGLERKLC K S C T K E 1 0 1 0 3 0 2 1 1 0 0 1 0 1 3 3 2 0 0 1 0 0 20 0 2263.93 sp|P02774sp|P02774|VT 95 114 yes yes 2;3 3.62E-195 248.2 2952 159 3010 465240;46524215630;215 215791 195
SCEVVSVCLPLNLDTK FKLAQDQKSCEVVSVC LPLNLDTKYELLYLAE K S C T K Y 0 0 1 1 2 0 1 0 0 0 3 1 0 0 1 2 1 0 0 3 0 0 16 0 1832.901 sp|P07225 sp|P07225|PRO 281 296 yes yes 2 3.49E-78 215.72 2953 212 3011 465569;46557215825;215 215959 158
SCGLHQLLR QVPLKDAKSCGLHQLL CGLHQLLRGPEVQLVA K S C L R G 0 1 0 0 1 1 0 1 1 0 3 0 0 0 0 1 0 0 0 0 0 0 9 0 1082.566 sp|P0C0L4 sp|P0C0L4|CO 96 104 no no 2;3 2.23E-19 166.68 2954 245;246 3012 465736;46573215983;215 216136 184
SCNCLLLK IAKAVNEKSCNCLLLK SCNCLLLKVNQIGSVT K S C L K V 0 0 1 0 2 0 0 0 0 0 3 1 0 0 0 1 0 0 0 0 0 0 8 0 1006.494 sp|P06733 sp|P06733|EN 336 343 yes yes 2 0.023049 80.229 2955 208 3013 466307;46630 216168 216168 1
SCSVIPSVSAGAVGQGYYGAGLGVVER NSKIRKPKSCSVIPSV AGLGVVERPYVPQLGT K S C E R P 3 1 0 0 1 1 1 6 0 1 1 0 0 0 1 4 0 0 2 5 0 0 27 0 2639.301 sp|P20742 sp|P20742|PZP 684 710 yes yes 2;3 1.73E-90 188.96 2956 307 3014 466334;46633216169;216 216170 6
SCVGETTESTQCEDEELEHLR PPPSGGGRSCVGETTE DEELEHLRLLEPHCFP R S C L R L 0 1 0 1 2 1 6 1 1 0 2 0 0 0 0 2 3 0 0 1 0 0 21 0 2508.038 sp|P10643 sp|P10643|CO 534 554 yes yes 2;3 7.09E-167 197.72 2957 252 3015 466348;46634216175;216 216273 105
SDACQGDSGGPLACEK CAGYFDCKSDACQGDS GGPLACEKNGVAYLYG K S D E K N 2 0 0 2 2 1 1 3 0 0 1 1 0 0 1 2 0 0 0 0 0 0 16 0 1650.661 sp|Q04756sp|Q04756|HG 591 606 yes no 2 3.43E-05 82.85 2958 433 3016 466504;46650216280;216 216284 12
SDDTAVYYCAR YMELSRLRSDDTAVYY TAVYYCAR________ R S D A R - 2 1 0 2 1 0 0 0 0 0 0 0 0 0 0 1 1 0 2 1 0 0 11 0 1319.545 sp|P23083 sp|P23083|HV 107 117 yes yes 2 7.94E-31 141.2 2959 318 3017 466569;46657216293;216 216294 2
SDFASNCCSINSPPLYCDSEIDAELK LAKLVNKRSDFASNCC SEIDAELKNIL_____ R S D L K N 2 0 2 3 3 0 2 0 0 2 2 1 0 1 2 5 0 0 1 0 0 0 26 0 2991.257 sp|P02774sp|P02774|VT 446 471 yes yes 2;3 2.19E-134 155.2 2960 159 3018 466627;46662216296;216 216323 244
SDFSNEER NKLQVIFKSDFSNEER SDFSNEERFTGFAAYY K S D E R F 0 1 1 1 0 0 2 0 0 0 0 0 0 1 0 2 0 0 0 0 0 0 8 0 982.3992 sp|P09871 sp|P09871|C1S 112 119 no no 2 0.021257 86.833 2961 242;370 3019 467038;46703216546;216 216547 2
SDGDPVQPAVLQVHQTS LTSEEAERSDGDPVQP VLQVHQTS________ R S D T S - 1 0 0 2 0 3 0 1 1 0 1 0 0 0 2 2 1 0 0 3 0 0 17 0 1776.864 sp|O95810sp|O95810|SD 409 425 yes yes 2 0.0032421 50.46 2962 69 3020 467091;46709 216548 216548 1
SDIAPVAR FSISIPVKSDIAPVAR SDIAPVARLLIYAVLP K S D A R L 2 1 0 1 0 0 0 0 0 1 0 0 0 0 1 1 0 0 0 1 0 0 8 0 827.4501 sp|P01023 sp|P01023|A2 532 539 yes yes 2 0.018921 100.07 2963 96 3021 467115;46711216549;216 216561 24
SDKPDMAEIEK ________________ PDMAEIEKFDKSKLKK M S D E K F 1 0 0 2 0 0 2 0 0 1 0 2 1 0 1 1 0 0 0 0 0 0 11 1 1261.586 sp|P62328sp|P62328|TYB 2 12 yes yes 2 2.68E-11 123.51 2964 405 3022 467289;46729216574;216 216582 25
SDLAVPSELALLK LLQLLLPRSDLAVPSE PSELALLKAVDTWSWG R S D L K A 2 0 0 1 0 0 1 0 0 0 4 1 0 0 1 2 0 0 0 1 0 0 13 0 1354.771 sp|Q08380sp|Q08380|LG 311 323 yes yes 2 1.08E-05 88.948 2965 440 3023 467396;46739216599;216 216638 67
SDLEVAHYK KSVFLHARSDLEVAHY DLEVAHYKLKPRSLML R S D Y K L 1 0 0 1 0 0 1 0 1 0 1 1 0 0 0 1 0 0 1 1 0 0 9 0 1060.519 sp|P07358sp|P07358|CO 297 305 yes yes 2;3 0.0058495 83.265 2966 216 3024 467566;46756216666;216 216678 22
SDPVTLNVLYGPDLPR RDRYGGIRSDPVTLNV LYGPDLPRIYPSFTYY R S D P R I 0 1 1 2 0 0 0 1 0 0 3 0 0 0 3 1 1 0 1 2 0 0 16 0 1754.92 sp|P11464sp|P11464|PSG 321 336 yes no 2;3 1.44E-53 144.57 2967 260 3025 467798;46779216688;216 216688 2
SDRDKFVIFLDVK DSGISEVRSDRDKFVI FVIFLDVKHFSPEDLT R S D V K H 0 1 0 3 0 0 0 0 0 1 1 2 0 2 0 1 0 0 0 2 0 0 13 2 1580.856 sp|P02489sp|P02489|CRY 66 78 yes yes 3 0.018405 50.806 2968 134 3026 467800 216690 216690 1
SDTVPSPR QETTGTPRSDTVPSPR SDTVPSPRDLQFVEVT R S D P R D 0 1 0 1 0 0 0 0 0 0 0 0 0 0 2 2 1 0 0 1 0 0 8 0 857.4243 sp|P02751 sp|P02751|FIN 904 911 yes yes 2 0.011567 117.16 2969 153 3027 467801;46780216691;216 216698 26
SDVFEAWR NTSIWYNRSDVFEAWR SDVFEAWRLLLTSAPS R S D W R L 1 1 0 1 0 0 1 0 0 0 0 0 0 1 0 1 0 1 0 1 0 0 8 0 1008.467 sp|P54802 sp|P54802|AN 534 541 yes yes 2 0.018642 100.39 2970 386 3028 467945;46794216717;216 216719 3
SDVGFLPPFPTLDPEEK LCFFYNKKSDVGFLPP PTLDPEEKCQAYESNR K S D E K C 0 0 0 2 0 0 2 1 0 0 2 1 0 2 4 1 1 0 0 1 0 0 17 0 1886.93 sp|P43652 sp|P43652|AFA 131 147 yes yes 2;3 2.37E-30 136.93 2971 362 3029 468064;46806216720;216 216746 384
SDVMYTDWK LDCLCIPRSDVMYTDW DVMYTDWKKDKCEPLE R S D W K K 0 0 0 2 0 0 0 0 0 0 0 1 1 0 0 1 1 1 1 1 0 0 9 0 1143.491 sp|P19652 sp|P19652|A1A 171 179 yes yes 2 0.0013481 103.83 2972 303 3030 468485;46848217104;217 217106 16
SDVVYTDWK LDCLRIPKSDVVYTDW DVVYTDWKKDKCEPLE K S D W K K 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 1 1 1 1 2 0 0 9 0 1111.519 sp|P02763 sp|P02763|A1A 171 179 yes yes 2 0.0007362 116.25 2973 156 3031 468581;46858217120;217 217234 118
SEAACLAAGPGIR SEQCDAHRSEAACLAA LAAGPGIRCVWNTGSS R S E I R C 4 1 0 0 1 0 1 2 0 1 1 0 0 0 1 1 0 0 0 0 0 0 13 0 1271.629 sp|O75882sp|O75882|AT 653 665 yes yes 2;3 1.21E-33 189.7 2974 64 3032 468740;46874217238;217 217245 184
SEAYNTFSER PRTFHPLRSEAYNTFS AYNTFSERRLKHSLVL R S E E R R 1 1 1 0 0 0 2 0 0 0 0 0 0 1 0 2 1 0 1 0 0 0 10 0 1202.52 sp|P12259sp|P12259|FA5 1053 1062 yes yes 2 1.14E-06 117.81 2975 264 3033 468990;46899217422;217 217423 32
SEDTAVYYCAR YMELSSLRSEDTAVYY TAVYYCAR________ R S E A R - 2 1 0 1 1 0 1 0 0 0 0 0 0 0 0 1 1 0 2 1 0 0 11 0 1333.561 sp|P01743 sp|P01743|HV 107 117 yes no 2 7.09E-12 128.38 2977 118 3035 469461;46946217648;217 217648 2
SEEFLIAGK YFHRSHNRSEEFLIAG EEFLIAGKLQDGLLHI R S E G K L 1 0 0 0 0 0 2 1 0 1 1 1 0 1 0 1 0 0 0 0 0 0 9 0 992.5179 sp|P01033 sp|P01033|TIM 103 111 yes yes 2 0.012997 75.243 2978 99 3036 469492;46949 217650 217650 1
SEFPESWLWNVEDLKEPPK AEENIVSRSEFPESWL EDLKEPPKNGISTKLM R S E P K N 0 0 1 1 0 0 4 0 0 0 2 2 0 1 3 2 0 2 0 1 0 0 19 1 2329.127 sp|P01024sp|P01024|CO 765 783 yes yes 3 0.026237 33.836 2979 97 3037 469510 217651 217651 1
SEGSSVNLSPPLEQCVPDR VTVAMTPRSEGSSVNL LEQCVPDRGQQYQGRL R S E D R G 0 1 1 1 1 1 2 1 0 0 2 0 0 0 3 4 0 0 0 2 0 0 19 0 2069.969 sp|P00734sp|P00734|TH 199 217 yes yes 2;3 1.25E-271 245.03 2980 80 3038 469511;46951217652;217 218023 433
SEILAHWSPAK PRLQAEARSEILAHWS LAHWSPAKLLLQMDSS R S E A K L 2 0 0 0 0 0 1 0 1 1 1 1 0 0 1 2 0 1 0 0 0 0 11 0 1237.646 sp|P04114sp|P04114|AP 1135 1145 yes yes 2;3 4.23E-57 190.88 2981 174 3039 469922;46992218087;218 218093 220
SELAYEIFDK KNPTIPLKSELAYEIF LAYEIFDKGRVRFWLQ K S E D K G 1 0 0 1 0 0 2 0 0 1 1 1 0 1 0 1 0 0 1 0 0 0 10 0 1213.587 sp|P54296sp|P54296|MY 1020 1029 yes yes 2 0.011282 71.614 2982 385 3040 470299;47030218310;218 218311 2
SELEDNIR LKEFPRLKSELEDNIR SELEDNIRRLRALADG K S E I R R 0 1 1 1 0 0 2 0 0 1 1 0 0 0 0 1 0 0 0 0 0 0 8 0 974.4669 sp|O14791sp|O14791|AP 149 156 yes yes 2 0.036342 69.998 2983 48 3041 470301;47030218312;218 218313 2
SELEEQLTPVAEETR MKELKAYKSELEEQLT TPVAEETRARLSKELQ K S E T R A 1 1 0 0 0 1 5 0 0 0 2 0 0 0 1 1 2 0 0 1 0 0 15 0 1729.837 sp|P02649sp|P02649|AP 94 108 yes yes 2;3 1.37E-276 317.15 2984 137 3042 470362;47036218314;218 218480 204
SELTQDPAVSVALGQTVR ________________ VALGQTVRITCQGDSL - S E V R I 2 1 0 1 0 2 1 1 0 0 2 0 0 0 1 2 2 0 0 3 0 0 18 0 1869.98 sp|P01714sp|P01714|LV3 1 18 yes yes 2;3 4.13E-08 107.37 2985 115 3043 470675;47067218518;218 218518 2
SELTQQLNALFQDK EAVEHLQKSELTQQLN LNALFQDKLGEVNTYA K S E D K L 1 0 1 1 0 3 1 0 0 0 3 1 0 1 0 1 1 0 0 0 0 0 14 0 1633.831 sp|P06727sp|P06727|AP 52 65 yes yes 2;3 0 272.32 2986 206 3044 470717;47071218520;218 218524 211
SENINHNSAFK PIFYSSKRSENINHNS INHNSAFKQAIQASHK R S E F K Q 1 0 3 0 0 0 1 0 1 1 0 1 0 1 0 2 0 0 0 0 0 0 11 0 1259.59 sp|P13671 sp|P13671|CO 290 300 yes yes 2;3 0.002561 76.228 2987 277 3045 471152;47115218732;218 218732 3
SEPLIGR IALKNNQKSEPLIGRK KSEPLIGRKKTDELPQ K S E G R K 0 1 0 0 0 0 1 1 0 1 1 0 0 0 1 1 0 0 0 0 0 0 7 0 770.4287 sp|P02751 sp|P02751|FIN 1982 1988 yes yes 2 0.0092488 109.88 2988 153 3046 471221;47122218735;218 218738 63
SEQFINLR LANASRARSEQFINLR SEQFINLREVSTRFRL R S E L R E 0 1 1 0 0 1 1 0 0 1 1 0 0 1 0 1 0 0 0 0 0 0 8 0 1005.524 sp|P07384sp|P07384|CA 474 481 yes yes 2 0.024675 76.035 2989 219 3047 471423;47142218798;218 218798 3
SEYGAALAWEK ISLIRGGRSEYGAALA GAALAWEKGSSGLEEK R S E E K G 3 0 0 0 0 0 2 1 0 0 1 1 0 0 0 1 0 1 1 0 0 0 11 0 1223.582 sp|P13671 sp|P13671|CO 449 459 yes yes 2 0.0007351 85.377 2990 277 3048 471453;47145218801;218 218808 161
SEYQADYESLR SKQNALLRSEYQADYE QADYESLRFFSLLSGS R S E L R F 1 1 0 1 0 1 2 0 0 0 1 0 0 0 0 2 0 0 2 0 0 0 11 0 1359.594 sp|P04114sp|P04114|AP 1600 1610 yes yes 2 1.26E-165 238.32 2991 174 3049 471660;47166218962;218 219132 190
SFDYHQFVDETNDK DMLIKKLKSFDYHQFV FVDETNDKIREVTQRL K S F D K I 0 0 1 3 0 1 1 0 1 0 0 1 0 2 0 1 1 0 1 1 0 0 14 0 1743.738 sp|P04114sp|P04114|AP 2429 2442 yes yes 2;3 0 291.93 2992 174 3050 471866;47186219155;219 219341 238
SFEGLGQLEVLTLDHNQLQEVK RIRQLAERSFEGLGQL HNQLQEVKAGAFLGLT R S F V K A 0 0 1 1 0 3 3 2 1 0 5 1 0 1 0 1 1 0 0 2 0 0 22 0 2496.286 sp|P35858sp|P35858|ALS 333 354 yes yes 2;3 1.04E-157 151.82 2993 351 3051 472159;47216219393;219 219393 75
SFENSLGINVPR TAVGAAIKSFENSLGI SLGINVPRSRFLPVKT K S F P R S 0 1 2 0 0 0 1 1 0 1 1 0 0 1 1 2 0 0 0 1 0 0 12 0 1331.683 sp|Q16851sp|Q16851|UG 378 389 yes yes 2 0.00012 82.749 2994 477 3052 472332 219468 219468 1
SFFPENWLWR DEDDIPVRSFFPENWL FPENWLWRVETVDRFQ R S F W R V 0 1 1 0 0 0 1 0 0 0 1 0 0 2 1 1 0 2 0 0 0 0 10 0 1380.662 sp|P0C0L4 sp|P0C0L4|CO 776 785 no no 2 3.69E-09 174.69 2995 245;246 3053 472333;47233219469;219 219623 163
SFLDSGYR ISDPGLQKSFLDSGYR SFLDSGYRILGAVAKV K S F Y R I 0 1 0 1 0 0 0 1 0 0 1 0 0 1 0 2 0 0 1 0 0 0 8 0 943.44 sp|P18206sp|P18206|VIN 816 823 yes yes 2 3.02E-22 174.21 2996 300 3054 472514;47251219632;219 219635 49
SFLEDIR FQFDGDKKSFLEDIRK KSFLEDIRKALYASKI K S F I R K 0 1 0 1 0 0 1 0 0 1 1 0 0 1 0 1 0 0 0 0 0 0 7 0 878.4498 sp|P52209sp|P52209|6PG 318 324 yes yes 2 0.039591 89.673 2997 380 3055 472640;47264 219681 219681 1
SFNPNSPGK GLKYPGIKSFNPNSPG FNPNSPGKILLMDLNE K S F G K I 0 0 2 0 0 0 0 1 0 0 0 1 0 1 2 2 0 0 0 0 0 0 9 0 946.4508 sp|P27169sp|P27169|PO 76 84 yes yes 2 0.0051307 86.833 2998 332 3056 472663;47266 219682 219682 1
SFPTYCQQK AVCATNRRSFPTYCQQ FPTYCQQKSLECLHPG R S F Q K S 0 0 0 0 1 2 0 0 0 0 0 1 0 1 1 1 1 0 1 0 0 0 9 0 1157.518 sp|P05156sp|P05156|CFA 81 89 yes yes 2 0.0007508 111.65 2999 192 3057 472693;47269219683;219 219695 30
SFQTGLFTAAR PKYLVCLRSFQTGLFT TGLFTAARQSTNAYPD R S F A R Q 2 1 0 0 0 1 0 1 0 0 1 0 0 2 0 1 2 0 0 0 0 0 11 0 1197.614 sp|P07225 sp|P07225|PRO 91 101 yes yes 2 1.85E-08 143.7 3000 212 3058 472871;47287219713;219 219736 119
SFRPFVPR SNIRLTTKSFRPFVPR SFRPFVPRLARLYPNM K S F P R L 0 2 0 0 0 0 0 0 0 0 0 0 0 2 2 1 0 0 0 1 0 0 8 1 1004.556 sp|P18428sp|P18428|LBP 320 327 yes yes 3 0.011017 79.906 3001 301 3059 473043;47304219833;219 219833 6
SFTIECR PTLVAVGKSFTIECRV KSFTIECRVPTVEPLD K S F C R V 0 1 0 0 1 0 1 0 0 1 0 0 0 1 0 1 1 0 0 0 0 0 7 0 911.4171 sp|P13598sp|P13598|ICA 129 135 yes yes 2 0.0039703 124.89 3002 274 3060 473074;47307219839;219 219854 21
SFYANNHCIGTDLNR NRMWRKNRSFYANNHC CIGTDLNRNFASKHWC R S F N R N 1 1 3 1 1 0 0 1 1 1 1 0 0 1 0 1 1 0 1 0 0 0 15 0 1780.795 sp|Q96IY4 sp|Q96IY4|CBP 243 257 yes yes 2;3 2.06E-74 174.29 3003 516 3061 473198;47319219860;219 219865 12
SFYFPMSIDK AQYYYTFKSFYFPMSI YFPMSIDKKLSFFCLA K S F D K K 0 0 0 1 0 0 0 0 0 1 0 1 1 2 1 2 0 0 1 0 0 0 10 0 1233.574 sp|P05160sp|P05160|F13 44 53 yes yes 2 0.028605 71.614 3004 193 3062 473253;47325219872;219 219872 2
SFYTAYLQR VPVLMESRSFYTAYLQ FYTAYLQRLSGLTREA R S F Q R L 1 1 0 0 0 1 0 0 0 0 1 0 0 1 0 1 1 0 2 0 0 0 9 0 1147.566 sp|O00391sp|O00391|QS 257 265 yes yes 2 8.35E-05 133.79 3005 43 3063 473270;47327219874;219 219935 63
SGAGTEDSACIPWAYYSTVDQVK YVWKIPERSGAGTEDS YSTVDQVKDLYSGLIG R S G V K D 3 0 0 2 1 1 1 2 0 1 0 1 0 0 1 3 2 1 2 2 0 0 23 0 2504.117 sp|P00450sp|P00450|CER 865 887 yes yes 2;3 3.73E-171 190.44 3006 74 3064 473500;47350219942;219 220403 489
SGAQATWTELPWPHEK RLWWLDLKSGAQATWT ELPWPHEKVDGALCME K S G E K V 2 0 0 0 0 1 2 1 1 0 1 1 0 0 2 1 2 2 0 0 0 0 16 0 1836.88 sp|P02790sp|P02790|HE 387 402 yes yes 2;3;4 1.36E-183 228.61 3007 164 3065 474027;47402220432;220 220472 580
SGFPQVSMFFTHTFPK ESCPGKFKSGFPQVSM FFTHTFPK________ K S G P K - 0 0 0 0 0 1 0 1 1 0 0 1 1 4 2 2 2 0 0 1 0 0 16 0 1856.892 sp|P04196sp|P04196|HR 510 525 yes yes 3 1.82E-05 56.959 3008 176 3066 474750;47475221013;22 221013 5
SGFSFGFK VTEKMASKSGFSFGFK SGFSFGFKIPGIFELG K S G F K I 0 0 0 0 0 0 0 2 0 0 0 1 0 3 0 2 0 0 0 0 0 0 8 0 875.4178 sp|P07358sp|P07358|CO 252 259 yes yes 2 0.013123 107.59 3009 216 3067 474797;47479221018;22 221033 86
SGFTYVLHEGECCGR KPCEDSCRSGFTYVLH HEGECCGRCLPSACEV R S G G R C 0 1 0 0 2 0 2 3 1 0 1 0 0 1 0 1 1 0 1 1 0 0 15 0 1770.745 sp|P04275 sp|P04275|VW 2479 2493 yes yes 3 2.18E-23 118.52 3010 179 3068 475042;47504 221104 221104 1
SGGLCQPCR TAFAYQKRSGGLCQPC GGLCQPCRSPRWSLWS R S G C R S 0 1 0 0 2 1 0 2 0 0 1 0 0 0 1 1 0 0 0 0 0 0 9 0 1033.443 sp|P27918sp|P27918|PRO 68 76 yes yes 2 0.0012711 104.21 3013 335 3071 475077;47507221109;22 221110 2
SGIECQLWR RGHVNITRSGIECQLW GIECQLWRSRYPHKPE R S G W R S 0 1 0 0 1 1 1 1 0 1 1 0 0 0 0 1 0 1 0 0 0 0 9 0 1147.544 sp|P00734sp|P00734|TH 125 133 yes no 2 1.83E-22 148.38 3014 80 3072 475137;47513221111;22 221333 244
SGIPIVTSPYQIHFTK SDMVQAERSGIPIVTS PYQIHFTKTPKYFKPG R S G T K T 0 0 0 0 0 1 0 1 1 3 0 1 0 1 2 2 2 0 1 1 0 0 16 0 1786.962 sp|P01024sp|P01024|CO 344 359 yes yes 2;3 5.88E-14 89.663 3015 97 3073 475624;47562221360;22 221360 7
SGLSTGWTQLSK TQGRYRCRSGLSTGWT TGWTQLSKLLELTGPK R S G S K L 0 0 0 0 0 1 0 2 0 0 2 1 0 0 0 3 2 1 0 0 0 0 12 0 1263.646 sp|P04217sp|P04217|A1 95 106 yes yes 2;3 1.12E-40 169.41 3016 177 3074 475728;47572221367;22 221367 246
SGSDEVQVGQQR MAIEQTIKSGSDEVQV EVQVGQQRTFISPIKC K S G Q R T 0 1 0 1 0 3 1 2 0 0 0 0 0 0 0 2 0 0 0 2 0 0 12 0 1288.601 sp|P01024sp|P01024|CO 1571 1582 yes yes 2 4.52E-23 146.69 3017 97 3075 476229;47623221613;22 221613 9
SGSGLVGR KFYARVCRSGSGLVGR SGSGLVGRQLEEFLNQ R S G G R Q 0 1 0 0 0 0 0 3 0 0 1 0 0 0 0 2 0 0 0 1 0 0 8 0 731.3926 sp|P10909sp|P10909|CLU 131 138 yes yes 2 0.0065267 128.57 3018 253 3076 476335;47633221622;22 221625 47
SGSMSGR NVVFVIDKSGSMSGRK KSGSMSGRKIQQTREA K S G G R K 0 1 0 0 0 0 0 2 0 0 0 0 1 0 0 3 0 0 0 0 0 0 7 0 680.2912 sp|Q14624sp|Q14624|ITI 282 288 yes yes 2 0.0090352 110.63 3019 463 3077 476480;47648 221669 221669 1
SGSSTASWIQNVDTK IENIDFNKSGSSTASW WIQNVDTKYQIRIQIQ K S G T K Y 1 0 1 1 0 1 0 1 0 1 0 1 0 0 0 4 2 1 0 1 0 0 15 0 1579.748 sp|P04114sp|P04114|AP 2241 2255 yes yes 2 6.62E-54 189.17 3020 174 3078 476488;47648221670;22 221849 215
SGTASVVCLLNNFYPR PPSDEQLKSGTASVVC LLNNFYPREAKVQWKV K S G P R E 1 1 2 0 1 0 0 1 0 0 2 0 0 1 1 2 1 0 1 2 0 0 16 0 1796.888 sp|P01834sp|P01834|IGK 19 34 yes yes 2;3 0 275.38 3021 123 3079 476883;47688221889;22 222503 668
SGTHTLPVESGDMK MAKGVIVRSGTHTLPV PVESGDMKGSFALSFP R S G M K G 0 0 0 1 0 0 1 2 1 0 1 1 1 0 1 2 2 0 0 1 0 0 14 0 1457.682 sp|P20742 sp|P20742|PZP 504 517 yes yes 3 0.019673 27.133 3022 307 3080 477402;47740 222560 222560 1
SGTSASLAISGLR PDRFSGSKSGTSASLA SLAISGLRSEDEADYY K S G L R S 2 1 0 0 0 0 0 2 0 1 2 0 0 0 0 4 1 0 0 0 0 0 13 0 1218.657 sp|P04208sp|P04208|LV1 68 80 yes no 2 7.82E-34 152.54 3023 114 3081 477410;47741222561;22 222649 95
SGVQQLIQYYQDQK AALKPALRSGVQQLIQ IQYYQDQKDANISQPE R S G Q K D 0 0 0 1 0 5 0 1 0 1 1 1 0 0 0 1 0 0 2 1 0 0 14 0 1696.842 sp|Q13790sp|Q13790|AP 251 264 yes yes 2;3 1.88E-98 198.81 3024 454 3082 477556;47755222658;22 222796 168
SGYLLHGSNEITCNR DKVTYACKSGYLLHGS SNEITCNRGKWTLPPE K S G N R G 0 1 2 0 1 0 1 2 1 1 2 0 0 0 0 2 1 0 1 0 0 0 15 0 1719.8 sp|P05160sp|P05160|F13 366 380 yes yes 2;3 8.12E-39 140.27 3025 193 3083 477819;47782222826;22 222875 61
SHALQLNNR STGRNGFKSHALQLNN HALQLNNRQIRGLEEE K S H N R Q 1 1 2 0 0 1 0 0 1 0 2 0 0 0 0 1 0 0 0 0 0 0 9 0 1051.552 sp|P0C0L4 sp|P0C0L4|CO 1341 1349 no no 2;3 1.96E-08 145.63 3026 245;246 3084 478017;47801222887;22 222895 95
SHDELPR FDKYKAEKSHDELPRT KSHDELPRTFQIPGYT K S H P R T 0 1 0 1 0 0 1 0 1 0 1 0 0 0 1 1 0 0 0 0 0 0 7 0 852.409 sp|P04114sp|P04114|AP 3238 3244 yes yes 2 0.0053826 135.87 3028 174 3087 478574;47857223200;223 223201 3
SHLIIAQVAK YHDMENPKSHLIIAQV LIIAQVAKNPVGLIGA K S H A K N 2 0 0 0 0 1 0 0 1 2 1 1 0 0 0 1 0 0 0 1 0 0 10 0 1078.65 sp|P43251 sp|P43251|BT 330 339 yes yes 2;3 2.27E-11 146.58 3029 360 3088 478619;47862223203;223 223240 59
SIAAATSALVK EQILEAAKSIAAATSA AATSALVKAASAAQRE K S I V K A 4 0 0 0 0 0 0 0 0 1 1 1 0 0 0 2 1 0 0 1 0 0 11 0 1030.602 sp|Q9Y490sp|Q9Y490|TL 2351 2361 yes no 2 5.33E-06 110.88 3030 554 3089 478788;47878223263;223 223271 85
SIAQYWLGCPAPGHL TVDPPYPRSIAQYWLG GCPAPGHL________ R S I H L - 2 0 0 0 1 1 0 2 1 1 2 0 0 0 2 1 0 1 1 0 0 0 15 0 1668.808 sp|P04004sp|P04004|VT 464 478 yes yes 2;3 6.98E-85 179.51 3031 168 3090 478923;47892223348;223 223722 429
SIDGAYTIR ETGDTVLKSIDGAYTI IDGAYTIRKAQLKDAG K S I I R K 1 1 0 1 0 0 0 1 0 2 0 0 0 0 0 1 1 0 1 0 0 0 9 0 994.5084 sp|P19320sp|P19320|VC 648 656 yes yes 2 0.0033119 95.741 3032 302 3091 479449;47945223778;223 223779 5
SIDVACHPGYALPK GRKFVQGKSIDVACHP HPGYALPKAQTTVTCM K S I P K A 2 0 0 1 1 0 0 1 1 1 1 1 0 0 2 1 0 0 1 1 0 0 14 0 1526.755 sp|P08603 sp|P08603|CFA 411 424 yes yes 2;3 2.96E-42 152.07 3033 233 3092 479495;47949223783;223 223786 132
SIEVFGQFNGK LRQMFRSRSIEVFGQF VFGQFNGKRCTDAVGD R S I G K R 0 0 1 0 0 1 1 2 0 1 0 1 0 2 0 1 0 0 0 1 0 0 11 0 1224.614 sp|P02748sp|P02748|CO 66 76 yes yes 2 7.00E-32 163.99 3034 150 3093 479717;47971223915;223 223915 2
SILFVPTSAPR AEGEVTFKSILFVPTS FVPTSAPRGLFDEYGS K S I P R G 1 1 0 0 0 0 0 0 0 1 1 0 0 1 2 2 1 0 0 1 0 0 11 0 1186.671 sp|P14625 sp|P14625|EN 385 395 yes yes 2 3.65E-12 131.62 3036 284 3095 479830;47983223931;223 223947 21
SINGILFPGGSVDLR KDYEILFKSINGILFP PGGSVDLRRSDYAKVA K S I L R R 0 1 1 1 0 0 0 3 0 2 2 0 0 1 1 2 0 0 0 1 0 0 15 0 1543.836 sp|Q92820sp|Q92820|GG 89 103 yes yes 2 8.77E-32 134.13 3037 510 3096 479881;47988223952;223 223952 8
SINPDEAVAYGAAVQAAILSGDK FNGKELNKSINPDEAV AAILSGDKSENVQDLL K S I D K S 6 0 1 2 0 1 1 2 0 2 1 1 0 0 1 2 0 0 1 2 0 0 23 0 2259.138 sp|P11142 sp|P11142|HS 362 384 yes yes 3 5.78E-05 50.055 3038 255 3097 479946;47994223962;223 223969 9
SIPQVSPVR LVNFHLKRSIPQVSPV IPQVSPVRRAPSRRHG R S I V R R 0 1 0 0 0 1 0 0 0 1 0 0 0 0 2 2 0 0 0 2 0 0 9 0 981.5607 sp|P15169sp|P15169|CB 418 426 yes yes 2 0.000707 126.67 3039 286 3098 479986;47998223971;223 224010 139
SIPTCTDFEVIQFPLR LDYFGACKSIPTCTDF EVIQFPLRMRDWLKNI K S I L R M 0 1 0 1 1 1 1 0 0 2 1 0 0 2 2 1 2 0 0 1 0 0 16 0 1921.961 sp|Q14515sp|Q14515|SP 511 526 yes yes 2 1.20E-13 103.35 3040 461 3099 480203;48020224110;224 224113 5
SIQFVDWCPTGFK IAAIKTKRSIQFVDWC DWCPTGFKVGINYQPP R S I F K V 0 0 0 1 1 1 0 1 0 1 0 1 0 2 1 1 1 1 0 1 0 0 13 0 1583.744 sp|P68366sp|P68366|TBA 340 352 no no 2 2.85E-16 124.42 3041 415;414 3100 480217;48021224115;224 224116 36
SIQLPTTVR LQEAVNNRSIQLPTTV IQLPTTVRDIMNRWTL R S I V R D 0 1 0 0 0 1 0 0 0 1 1 0 0 0 1 1 2 0 0 1 0 0 9 0 1013.587 sp|P15144sp|P15144|AM 529 537 yes yes 2 0.0005239 127.56 3042 285 3101 480304;48030224151;224 224155 6
SIQNNVR TVGETNPRSIQNNVRE RSIQNNVREAVSGRYS R S I V R E 0 1 2 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 0 1 0 0 7 0 829.4406 sp|Q14624sp|Q14624|ITI 397 403 yes yes 2 0.020949 97.64 3043 463 3102 480380;48038224157;224 224157 6
SISAALEHK SHHLVSRKSISAALEH ISAALEHKVSALLTPA K S I H K V 2 0 0 0 0 0 1 0 1 1 1 1 0 0 0 2 0 0 0 0 0 0 9 0 954.5135 sp|P04114sp|P04114|AP 1959 1967 yes yes 2;3 0.0080688 79.906 3044 174 3103 480434;48043224163;224 224167 19
SISCQEIPGQQSR PCIRRNMKSISCQEIP EIPGQQSRGRTCRGRK K S I S R G 0 1 0 0 1 3 1 1 0 2 0 0 0 0 1 3 0 0 0 0 0 0 13 0 1488.699 sp|P27918sp|P27918|PRO 334 346 yes yes 2 1.21E-33 150.46 3045 335 3104 480574;48057224182;224 224183 99
SITCIHGVWTQLPQCVAIDK SFTMIGHRSITCIHGV PQCVAIDKLKKCKSSN R S I D K L 1 0 0 1 2 2 0 1 1 3 1 1 0 0 1 1 2 1 0 2 0 0 20 0 2325.161 sp|P08603 sp|P08603|CFA 730 749 yes yes 2;3 4.27E-248 231.58 3047 233 3106 480801;48080224287;224 224290 258
SIVVSPILIPENQR SPVPRQKRSIVVSPIL ILIPENQRQPFPRDVG R S I Q R Q 0 1 1 0 0 1 1 0 0 3 1 0 0 0 2 2 0 0 0 2 0 0 14 0 1563.898 sp|P55290sp|P55290|CA 139 152 yes yes 2 1.81E-16 136.5 3049 391 3108 481372;48137224572;224 224574 95
SIYKPGQTVK LVFVQTDKSIYKPGQT YKPGQTVKFRVVSMDE K S I V K F 0 0 0 0 0 1 0 1 0 1 0 2 0 0 1 1 1 0 1 1 0 0 10 1 1119.629 sp|P01023 sp|P01023|A2 136 145 yes yes 2;3 0.0006977 111.46 3050 96 3109 481541;48154224668;224 224668 2
SKEQLTPLIK EAKSYFEKSKEQLTPL EQLTPLIKKAGTELVN K S K I K K 0 0 0 0 0 1 1 0 0 1 2 2 0 0 1 1 1 0 0 0 0 0 10 1 1155.686 sp|P02652 sp|P02652|AP 68 77 yes yes 2;3 2.63E-05 118.71 3051 138 3110 481587;48158224670;224 224682 15
SKLPGIVAEGR VDLFSPEKSKLPGIVA PGIVAEGRDDLYVSDA K S K G R D 1 1 0 0 0 0 1 2 0 1 1 1 0 0 1 1 0 0 0 1 0 0 11 1 1125.651 sp|P01008sp|P01008|AN 381 391 yes yes 2;3 8.82E-05 119.68 3052 92 3111 481782;48178224685;224 224688 60
SKPTVSSSMEFK QELNGNTKSKPTVSSS VSSSMEFKYDFNSSML K S K F K Y 0 0 0 0 0 0 1 0 0 0 0 2 1 1 1 4 1 0 0 1 0 0 12 1 1326.649 sp|P04114sp|P04114|AP 3450 3461 yes yes 2;3 1.50E-06 105.86 3053 174 3112 482042;48204224745;224 224768 24
SLAELGGHLDQQVEEFR GNTEGLQKSLAELGGH DQQVEEFRRRVEPYGE K S L F R R 1 1 0 1 0 2 3 2 1 0 3 0 0 1 0 1 0 0 0 1 0 0 17 0 1926.944 sp|P06727sp|P06727|AP 288 304 yes yes 2;3 0 397.35 3054 206 3113 482201;48220224769;224 224777 424
SLALGTFAHTPALASLGLSNNR HLERNQLRSLALGTFA SLGLSNNRLSRLEDGL R S L N R L 4 1 2 0 0 0 0 2 1 0 5 0 0 1 1 3 2 0 0 0 0 0 22 0 2210.181 sp|P35858sp|P35858|ALS 136 157 yes yes 3 7.34E-51 125.03 3055 351 3114 482775;48277225195;225 225248 70
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SLAPTAAAK INQLLAERSLAPTAAA LAPTAAAKRRITRSIL R S L A K R 4 0 0 0 0 0 0 0 0 0 1 1 0 0 1 1 1 0 0 0 0 0 9 0 828.4705 sp|P19823 sp|P19823|ITIH 597 605 yes yes 2 0.036518 61.962 3056 304 3115 482938;48293 225266 225266 1
SLAPYAQDTQEK QTVEELRRSLAPYAQD YAQDTQEKLNHQLEGL R S L E K L 2 0 0 1 0 2 1 0 0 0 1 1 0 0 1 1 1 0 1 0 0 0 12 0 1349.646 sp|P06727sp|P06727|AP 222 233 yes yes 2 2.66E-67 192.26 3057 206 3116 482971;48297225267;225 225281 142
SLDFTELDVAAEK YTPVVLPRSLDFTELD ELDVAAEKIDRFMQAV R S L E K I 2 0 0 2 0 0 2 0 0 0 2 1 0 1 0 1 1 0 0 1 0 0 13 0 1436.704 sp|P01019sp|P01019|AN 238 250 yes yes 2;3 2.68E-21 152.07 3058 95 3117 483252;48325225409;225 225763 409
SLECLHPGTK FPTYCQQKSLECLHPG ECLHPGTKFLNNGTCT K S L T K F 0 0 0 0 1 0 1 1 1 0 2 1 0 0 1 1 1 0 0 0 0 0 10 0 1140.56 sp|P05156sp|P05156|CFA 90 99 yes yes 2;3 1.59E-06 113.66 3060 192 3119 483991;48399225939;225 225945 27
SLEDLQLTHNK ESVGPLPKSLEDLQLT DLQLTHNKITKLGSFE K S L N K I 0 0 1 1 0 1 1 0 1 0 3 1 0 0 0 1 1 0 0 0 0 0 11 0 1296.667 sp|P51884sp|P51884|LU 138 148 yes yes 2;3 1.30E-145 233.57 3061 379 3120 484254;48425225966;225 225968 135
SLELLVGEK DIQLLPRKSLELLVGE LELLVGEKLVLNCTVW K S L E K L 0 0 0 0 0 0 2 1 0 0 3 1 0 0 0 1 0 0 0 1 0 0 9 0 986.5648 sp|P35916sp|P35916|VG 239 247 yes yes 2 0.0064038 82.426 3062 352 3121 484519;48452226101;226 226101 4
SLEVTFTPVIEDIGK DRKSLETKSLEVTFTP PVIEDIGKVLVCRAKL K S L G K V 0 0 0 1 0 0 2 1 0 2 1 1 0 1 1 1 2 0 0 2 0 0 15 0 1646.877 sp|P19320sp|P19320|VC 177 191 yes yes 2 8.88E-53 151.79 3063 302 3122 484588;48458226105;226 226117 8
SLEYLDLSFNQIAR SAAFKGLKSLEYLDLS LSFNQIARLPSGLPVS K S L A R L 1 1 1 1 0 1 1 0 0 1 3 0 0 1 0 2 0 0 1 0 0 0 14 0 1667.852 sp|P51884sp|P51884|LU 185 198 yes yes 2;3 0 308.04 3064 379 3123 484682;48468226121;226 226369 298
SLFTDLVAEK LESGRENRSLFTDLVA FTDLVAEKDLFHCVSF R S L E K D 1 0 0 1 0 0 1 0 0 0 2 1 0 1 0 1 1 0 0 1 0 0 10 0 1121.597 sp|P20742 sp|P20742|PZP 71 80 yes yes 2 3.18E-15 149.94 3065 307 3124 485044;48504226424;226 226456 70
SLGECCDVEDSTTCFNAK KVLEPTLKSLGECCDV STTCFNAKGPLLKKEL K S L A K G 1 0 1 2 3 0 2 1 0 0 1 1 0 1 0 2 2 0 0 1 0 0 18 0 2091.818 sp|P02774sp|P02774|VT 371 388 yes yes 2;3 1.02E-197 291.5 3066 159 3125 485159;48516226494;226 226858 424
SLGEISALTSK KERDDILRSLGEISAL EISALTSKLADLRRQG R S L S K L 1 0 0 0 0 0 1 1 0 1 2 1 0 0 0 3 1 0 0 0 0 0 11 0 1104.603 sp|P18206sp|P18206|VIN 434 444 yes yes 2 1.12E-07 114.86 3067 300 3126 485774;48577226922;226 226931 14
SLGFCDTTNK SSRGQVRRSLGFCDTT GFCDTTNKGLFQVVSG R S L N K G 0 0 1 1 1 0 0 1 0 0 1 1 0 1 0 1 2 0 0 0 0 0 10 0 1141.507 sp|P02745 sp|P02745|C1Q 186 195 yes yes 2 4.51E-11 144.12 3068 147 3127 485929;48593226936;226 226973 91
SLGNVIMVCR YKCRPGYRSLGNVIMV GNVIMVCRKGEWVALN R S L C R K 0 1 1 0 1 0 0 1 0 1 1 0 1 0 0 1 0 0 0 2 0 0 10 0 1147.584 sp|P08603 sp|P08603|CFA 58 67 yes yes 2 2.27E-39 179.21 3069 233 3128;3129 486139;48614227027;227 227042 61 150
SLGPNSCSANGPGLYLIHGPNLYCYSDVEK DGALCMEKSLGPNSCS YCYSDVEKLNAAKALP K S L E K L 1 0 3 1 2 0 1 4 1 1 4 1 0 0 3 4 0 0 3 1 0 0 30 0 3281.512 sp|P02790sp|P02790|HE 412 441 yes yes 3 2.59E-111 139.61 3070 164 3130 486423;48642227184;227 227184 4
SLHMYANR VDLSDYPKSLHMYANR SLHMYANRLLDHRVPQ K S L N R L 1 1 1 0 0 0 0 0 1 0 1 0 1 0 0 1 0 0 1 0 0 0 8 0 990.4705 sp|P04114sp|P04114|AP 1203 1210 yes yes 2;3 0.003782 114.54 3071 174 3131 486504;48650227188;227 227188 20
SLITFVNK DKLSVVKKSLITFVNK SLITFVNKHLNKLNLE K S L N K H 0 0 1 0 0 0 0 0 0 1 1 1 0 1 0 1 1 0 0 1 0 0 8 0 920.5331 sp|Q9HBI1sp|Q9HBI1|PA 259 266 yes yes 2 0.048402 67.032 3074 532 3134 487114;48711 227456 227456 1
SLLDASEEAIK VDEAIDTKSLLDASEE DASEEAIKKDLDKCKV K S L I K K 2 0 0 1 0 0 2 0 0 1 2 1 0 0 0 2 0 0 0 0 0 0 11 0 1174.608 sp|P18206sp|P18206|VIN 721 731 yes yes 2 0.0002078 90.906 3075 300 3135 487162;48716227457;227 227490 36
SLLQPNK QDKKYRHRSLLQPNKF RSLLQPNKFGGTICSG R S L N K F 0 0 1 0 0 1 0 0 0 0 2 1 0 0 1 1 0 0 0 0 0 0 7 0 798.46 sp|P07357sp|P07357|CO 62 68 yes yes 2 0.025001 95.957 3077 215 3137 487318;48731 227496 227496 1
SLMLHYEFLQR AHYKLKPRSLMLHYEF LHYEFLQRVKRLPLEY R S L Q R V 0 1 0 0 0 1 1 0 1 0 3 0 1 1 0 1 0 0 1 0 0 0 11 0 1435.728 sp|P07358sp|P07358|CO 310 320 yes yes 3 0.0047554 48.004 3078 216 3138 487353;48735227497;227 227498 3
SLPAPWLSMAPVSWITPGLK LLELTGPKSLPAPWLS SWITPGLKTTAVCRGV K S L L K T 2 0 0 0 0 0 0 1 0 1 3 1 1 0 4 3 1 2 0 1 0 0 20 0 2150.16 sp|P04217sp|P04217|A1 115 134 yes yes 2 1.26E-107 159.18 3080 177 3140;3141 487463;48746227527;227 227528 55 25
SLPEGVANGIEVYSTK PFRLLGKRSLPEGVAN GIEVYSTKINSKVTSR R S L T K I 1 0 1 0 0 0 2 2 0 1 1 1 0 0 1 2 1 0 1 2 0 0 16 0 1662.847 sp|Q06033sp|Q06033|ITI 34 49 yes yes 2 2.73E-06 115.57 3081 436 3142 487524;48752 227552 227552 1
SLPEVPETIELEVR FPGHVFSRSLPEVPET ETIELEVRTSTASGLL R S L V R T 0 1 0 0 0 0 4 0 0 1 2 0 0 0 2 1 1 0 0 2 0 0 14 0 1609.856 sp|P98160sp|P98160|PG 4222 4235 yes yes 2 2.92E-06 89.805 3082 425 3143 487534;48753227553;227 227554 2
SLPTCLPVCGLPK WMNKVLGRSLPTCLPV LPVCGLPKFSRKLMAR R S L P K F 0 0 0 0 2 0 0 1 0 0 3 1 0 0 3 1 1 0 0 1 0 0 13 0 1440.747 sp|P48740sp|P48740|MA 428 440 yes yes 2 0.0003664 74.162 3083 370 3144 487586;48758227555;227 227558 71
SLPTEDCENEK QSTGRVGRSLPTEDCE TEDCENEKEQAVHNVV R S L E K E 0 0 1 1 1 0 3 0 0 0 1 1 0 0 1 1 1 0 0 0 0 0 11 0 1320.55 sp|Q13790sp|Q13790|AP 165 175 yes yes 2 0.0016394 79.974 3084 454 3145 487754;48775227630;227 227631 4
SLPVSDSVLSGFEQR LSVKLYARSLPVSDSV VLSGFEQRVQEAHLTE R S L Q R V 0 1 0 1 0 1 1 1 0 0 2 0 0 1 1 4 0 0 0 2 0 0 15 0 1619.816 sp|P07360sp|P07360|CO 154 168 yes yes 2;3 4.50E-228 248.69 3085 218 3146 487809;48781227634;227 227674 346
SLSPSFR CKQLGCGKSLSPSFRD KSLSPSFRDRKCYGPG K S L F R D 0 1 0 0 0 0 0 0 0 0 1 0 0 1 1 3 0 0 0 0 0 0 7 0 792.413 sp|O43866sp|O43866|CD 290 296 yes yes 2 6.47E-05 150.02 3086 57 3147 488307;48830227991;227 227996 41
SLSQQIENIR LEVDTTLKSLSQQIEN SQQIENIRSPEGSRKN K S L I R S 0 1 1 0 0 2 1 0 0 2 1 0 0 0 0 2 0 0 0 0 0 0 10 0 1186.631 sp|P02452 sp|P02452|CO 1237 1246 yes yes 2 0.0018084 90.657 3087 133 3148 488434;48843228032;228 228032 11
SLSSMTR SCGQRLRKSLSSMTRV KSLSSMTRVVGGLVAL K S L T R V 0 1 0 0 0 0 0 0 0 0 1 0 1 0 0 3 1 0 0 0 0 0 7 0 780.38 sp|P00748sp|P00748|FA 366 372 yes yes 2 0.0057357 134.44 3089 88 3150 488599;48860228044;228 228045 7
SLTEEAENWGDGEPNNK WTWVGTNKSLTEEAEN GDGEPNNKKNKEDCVE K S L N K K 1 0 3 1 0 0 4 2 0 0 1 1 0 0 1 1 1 1 0 0 0 0 17 0 1888.808 sp|P14151 sp|P14151|LYA 106 122 yes yes 2 1.43E-279 256.63 3090 280 3151 488713;48871228051;228 228057 31
SLTLGIEPVSPTSLR PVTPRPPRSLTLGIEP PVSPTSLRVGLQRYLQ R S L L R V 0 1 0 0 0 0 1 1 0 1 3 0 0 0 2 3 2 0 0 1 0 0 15 0 1568.877 sp|Q6EMKsp|Q6EMK4|VA 463 477 yes yes 2 5.42E-98 191.52 3091 485 3152 488803;48880228082;228 228082 142
SLTSCLDSK EKCVEEFKSLTSCLDS LTSCLDSKAFLLTPRN K S L S K A 0 0 0 1 1 0 0 0 0 0 2 1 0 0 0 3 1 0 0 0 0 0 9 0 1009.475 sp|O95445sp|O95445|AP 163 171 yes yes 2 0.0008088 117.4 3092 66 3153 488978;48897228227;228 228231 33
SLVELTPIAAVHGR WCSKGRCRSLVELTPI PIAAVHGRWSSWGPRS R S L G R W 2 1 0 0 0 0 1 1 1 1 2 0 0 0 1 1 1 0 0 2 0 0 14 0 1461.83 sp|Q76LX8sp|Q76LX8|AT 373 386 yes yes 3 7.95E-07 89.43 3093 491 3154 489114;48911228260;228 228267 12
SLVISPPVR GLSSSSRRSLVISPPV LVISPPVRTATVSSPL R S L V R T 0 1 0 0 0 0 0 0 0 1 1 0 0 0 2 2 0 0 0 2 0 0 9 0 966.5862 sp|Q9UBWsp|Q9UBW5|B 259 267 yes yes 2 0.0023385 98.997 3095 541 3156 489291;48929228275;228 228276 7
SLWNGDTGECTDNAYIDIQLR LFLTPDCKSLWNGDTG AYIDIQLRIASFSQNC K S L L R I 1 1 2 3 1 1 1 2 0 2 2 0 0 0 0 1 2 1 1 0 0 0 21 0 2440.097 sp|P01042 sp|P01042|KN 220 240 yes yes 2 0.0015984 74.769 3097 103 3158 489395;48939 228292 228292 1
SNALDIIFQTDLTGQK GPLNIETKSNALDIIF QTDLTGQKKGWKLRYH K S N Q K K 1 0 1 2 0 2 0 1 0 2 2 1 0 1 0 1 2 0 0 0 0 0 16 0 1762.91 sp|P09871 sp|P09871|C1S 265 280 yes yes 2;3 1.33E-219 234.92 3099 242 3160 489412;48941228295;228 228303 416
SNFLNCYVSGFHPSDIEVDLLK RHPAENGKSNFLNCYV DIEVDLLKNGERIEKV K S N L K N 0 0 2 2 1 0 1 1 1 1 3 1 0 2 1 3 0 0 1 2 0 0 22 0 2553.221 sp|P61769sp|P61769|B2 40 61 yes yes 3 0.0003708 46.953 3100 400 3161 489835;48983228712;228 228716 10
SNLDEDIIAEENIVSR ASHLGLARSNLDEDII AEENIVSRSEFPESWL R S N S R S 1 1 2 2 0 0 3 0 0 3 1 0 0 0 0 2 0 0 0 1 0 0 16 0 1815.885 sp|P01024sp|P01024|CO 749 764 yes yes 2;3 1.54E-152 253.14 3101 97 3162 489903;48990228722;228 228916 206
SNPVILNVLYGPDLPR RDRYGGLRSNPVILNV LYGPDLPRIYPSFTYY R S N P R I 0 1 2 1 0 0 0 1 0 1 3 0 0 0 3 1 0 0 1 2 0 0 16 0 1765.973 sp|Q00887sp|Q00887|PS 321 336 yes yes 2 1.37E-19 107.17 3102 426 3163 490161 228928 228928 1
SNTSPEELGPLANQLTSDYGR TVQEMVTKSNTSPEEL QLTSDYGRLASEAKPA K S N G R L 1 1 2 1 0 1 2 2 0 0 3 0 0 0 2 3 2 0 1 0 0 0 21 0 2248.061 sp|Q9Y490sp|Q9Y490|TL 1875 1895 yes yes 2 1.14E-06 87.566 3103 554 3164 490162;49016228929;228 228929 2
SNTVASLHTEK FGNAIEGKSNTVASLH VASLHTEKNTLELSNG K S N E K N 1 0 1 0 0 0 1 0 1 0 1 1 0 0 0 2 2 0 0 1 0 0 11 0 1185.599 sp|P04114sp|P04114|AP 2854 2864 yes yes 2;3 8.44E-06 109.66 3104 174 3165 490201;49020228931;228 228936 21
SNVDMDFEVENAVLGK TEGVMKSRSNVDMDFE VENAVLGKDFKLSITF R S N G K D 1 0 2 2 0 0 2 1 0 0 1 1 1 1 0 1 0 0 0 3 0 0 16 0 1765.819 sp|P00488sp|P00488|F13 517 532 yes yes 2 2.04E-13 101.72 3105 75 3166 490381;49038228952;228 228952 5
SNVSDAVAQSTR EKLRGWLKSNVSDAVA DAVAQSTRIIYGGSVT K S N T R I 2 1 1 1 0 1 0 0 0 0 0 0 0 0 0 3 1 0 0 2 0 0 12 0 1233.595 sp|P60174sp|P60174|TPI 232 243 yes yes 2 0.0001113 83.045 3106 396 3167 490490;49049228957;228 228957 3
SPAFTDLHLR GKAHLNIKSPAFTDLH AFTDLHLRYQKDKKGI K S P L R Y 1 1 0 1 0 0 0 0 1 0 2 0 0 1 1 1 1 0 0 0 0 0 10 0 1155.604 sp|P04114sp|P04114|AP 3980 3989 yes yes 2;3 2.60E-26 168.27 3107 174 3168 490513;49051228960;228 229009 281
SPAGPTVVSIGGGK QCPTSQGRSPAGPTVV VVSIGGGKG_______ R S P G K G 1 0 0 0 0 0 0 4 0 1 0 1 0 0 2 2 1 0 0 2 0 0 14 0 1225.667 sp|P09172 sp|P09172|DO 603 616 yes yes 2 9.24E-10 92.112 3108 238 3169 490940;49094229241;229 229264 27
SPAVITGLYDK LRAEGGQRSPAVITGL VITGLYDKCSYISRDR R S P D K C 1 0 0 1 0 0 0 1 0 1 1 1 0 0 1 1 1 0 1 1 0 0 11 0 1162.623 sp|Q13219sp|Q13219|PA 133 143 yes yes 2 0.0001069 96.342 3110 448 3171 491057 229276 229276 1
SPAYTLVWTR FICTAKSKSPAYTLVW AYTLVWTRLHNGKLPT K S P T R L 1 1 0 0 0 0 0 0 0 0 1 0 0 0 1 1 2 1 1 1 0 0 10 0 1192.624 sp|P98160sp|P98160|PG 1799 1808 yes yes 2 0.0086168 76.827 3111 425 3172 491058;49105229277;229 229281 4
SPDGDSSLAASER GQKGDPGKSPDGDSSL SSLAASERKALQTEMA K S P E R K 2 1 0 2 0 0 1 1 0 0 1 0 0 0 1 4 0 0 0 0 0 0 13 0 1290.569 sp|P11226sp|P11226|MB 100 112 yes yes 2 2.61E-163 231.42 3112 258 3173 491129;49113229282;229 229287 22
SPDVINGSPISQK KCVEISCKSPDVINGS NGSPISQKIIYKENER K S P Q K I 0 0 1 1 0 1 0 1 0 2 0 1 0 0 2 3 0 0 0 1 0 0 13 0 1340.694 sp|P08603 sp|P08603|CFA 212 224 yes yes 2 1.01E-45 147.3 3113 233 3174 491253;49125229304;229 229310 7
SPELQAEAK KDLMEKVKSPELQAEA PELQAEAKSYFEKSKE K S P A K S 2 0 0 0 0 1 2 0 0 0 1 1 0 0 1 1 0 0 0 0 0 0 9 0 971.4924 sp|P02652 sp|P02652|AP 54 62 yes yes 2 0.0006947 123.98 3114 138 3175 491260;49126229311;229 229315 18
SPEQQETVLDGNLIIR PTLSQQQKSPEQQETV LDGNLIIRYDVDRAIS K S P I R Y 0 1 1 1 0 2 2 1 0 2 2 0 0 0 1 1 1 0 0 1 0 0 16 0 1810.943 sp|Q14624sp|Q14624|ITI 225 240 yes yes 2;3 0 350.82 3115 463 3176 491395;49139229329;229 230156 897
SPFEVYVDK FAGQHIAKSPFEVYVD PFEVYVDKSQGDASKV K S P D K S 0 0 0 1 0 0 1 0 0 0 0 1 0 1 1 1 0 0 1 2 0 0 9 0 1082.528 sp|P21333 sp|P21333|FLN 368 376 yes yes 2 0.000855 108.81 3116 310 3177 492757;49275230236;230 230239 23
SPFSVAVSPSLDLSK YGGDPIPKSPFSVAVS SPSLDLSKIKVSGLGE K S P S K I 1 0 0 1 0 0 0 0 0 0 2 1 0 1 2 5 0 0 0 2 0 0 15 0 1532.809 sp|P21333 sp|P21333|FLN 959 973 yes yes 2 2.45E-53 196.27 3117 310 3178 492860;49286230259;230 230262 66
SPGAPGPLTLK AQNQNQVRSPGAPGPL APGPLTLKEVEELEQL R S P L K E 1 0 0 0 0 0 0 2 0 0 2 1 0 0 3 1 1 0 0 0 0 0 11 0 1036.592 sp|Q15942sp|Q15942|ZY 344 354 yes yes 2 0.012526 63.426 3118 474 3179 492993;49299230326;230 230327 3
SPLNDFQVLR CLGVPGQRSPLNDFQV LNDFQVLRGTELQHLL R S P L R G 0 1 1 1 0 1 0 0 0 0 2 0 0 1 1 1 0 0 0 1 0 0 10 0 1187.63 sp|P26927sp|P26927|HG 21 30 yes yes 2 7.42E-20 159.58 3119 330 3180 493037;49303230329;230 230344 156
SPPGVCSR PGGQTALKSPPGVCSR SPPGVCSRDPTPEQTH K S P S R D 0 1 0 0 1 0 0 1 0 0 0 0 0 0 2 2 0 0 0 1 0 0 8 0 858.4018 sp|P08697sp|P08697|A2A 65 72 yes yes 2 0.025338 75.692 3120 235 3181 493222;49322230485;230 230487 4
SPQELLCGASLISDR WQVMLFRKSPQELLCG GASLISDRWVLTAAHC K S P D R W 1 1 0 1 1 1 1 1 0 1 3 0 0 0 1 3 0 0 0 0 0 0 15 0 1644.814 sp|P00734sp|P00734|TH 385 399 yes no 2;3 3.72E-251 253.54 3121 80 3182 493246;49324230489;230 230511 378
SPSQADINK AAYLMLMRSPSQADIN PSQADINKIVQILPWE R S P N K I 1 0 1 1 0 1 0 0 0 1 0 1 0 0 1 2 0 0 0 0 0 0 9 0 958.472 sp|P04114sp|P04114|AP 568 576 yes yes 2 0.0021295 100.02 3122 174 3183 493774;49377230868;230 230869 5
SPVGVQPILNEHTFCAGMSK VPEKKTPKSPVGVQPI TFCAGMSKYQEDTCYG K S P S K Y 1 0 1 0 1 1 1 2 1 1 1 1 1 1 2 2 1 0 0 2 0 0 20 0 2171.05 sp|P00738sp|P00738|HP 326 345 yes yes 2;3 2.18E-82 162.29 3123 82 3184;3185 493867;49386230873;230 230882 16 14
SPVGVQPILNEHTFCVGMSK CPKWKAPKSPVGVQPI TFCVGMSKYQEDTCYG K S P S K Y 0 0 1 0 1 1 1 2 1 1 1 1 1 1 2 2 1 0 0 3 0 0 20 0 2199.082 sp|P00739sp|P00739|HP 268 287 yes yes 3 6.04E-07 74.364 3124 83 3186 493934 230887 230887 1
SPWCDVFDIDDAK DLAIKGVKSPWCDVFD VFDIDDAKVLEYLNDL K S P A K V 1 0 0 4 1 0 0 0 0 1 0 1 0 1 1 1 0 1 0 1 0 0 13 0 1566.666 sp|Q9UNWsp|Q9UNW1|M 299 311 yes yes 2 5.08E-22 133.42 3125 552 3187 493935;49393230888;230 230894 74
SPYTVTVGQACNPSACR FAGVPIPRSPYTVTVG ACNPSACRAVGRGLQP R S P C R A 2 1 1 0 2 1 0 1 0 0 0 0 0 0 2 2 2 0 1 2 0 0 17 0 1866.835 sp|P21333 sp|P21333|FLN 468 484 yes yes 2 9.49E-63 188.15 3126 310 3188 494087;49408230962;230 230962 2
SQASSCSLQSSDSVPVGLCK IKESPCTKSQASSCSL SVPVGLCKGSLTRTHW K S Q C K G 1 0 0 1 2 2 0 1 0 0 2 1 0 0 1 7 0 0 0 2 0 0 20 0 2095.951 sp|Q9UGMsp|Q9UGM5|F 219 238 yes yes 2;3 4.96E-68 135.02 3127 545 3189 494095;49409230964;230 230964 19
SQCLEDHTWAPPFPICK YILKGSNRSQCLEDHT APPFPICKSRDCDPPG R S Q C K S 1 0 0 1 2 1 1 0 1 1 1 1 0 1 3 1 1 1 0 0 0 0 17 0 2084.945 sp|P20851 sp|P20851|C4 119 135 yes yes 3 0.0002348 58.215 3128 308 3190 494227;49422230983;230 231004 22
SQCTYSNPEGTVVLACDQAQCR AVQERAARSQCTYSNP ACDQAQCRWLNVQLSP R S Q C R W 2 1 1 1 3 3 1 1 0 0 1 0 0 0 1 2 2 0 1 2 0 0 22 0 2543.084 sp|P22792 sp|P22792|CP 479 500 yes yes 2;3 7.69E-135 164.63 3129 315 3191 494332;49433231005;23 231016 136
SQDEAPGDPIQQLNLK ETTLSYYKSQDEAPGD PIQQLNLKGCEVVPDV K S Q L K G 1 0 1 2 0 3 1 1 0 1 2 1 0 0 2 1 0 0 0 0 0 0 16 0 1751.869 sp|Q86UX7sp|Q86UX7|UR 390 405 yes yes 2 6.11E-20 142.1 3130 497 3192 494595;49459231141;23 231146 6
SQDILLSVENTVIYR LVDSTSEKSQDILLSV VENTVIYRIQALSLCS K S Q Y R I 0 1 1 1 0 1 1 0 0 2 2 0 0 0 0 2 1 0 1 2 0 0 15 0 1748.931 sp|P07225 sp|P07225|PRO 547 561 yes yes 2 4.79E-58 156.69 3131 212 3193 494668;49466231147;23 231162 38
SQEFLEDADR LKGDHLMKSQEFLEDA EFLEDADRKSLETKSL K S Q D R K 1 1 0 2 0 1 2 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 10 0 1208.531 sp|P19320sp|P19320|VC 161 170 yes yes 2 0.0010743 96.034 3132 302 3194 494762;49476231188;23 231188 4
SQETGDLDVGGLQETDK VFQACCVKSQETGDLD GGLQETDKIIEVEEEQ K S Q D K I 0 0 0 3 0 2 2 3 0 0 2 1 0 0 0 1 2 0 0 1 0 0 17 0 1790.817 sp|P23142 sp|P23142|FBL 147 163 yes yes 2 0 273.3 3133 319 3195 494856;49485231193;23 231215 149
SQFVQPICLPEPGSTFPAGHK KGDRCATRSQFVQPIC STFPAGHKCQIAGWGH R S Q H K C 1 0 0 0 1 2 1 2 1 1 1 1 0 2 4 2 1 0 0 1 0 0 21 0 2296.131 sp|Q04756sp|Q04756|HG 514 534 yes yes 3 0.0002115 57.826 3134 433 3196 495044;49504231342;23 231344 6
SQHLDNFSNQIGK ANMDKKYRSQHLDNFS NFSNQIGKHYKKVMYT R S Q G K H 0 0 2 1 0 2 0 1 1 1 1 1 0 1 0 2 0 0 0 0 0 0 13 0 1486.717 sp|P12259sp|P12259|FA5 377 389 yes yes 2;3 3.31E-39 156.36 3135 264 3197 495079;49508231348;23 231351 8
SQIFSTASDNQPTVTIK NTVVPTKKSQIFSTAS NQPTVTIKVYEGERPL K S Q I K V 1 0 1 1 0 2 0 0 0 2 0 1 0 1 1 3 3 0 0 1 0 0 17 0 1835.927 sp|P11021 sp|P11021|GR 448 464 yes yes 2 1.28E-05 76.588 3136 254 3198 495201;49520231356;23 231357 2
SQPMGLWR RYNSKDRKSQPMGLWR SQPMGLWRQVEGMEDW K S Q W R Q 0 1 0 0 0 1 0 1 0 0 1 0 1 0 1 1 0 1 0 0 0 0 8 0 973.4804 sp|P25311 sp|P25311|ZA2 68 75 yes yes 2 0.0001891 95.62 3137 326 3199 495238;49523231358;23 231359 3
SQSSLVLIGDAFK QIHDGKAKSQSSLVLI VLIGDAFKTVLEEAEF K S Q F K T 1 0 0 1 0 1 0 1 0 1 2 1 0 1 0 3 0 0 0 1 0 0 13 0 1363.735 sp|P54296sp|P54296|MY 1099 1111 yes yes 2 0.0027415 64.55 3138 385 3200 495289;49529231361;23 231362 2
SSALDMENFR GKTAGLVRSSALDMEN ALDMENFRTEVNVLPG R S S F R T 1 1 1 1 0 0 1 0 0 0 1 0 1 1 0 2 0 0 0 0 0 0 10 0 1168.518 sp|P19823 sp|P19823|ITIH 157 166 yes yes 2 2.83E-40 184.49 3141 304 3203;3204 495406;49540231369;23 231385 70 131
SSEDPNEDIVER RITSRIIRSSEDPNED PNEDIVERNIRIIVPL R S S E R N 0 1 1 2 0 0 3 0 0 1 0 0 0 0 1 2 0 0 0 1 0 0 12 0 1388.606 sp|P01591 sp|P01591|IGJ 47 58 yes yes 2 1.94E-27 155.06 3142 105 3205 495682;49568231501;23 231501 30
SSFVAPLEK FEKKLRIKSSFVAPLE SFVAPLEKSYGTRPRV K S S E K S 1 0 0 0 0 0 1 0 0 0 1 1 0 1 1 2 0 0 0 1 0 0 9 0 976.523 sp|P36955 sp|P36955|PED 152 160 yes yes 2 0.0008329 89.698 3143 353 3206 495860;49586231531;23 231581 71
SSFYVNGLTLGGQK GVLVGKDRSSFYVNGL GLTLGGQKCSVIRDSL R S S Q K C 0 0 1 0 0 1 0 3 0 0 2 1 0 1 0 2 1 0 1 1 0 0 14 0 1469.751 sp|P07737sp|P07737|PRO 57 70 yes yes 2 1.40E-14 108.7 3144 220 3207 496074;49607 231602 231602 1
SSGAFWK GCEIENNRSSGAFWKY RSSGAFWKYYYDGKDY R S S W K Y 1 0 0 0 0 0 0 1 0 0 0 1 0 1 0 2 0 1 0 0 0 0 7 0 781.3759 sp|P25311 sp|P25311|ZA2 130 136 yes yes 2 0.047376 85.89 3145 326 3208 496086;49608 231603 231603 1
SSGLVSNAPGVQIR NTRVVYNRSSGLVSNA NAPGVQIRVPGFGKTY R S S I R V 1 1 1 0 0 1 0 2 0 1 1 0 0 0 1 3 0 0 0 2 0 0 14 0 1383.747 sp|P04180sp|P04180|LCA 110 123 yes yes 2 4.25E-14 140.17 3146 175 3209 496165;49616231604;23 231605 10
SSGQWQTPGATR SPASRLCKSSGQWQTP WQTPGATRSLSKAVCK K S S T R S 1 1 0 0 0 2 0 2 0 0 0 0 0 0 1 2 2 1 0 0 0 0 12 0 1274.6 sp|P06681 sp|P06681|CO 66 77 yes yes 2 6.16E-41 170.02 3147 205 3210 496226;49622231614;23 231618 49
SSGSLLNNAIK QKDNGCFRSSGSLLNN SLLNNAIKGGVEDEVT R S S I K G 1 0 2 0 0 0 0 1 0 1 2 1 0 0 0 3 0 0 0 0 0 0 11 0 1102.598 sp|P01023 sp|P01023|A2 1082 1092 no no 2 1.26E-46 178.94 3148 96;307 3211 496372;49637231663;23 231757 144
SSGWHFVVK SVEEKKCKSSGWHFVV SGWHFVVKFSSHGCKE K S S V K F 0 0 0 0 0 0 0 1 1 0 0 1 0 1 0 2 0 1 0 2 0 0 9 0 1045.535 sp|P10643 sp|P10643|CO 339 347 yes yes 2 0.0007445 137.62 3150 252 3213 496843;49684232034;23 232061 39
SSLSVPYVIVPLK QTVTIPPKSSLSVPYV PYVIVPLKTGLQEVEV K S S L K T 0 0 0 0 0 0 0 0 0 1 2 1 0 0 2 3 0 0 1 3 0 0 13 0 1400.828 sp|P01024sp|P01024|CO 892 904 yes yes 2 1.36E-08 98.044 3151 97 3214 496954;49695232073;23 232089 72
SSNLIILEEHLK IDKLKKCKSSNLIILE IILEEHLKNKKEFDHN K S S L K N 0 0 1 0 0 0 2 0 1 2 3 1 0 0 0 2 0 0 0 0 0 0 12 0 1394.777 sp|P08603 sp|P08603|CFA 755 766 yes yes 2;3 5.51E-23 146.17 3152 233 3215 497135;49713232148;23 232385 306
SSPVVIDASTAIDAPSNLR YTLNDNARSSPVVIDA IDAPSNLRFLATTPNS R S S L R F 3 1 1 2 0 0 0 0 0 2 1 0 0 0 2 4 1 0 0 2 0 0 19 0 1911.99 sp|P02751 sp|P02751|FIN 1892 1910 yes yes 2;3 0 273.5 3153 153 3216 497593;49759232454;23 232455 682
SSQESYAHGTK HGTINSSRSSQESYAH ESYAHGTKLSYTCEGG R S S T K L 1 0 0 0 0 1 1 1 1 0 0 1 0 0 0 3 1 0 1 0 0 0 11 0 1193.531 sp|P08603 sp|P08603|CFA 886 896 yes yes 2 0.035968 52.278 3154 233 3217 498592;49859233146;233 233148 3
SSSGLTYIAEWK IETHLIRKSSSGLTYI LTYIAEWKGGLLEHKM K S S W K G 1 0 0 0 0 0 1 1 0 1 1 1 0 0 0 3 1 1 1 0 0 0 12 0 1340.661 sp|P33908sp|P33908|MA 452 463 yes yes 2 5.06E-12 120.09 3155 345 3218 498625;49862233149;233 233151 5
SSSNEEVMFLTVQVK CVAFAVPKSSSNEEVM MFLTVQVKGPTQEFKK K S S V K G 0 0 1 0 0 1 2 0 0 0 1 1 1 1 0 3 1 0 0 3 0 0 15 0 1696.834 sp|P01023 sp|P01023|A2 94 108 yes yes 2 1.86E-08 93.345 3156 96 3219 498668;49866233154;233 233160 9
SSTGPGEQLR GIQLKAVKSSTGPGEQ TGPGEQLRNALWHTGD K S S L R N 0 1 0 0 0 1 1 2 0 0 1 0 0 0 1 2 1 0 0 0 0 0 10 0 1030.504 sp|P49747sp|P49747|CO 642 651 yes no 2 0.015524 67.838 3157 373 3220 498760;49876 233163 233163 1
SSVLESLVGR VGTQSSGKSSVLESLV VLESLVGRDLLPRGTG K S S G R D 0 1 0 0 0 0 1 1 0 0 2 0 0 0 0 3 0 0 0 2 0 0 10 0 1045.577 sp|O00429sp|O00429|DN 39 48 yes yes 2 0.0018 90.709 3158 44 3221 498782;49878 233164 233164 1
STATISGLK EFTVPGSKSTATISGL TATISGLKPGVDYTIT K S T L K P 1 0 0 0 0 0 0 1 0 1 1 1 0 0 0 2 2 0 0 0 0 0 9 0 876.4917 sp|P02751 sp|P02751|FIN 1501 1509 yes yes 2 0.0088196 78.77 3159 153 3222 498833;49883233165;233 233167 10
STDYGIFQINSR TNYNAGDRSTDYGIFQ GIFQINSRYWCNDGKT R S T S R Y 0 1 1 1 0 1 0 1 0 2 0 0 0 1 0 2 1 0 1 0 0 0 12 0 1399.673 sp|P61626sp|P61626|LYS 69 80 yes yes 2 1.43E-20 139.43 3160 399 3223 498942;49894233175;233 233190 36
STELCGLWQGR GDDTVATRSTELCGLW LCGLWQGRQPQPVHLL R S T G R Q 0 1 0 0 1 1 1 2 0 0 2 0 0 0 0 1 1 1 0 0 0 0 11 0 1305.614 sp|P04180sp|P04180|LCA 376 386 yes yes 2 9.33E-26 190.26 3161 175 3224 499034;49903233211;233 233213 92
STGGAPTFNVTVTK FSMDLRTKSTGGAPTF TFNVTVTKTDKTLVLL K S T T K T 1 0 1 0 0 0 0 2 0 0 0 1 0 1 1 1 4 0 0 2 0 0 14 0 1378.709 sp|P07737sp|P07737|PRO 92 105 yes yes 2 3.36E-16 113.61 3162 220 3225 499167;49916233304;233 233331 44
STGSWSTLK PVQTRTCRSTGSWSTL TGSWSTLKTQDQKTVR R S T L K T 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 3 2 1 0 0 0 0 9 0 965.4818 sp|P00751 sp|P00751|CFA 78 86 yes yes 2 3.49E-05 134.48 3163 89 3226 499301;49930233349;233 233378 43
STLFVPR VIDVDTGKSTLFVPRL KSTLFVPRLPASHATW K S T P R L 0 1 0 0 0 0 0 0 0 0 1 0 0 1 1 1 1 0 0 1 0 0 7 0 818.465 sp|P12955 sp|P12955|PEP 93 99 yes yes 2 0.013279 103.28 3164 270 3227 499664;49966233392;233 233392 5
STLNEIYFGK EDMENKIRSTLNEIYF LNEIYFGKTKDIVNGL R S T G K T 0 0 1 0 0 0 1 1 0 1 1 1 0 1 0 1 1 0 1 0 0 0 10 0 1170.592 sp|P47756sp|P47756|CA 226 235 yes yes 2 0.015314 67.993 3165 365 3228 499767;49976233397;233 233397 2
STQDTVIALDALSAYWIASHTTEER GSFQGGFRSTQDTVIA ASHTTEERGLNVTLSS R S T E R G 4 1 0 2 0 1 2 0 1 2 2 0 0 0 0 3 4 1 1 1 0 0 25 0 2777.351 sp|P0C0L4 sp|P0C0L4|CO 1301 1325 no no 3 1.53E-77 132.39 3166 245;246 3229 499780;49978233399;233 233401 5
STSESTAALGCLVK FPLAPCSRSTSESTAA AALGCLVKDYFPEPVT R S T V K D 2 0 0 0 1 0 1 1 0 0 2 1 0 0 0 3 2 0 0 1 0 0 14 0 1422.702 sp|P01859sp|P01859|IGH 17 30 no no 2;3 2.63E-42 152.54 3167 125;127 3230 499812;49981233404;233 233410 228
STSGGTAALGCLVK FPLAPCSRSTSGGTAA AALGCLVKDYFPEPVT R S T V K D 2 0 0 0 1 0 0 3 0 0 2 1 0 0 0 2 2 0 0 1 0 0 14 0 1320.671 sp|P01857sp|P01860|IGH 17 30 no no 2;3 3.05E-18 120.09 3168 126;124 3231 500219;50022233632;233 233634 126
STTPDITGYR VLTVSWERSTTPDITG TPDITGYRITTTPTNG R S T Y R I 0 1 0 1 0 0 0 1 0 1 0 0 0 0 1 1 3 0 1 0 0 0 10 0 1109.535 sp|P02751 sp|P02751|FIN 1198 1207 yes yes 2 7.56E-25 168.08 3169 153 3232 500527;50052233765;233 233790 101
STVEGIQASVK AAVGTANKSTVEGIQA EGIQASVKTARELTPQ K S T V K T 1 0 0 0 0 1 1 1 0 1 0 1 0 0 0 2 1 0 0 2 0 0 11 0 1117.598 sp|P18206sp|P18206|VIN 656 666 yes yes 2 2.09E-05 105.4 3170 300 3233 500738;50073233866;233 233878 19
STVISYECCPGYEK YQRKICGKSTVISYEC ECCPGYEKVPGEKGCP K S T E K V 0 0 0 0 2 0 2 1 0 1 0 1 0 0 1 2 1 0 2 1 0 0 14 0 1691.717 sp|Q15582sp|Q15582|BG 77 90 yes yes 2 1.49E-38 145.91 3171 470 3234 500821;50082233885;233 233888 17
STVLQQQYNR EDSVSPKKSTVLQQQY VLQQQYNRVGKVEHGS K S T N R V 0 1 1 0 0 3 0 0 0 0 1 0 0 0 0 1 1 0 1 1 0 0 10 0 1235.626 sp|Q9Y490sp|Q9Y490|TL 429 438 yes yes 2 1.29E-24 166.17 3172 554 3235 500891;50089233902;233 233904 4
STVLTIPEIIIK RDVLAKQKSTVLTIPE TIPEIIIKVRGTQVVG K S T I K V 0 0 0 0 0 0 1 0 0 4 1 1 0 0 1 1 2 0 0 1 0 0 12 0 1325.817 sp|P00488sp|P00488|F13 625 636 yes yes 2 5.26E-09 112.36 3173 75 3236 500948;50094233906;233 234048 174
SVAVYGQYGGQPCVGNAFETQSCEPTR TKTQTRRRSVAVYGQY TQSCEPTRGCPTEEGC R S V T R G 2 1 1 0 2 3 2 4 0 0 0 0 0 1 2 2 2 0 2 3 0 0 27 0 2961.302 sp|P10643 sp|P10643|CO 51 77 yes yes 3 3.15E-48 107.47 3174 252 3237 501164;50116 234080 234080 1
SVDEALR VNDLPVGRSVDEALRL RSVDEALRLVQAFQYT R S V L R L 1 1 0 1 0 0 1 0 0 0 1 0 0 0 0 1 0 0 0 1 0 0 7 0 788.4028 sp|P32119sp|P32119|PR 151 157 yes yes 2 0.039119 89.903 3175 342 3238 501177;50117 234081 234081 1
SVGFHLPSR RTPALHFKSVGFHLPS VGFHLPSREFQVPTFT K S V S R E 0 1 0 0 0 0 0 1 1 0 1 0 0 1 1 2 0 0 0 1 0 0 9 0 998.5298 sp|P04114sp|P04114|AP 1325 1333 yes yes 2;3 0.0002903 91.867 3176 174 3239 501204;50120234082;234 234093 183
SVGSQWASPENPCLINECVR GDSQSSWKSVGSQWAS CLINECVRVKEEVFIQ K S V V R V 1 1 2 0 2 1 2 1 0 1 1 0 0 0 2 3 0 1 0 2 0 0 20 0 2302.047 sp|P04275 sp|P04275|VW 2516 2535 yes yes 2 1.67E-194 209.39 3177 179 3240 501545;50154234266;234 234270 13
SVIGSGTWEAISSESPVR PLTYSLEKSVIGSGTW ISSESPVRSPRFAVLD K S V V R S 1 1 0 0 0 0 2 2 0 2 0 0 0 0 1 5 1 1 0 2 0 0 18 0 1860.922 sp|Q5VTT5sp|Q5VTT5|MY 539 556 yes yes 2 5.49E-40 126.1 3178 483 3241 501611 234279 234279 1
SVIPSDGPSVACVK QSFRDHMKSVIPSDGP GPSVACVKKASYLDCI K S V V K K 1 0 0 1 1 0 0 1 0 1 0 1 0 0 2 3 0 0 0 3 0 0 14 0 1414.713 sp|P02787sp|P02787|TR 47 60 yes yes 2 7.09E-15 110.84 3179 162 3242 501612;50161234280;234 234422 148
SVLGQLGITK ITGTYDLKSVLGQLGI LGQLGITKVFSNGADL K S V T K V 0 0 0 0 0 1 0 2 0 1 2 1 0 0 0 1 1 0 0 1 0 0 10 0 1014.607 sp|P01009sp|P01009|A1A 325 334 yes yes 2 8.85E-07 120.15 3180 93 3243 501779;50178234429;234 234437 111
SVNDLYIQK RNFGYTLRSVNDLYIQ VNDLYIQKQFPILLDF R S V Q K Q 0 0 1 1 0 1 0 0 0 1 1 1 0 0 0 1 0 0 1 1 0 0 9 0 1078.566 sp|P05546sp|P05546|HE 220 228 yes yes 2 0.0048788 89.752 3181 199 3244 501949;50195234540;234 234625 87
SVNNVVVR REWLPLNRSVNNVVVR SVNNVVVRYGHSLALY R S V V R Y 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 4 0 0 8 0 885.5032 sp|O75882sp|O75882|AT 385 392 yes yes 2 6.31E-05 117.7 3182 64 3245 502215;50221234627;234 234638 30
SVPGCEGVALVVAQTK YCPAYVVKSVPGCEGV ALVVAQTKAISGLTID K S V T K A 2 0 0 0 1 1 1 2 0 0 1 1 0 0 1 1 1 0 0 4 0 0 16 0 1613.845 sp|Q9Y6R7sp|Q9Y6R7|FC 350 365 yes yes 2 1.44E-15 105.65 3183 559 3246 502367;50236234657;234 234657 3
SVPMVPPGIK YCDELKLKSVPMVPPG PMVPPGIKYLYLRNNQ K S V I K Y 0 0 0 0 0 0 0 1 0 1 0 1 1 0 3 1 0 0 0 2 0 0 10 0 1023.579 sp|P51884sp|P51884|LU 60 69 yes no 2 0.022722 70.525 3184 379 3247 502388;50238234660;234 234662 13
SVPPSASHVAPTETFTYEWTVPK PNYNPQSRSVPPSASH TYEWTVPKEVGPTNAD R S V P K E 2 0 0 0 0 0 2 0 1 0 0 1 0 1 4 3 4 1 1 3 0 0 23 0 2530.238 sp|P00450sp|P00450|CER 501 523 yes yes 2;3 4.28E-06 80.706 3185 74 3248 502498;50249234675;234 235093 496
SVSDGIAALDLNAVANK VSQFTLPKSVSDGIAA DLNAVANKIADFELPT K S V N K I 4 0 2 2 0 0 0 1 0 1 2 1 0 0 0 2 0 0 0 2 0 0 17 0 1656.868 sp|P04114sp|P04114|AP 3830 3846 yes yes 2;3 1.91E-74 155.86 3186 174 3249 502916;50291235171;235 235611 509
SVSEINPTTQMK KCPGRPWKSVSEINPT INPTTQMKESYYFDLT K S V M K E 0 0 1 0 0 1 1 0 0 1 0 1 1 0 1 2 2 0 0 1 0 0 12 0 1333.655 sp|P01042 sp|P01042|KN 621 632 yes yes 2 0.0047316 62.869 3187 103 3250 503628;50362 235684 235684 1
SVSLPSLDPASAK SRNYQLYKSVSLPSLD SLDPASAKIEGNLIFD K S V A K I 2 0 0 1 0 0 0 0 0 0 2 1 0 0 2 4 0 0 0 1 0 0 13 0 1270.677 sp|P04114sp|P04114|AP 642 654 yes yes 2 6.50E-17 126.71 3188 174 3251 503638;50363235685;235 235703 169
SVTEQGAELSNEER DDMAACMKSVTEQGAE AELSNEERNLLSVAYK K S V E R N 1 1 1 0 0 1 4 1 0 0 1 0 0 0 0 2 1 0 0 1 0 0 14 0 1547.706 sp|P63104sp|P63104|143 28 41 yes yes 2 8.47E-111 244.01 3189 411 3252 503886;50388235855;235 235855 30
SVVLIPLGAVDDGEHSQNEK MFQEIVHKSVVLIPLG GEHSQNEKINRWNYIE K S V E K I 1 0 1 2 0 1 2 2 1 1 2 1 0 0 1 2 0 0 0 3 0 0 20 0 2106.059 sp|Q96KN2sp|Q96KN2|CN 464 483 yes yes 2;3 3.09E-108 158.58 3190 517 3253 503963;50396235885;235 235932 49
SWFEPLVEDMQR EAFQARLKSWFEPLVE PLVEDMQRQWAGLVEK K S W Q R Q 0 1 0 1 0 1 2 0 0 0 1 0 1 1 1 1 0 1 0 1 0 0 12 0 1535.708 sp|P02649sp|P02649|AP 281 292 yes no 2;3 5.84E-19 155.42 3191 137 3254;3255 504146;50414235934;235 235941 33 216
SWITPCPEEK GDMTGKCKSWITPCPE ITPCPEEKAQYVLISP K S W E K A 0 0 0 0 1 0 2 0 0 1 0 1 0 0 2 1 1 1 0 0 0 0 10 0 1245.57 sp|P80108sp|P80108|PH 777 786 yes yes 2 6.98E-07 125.16 3192 422 3256 504503;50450236150;236 236216 86
SWPAVGNCSSALR ATGTMKERSWPAVGNC GNCSSALRWLGRYYCF R S W L R W 2 1 1 0 1 0 0 1 0 0 1 0 0 0 1 3 0 1 0 1 0 0 13 0 1403.662 sp|P02790sp|P02790|HE 181 193 yes yes 2 2.02E-27 138.22 3193 164 3257 504664;50466236236;236 236320 104
SWVPHTFESELSDPVELLVAES GNYRCRYRSWVPHTFE VELLVAES________ R S W E S - 1 0 0 1 0 0 4 0 1 0 3 0 0 1 2 4 1 1 0 3 0 0 22 0 2470.19 sp|P04217sp|P04217|A1 474 495 yes yes 2 4.41E-22 139.78 3194 177 3258 504805;50480236340;236 236346 26
SWWGDYWEPFR ITASSFKKSWWGDYWE GDYWEPFRARLNAQGR K S W F R A 0 1 0 1 0 0 1 1 0 0 0 0 0 1 1 1 0 3 1 0 0 0 11 0 1527.657 sp|P12259sp|P12259|FA5 2090 2100 yes yes 2 0.000366 89.247 3195 264 3259 504914;50491 236366 236366 1
SWYLEDNINK FAVFDENKSWYLEDNI YLEDNINKFCENPDEV K S W N K F 0 0 2 1 0 0 1 0 0 1 1 1 0 0 0 1 0 1 1 0 0 0 10 0 1280.604 sp|P12259sp|P12259|FA5 556 565 yes yes 2 5.10E-07 128.69 3196 264 3260 504921;50492236367;236 236423 71
SYDLDPGAGSLEI YWGWAIIKSYDLDPGA PGAGSLEI________ K S Y E I - 1 0 0 2 0 0 1 2 0 1 2 0 0 0 1 2 0 0 1 0 0 0 13 0 1335.619 sp|Q13790sp|Q13790|AP 314 326 yes yes 2 2.59E-05 85.731 3197 454 3261 505054;50505236438;236 236440 11
SYDWSQITTVATFGK DVGQKTWKSYDWSQIT TTVATFGKYDSELMCY K S Y G K Y 1 0 0 1 0 1 0 1 0 1 0 1 0 1 0 2 3 1 1 1 0 0 15 0 1702.82 sp|Q01459sp|Q01459|DIA 72 86 yes yes 2 0.0009361 64.121 3198 427 3262 505113;50511236449;236 236450 1
SYEIMFR ALQGPERRSYEIMFRE RSYEIMFREEFWRRPD R S Y F R E 0 1 0 0 0 0 1 0 0 1 0 0 1 1 0 1 0 0 1 0 0 0 7 0 944.4426 sp|P98160sp|P98160|PG 1458 1464 yes yes 2 0.0064116 118.01 3199 425 3263 505120;50512236451;236 236451 2
SYELPDGQVITIGNER ASSSSLEKSYELPDGQ VITIGNERFRCPEALF K S Y E R F 0 1 1 1 0 1 2 2 0 2 1 0 0 0 1 1 1 0 1 1 0 0 16 0 1789.885 sp|P60709sp|P60709|AC 239 254 no no 2;3 8.64E-152 214 3200 398;412;406 3264 505194;50519236453;236 236466 189
SYELTQPPSVSVSPGQTAR ________________ VSPGQTARITCSANAL - S Y A R I 1 1 0 0 0 2 1 1 0 0 1 0 0 0 3 4 2 0 1 2 0 0 19 0 2002.996 sp|P01717sp|P01717|LV4 1 19 yes yes 2 4.14E-52 131.66 3201 116 3265 505467;50546236642;236 236647 6
SYEPLEDPGVK HVANTDKKSYEPLEDP PLEDPGVKSVTKIYNY K S Y V K S 0 0 0 1 0 0 2 1 0 0 1 1 0 0 2 1 0 0 1 1 0 0 11 0 1232.593 sp|P37837sp|P37837|TA 205 215 yes yes 2 0.011657 64.297 3202 356 3266 505500;50550236648;236 236649 2
SYFPESWLWEVHLVPR PVSKPEIRSYFPESWL WEVHLVPRRKQLQFAL R S Y P R R 0 1 0 0 0 0 2 0 1 0 2 0 0 1 2 2 0 2 1 2 0 0 16 0 2044.021 sp|P01031 sp|P01031|CO 767 782 yes yes 2;3 6.62E-06 87.001 3203 98 3267 505539;50554236650;236 236651 2
SYLSMVGSCCTSASPTVCFLK SLLVSYTKSYLSMVGS SPTVCFLKERLQLKHL K S Y L K E 1 0 0 0 3 0 0 1 0 0 2 1 1 1 1 5 2 0 1 2 0 0 21 0 2354.042 sp|P02774sp|P02774|VT 181 201 yes yes 2;3 2.01E-290 249.32 3204 159 3268;3269 505546;50554236652;236 236984 39 390
SYPPDLR ISSLEYPRSYPPDLRC RSYPPDLRCNYSIRVE R S Y L R C 0 1 0 1 0 0 0 0 0 0 1 0 0 0 2 1 0 0 1 0 0 0 7 0 846.4236 sp|P00736sp|P00736|C1 213 219 yes yes 2 0.06587 76.847 3205 81 3270 506083;50608 237042 237042 1
SYSCQVTHEGSTVEK PEQWKSHKSYSCQVTH HEGSTVEKTVAPTECS K S Y E K T 0 0 0 0 1 1 2 1 1 0 0 1 0 0 0 3 2 0 1 2 0 0 15 0 1710.752 sp|P0CG04sp|P0CG06|LA 84 98 no no 2;3 1.60E-276 262.3 3206 247;39 3271 506116;50611237043;237 237116 114
SYSFDFYVPQR CGIRSCQKSYSFDFYV FDFYVPQRQLCLWDED K S Y Q R Q 0 1 0 1 0 1 0 0 0 0 0 0 0 2 1 2 0 0 2 1 0 0 11 0 1407.646 sp|Q86UD sp|Q86UD1|OA 251 261 yes yes 2 3.36E-07 112.84 3207 496 3272 506556;50655237157;237 237201 42
SYTITGLQPGTDYK RTIKPDVRSYTITGLQ LQPGTDYKIYLYTLND R S Y Y K I 0 0 0 1 0 1 0 2 0 1 1 1 0 0 1 1 3 0 2 0 0 0 14 0 1542.757 sp|P02751 sp|P02751|FIN 1867 1880 yes yes 2;3 6.46E-64 204.69 3208 153 3273 506671;50667237207;237 237409 218
SYTSHTNEIHK RSSSSSSRSYTSHTNE SHTNEIHKGKSYQLLV R S Y H K G 0 0 1 0 0 0 1 0 2 1 0 1 0 0 0 2 2 0 1 0 0 0 11 0 1315.616 sp|P10643 sp|P10643|CO 234 244 yes yes 2 2.72E-68 194.94 3209 252 3274 507058;50705 237425 237425 1
SYYWIGIR EKTLPFSRSYYWIGIR SYYWIGIRKIGGIWTW R S Y I R K 0 1 0 0 0 0 0 1 0 2 0 0 0 0 0 1 0 1 2 0 0 0 8 0 1056.539 sp|P14151 sp|P14151|LYA 85 92 yes yes 2 0.011419 116.11 3210 280 3275 507061;50706237426;237 237428 48
TAAISGYSFK ETLPRVNRTAAISGYS AISGYSFKQCSHQISA R T A F K Q 2 0 0 0 0 0 0 1 0 1 0 1 0 1 0 2 1 0 1 0 0 0 10 0 1043.529 sp|P03951 sp|P03951|FA 92 101 yes yes 2 0.002975 85.862 3214 165 3279 507159;50716237479;237 237479 12
TAAQNLYEK SSYWESAKTAAQNLYE AAQNLYEKTYLPAVDE K T A E K T 2 0 1 0 0 1 1 0 0 0 1 1 0 0 0 0 1 0 1 0 0 0 9 0 1036.519 sp|P02655 sp|P02655|AP 53 61 yes yes 2 0.0007362 114.28 3215 140 3280 507226;50722237491;237 237493 16
TAECPGPAQNASPLVLPP PFPKEKARTAECPGPA ASPLVLPP________ R T A P P - 3 0 1 0 1 1 1 1 0 0 2 0 0 0 5 1 1 0 0 1 0 0 18 0 1817.898 sp|Q9UGMsp|Q9UGM5|F 365 382 yes yes 2 0.021702 38.021 3216 545 3281 507372;50737 237507 237507 1
TAEYDVAYGESHLFR IRVLVTGKTAEYDVAY YGESHLFRVPSYQALL K T A F R V 2 1 0 1 0 0 2 1 1 0 1 0 0 1 0 1 1 0 2 1 0 0 15 0 1756.806 sp|P12109sp|P12109|CO 991 1005 yes yes 3 0.017847 26.365 3217 262 3282 507397;50739 237508 237508 1
TAFDDAIAELDTLNEDSYK EQACHLAKTAFDDAIA TLNEDSYKDSTLIMQL K T A Y K D 3 0 1 4 0 0 2 0 0 1 2 1 0 1 0 1 2 0 1 0 0 0 19 0 2129.964 sp|P61981 sp|P61981|143 199 217 yes yes 2 1.22E-114 175.88 3218 402 3283 507463;50746237509;237 237509 3
TAFISDFAVTADGNAFIGDIK AFDLEIPKTAFISDFA NAFIGDIKDKVTAWKQ K T A I K D 4 0 1 3 0 0 0 2 0 3 0 1 0 3 0 1 2 0 0 1 0 0 21 0 2172.074 sp|P19827sp|P19827|ITIH 94 114 yes yes 2;3 7.36E-109 216.27 3219 305 3284 507484;50748237512;237 237715 217
TAFQEALDAAGDK MVKQIESKTAFQEALD ALDAAGDKLVVVDFSA K T A D K L 4 0 0 2 0 1 1 1 0 0 1 1 0 1 0 0 1 0 0 0 0 0 13 0 1335.631 sp|P10599sp|P10599|TH 9 21 yes yes 2 5.42E-08 115.18 3220 251 3285 508205;50820237738;237 237765 29
TAGWNIPMGLLYNK SCHTAVGRTAGWNIPM PMGLLYNKINHCRFDE R T A N K I 1 0 2 0 0 0 0 2 0 1 2 1 1 0 1 0 1 1 1 0 0 0 14 0 1576.807 sp|P02787sp|P02787|TR 476 489 yes yes 2;3 3.14E-55 167.67 3221 162 3286;3287 508260;50826237767;237 237776 12
TALLTWTEPPVR EAKEVTPRTALLTWTE TWTEPPVRPAGYLLSF R T A V R P 1 1 0 0 0 0 1 0 0 0 2 0 0 0 2 0 3 1 0 1 0 0 12 0 1382.756 sp|P22105 sp|P22105|TEN 3946 3957 yes yes 2 1.40E-07 102.62 3222 312 3288 508351;50835237780;237 237780 9
TAQEGDHGSHVYTK FCLESAWKTAQEGDHG HGSHVYTKALLAYAFA K T A T K A 1 0 0 1 0 1 1 2 2 0 0 1 0 0 0 1 2 0 1 1 0 0 14 0 1528.691 sp|P01023 sp|P01023|A2 1134 1147 yes yes 2 0.0007796 68.515 3223 96 3289 508447;50844 237789 237789 1
TASGDYIDSSWELR ________________ IDSSWELRVFVGEEDP K T A L R V 1 1 0 2 0 0 1 1 0 1 1 0 0 0 0 3 1 1 1 0 0 0 14 0 1598.721 sp|Q86UX7sp|Q86UX7|UR 6 19 yes yes 2 5.54E-124 209.85 3225 497 3291 508550;50855237795;237 237865 74
TASTPTPDDK HRVRGVRRTASTPTPD STPTPDDKLFQKLAKV R T A D K L 1 0 0 2 0 0 0 0 0 0 0 1 0 0 2 1 3 0 0 0 0 0 10 0 1031.477 sp|P15169sp|P15169|CB 240 249 yes yes 2 0.027847 60.828 3226 286 3292 508667;50866 237870 237870 1
TATESFASDPILYR AETIKNVRTATESFAS ASDPILYRPVAVALDT R T A Y R P 2 1 0 1 0 0 1 0 0 1 1 0 0 1 1 2 2 0 1 0 0 0 14 0 1569.768 sp|P14618sp|P14618|KPY 93 106 yes yes 2 2.50E-55 204.5 3227 283 3293 508673;50867237871;237 237920 51
TATLCPQSCEER HGKVVTWRTATLCPQS CPQSCEERNLRENGYE R T A E R N 1 1 0 0 2 1 2 0 0 0 1 0 0 0 1 1 2 0 0 0 0 0 12 0 1450.618 sp|P04275 sp|P04275|VW 1122 1133 yes yes 2 7.47E-19 142.83 3228 179 3294 508779;50878237922;237 237923 6
TATSEYQTFFNPR SDRAIEGRTATSEYQT YQTFFNPRTFGSGEAD R T A P R T 1 1 1 0 0 1 1 0 0 0 0 0 0 2 1 1 3 0 1 0 0 0 13 0 1560.721 sp|P00734sp|P00734|TH 315 327 yes yes 2;3 0 285.74 3229 80 3295 508846;50884237928;237 237931 372
TCESLGAGGYR NPENMFSRTCESLGAG SLGAGGYRCTACEPGY R T C Y R C 1 1 0 0 1 0 1 3 0 0 1 0 0 0 0 1 1 0 1 0 0 0 11 0 1169.514 sp|P98160sp|P98160|PG 1627 1637 yes yes 2 0.021841 56.729 3230 425 3296 509326;50932 238302 238302 1
TCPKPDDLPFSTVVPLK CHVAIAGRTCPKPDDL FSTVVPLKTFYEPGEE R T C L K T 0 0 0 2 1 0 0 0 0 0 2 2 0 1 4 1 2 0 0 2 0 0 17 1 1912.997 sp|P02749sp|P02749|AP 22 38 yes yes 2;3 1.36E-61 147.51 3231 151 3297 509338;50933238303;238 238592 341
TCQDINECETTNECR GYQVVRSRTCQDINEC CETTNECREDEMCWNY R T C C R E 0 1 2 1 3 1 3 0 0 1 0 0 0 0 0 0 3 0 0 0 0 0 15 0 1928.73 sp|Q12805sp|Q12805|FB 331 345 yes yes 2 1.53E-46 146.36 3232 442 3298 510002;51000238644;238 238644 2
TDAGFTLR EAASIKIRTDAGFTLR TDAGFTLRWVRKTPWY R T D L R W 1 1 0 1 0 0 0 1 0 0 1 0 0 1 0 0 2 0 0 0 0 0 8 0 879.445 sp|P18206sp|P18206|VIN 1118 1125 yes yes 2 0.022122 85.212 3234 300 3300 510258;51025238705;238 238705 3
TDAPDLPEENQAR TVLEFNVKTDAPDLPE LPEENQAREGYRAIAY K T D A R E 2 1 1 2 0 1 2 0 0 0 1 0 0 0 2 0 1 0 0 0 0 0 13 0 1454.664 sp|P01031 sp|P01031|CO 437 449 yes yes 2;3 2.66E-39 157.78 3235 98 3301 510275;51027238708;238 238720 122
TDCLSLPSFENAIPMGEK SHPPSCIKTDCLSLPS NAIPMGEKKDVYKAGE K T D E K K 1 0 1 1 1 0 2 1 0 1 2 1 1 1 2 2 1 0 0 0 0 0 18 0 2007.928 sp|P08603 sp|P08603|CFA 987 1004 yes yes 2;3 1.89E-30 119.25 3236 233 3302;3303 510501;51050238830;238 239081 62 282
TDCPGDALFDLLR LGHRQLVRTDCPGDAL DALFDLLRTWPHFTAT R T D L R T 1 1 0 3 1 0 0 1 0 0 3 0 0 1 1 0 1 0 0 0 0 0 13 0 1491.703 sp|Q96PD5sp|Q96PD5|PG 528 540 yes yes 2;3 1.07E-46 164.85 3237 518 3304 510870;51087239112;239 239368 272
TDELPQLVTLPHPNLHGPEILDVPSTVQK EPLIGRKKTDELPQLV DVPSTVQKTPFVTHPG K T D Q K T 0 0 1 2 0 2 2 1 2 1 5 1 0 0 5 1 3 0 0 3 0 0 29 0 3186.693 sp|P02751 sp|P02751|FIN 1991 2019 yes yes 3;4 7.04E-89 131.95 3238 153 3305 511225;51122239384;239 239395 43
TDGEGALSEPSATVTIEELAAPPPPVLMHHGESSQVLHPGNK GNYSCSYRTDGEGALS QVLHPGNKVTLTCVAP R T D N K V 4 0 1 1 0 1 5 4 3 1 4 1 1 0 6 4 3 0 0 3 0 0 42 0 4299.112 sp|P04217sp|P04217|A1 186 227 yes yes 5 8.36E-46 66.083 3239 177 3306 511335;51133 239427 239427 1
TDGFGIDTCR VTRHPDLKTDGFGIDT GFGIDTCRSMVAVMDS K T D C R S 0 1 0 2 1 0 0 2 0 1 0 0 0 1 0 0 2 0 0 0 0 0 10 0 1140.487 sp|P04632 sp|P04632|CP 136 145 yes yes 2 1.37E-06 115.71 3240 183 3307 511351;51135239428;239 239429 2
TDSLSSLRPIK DSWTSSRRTDSLSSLR LSSLRPIKVDSQEHKI R T D I K V 0 1 0 1 0 0 0 0 0 1 2 1 0 0 1 3 1 0 0 0 0 0 11 1 1215.682 sp|P43320sp|P43320|CR 91 101 yes yes 2 0.002104 98.033 3241 361 3308 511365;51136 239430 239430 1
TDVLILPEEVEWIK HRFLLKTKTDVLILPE PEEVEWIKFNVGMNGY K T D I K F 0 0 0 1 0 0 3 0 0 2 2 1 0 0 1 0 1 1 0 2 0 0 14 0 1682.913 sp|Q9NZ08sp|Q9NZ08|ER 586 599 yes yes 2 0.0005085 69.786 3242 537 3309 511436;51143239431;239 239438 9
TEAPSATGQASSLLGGR ESYCETWRTEAPSATG ASSLLGGRLLGQSAAS R T E G R L 3 1 0 0 0 1 1 3 0 0 2 0 0 0 1 3 2 0 0 0 0 0 17 0 1601.801 sp|P39060sp|P39060|CO 1711 1727 yes yes 2 4.16E-54 190.68 3245 357 3312 511533;51153239445;239 239448 9
TECFITGWGETQGTFGAGLLK PNYVVADRTECFITGW TFGAGLLKEAQLPVIE R T E L K E 1 0 0 0 1 1 2 5 0 1 2 1 0 2 0 0 4 1 0 0 0 0 21 0 2272.083 sp|P00747sp|P00747|PLM 697 717 yes yes 2;3 0 299.25 3246 87 3313 511625;51162239454;239 239493 1320
TECYITGWGETQGTFGTGLLK PDYMVTARTECYITGW TFGTGLLKEAQLLVIE R T E L K E 0 0 0 0 1 1 2 5 0 1 2 1 0 1 0 0 5 1 1 0 0 0 21 0 2318.089 sp|P08519sp|P08519|AP 4444 4464 yes yes 2 7.06E-07 74.678 3247 230 3314 512894;51289 240787 240787 1
TEDSSSFLIDK ANPFDPSKTEDSSSFL SSSFLIDKTTTVQVPM K T E D K T 0 0 0 2 0 0 1 0 0 1 1 1 0 1 0 3 1 0 0 0 0 0 11 0 1240.582 sp|P05543 sp|P05543|TH 219 229 yes yes 2 5.73E-05 117.7 3248 198 3315 512903;51290240788;240 240797 112
TEDTIFLR FFYFTPNKTEDTIFLR TEDTIFLREYQTRQDQ K T E L R E 0 1 0 1 0 0 1 0 0 1 1 0 0 1 0 0 2 0 0 0 0 0 8 0 993.5131 sp|P02763 sp|P02763|A1A 74 81 no no 2 3.51E-22 173.59 3249 156;303 3316 513065;51306240900;240 240913 109
TEESPSAPDAPTCPK PKSQPPEKTEESPSAP PDAPTCPKQCRRTGTL K T E P K Q 2 0 0 1 1 0 2 0 0 0 0 1 0 0 4 2 2 0 0 0 0 0 15 0 1585.693 sp|Q15113sp|Q15113|PC 306 320 yes yes 2 3.15E-13 102.4 3250 466 3317 513217;51321241012;24 241014 3
TEEVECLTYGWSLTPK YYTAGGKKTEEVECLT YGWSLTPKCTKLKCSS K T E P K C 0 0 0 0 1 0 3 1 0 0 2 1 0 0 1 1 3 1 1 1 0 0 16 0 1911.892 sp|P05160sp|P05160|F13 192 207 yes yes 2 2.98E-45 138.94 3251 193 3318 513240;51324241016;24 241056 44
TEGDGVYTLNDK CKNYYKLRTEGDGVYT GVYTLNDKKQWINKAV R T E D K K 0 0 1 2 0 0 1 2 0 0 1 1 0 0 0 0 2 0 1 1 0 0 12 0 1310.599 sp|P00738sp|P00738|HP 60 71 no no 2 6.05E-23 145.89 3252 82;83 3319 513396;51339241060;24 241148 109
TEGDGVYTLNNEK CKNYYKLRTEGDGVYT VYTLNNEKQWINKAVG R T E E K Q 0 0 2 1 0 0 2 2 0 0 1 1 0 0 0 0 2 0 1 1 0 0 13 0 1438.658 sp|P00738sp|P00738|HP 119 131 yes yes 2 5.59E-56 173.64 3253 82 3320 513560;51356241169;24 241169 98
TEGQFVDLTGNR FLGITDEKTEGQFVDL FVDLTGNRLTYTNWNE K T E N R L 0 1 1 1 0 1 1 2 0 0 1 0 0 1 0 0 2 0 0 1 0 0 12 0 1335.642 sp|P11226sp|P11226|MB 191 202 yes yes 2 2.36E-220 254.83 3254 258 3321 513746;51374241267;24 241417 157
TEHGSEMLFFGNAIEGK KFSSKYLRTEHGSEML FGNAIEGKSNTVASLH R T E G K S 1 0 1 0 0 0 3 3 1 1 1 1 1 2 0 1 1 0 0 0 0 0 17 0 1865.862 sp|P04114sp|P04114|AP 2837 2853 yes yes 3 1.10E-11 98.281 3255 174 3322 513928;51392241424;24 241481 61
TEHPFTVEEFVLPK VQKKSGGRTEHPFTVE VEEFVLPKFEVQVTVP R T E P K F 0 0 0 0 0 0 3 0 1 0 1 1 0 2 2 0 2 0 0 2 0 0 14 0 1671.851 sp|P01023 sp|P01023|A2 215 228 yes yes 2;3 1.22E-47 157.68 3256 96 3323 514087;51408241485;24 241638 219
TEHYEEQIEAFK TKGEKNFRTEHYEEQI EEQIEAFKSIIQEKTS R T E F K S 1 0 0 0 0 1 4 0 1 1 0 1 0 1 0 0 1 0 1 0 0 0 12 0 1522.694 sp|P02748sp|P02748|CO 214 225 yes yes 2;3 4.95E-119 214.82 3257 150 3324 514429;51443241704;24 241810 116
TEIDKPSQMQVTDVQDNSISVK KPISINYRTEIDKPSQ QDNSISVKWLPSSSPV R T E V K W 0 0 1 3 0 3 1 0 0 2 0 2 1 0 1 3 2 0 0 3 0 0 22 1 2461.201 sp|P02751 sp|P02751|FIN 1540 1561 yes yes 3 2.99E-33 108.5 3258 153 3325 514656;51465241820;24 241821 25
TEIPFDLGNK DHDAARRKTEIPFDLG IPFDLGNKITISTDAF K T E N K I 0 0 1 1 0 0 1 1 0 1 1 1 0 1 1 0 1 0 0 0 0 0 10 0 1132.576 sp|Q5VTT5sp|Q5VTT5|MY 477 486 yes yes 2 0.0018 90.709 3259 483 3326 514704;51470 241847 241847 1
TELEDTLDSTAAQQELR GEELEALKTELEDTLD TAAQQELRSKREQEVN K T E L R S 2 1 0 2 0 2 3 0 0 0 3 0 0 0 0 1 3 0 0 0 0 0 17 0 1918.912 sp|P35579sp|P35579|MY 1146 1162 yes yes 2 7.00E-86 163.51 3260 350 3327 514706;51470 241848 241848 1
TELRPGETLNVNFLLR YLHLSVLRTELRPGET LNVNFLLRMDRAHEAK R T E L R M 0 2 2 0 0 0 2 1 0 0 4 0 0 1 1 0 2 0 0 1 0 0 16 1 1871.027 sp|P01024sp|P01024|CO 463 478 yes yes 2;3 1.07E-70 159.22 3261 97 3328 514726;51472241849;24 241858 12
TELVEPTEYLVVHLK SQPPDIDKTELVEPTE EYLVVHLKGSLVKDSQ K T E L K G 0 0 0 0 0 0 3 0 1 0 3 1 0 0 1 0 2 0 1 3 0 0 15 0 1768.961 sp|P15144sp|P15144|AM 153 167 yes yes 3 5.90E-05 75.462 3262 285 3329 514830;51483241863;24 241879 18
TEQAAVAR HKNEIWYRTEQAAVAR TEQAAVARCQCKGPDA R T E A R C 3 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 1 0 0 1 0 0 8 0 844.4403 sp|P00748sp|P00748|FA 153 160 yes yes 2 0.019741 89.673 3264 88 3331 515009;51501 241884 241884 1
TEQWSTLPPETK AASRYLDKTEQWSTLP STLPPETKDHAVDLIQ K T E T K D 0 0 0 0 0 1 2 0 0 0 1 1 0 0 2 1 3 1 0 0 0 0 12 0 1415.693 sp|P0C0L4 sp|P0C0L4|CO 1031 1042 no no 2 3.17E-20 136.48 3265 245;246 3332 515018;51501241885;24 241900 837
TESIIHR LSLGAEQRTESIIHRA RTESIIHRALYYDLIS R T E H R A 0 1 0 0 0 0 1 0 1 2 0 0 0 0 0 1 1 0 0 0 0 0 7 0 854.461 sp|P36955 sp|P36955|PED 100 106 yes yes 2 0.0033176 141.98 3266 353 3333 515622;51562242724;24 242724 2
TETITGFQVDAVPANGQTPIQR ITISWRTKTETITGFQ NGQTPIQRTIKPDVRS K T E Q R T 2 1 1 1 0 3 1 2 0 2 0 0 0 1 2 0 4 0 0 2 0 0 22 0 2342.187 sp|P02751 sp|P02751|FIN 1838 1859 yes yes 2;3 2.90E-134 211.7 3267 153 3334 515668;51566242726;24 242726 11
TEVIPPLIENR LHLVSTTKTEVIPPLI IPPLIENRQSWSVCKQ K T E N R Q 0 1 1 0 0 0 2 0 0 2 1 0 0 0 2 0 1 0 0 1 0 0 11 0 1279.714 sp|P04114sp|P04114|AP 950 960 yes yes 2;3 1.04E-16 129.89 3268 174 3335 515743;51574242737;24 243019 337
TEVNVLPGAK ALDMENFRTEVNVLPG VNVLPGAKVQFELHYQ R T E A K V 1 0 1 0 0 0 1 1 0 0 1 1 0 0 1 0 1 0 0 2 0 0 10 0 1026.571 sp|P19823 sp|P19823|ITIH 167 176 yes yes 2 0.0045202 80.684 3269 304 3336 516105;51610243076;243 243133 63
TEVSSNHVLIYLDK ERSNHVSRTEVSSNHV HVLIYLDKVSNQTLSL R T E D K V 0 0 1 1 0 0 1 0 1 1 2 1 0 0 0 2 1 0 1 2 0 0 14 0 1616.841 sp|P01023 sp|P01023|A2 1408 1421 yes yes 2;3 1.31E-110 202.61 3270 96 3337 516233;51623243140;243 243277 177
TFEINPR NYYASQKKTFEINPRH KTFEINPRHPLIRDML K T F P R H 0 1 1 0 0 0 1 0 0 1 0 0 0 1 1 0 1 0 0 0 0 0 7 0 875.4501 sp|P14625 sp|P14625|EN 684 690 yes no 2 0.015906 99.919 3271 284 3338 516501 243317 243317 1
TFGSGEADCGLR YQTFFNPRTFGSGEAD GEADCGLRPLFEKKSL R T F L R P 1 1 0 1 1 0 1 3 0 0 1 0 0 1 0 1 1 0 0 0 0 0 12 0 1268.546 sp|P00734sp|P00734|TH 328 339 yes yes 2 1.87E-77 192.91 3272 80 3339 516502;51650243318;243 243339 162
TFGSGEADCGLRPLFEK YQTFFNPRTFGSGEAD GLRPLFEKKSLEDKTE R T F E K K 1 1 0 1 1 0 2 3 0 0 2 1 0 2 1 1 1 0 0 0 0 0 17 1 1882.888 sp|P00734sp|P00734|TH 328 344 yes yes 2;3 4.18E-254 288.29 3273 80 3340 516732;51673243480;243 243498 326
TFIAIKPDGVQR ________________ IKPDGVQRGLVGEIIK R T F Q R G 1 1 0 1 0 1 0 1 0 2 0 1 0 1 1 0 1 0 0 1 0 0 12 1 1343.756 sp|P22392 sp|P22392|ND 7 18 yes no 3 0.0030741 50.207 3275 314 3342 517463;51746243918;243 243918 3
TFIEDVNK KLNELSFKTFIEDVNK TFIEDVNKFLDMLIKK K T F N K F 0 0 1 1 0 0 1 0 0 1 0 1 0 1 0 0 1 0 0 1 0 0 8 0 964.4866 sp|P04114sp|P04114|AP 2411 2418 yes yes 2 0.015358 104.21 3276 174 3343 517559;51756243921;243 243926 58
TFPEIQR GTQSQPQRTFPEIQRR RTFPEIQRRDSYYMTS R T F Q R R 0 1 0 0 0 1 1 0 0 1 0 0 0 1 1 0 1 0 0 0 0 0 7 0 889.4658 sp|P01880sp|P01880|IGH 53 59 yes yes 2 0.024783 96.048 3277 131 3344 517720;51772 243979 243979 1
TFPGFFSPMLGEFVSETESR FDTASTGKTFPGFFSP FVSETESRGSESGIFT K T F S R G 0 1 0 0 0 0 3 2 0 0 1 0 1 4 2 3 2 0 0 1 0 0 20 0 2264.046 sp|P02671 sp|P02671|FIB 528 547 yes yes 2 0.000215 66.246 3278 142 3345 517805;51780 243980 243980 34 1
TFSEWLESVK GSSGLEEKTFSEWLES SEWLESVKENPAVIDF K T F V K E 0 0 0 0 0 0 2 0 0 0 1 1 0 1 0 2 1 1 0 1 0 0 10 0 1224.603 sp|P13671 sp|P13671|CO 468 477 yes yes 2 1.14E-06 117.81 3279 277 3346 517818;51781243981;243 244111 133
TFSVWYVPEVTGTHK TANNDKNRTFSVWYVP PEVTGTHKVTVLFAGQ R T F H K V 0 0 0 0 0 0 1 1 1 0 0 1 0 1 1 1 3 1 1 3 0 0 15 0 1749.873 sp|P21333 sp|P21333|FLN 341 355 yes yes 3 5.56E-05 71.98 3280 310 3347 518005;51800244115;244 244115 5
TFTCTAAYPESK AEPWNHGKTFTCTAAY TAAYPESKTPLTATLS K T F S K T 2 0 0 0 1 0 1 0 0 0 0 1 0 1 1 1 3 0 1 0 0 0 12 0 1374.613 sp|P01876sp|P01876|IGH 201 212 yes yes 2 5.06E-12 120.09 3281 129 3348 518067;51806244120;244 244121 121
TFTLLDPK WDQLSAPRTFTLLDPK TFTLLDPKASLLTMAF R T F P K A 0 0 0 1 0 0 0 0 0 0 2 1 0 1 1 0 2 0 0 0 0 0 8 0 933.5171 sp|Q96PD5sp|Q96PD5|PG 257 264 yes yes 2 0.024479 75.109 3282 518 3349 518266;51826244241;244 244241 20
TFTPQPPGLER SLRNNSLRTFTPQPPG PQPPGLERLWLEGNPW R T F E R L 0 1 0 0 0 1 1 1 0 0 1 0 0 1 3 0 2 0 0 0 0 0 11 0 1241.64 sp|P35858sp|P35858|ALS 520 530 yes yes 2 1.82E-13 138.98 3283 351 3350 518397;51839244261;244 244483 268
TFVLNFIK EKEAKRNRTFVLNFIK TFVLNFIKIPVVPHNE R T F I K I 0 0 1 0 0 0 0 0 0 1 1 1 0 2 0 0 1 0 0 1 0 0 8 0 980.5695 sp|P04070sp|P04070|PRO 357 364 yes yes 2 0.011733 116.54 3284 171 3351 518630;51863244529;244 244537 50
TFVLPVTPPR TSAPRQLRTFVLPVTP VLPVTPPRLVAPRFLE R T F P R L 0 1 0 0 0 0 0 0 0 0 1 0 0 1 3 0 2 0 0 2 0 0 10 0 1125.655 sp|P32942 sp|P32942|ICA 215 224 yes yes 2 0.0020818 88.948 3285 343 3352 518774;51877 244579 244579 1
TFVNITPAEVGVLVGK VWAAVPGKTFVNITPA EVGVLVGKDRSSFYVN K T F G K D 1 0 1 0 0 0 1 2 0 1 1 1 0 1 1 0 2 0 0 4 0 0 16 0 1642.929 sp|P07737sp|P07737|PRO 39 54 yes yes 2;3 5.40E-54 147.39 3286 220 3353 518810;51881244580;244 244749 202
TFYEPGEEITYSCK FSTVVPLKTFYEPGEE EEITYSCKPGYVSRGG K T F C K P 0 0 0 0 1 0 3 1 0 1 0 1 0 1 1 1 2 0 2 0 0 0 14 0 1722.745 sp|P02749sp|P02749|AP 39 52 yes yes 2;3 2.91E-86 187.42 3287 151 3354 519163;51916244792;244 244855 392
TFYEPGEEITYSCKPGYVSR FSTVVPLKTFYEPGEE CKPGYVSRGGMRKFIC K T F S R G 0 1 0 0 1 0 3 2 0 1 0 1 0 1 2 2 2 0 3 1 0 0 20 1 2382.084 sp|P02749sp|P02749|AP 39 58 yes yes 2;3 1.34E-55 129.2 3288 151 3355 519610;51961245186;245 245292 135
TFYSCTTEGR LPFTYNGRTFYSCTTE YSCTTEGRQDGHLWCS R T F G R Q 0 1 0 0 1 0 1 1 0 0 0 0 0 1 0 1 3 0 1 0 0 0 10 0 1220.513 sp|P02751 sp|P02751|FIN 370 379 yes yes 2 1.18E-31 176.44 3289 153 3356 519836;51983245321;245 245463 156
TGDAVEFQCK NDGKLYAKTGDAVEFQ DAVEFQCKFPHKAMIS K T G C K F 1 0 0 1 1 1 1 1 0 0 0 1 0 1 0 0 1 0 0 1 0 0 10 0 1153.507 sp|Q9BXR6sp|Q9BXR6|FH 533 542 yes yes 2 1.32E-19 156.51 3291 525 3358 520340;52034245537;245 245551 21
TGDEITYQCR SPLRIKHRTGDEITYQ DEITYQCRNGFYPATR R T G C R N 0 1 0 1 1 1 1 1 0 1 0 0 0 0 0 0 2 0 1 0 0 0 10 0 1241.535 sp|P08603 sp|P08603|CFA 286 295 yes yes 2 2.02E-139 234.35 3292 233 3359 520469;52047245558;245 245659 121
TGDIVEFVCK NQQKLYSRTGDIVEFV DIVEFVCKSGYHPTKS R T G C K S 0 0 0 1 1 0 1 1 0 1 0 1 0 1 0 0 1 0 0 2 0 0 10 0 1166.564 sp|P36980sp|P36980|FH 233 242 yes yes 2 0.0010345 96.331 3293 354 3360 520705;52070245680;245 245767 116
TGEAIVDAALSALR PEDYQGGRTGEAIVDA DAALSALRQLVKDRLG R T G L R Q 4 1 0 1 0 0 1 1 0 1 2 0 0 0 0 1 1 0 0 1 0 0 14 0 1385.751 sp|Q15084sp|Q15084|PD 119 132 yes yes 2 0.0002829 93.345 3294 465 3361 520872;52087245797;245 245804 8
TGESAEFVCK AKQKLYLRTGESAEFV ESAEFVCKRGYRLSSR R T G C K R 1 0 0 0 1 0 2 1 0 0 0 1 0 1 0 1 1 0 0 1 0 0 10 0 1126.497 sp|Q03591sp|Q03591|FH 292 301 yes yes 2 0.0004769 101.64 3295 432 3362 520942;52094245808;245 245814 22
TGESVEFVCK AKQKLYSRTGESVEFV ESVEFVCKRGYRLSSR R T G C K R 0 0 0 0 1 0 2 1 0 0 0 1 0 1 0 1 1 0 0 2 0 0 10 0 1154.528 sp|P08603 sp|P08603|CFA 1193 1202 yes yes 2 3.24E-15 149.82 3296 233 3363 521034;52103245830;245 245931 115
TGIAGGLWDVLK KPGCVAMRTGIAGGLW GGLWDVLKCDEKAKFV R T G L K C 1 0 0 1 0 0 0 3 0 1 2 1 0 0 0 0 1 1 0 1 0 0 12 0 1228.682 sp|P22897sp|P22897|MR 605 616 yes yes 2 0.0075529 58.699 3297 317 3364 521392 245947 245947 1
TGISPLALIK CDRFKPIRTGISPLAL ISPLALIKGMTRPLST R T G I K G 1 0 0 0 0 0 0 1 0 2 2 1 0 0 1 1 1 0 0 0 0 0 10 0 1011.633 sp|P04114sp|P04114|AP 220 229 yes yes 2 0.00086 97.635 3298 174 3365 521393;52139245948;245 246017 99
TGIVSGFGR ESTLMTQKTGIVSGFG GIVSGFGRTHEKGRQS K T G G R T 0 1 0 0 0 0 0 3 0 1 0 0 0 1 0 1 1 0 0 1 0 0 9 0 892.4767 sp|P00742 sp|P00742|FA 358 366 yes yes 2 5.96E-09 148.04 3299 85 3366 521614;52161246047;246 246054 40
TGLELSR SAEGVSIRTGLELSRD RTGLELSRDPAGRMKV R T G S R D 0 1 0 0 0 0 1 1 0 0 2 0 0 0 0 1 1 0 0 0 0 0 7 0 774.4236 sp|P55058sp|P55058|PLT 127 133 yes yes 2 0.040217 89.369 3300 388 3367 521721;52172 246087 246087 1
TGLLLLSDPDK GLKMTMDKTGLLLLSD LLLSDPDKVTIGLLFW K T G D K V 0 0 0 2 0 0 0 1 0 0 4 1 0 0 1 1 1 0 0 0 0 0 11 0 1170.65 sp|Q14624sp|Q14624|ITI 832 842 yes yes 2;3 4.58E-32 166.34 3301 463 3368 521750;52175246088;246 246101 242
TGLQEVEVK PYVIVPLKTGLQEVEV GLQEVEVKAAVYHHFI K T G V K A 0 0 0 0 0 1 2 1 0 0 1 1 0 0 0 0 1 0 0 2 0 0 9 0 1001.539 sp|P01024sp|P01024|CO 905 913 yes yes 2 0.00184 101.43 3302 97 3369 522086;52208246332;246 246346 17
TGQQLTSDQLPIK VDSFLDGRTGQQLTSD TSDQLPIKEGYFRAVR R T G I K E 0 0 0 1 0 3 0 1 0 1 2 1 0 0 1 1 2 0 0 0 0 0 13 0 1427.762 sp|Q7Z7G0sp|Q7Z7G0|TA 1024 1036 yes yes 2 9.52E-06 108.7 3303 494 3370 522211;52221246349;246 246349 3
TGSGDIENYNDATQVR DFNDGKCKTGSGDIEN YNDATQVRDCRLSGLL K T G V R D 1 1 2 2 0 1 1 2 0 1 0 0 0 0 0 1 2 0 1 1 0 0 16 0 1738.776 sp|P04745 sp|P04745|AM 158 173 no no 2 0.0051463 52.693 3304 184 3371 522303;52230 246352 246352 1
TGTHGLLVK MAKGGIVRTGTHGLLV GTHGLLVKQEDMKGHF R T G V K Q 0 0 0 0 0 0 0 2 1 0 2 1 0 0 0 0 2 0 0 1 0 0 9 0 924.5393 sp|P01023 sp|P01023|A2 508 516 yes yes 2;3 0.0008069 110.12 3305 96 3372 522305;52230246353;246 246354 11
TGVAVNKPAEFTVDAK ARGPGLEKTGVAVNKP AEFTVDAKHGGKAPLR K T G A K H 3 0 1 1 0 0 1 1 0 0 0 2 0 1 1 0 2 0 0 3 0 0 16 1 1645.868 sp|P21333 sp|P21333|FLN 685 700 yes yes 3 3.02E-05 66.436 3306 310 3373 522474;52247246364;246 246365 6
TGVITSPDFPNPYPK SDNLFTQRTGVITSPD DFPNPYPKSSECLYTI R T G P K S 0 0 1 1 0 0 0 1 0 1 0 1 0 1 4 1 2 0 1 1 0 0 15 0 1631.82 sp|P48740sp|P48740|MA 194 208 yes yes 2 5.82E-05 102.4 3307 370 3374 522580;52258246370;246 246386 109
TGYVLQIR AQCTVSCRTGYVLQIR TGYVLQIRRDDELIKS R T G I R R 0 1 0 0 0 1 0 1 0 1 1 0 0 0 0 0 1 0 1 1 0 0 8 0 948.5393 sp|Q13219sp|Q13219|PA 1244 1251 yes yes 2 0.028657 73.975 3308 448 3375 522711 246479 246479 1
TGYYFDGISR GSFRCECKTGYYFDGI YYFDGISRMCVDVNEC K T G S R M 0 1 0 1 0 0 0 2 0 1 0 0 0 1 0 1 1 0 2 0 0 0 10 0 1177.54 sp|P23142 sp|P23142|FBL 386 395 yes yes 2 1.02E-09 158.87 3309 319 3376 522712;52271246480;246 246499 60
THLAPYSDELR RAHVDALRTHLAPYSD APYSDELRQRLAARLE R T H L R Q 1 1 0 1 0 0 1 0 1 0 2 0 0 0 1 1 1 0 1 0 0 0 11 0 1300.641 sp|P02647sp|P02647|AP 185 195 yes yes 2;3 2.36E-68 195.57 3310 136 3377 522928;52292246540;246 246550 138
THLPEVFLSK YTFELSRRTHLPEVFL LPEVFLSKVLEPTLKS R T H S K V 0 0 0 0 0 0 1 0 1 0 2 1 0 1 1 1 1 0 0 1 0 0 10 0 1169.645 sp|P02774sp|P02774|VT 354 363 yes yes 2;3 1.72E-15 152.86 3311 159 3378 523225;52322246678;246 246922 310
THTCPPCPAPELLGGPSVFLFPPK VEPKSCDKTHTCPPCP SVFLFPPKPKDTLMIS K T H P K P 1 0 0 0 2 0 1 2 1 0 3 1 0 2 7 1 2 0 0 1 0 0 24 0 2618.303 sp|P01857sp|P01857|IGH 106 129 yes yes 3;4 2.61E-05 50.132 3312 124 3379 523787;52378246988;246 246990 4
THTCPPCPAPELLGGPSVFLFPPKPK VEPKSCDKTHTCPPCP FLFPPKPKDTLMISRT K T H P K D 1 0 0 0 2 0 1 2 1 0 3 2 0 2 8 1 2 0 0 1 0 0 26 1 2843.45 sp|P01857sp|P01857|IGH 106 131 yes yes 3;4;5 1.24E-10 72.399 3313 124 3380 523793;52379246992;246 247001 10
TIAQDYGVLK PLVSDPKRTIAQDYGV AQDYGVLKADEGISFR R T I L K A 1 0 0 1 0 1 0 1 0 1 1 1 0 0 0 0 1 0 1 1 0 0 10 0 1106.597 sp|Q06830sp|Q06830|PR 111 120 yes yes 2 0.0049077 79.906 3314 438 3381 523866;52386247002;247 247003 1
TICESSGIWSNPSPICQK TELIGKKKTICESSGI NPSPICQKLDKSFSMI K T I Q K L 0 0 1 0 2 1 1 1 0 3 0 1 0 0 2 4 1 1 0 0 0 0 18 0 2062.945 sp|P14151 sp|P14151|LYA 301 318 yes yes 2;3 1.49E-166 210.93 3315 280 3382 523913;52391247004;247 247011 96
TIDDLEEK RTVAKLEKTIDDLEEK TIDDLEEKLAQAKEEN K T I E K L 0 0 0 2 0 0 2 0 0 1 1 1 0 0 0 0 1 0 0 0 0 0 8 0 961.4604 sp|P67936sp|P67936|TPM 216 223 yes yes 2 0.021277 86.794 3316 413 3383 524181;52418247100;247 247101 2
TIFFCER NAPIPEPRTIFFCERN RTIFFCERNPKPQVIN R T I E R N 0 1 0 0 1 0 1 0 0 1 0 0 0 2 0 0 1 0 0 0 0 0 7 0 971.4535 sp|P12830sp|P12830|CA 599 605 yes yes 2 0.056095 81.635 3317 267 3384 524247;52424 247102 247102 1
TILDDLR KQTVEAMKTILDDLRA KTILDDLRAEDHFSVI K T I L R A 0 1 0 2 0 0 0 0 0 1 2 0 0 0 0 0 1 0 0 0 0 0 7 0 844.4654 sp|P19823 sp|P19823|ITIH 335 341 yes no 2 0.0039703 138.07 3318 304 3385 524304;52430247103;247 247134 125
TILGTMPAFEVSLQALQK GFTVPEIKTILGTMPA VSLQALQKATFQTPDF K T I Q K A 2 0 0 0 0 2 1 1 0 1 3 1 1 1 1 1 2 0 0 1 0 0 18 0 1946.055 sp|P04114sp|P04114|AP 2592 2609 yes yes 2;3 3.93E-124 190.35 3319 174 3386;3387 524872;52487247228;247 247388 50 185
TINEVENQILTR QLLTTIARTINEVENQ VENQILTRDAKGISQE R T I T R D 0 1 2 0 0 1 2 0 0 2 1 0 0 0 0 0 2 0 0 1 0 0 12 0 1428.757 sp|O43707sp|P12814|AC 727 738 no no 2 2.24E-40 196.27 3320 266;56 3388 525225;52522247413;247 247445 38
TINPAVDHCCK LCGVNENRTINPAVDH PAVDHCCKTNFAFRRP R T I C K T 1 0 1 1 2 0 0 0 1 1 0 1 0 0 1 0 1 0 0 1 0 0 11 0 1313.586 sp|P43652 sp|P43652|AFA 490 500 yes yes 2;3 4.29E-20 152.34 3321 362 3389 525271;52527247451;247 247455 44
TINVPLR KIAFSATRTINVPLRR RTINVPLRRDQTIRFD R T I L R R 0 1 1 0 0 0 0 0 0 1 1 0 0 0 1 0 1 0 0 1 0 0 7 0 811.4916 sp|P02746sp|P02746|C1Q 129 135 yes yes 2 0.0040776 129.96 3322 148 3390 525525;52552247495;247 247499 76
TIPIDGNFFTYTR WADKIQGRTIPIDGNF GNFFTYTRHEPIGVCG R T I T R H 0 1 1 1 0 0 0 1 0 2 0 0 0 2 1 0 3 0 1 0 0 0 13 0 1543.767 sp|P00352 sp|P00352|AL1 144 156 yes yes 2 0.0078689 59.542 3323 71 3391 525680;52568247571;247 247572 2
TIPWLEDR DLLEWIRRTIPWLEDR TIPWLEDRVPQKTIQE R T I D R V 0 1 0 1 0 0 1 0 0 1 1 0 0 0 1 0 1 1 0 0 0 0 8 0 1028.529 sp|O43707sp|O43707|AC 312 319 yes yes 2 0.020025 89.142 3324 56 3392 525724;52572247573;247 247573 2
TIPWLENR DLLEWIRRTIPWLENR TIPWLENRVPENTMHA R T I N R V 0 1 1 0 0 0 1 0 0 1 1 0 0 0 1 0 1 1 0 0 0 0 8 0 1027.545 sp|P12814sp|P12814|AC 293 300 yes no 2 0.0006531 132.09 3325 266 3393 525741;52574247575;247 247582 27
TITLEVEPSDTIENVK FVKTLTGKTITLEVEP SDTIENVKAKIQDKEG K T I V K A 0 0 1 1 0 0 3 0 0 2 1 1 0 0 1 1 3 0 0 2 0 0 16 0 1786.92 sp|P62987sp|P62987|RL4 12 27 yes no 2 4.54E-86 213.38 3326 248 3394 525835;52583247602;247 247602 11
TKEEYGHSEVVEYYCNPR LNGNVKEKTKEEYGHS VEYYCNPRFLMKGPNK K T K P R F 0 1 1 0 1 0 4 1 1 0 0 1 0 0 1 1 1 0 3 2 0 0 18 1 2258.99 sp|P08603 sp|P08603|CFA 645 662 yes yes 3;4 6.88E-12 95.662 3329 233 3397 526229;52623247921;247 247921 15
TLADLTLLDSPIK IGVELTGRTLADLTLL TLLDSPIKVPLLLSEP R T L I K V 1 0 0 2 0 0 0 0 0 1 4 1 0 0 1 1 2 0 0 0 0 0 13 0 1398.797 sp|P04114sp|P04114|AP 2013 2025 yes yes 2;3 2.96E-183 236.35 3330 174 3398 526368;52636247936;247 247974 404
TLAESALQLLYTAK MALLDQTKTLAESALQ LQLLYTAKEAGGNPKQ K T L A K E 3 0 0 0 0 1 1 0 0 0 4 1 0 0 0 1 2 0 1 0 0 0 14 0 1520.845 sp|Q9Y490sp|Q9Y490|TL 1767 1780 yes yes 2;3 4.55E-32 136.96 3331 554 3399 527233;52723248371;248 248441 77
TLAFPLTIR VRLVHQERTLAFPLTI LAFPLTIRCFLGCELP R T L I R C 1 1 0 0 0 0 0 0 0 1 2 0 0 1 1 0 2 0 0 0 0 0 9 0 1030.618 sp|Q9UNNsp|Q9UNN8|E 105 113 yes yes 2 0.0006204 125.58 3332 551 3400 527378;52737248451;248 248466 124
TLAQLNPESSLFIIASK IDGTHIAKTLAQLNPE SLFIIASKTFTTQETI K T L S K T 2 0 1 0 0 1 1 0 0 2 3 1 0 1 1 3 1 0 0 0 0 0 17 0 1831.009 sp|P06744sp|P06744|G6 195 211 yes yes 2 3.91E-20 106.17 3333 209 3401 527557;52755248575;248 248578 4
TLCECAGGLECACPALLEYAR PFVALCEKTLCECAGG PALLEYARTCAQEGMV K T L A R T 4 1 0 0 4 0 3 2 0 0 4 0 0 0 1 0 1 0 1 0 0 0 21 0 2413.054 sp|P04275 sp|P04275|VW 253 273 yes yes 2 1.18E-27 107.61 3334 179 3402 527619;52762 248579 248579 1
TLDEFTIIQNLQPQYQFR IIKCPQPKTLDEFTII LQPQYQFRDYFIATCK K T L F R D 0 1 1 1 0 4 1 0 0 2 2 0 0 2 1 0 2 0 1 0 0 0 18 0 2253.143 sp|P00736sp|P00736|C1 314 331 yes yes 2;3 0 406.14 3335 81 3403 527659;52766248580;248 248814 291
TLDEYWR ADPCQAHRTLDEYWRS RTLDEYWRSTEYGEGY R T L W R S 0 1 0 1 0 0 1 0 0 0 1 0 0 0 0 0 1 1 1 0 0 0 7 0 981.4556 sp|P07911 sp|P07911|UR 179 185 yes yes 2 0.0036402 125.86 3336 221 3404 528045;52804248871;248 248872 4
TLDLGENQLETLPPDLLR LANFTLLRTLDLGENQ TLPPDLLRGPLQLERL R T L L R G 0 1 1 2 0 1 2 1 0 0 6 0 0 0 2 0 2 0 0 0 0 0 18 0 2036.079 sp|P02750sp|P02750|A2 192 209 yes yes 2;3 4.98E-236 301.93 3337 152 3405 528180;52818248875;248 249729 941
TLEAQLTPR PHKMSGMKTLEAQLTP LEAQLTPRVVERWQKS K T L P R V 1 1 0 0 0 1 1 0 0 0 2 0 0 0 1 0 2 0 0 0 0 0 9 0 1027.566 sp|P05546sp|P05546|HE 368 376 yes yes 2 7.46E-70 205.7 3338 199 3406 528626;52862249819;249 249833 174
TLEIPGNSDPNMIPDGDFNSYVR NPLDHRGRTLEIPGNS GDFNSYVRVTASDPLD R T L V R V 0 1 3 3 0 0 1 2 0 2 1 0 1 1 3 2 1 0 1 1 0 0 23 0 2550.17 sp|P0C0L4 sp|P0C0L4|CO 957 979 no no 2;3 2.23E-23 132.01 3339 245;246 3407;3408 528839;52884249995;249 250115 65 123
TLFEDAGYLK QGHEKLLRTLFEDAGY FEDAGYLKTPEENEPT R T L L K T 1 0 0 1 0 0 1 1 0 0 2 1 0 1 0 0 1 0 1 0 0 0 10 0 1155.581 sp|Q9UJJ9 sp|Q9UJJ9|GN 211 220 yes yes 2 0.0037249 82.279 3340 547 3409 529014;52901250118;250 250122 30
TLFLLGVTK LKLSETNRTLFLLGVT LFLLGVTKYTAGPYEC R T L T K Y 0 0 0 0 0 0 0 1 0 0 3 1 0 1 0 0 2 0 0 1 0 0 9 0 990.6114 sp|P11464sp|P11464|PSG 201 209 no no 2 0.028485 66.621 3341 260 3410 529132 250148 250148 1
TLLETLQK DFLGMLNRTLLETLQK TLLETLQKAGFSEKFL R T L Q K A 0 0 0 0 0 1 1 0 0 0 3 1 0 0 0 0 2 0 0 0 0 0 8 0 944.5543 sp|Q9UHGsp|Q9UHG3|PC 198 205 yes yes 2 0.022873 82.671 3344 546 3413 529255;52925250166;250 250166 3
TLLGDGPVVTDPK ESLIKYKKTLLGDGPV GPVVTDPKAPNVVVTR K T L P K A 0 0 0 2 0 0 0 2 0 0 2 1 0 0 2 0 2 0 0 2 0 0 13 0 1310.708 sp|P52566sp|P52566|GD 51 63 yes yes 2 0.000165 81.017 3345 382 3414 529286;52928250169;250 250171 3
TLLLVGSPTWK HGVTVDNRTLLLVGSP LVGSPTWKNASRLGHL R T L W K N 0 0 0 0 0 0 0 1 0 0 3 1 0 0 1 1 2 1 0 1 0 0 11 0 1213.707 sp|P80108sp|P80108|PH 593 603 yes yes 2 4.70E-26 160.59 3346 422 3415 529338;52933250172;250 250180 172
TLLPVSKPEIR QLGRLHMKTLLPVSKP PVSKPEIRSYFPESWL K T L I R S 0 1 0 0 0 0 1 0 0 1 2 1 0 0 2 1 1 0 0 1 0 0 11 1 1251.755 sp|P01031 sp|P01031|CO 756 766 yes yes 2;3 1.53E-11 126.07 3347 98 3416 529524;52952250346;250 250378 195
TLLSNLEEAK EKTNEERKTLLSNLEE LSNLEEAKKKKEDALN K T L A K K 1 0 1 0 0 0 2 0 0 0 3 1 0 0 0 1 1 0 0 0 0 0 10 0 1116.603 sp|P10909sp|P10909|CLU 69 78 yes yes 2 1.43E-11 147.51 3348 253 3417 529949;52995250545;250 250685 161
TLLVEAEGIEQEK KRKDTVIKTLLVEAEG AEGIEQEKTFSSMTCA K T L E K T 1 0 0 0 0 1 4 1 0 1 2 1 0 0 0 0 1 0 0 1 0 0 13 0 1457.761 sp|P20742 sp|P20742|PZP 908 920 yes yes 2;3 1.11E-27 139.86 3349 307 3418 530273;53027250710;250 250711 47
TLMFGSYLDDEK LLFLRDTKTLMFGSYL GSYLDDEKNWGLSFYA K T L E K N 0 0 0 2 0 0 1 1 0 0 2 1 1 1 0 1 1 0 1 0 0 0 12 0 1417.644 sp|P19652 sp|P19652|A1A 127 138 yes yes 2 5.63E-23 146.11 3350 303 3419 530352;53035250758;250 250811 68
TLMNLGGLAVAR KNMACVQRTLMNLGGL LGGLAVARDDGLFSGD R T L A R D 2 1 1 0 0 0 0 2 0 0 3 0 1 0 0 0 1 0 0 1 0 0 12 0 1214.681 sp|P37802 sp|P37802|TAG 128 139 yes yes 2 1.28E-32 158.76 3351 355 3420 530497;53049250835;250 250842 96
TLNICEVGTIR MGSSTSEKTLNICEVG ICEVGTIRCANRKMEI K T L I R C 0 1 1 0 1 0 1 1 0 2 1 0 0 0 0 0 2 0 0 1 0 0 11 0 1274.665 sp|P13671 sp|P13671|CO 908 918 yes yes 2;3 6.16E-27 163.16 3352 277 3421 530653;53065250933;250 250956 180
TLNQPDSQLQLTTGNGLFLSEGLK EGFQELLRTLNQPDSQ LFLSEGLKLVDKFLED R T L L K L 0 0 2 1 0 3 1 3 0 0 6 1 0 1 1 2 3 0 0 0 0 0 24 0 2573.334 sp|P01009sp|P01009|A1A 126 149 yes yes 2;3 1.76E-57 169.64 3353 93 3422 531120;53112251128;25 251129 9
TLPPGLLTPTPK YLKGNELKTLPPGLLT GLLTPTPKLEKLSLAN K T L P K L 0 0 0 0 0 0 0 1 0 0 3 1 0 0 4 0 3 0 0 0 0 0 12 0 1233.733 sp|P07359sp|P07359|GP 154 165 yes yes 2 3.85E-08 125.56 3354 217 3423 531179;53118251137;25 251188 47
TLQGIPQMIGEVIR KLLLMGARTLQGIPQM QMIGEVIRKGSKNDFF R T L I R K 0 1 0 0 0 2 1 2 0 3 1 0 1 0 1 0 1 0 0 1 0 0 14 0 1553.86 sp|P04114sp|P04114|AP 805 818 yes yes 2;3 3.37E-64 174.24 3355 174 3424;3425 531360;53136251200;25 251533 51 384
TLSDYNIQK GKQLEDGRTLSDYNIQ LSDYNIQKESTLHLVL R T L Q K E 0 0 1 1 0 1 0 0 0 1 1 1 0 0 0 1 1 0 1 0 0 0 9 0 1080.545 sp|P62987sp|P62987|RL4 55 63 yes no 2 0.0098027 77.282 3356 248 3426 531890;53189251584;25 251587 8
TLSLPELEQQQEQQQEQQQEQVQMLAPLES KEKESQDKTLSLPELE QMLAPLES________ K T L E S - 1 0 0 0 0 11 6 0 0 0 5 0 1 0 2 2 1 0 0 1 0 0 30 0 3536.694 sp|P06727sp|P06727|AP 367 396 yes yes 3 0.018691 18.846 3357 206 3427 531972;53197251592;25 251592 5
TLSPVLESPR DSIQGTARTLSPVLES SPVLESPRDLQFSEIR R T L P R D 0 1 0 0 0 0 1 0 0 0 2 0 0 0 2 2 1 0 0 1 0 0 10 0 1097.608 sp|P22105 sp|P22105|TEN 3749 3758 yes no 2 2.07E-08 137.14 3358 312 3428 532054;53205251597;25 251613 102
TLTLPSLPLNSADEIYELR VFEKGSFKTLTLPSLP ADEIYELRVTGRTQDE K T L L R V 1 1 1 1 0 0 2 0 0 1 5 0 0 0 2 2 2 0 1 0 0 0 19 0 2144.137 sp|Q6YHK3sp|Q6YHK3|CD 87 105 yes yes 2 9.62E-52 127.76 3359 489 3429 532221;53222251701;25 251702 38
TLVQEWTVQR GTVTTDWKTLVQEWTV VQEWTVQRPGQTCQPI K T L Q R P 0 1 0 0 0 2 1 0 0 0 1 0 0 0 0 0 2 1 0 2 0 0 10 0 1258.667 sp|P04275 sp|P04275|VW 2109 2118 yes yes 2 1.90E-24 163.99 3360 179 3430 532322;53232251739;25 251772 38
TLYLADTFPTNFR DTFVSAMKTLYLADTF DTFPTNFRDSAGAMKQ K T L F R D 1 1 1 1 0 0 0 0 0 0 2 0 0 2 1 0 3 0 1 0 0 0 13 0 1557.783 sp|P05154sp|P05154|IPS 151 163 yes yes 2;3 2.97E-183 236.32 3361 190 3431 532456;53245251781;25 251955 185
TLYSSSPR DTFVNASRTLYSSSPR TLYSSSPRVLSNNSDA R T L P R V 0 1 0 0 0 0 0 0 0 0 1 0 0 0 1 3 1 0 1 0 0 0 8 0 909.4556 sp|P05155 sp|P05155|IC1 242 249 yes yes 2 0.011393 111.01 3362 191 3432 532747;53274251966;25 252003 38
TMEIFQLLR TVQDIVYRTMEIFQLL MEIFQLLRNMQLPNGV R T M L R N 0 1 0 0 0 1 1 0 0 1 2 0 1 1 0 0 1 0 0 0 0 0 9 0 1149.622 sp|Q96HR3sp|Q96HR3|M 48 56 yes yes 2 0.0003602 119.56 3363 515 3433 533087;53308252004;25 252007 19
TMFIGGSQLSQK KALERNIRTMFIGGSQ GGSQLSQKHVSSPLAS R T M Q K H 0 0 0 0 0 2 0 2 0 1 1 1 1 1 0 2 1 0 0 0 0 0 12 0 1295.654 sp|P80108sp|P80108|PH 352 363 yes yes 2 6.64E-44 147.95 3364 422 3434 533188;53318252023;25 252028 132
TMGYQDFADVVCYTQK ECTFTKRRTMGYQDFA DVVCYTQKADSPMDDF R T M Q K A 1 0 0 2 1 2 0 1 0 0 0 1 1 1 0 0 2 0 2 2 0 0 16 0 1924.834 sp|P05156sp|P05156|CFA 203 218 yes yes 2;3 7.67E-200 231.67 3365 192 3435;3436 533369;53337252155;25 252355 57 248
TMLESAGGLIQTAR EPIVISAKTMLESAGG GGLIQTARALAVNPRD K T M A R A 2 1 0 0 0 1 1 2 0 1 2 0 1 0 0 1 2 0 0 0 0 0 14 0 1446.75 sp|Q9Y490sp|Q9Y490|TL 1605 1618 yes yes 2 1.16E-42 154.66 3366 554 3437 533703;53370252404;25 252415 14
TMQALPYSTVGNSNNYLHLSVLR SEAEQATRTMQALPYS YLHLSVLRTELRPGET R T M L R T 1 1 3 0 0 1 0 1 1 0 4 0 1 0 1 3 2 0 2 2 0 0 23 0 2577.301 sp|P01024sp|P01024|CO 440 462 yes yes 3 2.66E-12 80.061 3367 97 3438 533841 252422 252422 1
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TMQENSTPR NYVDWIMKTMQENSTP MQENSTPRED______ K T M P R E 0 1 1 0 0 1 1 0 0 0 0 0 1 0 1 1 2 0 0 0 0 0 9 0 1062.476 sp|P09871 sp|P09871|C1S 678 686 yes yes 2 0.0058882 83.206 3368 242 3439 533842;53384252423;25 252423 2
TMSGLECQAWDSQSPHAHGYIPSK NYDGKISKTMSGLECQ AHGYIPSKFPNKNLKK K T M S K F 2 0 0 1 1 2 1 2 2 1 1 1 1 0 2 4 1 1 1 0 0 0 24 0 2686.19 sp|P00747sp|P00747|PLM 200 223 yes yes 4 5.07E-19 90.475 3369 87 3440 533885;53388252425;25 252426 11
TNEFWNK EVFEDSDKTNEFWNKY KTNEFWNKYKDGDQCE K T N N K Y 0 0 2 0 0 0 1 0 0 0 0 1 0 1 0 0 1 1 0 0 0 0 7 0 937.4294 sp|P00742 sp|P00742|FA 77 83 yes yes 2 0.010232 106.42 3371 85 3442 533993;53399252441;25 252444 4
TNFDNDIALVR LLEVPEGRTNFDNDIA DNDIALVRLKDPVKMG R T N V R L 1 1 2 2 0 0 0 0 0 1 1 0 0 1 0 0 1 0 0 1 0 0 11 0 1276.641 sp|P09871 sp|P09871|C1S 524 534 yes yes 2 1.77E-96 214.05 3372 242 3443 534050;53405252445;25 252598 178
TNLESILSYPK LGAGENTKTNLESILS ESILSYPKDFTCVHQA K T N P K D 0 0 1 0 0 0 1 0 0 1 2 1 0 0 1 2 1 0 1 0 0 0 11 0 1263.671 sp|P05155 sp|P05155|IC1 191 201 yes yes 2 1.20E-07 114.5 3373 191 3444 534376;53437252624;25 252653 419
TNLLQVCER QCTDKRIRTNLLQVCE NLLQVCERIPTISTQL R T N E R I 0 1 1 0 1 1 1 0 0 0 2 0 0 0 0 0 1 0 0 1 0 0 9 0 1131.571 sp|P18206sp|P18206|VIN 1047 1055 yes yes 2 2.23E-11 154.49 3374 300 3445 534777;53477253051;253 253075 37
TNQVNSGGVLLR TFCGHTSKTNQVNSGG NSGGVLLRLQVGEEVW K T N L R L 0 1 2 0 0 1 0 2 0 0 2 0 0 0 0 1 1 0 0 2 0 0 12 0 1256.684 sp|P02747sp|P02747|C1Q 199 210 yes yes 2 1.08E-77 195.79 3375 149 3446 534829;53483253088;253 253119 158
TNTGLALR IRYQGGNRTNTGLALR TNTGLALRYLSDHSFL R T N L R Y 1 1 1 0 0 0 0 1 0 0 2 0 0 0 0 0 2 0 0 0 0 0 8 0 844.4767 sp|P04275 sp|P04275|VW 1576 1583 yes yes 2 0.015153 104.45 3376 179 3447 535051;53505 253247 253247 1
TNTNVNCPIECFMPLDVQADR YSQRYHQRTNTNVNCP PLDVQADREDSRE___ R T N D R E 1 1 3 2 2 1 1 0 0 1 1 0 1 1 2 0 2 0 0 2 0 0 21 0 2493.109 sp|P02751 sp|P02751|FIN 2361 2381 yes yes 2;3 1.49E-140 226.24 3377 153 3448;3449 535125;53512253248;253 253250 36 53
TPAQFDADELR EVVLALLKTPAQFDAD QFDADELRAAMKGLGT K T P L R A 2 1 0 2 0 1 1 0 0 0 1 0 0 1 1 0 1 0 0 0 0 0 11 0 1261.594 sp|P04083 sp|P04083|AN 114 124 yes yes 2 0.016262 60.518 3378 173 3450 535264 253306 253306 1
TPAYYPNAGLIK MTPHSHSRTPAYYPNA YPNAGLIKNYCRNPDP R T P I K N 2 0 1 0 0 0 0 1 0 1 1 1 0 0 2 0 1 0 2 0 0 0 12 0 1306.692 sp|P08519sp|P08519|AP 3483 3494 yes yes 2 6.92E-08 105.36 3379 230 3451 535265;53526253307;253 253314 9
TPCEEILVK LVGVHGPRTPCEEILV PCEEILVKHVGSRLYS R T P V K H 0 0 0 0 1 0 2 0 0 1 1 1 0 0 1 0 1 0 0 1 0 0 9 0 1087.558 sp|P21333 sp|P21333|FLN 2599 2607 yes yes 2 0.000148 124.08 3380 310 3452 535293;53529253316;253 253320 24
TPCQQELDQVLER KLRPPPARTPCQQELD ELDQVLERISTMRLPD R T P E R I 0 1 0 1 1 3 2 0 0 0 2 0 0 0 1 0 1 0 0 1 0 0 13 0 1614.767 sp|P18065 sp|P18065|IBP 225 237 yes yes 2 3.58E-16 123.67 3381 298 3453 535365;53536253340;253 253340 10
TPCTVSCNIPVVSGK SAQMEYCRTPCTVSCN NIPVVSGKECEEIIRK R T P G K E 0 0 1 0 2 0 0 1 0 1 0 1 0 0 2 2 2 0 0 3 0 0 15 0 1617.786 sp|P02675 sp|P02675|FIB 225 239 yes yes 2 1.20E-58 189.24 3382 143 3454 535464;53546253352;253 253489 152
TPDGSLLVR LASVSVSRTPDGSLLV PDGSLLVRQKAGVQVW R T P V R Q 0 1 0 1 0 0 0 1 0 0 2 0 0 0 1 1 1 0 0 1 0 0 9 0 956.5291 sp|Q9Y6R7sp|Q9Y6R7|FC 5333 5341 yes yes 2 0.0003361 130.22 3383 559 3455 535661;53566253505;253 253505 13
TPEGLTLLFK YQLLQVQRTPEGLTLL EGLTLLFKRPFGTCDP R T P F K R 0 0 0 0 0 0 1 1 0 0 3 1 0 1 1 0 2 0 0 0 0 0 10 0 1117.638 sp|P09172 sp|P09172|DO 139 148 yes yes 2 4.20E-12 148.62 3384 238 3456 535781;53578253518;253 253524 117
TPENFPCK QTPHTHNRTPENFPCK TPENFPCKNLDENYCR R T P C K N 0 0 1 0 1 0 1 0 0 0 0 1 0 1 2 0 1 0 0 0 0 0 8 0 991.4433 sp|P00747sp|P00747|PLM 310 317 yes no 2 4.32E-15 163.67 3385 87 3457 535938;53593253635;253 253644 44
TPENYPNAGLTMNYCR MTPHRHQKTPENYPNA GLTMNYCRNPDADKGP K T P C R N 1 1 3 0 1 0 1 1 0 0 1 0 1 0 2 0 2 0 2 0 0 0 16 0 1899.824 sp|P00747sp|P00747|PLM 412 427 yes no 2 4.38E-86 171.32 3386 87 3458 536130;53613253679;253 253694 27
TPENYPNAGLTR MTPHQHSRTPENYPNA YPNAGLTRNYCRNPDA R T P T R N 1 1 2 0 0 0 1 1 0 0 1 0 0 0 2 0 2 0 1 0 0 0 12 0 1331.647 sp|P08519sp|P08519|AP 3597 3608 yes yes 2 6.55E-14 123.42 3387 230 3459 536243;53624253706;253 253707 4
TPEVTCVVVDVSHEDPEVK KDTLMISRTPEVTCVV SHEDPEVKFNWYVDGV R T P V K F 0 0 0 2 1 0 3 0 1 0 0 1 0 0 2 1 2 0 0 6 0 0 19 0 2138.02 sp|P01857sp|P01857|IGH 139 157 yes yes 2;3 3.75E-74 190.03 3388 124 3460 536263;53626253710;253 253714 188
TPEVTCVVVDVSHEDPEVQFK KDTLMISRTPEVTCVV EDPEVQFKWYVDGVEV R T P F K W 0 0 0 2 1 1 3 0 1 0 0 1 0 1 2 1 2 0 0 6 0 0 21 0 2413.147 sp|P01860sp|P01860|IGH 186 206 yes yes 2;3;4 6.51E-249 232.13 3389 126 3461 536584;53658253898;253 254039 144
TPFDYCALR WCYTMDPRTPFDYCAL PFDYCALRRCADDQPP R T P L R R 1 1 0 1 1 0 0 0 0 0 1 0 0 1 1 0 1 0 1 0 0 0 9 0 1141.523 sp|P26927sp|P26927|HG 438 446 yes no 2 8.18E-26 173.68 3390 330 3462 536821;53682254042;254 254053 66
TPGAAANLELIFVGPQHAGNYR TKAVKTVRTPGAAANL PQHAGNYRCRYRSWVP R T P Y R C 4 1 2 0 0 1 1 3 1 1 2 0 0 1 2 0 1 0 1 1 0 0 22 0 2295.176 sp|P04217sp|P04217|A1 448 469 yes yes 2;3;4 2.52E-268 287.54 3391 177 3463 536983;53698254108;254 254308 219
TPLGDTTHTCPR VDKRVELKTPLGDTTH DTTHTCPRCPEPKSCD K T P P R C 0 1 0 1 1 0 0 1 1 0 1 0 0 0 2 0 4 0 0 0 0 0 12 0 1354.63 sp|P01860sp|P01860|IGH 102 113 yes yes 2;3 4.71E-40 164.97 3392 126 3464 537417;53741254328;254 254332 10
TPLTATLSK TAAYPESKTPLTATLS PLTATLSKSGNTFRPE K T P S K S 1 0 0 0 0 0 0 0 0 0 2 1 0 0 1 1 3 0 0 0 0 0 9 0 930.5386 sp|P01876sp|P01876|IGH 213 221 yes yes 2 0.0007445 122.19 3393 129 3465 537494;53749254338;254 254338 42
TPSCGDICNFPPK GDGTWSPRTPSCGDIC DICNFPPKIAHGHYKQ R T P P K I 0 0 1 1 2 0 0 1 0 1 0 1 0 1 3 1 1 0 0 0 0 0 13 0 1491.649 sp|P04003 sp|P04003|C4 419 431 yes yes 2 3.32E-27 137.89 3395 167 3467 538097;53809254608;254 254660 74
TPSGLYLGTCER DCDTGYTRTPSGLYLG LYLGTCERCSCHGHSE R T P E R C 0 1 0 0 1 0 1 2 0 0 2 0 0 0 1 1 2 0 1 0 0 0 12 0 1352.64 sp|P98160sp|P98160|PG 1147 1158 yes yes 2 8.15E-21 140.49 3396 425 3468 538570;53857254686;254 254686 3
TPSSTGPSPVFDIK GTDGASQKTPSSTGPS PSPVFDIKAVSISPTN K T P I K A 0 0 0 1 0 0 0 1 0 1 0 1 0 1 3 3 2 0 0 1 0 0 14 0 1431.725 sp|Q12913sp|Q12913|PT 113 126 yes yes 2 4.33E-42 155.97 3397 444 3469 538617;53861254689;254 254706 20
TPWHVTIK ANASDQERTPWHVTIK TPWHVTIKPKSQETCR R T P I K P 0 0 0 0 0 0 0 0 1 1 0 1 0 0 1 0 2 1 0 1 0 0 8 0 980.5444 sp|P06681 sp|P06681|CO 478 485 yes yes 3 0.0071998 65.474 3398 205 3470 538762;53876254709;254 254714 11
TQFNNNEYSQDLDAYNTK QTGTWKLKTQFNNNEY DLDAYNTKDKIGVELT K T Q T K D 1 0 4 2 0 2 1 0 0 0 1 1 0 1 0 1 2 0 2 0 0 0 18 0 2163.935 sp|P04114sp|P04114|AP 1985 2002 yes yes 2;3 2.85E-236 242.4 3399 174 3471 538848;53884254720;254 254744 246
TQILEWAAER TELPSFPKTQILEWAA ILEWAAERGPITSAAE K T Q E R G 2 1 0 0 0 1 2 0 0 1 1 0 0 0 0 0 1 1 0 0 0 0 10 0 1215.625 sp|P17813 sp|P17813|EG 144 153 yes yes 2 1.35E-12 117.01 3400 296 3472 539226;53922254966;254 254968 9
TQILSIK SRTEDETRTQILSIKK RTQILSIKKVTSEDLK R T Q I K K 0 0 0 0 0 1 0 0 0 2 1 1 0 0 0 1 1 0 0 0 0 0 7 0 801.496 sp|Q9NPH sp|Q9NPH3|IL 313 319 yes yes 2 0.040684 89.142 3401 533 3473 539355;53935 254982 254982 1
TQILVGVNK LELGQFKKTQILVGVN QILVGVNKDEGTAFLV K T Q N K D 0 0 1 0 0 1 0 1 0 1 1 1 0 0 0 0 1 0 0 2 0 0 9 0 970.5811 sp|P06276sp|P06276|CH 343 351 yes yes 2 0.0024487 98.458 3402 202 3474 539429;53943254983;254 255005 92
TQLEELEDELQATEDAK EQQVEEMKTQLEELED LQATEDAKLRLEVNLQ K T Q A K L 2 0 0 2 0 2 5 0 0 0 3 1 0 0 0 0 2 0 0 0 0 0 17 0 1960.911 sp|P35579sp|P35579|MY 1539 1555 yes no 2 7.86E-07 86.803 3403 350 3475 539616;53961 255076 255076 1
TQVNTQAEQLR EPYADQLRTQVNTQAE NTQAEQLRRQLTPYAQ R T Q L R R 1 1 1 0 0 3 1 0 0 0 1 0 0 0 0 0 2 0 0 1 0 0 11 0 1286.658 sp|P06727sp|P06727|AP 144 154 yes yes 2 8.57E-189 248.81 3404 206 3476 539647;53964255077;255 255091 88
TSCLLFMGR LFLIYEHRTSCLLFMG SCLLFMGRVANPSRS_ R T S G R V 0 1 0 0 1 0 0 1 0 0 2 0 1 1 0 1 1 0 0 0 0 0 9 0 1083.521 sp|P05546sp|P05546|HE 484 492 yes yes 2 2.57E-26 176.65 3405 199 3477 539881;53988255166;255 255176 123
TSDQIHFFFAK KFDTISEKTSDQIHFF QIHFFFAKLNCRLYRK K T S A K L 1 0 0 1 0 1 0 0 1 1 0 1 0 3 0 1 1 0 0 0 0 0 11 0 1339.656 sp|P01008sp|P01008|AN 147 157 yes no 2;3 4.43E-26 160.75 3406 92 3478 540072;54007255289;255 255384 131
TSESGELHGLTTEEEFVEGIYK WEPFASGKTSESGELH EFVEGIYKVEIDTKSY K T S Y K V 0 0 0 0 0 0 6 3 1 1 2 1 0 1 0 2 3 0 1 1 0 0 22 0 2454.144 sp|P02766sp|P02766|TTH 69 90 yes yes 2;3 1.97E-196 213.67 3407 158 3479 540341;54034255420;255 255469 66
TSESGLPSTR QRNLCLLKTSESGLPS ESGLPSTRIKKSKALS K T S T R I 0 1 0 0 0 0 1 1 0 0 1 0 0 0 1 3 2 0 0 0 0 0 10 0 1033.504 sp|P03951 sp|P03951|FA 259 268 yes yes 2 0.0007398 98.582 3408 165 3480 540509;54051255486;255 255487 5
TSGMQFCVK KGTVYNYRTSGMQFCV SGMQFCVKMSAVEGIC R T S V K M 0 0 0 0 1 1 0 1 0 0 0 1 1 1 0 1 1 0 0 1 0 0 9 0 1056.473 sp|P01031 sp|P01031|CO 850 858 yes yes 2 0.00187 101.28 3409 98 3481 540591;54059255491;255 255542 64
TSLEDFYLDEER VTKFDSRKTSLEDFYL DFYLDEERTVRVPMMS K T S E R T 0 1 0 2 0 0 3 0 0 0 2 0 0 1 0 1 1 0 1 0 0 0 12 0 1515.673 sp|P36955 sp|P36955|PED 226 237 yes no 2 6.67E-175 239.93 3410 353 3482 540747;54074255556;255 255582 170
TSNFNAAISLK FKSIIQEKTSNFNAAI FNAAISLKFTPTETNK K T S L K F 2 0 2 0 0 0 0 0 0 1 1 1 0 1 0 2 1 0 0 0 0 0 11 0 1164.614 sp|P02748sp|P02748|CO 232 242 yes yes 2 6.61E-06 110.38 3411 150 3483 540969;54097255726;255 255865 162
TSSFALNLPTLPEVK IQIYKKLRTSSFALNL LPTLPEVKFPEVDVLT R T S V K F 1 0 1 0 0 0 1 0 0 0 3 1 0 1 2 2 2 0 0 1 0 0 15 0 1615.882 sp|P04114sp|P04114|AP 3776 3790 yes yes 2;3 8.43E-124 205.56 3412 174 3484 541388;54138255893;255 256215 365
TSSSFEVR FDLTKITKTSSSFEVR TSSSFEVRTWDPEGVI K T S V R T 0 1 0 0 0 0 1 0 0 0 0 0 0 1 0 3 1 0 0 1 0 0 8 0 911.4349 sp|P04278sp|P04278|SH 69 76 yes yes 2 0.0001784 138.33 3413 180 3485 541794;54179256259;256 256264 21
TSTADYAMFK ELEDWNGRTSTADYAM TADYAMFKVGPEADKY R T S F K V 2 0 0 1 0 0 0 0 0 0 0 1 1 1 0 1 2 0 1 0 0 0 10 0 1133.506 sp|P02679sp|P02679|FIB 283 292 yes yes 2 0.0064432 76.827 3415 144 3487 542025;54202256289;256 256367 113
TSTPEDFIR CSPEPPAKTSTPEDFI STPEDFIRMTKGITMA K T S I R M 0 1 0 1 0 0 1 0 0 1 0 0 0 1 1 1 2 0 0 0 0 0 9 0 1064.514 sp|Q9Y490sp|Q9Y490|TL 2169 2177 yes yes 2 0.0007448 122.18 3416 554 3488 542216;54221256402;256 256413 21
TSTSEEVCSFYLK HVTTVVHKTSTSEEVC EVCSFYLKIDTQDIEA K T S L K I 0 0 0 0 1 0 2 0 0 0 1 1 0 1 0 3 2 0 1 1 0 0 13 0 1549.697 sp|P01031 sp|P01031|CO 1368 1380 yes yes 2 2.19E-39 158.79 3417 98 3489 542279;54228256423;256 256544 148
TTCNPCPLGYK GFKLECRKTTCNPCPL NPCPLGYKEENNTGEC K T T Y K E 0 0 1 0 2 0 0 1 0 0 1 1 0 0 2 0 2 0 1 0 0 0 11 0 1309.58 sp|P04275 sp|P04275|VW 2622 2632 yes yes 2 0.0004153 88.819 3418 179 3490 542467 256571 256571 1
TTDVTQTFGIEK LGQHFFNRTTDVTQTF TQTFGIEKYIPYTLYS R T T E K Y 0 0 0 1 0 1 1 1 0 1 0 1 0 1 0 0 4 0 0 1 0 0 12 0 1338.667 sp|Q04756sp|Q04756|HG 470 481 yes no 2 4.64E-48 173.32 3419 433 3491 542468;54246256572;256 256637 87
TTEVLRNLQDLLQFIFQLIEDNIK FKAIQSLKTTEVLRNL QLIEDNIKQLKEMKFT K T T I K Q 0 1 2 2 0 3 2 0 0 3 5 1 0 2 0 0 2 0 0 1 0 0 24 1 2902.58 sp|P04114sp|P04114|AP 4292 4315 yes yes 3 3.74E-95 148.2 3420 174 3492 542601 256659 256659 1
TTGGKDEEVVQCLSDGWSSQPTCR YGCASGYKTTGGKDEE WSSQPTCRKEHETCLA K T T C R K 0 1 0 2 2 2 2 3 0 0 1 1 0 0 1 3 3 1 0 2 0 0 24 1 2696.181 sp|P05160sp|P05160|F13 124 147 yes yes 3 1.53E-06 47.281 3421 193 3493 542602;54260 256660 256660 1
TTIEKPVWLGFLGPIIK QYTDETFRTTIEKPVW GFLGPIIKAETGDKVY R T T I K A 0 0 0 0 0 0 1 2 0 3 2 2 0 1 2 0 2 1 0 1 0 0 17 1 1911.123 sp|P00450sp|P00450|CER 82 98 yes yes 2;3 4.17E-109 227.56 3422 74 3494 542649;54265256661;256 256673 101
TTLSGAPCQPWASEATYR LSYRGLARTTLSGAPC WASEATYRNVTAEQAR R T T Y R N 3 1 0 0 1 1 1 1 0 0 1 0 0 0 2 2 3 1 1 0 0 0 18 0 1994.916 sp|P00748sp|P00748|FA 231 248 yes yes 2;3 1.60E-92 203.87 3423 88 3495 542866;54286256763;256 256979 258
TTNIQGINLLFSSR WLKDSLSRTTNIQGIN INLLFSSRRGHLFLQT R T T S R R 0 1 2 0 0 1 0 1 0 2 2 0 0 1 0 2 2 0 0 0 0 0 14 0 1562.842 sp|P0C0L4 sp|P0C0L4|CO 124 137 no no 2;3 0 274.2 3424 245;246 3496 543228;54322257021;257 257548 592
TTPPMLDSDGSFFLYSK GQPENNYKTTPPMLDS GSFFLYSKLTVDKSRW K T T S K L 0 0 0 2 0 0 0 1 0 0 2 1 1 2 2 3 2 0 1 0 0 0 17 0 1904.887 sp|P01859sp|P01859|IGH 272 288 yes yes 2;3 5.53E-14 99.941 3425 125 3497 544070;54407257625;257 257625 23
TTPPVLDSDGSFFLYSK GQPENNYKTTPPVLDS GSFFLYSKLTVDKSRW K T T S K L 0 0 0 2 0 0 0 1 0 0 2 1 0 2 2 3 2 0 1 1 0 0 17 0 1872.915 sp|P01857sp|P01857|IGH 276 292 yes yes 2;3 1.34E-09 94.09 3426 124 3498 544171;54417257648;257 257711 95
TTPPVLDSDGSFFLYSR GQPENNYKTTPPVLDS GSFFLYSRLTVDKSRW K T T S R L 0 1 0 2 0 0 0 1 0 0 2 0 0 2 2 3 2 0 1 1 0 0 17 0 1900.921 sp|P01861 sp|P01861|IGH 273 289 yes yes 2;3 4.94E-39 126.95 3427 127 3499 544505;54450257751;257 257754 30
TTPSYVAFTDTER IANDQGNRTTPSYVAF VAFTDTERLIGDAAKN R T T E R L 1 1 0 1 0 0 1 0 0 0 0 0 0 1 1 1 4 0 1 1 0 0 13 0 1486.694 sp|P48741 sp|P11142|HS 37 49 no no 2 5.57E-16 121.61 3428 255;293;346 3500 544579;54458257782;257 257782 38
TTQQIDLQGPGPWGFR ________________ GPGPWGFRLVGGKDFE M T T F R L 0 1 0 1 0 3 0 3 0 1 1 0 0 1 2 0 2 1 0 0 0 0 16 0 1799.896 sp|O00151sp|O00151|PD 2 17 yes yes 2 1.60E-64 155.48 3429 40 3501 544687;54468257820;257 257820 18
TTVILPLAPFVR LTRVQGKKTTVILPLA LPLAPFVRYQFRVIAV K T T V R Y 1 1 0 0 0 0 0 0 0 1 2 0 0 1 2 0 2 0 0 2 0 0 12 0 1325.807 sp|O00533sp|O00533|NC 670 681 yes yes 2 5.51E-40 163.99 3430 45 3502 544758;54475257838;257 257844 92
TVAACNLPIVR KECLQTCRTVAACNLP ACNLPIVRGPCRAFIQ R T V V R G 2 1 1 0 1 0 0 0 0 1 1 0 0 0 1 0 1 0 0 2 0 0 11 0 1212.665 sp|P02760sp|P02760|AM 283 293 yes yes 2;3 1.03E-15 143.01 3431 155 3503 544898;54489257931;257 257965 322
TVAAPSVFIFPPSDEQLK ________________ PPSDEQLKSGTASVVC - T V L K S 2 0 0 1 0 1 1 0 0 1 1 1 0 2 3 2 1 0 0 2 0 0 18 0 1945.02 sp|P01834sp|P01834|IGK 1 18 yes yes 2;3 8.63E-30 148.96 3432 123 3504 545277;54527258266;258 258308 793
TVAGQDAVIVLLGTR LQAADVDKTVAGQDAV VIVLLGTRNDLSPTTV K T V T R N 2 1 0 1 0 1 0 2 0 1 2 0 0 0 0 0 2 0 0 3 0 0 15 0 1511.867 sp|P30043 sp|P30043|BLV 64 78 yes yes 2;3 6.72E-13 119.74 3433 338 3505 545727;54572259059;259 259059 15
TVCLPDGSFPSGSECHISGWGVTETGK ALESKYVKTVCLPDGS WGVTETGKGSRQLLDA K T V G K G 0 0 0 1 2 0 2 5 1 1 1 1 0 1 2 4 3 1 0 2 0 0 27 0 2864.275 sp|Q14520sp|Q14520|HA 433 459 yes yes 3 2.44E-09 59.372 3434 462 3506 545879;54588259075;259 259075 3
TVDNFVALATGEK LFGKTVPKTVDNFVAL VALATGEKGFGYKNSK K T V E K G 2 0 1 1 0 0 1 1 0 0 1 1 0 1 0 0 2 0 0 2 0 0 13 0 1363.698 sp|P23284sp|P23284|PP 72 84 yes yes 2 2.48E-12 113.69 3435 320 3507 545916;54591259078;259 259109 35
TVESITDIR NASSKEIKTVESITDI VESITDIRADIDKKYR K T V I R A 0 1 0 1 0 0 1 0 0 2 0 0 0 0 0 1 2 0 0 1 0 0 9 0 1032.545 sp|P11279sp|P11279|LAM 138 146 yes yes 2 0.0008526 119.27 3436 259 3508 546007;54600259113;259 259138 22
TVFGTEPDMIR LAAKRAIRTVFGTEPD GTEPDMIRDGSTIPIA R T V I R D 0 1 0 1 0 0 1 1 0 1 0 0 1 1 1 0 2 0 0 1 0 0 11 0 1264.612 sp|Q96KN2sp|Q96KN2|CN 436 446 yes yes 2 1.05E-07 133.57 3437 517 3509 546103;54610259139;259 259145 46
TVGSDTFYSFK YRITEATKTVGSDTFY SDTFYSFKYEIKEGDC K T V F K Y 0 0 0 1 0 0 0 1 0 0 0 1 0 2 0 2 2 0 1 1 0 0 11 0 1250.582 sp|P01042 sp|P01042|KN 65 75 yes yes 2 3.37E-06 111.65 3438 103 3510 546203;54620259185;259 259325 170
TVIEVDER QVSRVLQRTVIEVDER TVIEVDERGTEAVAGI R T V E R G 0 1 0 1 0 0 2 0 0 1 0 0 0 0 0 0 1 0 0 2 0 0 8 0 959.4924 sp|Q9UK55sp|Q9UK55|ZP 386 393 yes yes 2 0.01303 121.99 3439 548 3511 546622;54662259357;259 259384 28
TVLDSGISEVR YYRQSLFRTVLDSGIS DSGISEVRSDRDKFVI R T V V R S 0 1 0 1 0 0 1 1 0 1 1 0 0 0 0 2 1 0 0 2 0 0 11 0 1174.619 sp|P02489sp|P02489|CRY 55 65 yes yes 2 9.65E-21 155.42 3440 134 3512 546721;54672259385;259 259528 162
TVMVNIENPEGIPVK HKLLPVGRTVMVNIEN NPEGIPVKQDSLSSQN R T V V K Q 0 0 2 0 0 0 2 1 0 2 0 1 1 0 2 0 1 0 0 3 0 0 15 0 1638.865 sp|P01024sp|P01024|CO 162 176 yes yes 2 1.04E-30 128.85 3441 97 3513 546992;54699259549;259 259626 85
TVQAVLTVPK HDIDRELKTVQAVLTV QAVLTVPKLKLSYEGE K T V P K L 1 0 0 0 0 1 0 0 0 0 1 1 0 0 1 0 2 0 0 3 0 0 10 0 1054.639 sp|P36955 sp|P36955|PED 307 316 yes yes 2 1.45E-06 114.97 3442 353 3514 547138;54713259640;259 259663 99
TVSSLSEDLESTR ETVAQLFKTVSSLSED SEDLESTRQIIQKVNE K T V T R Q 0 1 0 1 0 0 2 0 0 0 2 0 0 0 0 4 2 0 0 1 0 0 13 0 1422.684 sp|Q13201sp|Q13201|MM 412 424 yes yes 2 0.0080526 59.418 3443 447 3515 547435;54743 259739 259739 1
TVTVTLGDEKGK GFDLDRVRTVTVTLGD TLGDEKGKVHESIKRS R T V G K V 0 0 0 1 0 0 1 2 0 0 1 2 0 0 0 0 3 0 0 2 0 0 12 1 1246.677 sp|Q92736sp|Q92736|RY 1464 1475 yes yes 2 1.92E-06 105.1 3444 509 3516 547515;54751259740;259 259742 29
TVVQPSVGAAAGPVVPPCPGR VSHPRKTRTVVQPSVG VVPPCPGRIRHFKV__ R T V G R I 3 1 0 0 1 1 0 3 0 0 0 0 0 0 5 1 1 0 0 5 0 0 21 0 2015.062 sp|P02765 sp|P02765|FET 341 361 yes yes 2;3 1.84E-96 207.04 3445 157 3517 547748;54774259769;259 260764 1026
TWIEGLTGLSIGPDFQK PQKEAELRTWIEGLTG SIGPDFQKGLKDGTIL R T W Q K G 0 0 0 1 0 1 1 3 0 2 2 1 0 1 1 1 2 1 0 0 0 0 17 0 1860.962 sp|Q99439sp|Q99439|CN 36 52 yes yes 2 1.37E-09 117.07 3447 519 3519 548636;54863260973;260 260973 3
TWNDPSVQQDIK DAKRLIGRTWNDPSVQ PSVQQDIKFLPFKVVE R T W I K F 0 0 1 2 0 2 0 0 0 1 0 1 0 0 1 1 1 1 0 1 0 0 12 0 1429.684 sp|P11021 sp|P11021|GR 102 113 yes yes 2 2.72E-14 125.74 3448 254 3520 548678;54867260976;260 260977 21
TWPHFTATVK DALFDLLRTWPHFTAT PHFTATVKPRPARSVS R T W V K P 1 0 0 0 0 0 0 0 1 0 0 1 0 1 1 0 3 1 0 1 0 0 10 0 1186.614 sp|Q96PD5sp|Q96PD5|PG 541 550 yes yes 2;3 0.01553 67.507 3450 518 3522 548887;54888261068;26 261069 8
TWPHFTATVKPR DALFDLLRTWPHFTAT FTATVKPRPARSVSKR R T W P R P 1 1 0 0 0 0 0 0 1 0 0 1 0 1 2 0 3 1 0 1 0 0 12 1 1439.767 sp|Q96PD5sp|Q96PD5|PG 541 552 yes yes 3;4 6.59E-05 77.593 3451 518 3523 549064;54906261076;26 261077 3
TWQDCEYK DCPVQSGKTWQDCEYK TWQDCEYKDAAKAATG K T W Y K D 0 0 0 1 1 1 1 0 0 0 0 1 0 0 0 0 1 1 1 0 0 0 8 0 1128.455 sp|P01042 sp|P01042|KN 90 97 yes yes 2 0.010804 112.17 3452 103 3524 549097;54909261079;26 261114 50
TYCSEPEK WYLEDNIKTYCSEPEK TYCSEPEKVDKDNEDF K T Y E K V 0 0 0 0 1 0 2 0 0 0 0 1 0 0 1 1 1 0 1 0 0 0 8 0 1012.417 sp|P00450sp|P00450|CER 238 245 yes no 2 0.028252 74.184 3453 74 3525 549309;54931 261129 261129 1
TYHVGEQWQK ATCYDDGKTYHVGEQW HVGEQWQKEYLGAICS K T Y Q K E 0 0 0 0 0 2 1 1 1 0 0 1 0 0 0 0 1 1 1 1 0 0 10 0 1274.604 sp|P02751 sp|P02751|FIN 2301 2310 yes yes 2;3 2.32E-31 174.92 3457 153 3529 549946;54994261222;26 261229 58
TYISLANQR KNSLTIEKTYISLANQ YISLANQRTITIHNRS K T Y Q R T 1 1 1 0 0 1 0 0 0 1 1 0 0 0 0 1 1 0 1 0 0 0 9 0 1064.562 sp|Q4G0P3sp|Q4G0P3|HY 309 317 yes yes 2 0.0008972 107.66 3458 480 3530 550157;55015261280;26 261289 14
TYLGNALVCTCYGGSR QINQQWERTYLGNALV CTCYGGSRGFNCESKP R T Y S R G 1 1 1 0 2 0 0 3 0 0 2 0 0 0 0 1 2 0 2 1 0 0 16 0 1790.808 sp|P02751 sp|P02751|FIN 68 83 yes yes 2;3 9.97E-167 221.27 3459 153 3531 550286;55028261294;26 261301 173
TYLHTYESEI YPEILTLKTYLHTYES LHTYESEI________ K T Y E I - 0 0 0 0 0 0 2 0 1 1 1 0 0 0 0 1 2 0 2 0 0 0 10 0 1254.577 sp|Q13822sp|Q13822|EN 854 863 yes yes 2 2.62E-11 146.21 3460 455 3532 550567;55056261469;26 261470 29
TYLISSIPLQGAFNYK LKECMVVKTYLISSIP LQGAFNYKYTACLCDD K T Y Y K Y 1 0 1 0 0 1 0 1 0 2 2 1 0 1 1 2 1 0 2 0 0 0 16 0 1813.961 sp|P12273 sp|P12273|PIP 70 85 yes yes 2 3.57E-06 88.948 3461 265 3533 550734;55073 261498 261498 1
TYLPAVDEK AAQNLYEKTYLPAVDE YLPAVDEKLRDLYSKS K T Y E K L 1 0 0 1 0 0 1 0 0 0 1 1 0 0 1 0 1 0 1 1 0 0 9 0 1034.528 sp|P02655 sp|P02655|AP 62 70 yes yes 2 0.004549 91.853 3462 140 3534 550737;55073261499;26 261503 45
TYMLAFDVNDEK LLILRDTKTYMLAFDV AFDVNDEKNWGLSVYA K T Y E K N 1 0 1 2 0 0 1 0 0 0 1 1 1 1 0 0 1 0 1 1 0 0 12 0 1444.654 sp|P02763 sp|P02763|A1A 127 138 yes yes 2 5.61E-08 130.41 3463 156 3535 550870;55087261544;26 261601 77
TYNFLPEFLVSTQK ANRLYGEKTYNFLPEF EFLVSTQKTYGADLAS K T Y Q K T 0 0 1 0 0 1 1 0 0 0 2 1 0 2 1 1 2 0 1 1 0 0 14 0 1685.867 sp|P30740sp|P30740|ILE 97 110 yes yes 2 1.08E-08 95.401 3464 341 3536 550978;55097261621;26 261626 9
TYNVLDMK KGTLKVLRTYNVLDMK TYNVLDMKNTTCQDLQ R T Y M K N 0 0 1 1 0 0 0 0 0 0 1 1 1 0 0 0 1 0 1 1 0 0 8 0 982.4794 sp|P0C0L4 sp|P0C0L4|CO 1383 1390 no no 2 0.019336 95.909 3465 245;246 3537 551033;55103261630;26 261672 59
TYSDHPEK WYLDDNIKTYSDHPEK TYSDHPEKVNKDDEEF K T Y E K V 0 0 0 1 0 0 1 0 1 0 0 1 0 0 1 1 1 0 1 0 0 0 8 0 975.4298 sp|P00450sp|P00450|CER 937 944 yes no 3 0.0072659 63.419 3466 74 3538 551197;55119261689;26 261691 6
TYSVEYLDSSK IRVPGFGKTYSVEYLD VEYLDSSKLAGYLHTL K T Y S K L 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 3 1 0 2 1 0 0 11 0 1290.598 sp|P04180sp|P04180|LCA 130 140 yes yes 2 0.0082363 67.726 3467 175 3539 551224;55122261695;26 261695 2
TYTLTDYLK DATADSRKTYTLTDYL YTLTDYLKNTYRLKLY K T Y L K N 0 0 0 1 0 0 0 0 0 0 2 1 0 0 0 0 3 0 2 0 0 0 9 0 1116.57 sp|P27487sp|P27487|DP 42 50 yes yes 2 0.0047651 91.069 3468 333 3540 551304;55130261697;26 261697 13
VAAALDDGSALGR TQAQGAARVAAALDDG DDGSALGRFERMLAAQ R V A G R F 4 1 0 2 0 0 0 2 0 0 2 0 0 0 0 1 0 0 0 1 0 0 13 0 1214.626 sp|P19971 sp|P19971|TYP 330 342 yes yes 2 0.0096033 58.37 3469 306 3541 551409;55141 261710 261710 1
VAAEDWK FAVTSILRVAAEDWKK RVAAEDWKKGDTFSCM R V A W K K 2 0 0 1 0 0 1 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 7 0 817.397 sp|P01876sp|P01876|IGH 300 306 no no 2 0.01709 100.07 3470 129;130 3542 551420;55142 261711 261711 1
VAAGAFQGLR LNGNKLARVAAGAFQG AGAFQGLRQLDMLDLS R V A L R Q 3 1 0 0 0 1 0 2 0 0 1 0 0 1 0 0 0 0 0 1 0 0 10 0 988.5454 sp|P02750sp|P02750|A2 251 260 yes yes 2 9.71E-20 158.36 3471 152 3543 551475;55147261712;26 261726 106
VADFLSWCR LSDVLYGRVADFLSWC ADFLSWCRQKNDSGLD R V A C R Q 1 1 0 1 1 0 0 0 0 0 1 0 0 1 0 1 0 1 0 1 0 0 9 0 1152.539 sp|Q10588sp|Q10588|BS 137 145 yes yes 2 0.0040652 93.374 3472 441 3544 551662;55166261819;26 261849 27
VAEGQTLDLK RIEPSSSRVAEGQTLD EGQTLDLKCVVPGQAH R V A L K C 1 0 0 1 0 1 1 1 0 0 2 1 0 0 0 0 1 0 0 1 0 0 10 0 1072.576 sp|P98160sp|P98160|PG 2838 2847 yes yes 2 0.017657 66.27 3473 425 3545 551745;55174 261850 261850 1
VAEGTQVLELPFK EGKFRYRRVAEGTQVL QVLELPFKGDDITMVL R V A F K G 1 0 0 0 0 1 2 1 0 0 2 1 0 1 1 0 1 0 0 2 0 0 13 0 1429.782 sp|P01008sp|P01008|AN 295 307 yes yes 2;3 2.75E-56 175.86 3474 92 3546 551759;55176261851;26 262478 741
VAEYMDWILEK EQPGVYTKVAEYMDWI YMDWILEKTQSSDGKA K V A E K T 1 0 0 1 0 0 2 0 0 1 1 1 1 0 0 0 0 1 1 1 0 0 11 0 1395.674 sp|P03952 sp|P03952|KLK 614 624 yes yes 2 2.83E-11 121.83 3475 166 3547;3548 552973;55297262600;26 262605 43 166
VAFPLEVVQK RNTTYCSKVAFPLEVV FPLEVVQKDSCFNSPM K V A Q K D 1 0 0 0 0 1 1 0 0 0 1 1 0 1 1 0 0 0 0 3 0 0 10 0 1128.654 sp|Q9NPH sp|Q9NPH3|IL 125 134 yes yes 2 6.43E-07 126.62 3476 533 3549 553196;55319262766;26 262769 85
VAGLLEDTFPGLLGLR WLDLSHNRVAGLLEDT FPGLLGLRVLRLSHNA R V A L R V 1 1 0 1 0 0 1 3 0 0 5 0 0 1 1 0 1 0 0 1 0 0 16 0 1669.94 sp|P35858sp|P35858|ALS 278 293 yes yes 2 1.24E-219 237.93 3477 351 3550 553337;55333262852;26 262852 19
VAGSVTELIQAAEAMK QLTGHSKRVAGSVTEL IQAAEAMKGTEWVDPE R V A M K G 4 0 0 0 0 1 2 1 0 1 1 1 1 0 0 1 1 0 0 2 0 0 16 0 1616.844 sp|Q9Y490sp|Q9Y490|TL 2276 2291 yes yes 2 1.11E-63 151.1 3478 554 3551 553415;55341262872;26 262877 50
VAIVVGAPR FHKDSHGRVAIVVGAP AIVVGAPRTLGPSQEE R V A P R T 2 1 0 0 0 0 0 1 0 1 0 0 0 0 1 0 0 0 0 3 0 0 9 0 880.5494 sp|P08514sp|P08514|ITA 64 72 yes yes 2 0.0028899 97.068 3479 229 3552 553496;55349262922;26 262922 2
VALICLPPEWYVVPPGTK RSVTLNQRVALICLPP YVVPPGTKCEIAGWGE R V A T K C 1 0 0 0 1 0 1 1 0 1 2 1 0 0 4 0 1 1 1 3 0 0 18 0 2038.096 sp|P26927sp|P26927|HG 584 601 yes no 2;3 0.000567 75.088 3480 330 3553 553526;55352262926;26 262956 48
VANPSGNLTETYVQDR GGPHVKARVANPSGNL TETYVQDRGDGMYKVE R V A D R G 1 1 2 1 0 1 1 1 0 0 1 0 0 0 1 1 2 0 1 2 0 0 16 0 1762.849 sp|P21333 sp|P21333|FLN 1297 1312 yes yes 2 2.54E-77 164.64 3481 310 3554 553795;55379262975;26 262981 7
VANYVDWINDR HKPGVYTRVANYVDWI YVDWINDRIRPPRRLV R V A D R I 1 1 2 2 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 2 0 0 11 0 1363.652 sp|Q04756sp|Q04756|HG 634 644 yes no 2 1.76E-56 185.81 3482 433 3555 553842;55384262982;26 263141 169
VAPEEHPVLLTEAPLNPK HTFYNELRVAPEEHPV TEAPLNPKANREKMTQ R V A P K A 2 0 1 0 0 0 3 0 1 0 3 1 0 0 4 0 1 0 0 2 0 0 18 0 1953.057 sp|P60709sp|P60709|AC 96 113 no no 2;3 2.62E-85 186.13 3483 398;412 3556 554022;55402263151;263 263271 138
VAQELEEK ETAEELKKVAQELEEK VAQELEEKLNILNNNY K V A E K L 1 0 0 0 0 1 3 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 8 0 944.4815 sp|O14791sp|O14791|AP 374 381 yes yes 2 0.017874 101.28 3484 48 3557 554286;55428 263289 263289 1
VAQLEAQCQEPCK KIVNLKEKVAQLEAQC AQCQEPCKDTVQIHDI K V A C K D 2 0 0 0 2 3 2 0 0 0 1 1 0 0 1 0 0 0 0 1 0 0 13 0 1559.707 sp|P02679sp|P02679|FIB 154 166 yes yes 2 2.17E-113 209.97 3485 144 3558 554304;55430263290;263 263348 89
VAQLEAQCQEPCKDTVQIHDITGK KIVNLKEKVAQLEAQC QIHDITGKDCQDIANK K V A G K D 2 0 0 2 2 4 2 1 1 2 1 2 0 0 1 0 2 0 0 2 0 0 24 1 2767.327 sp|P02679sp|P02679|FIB 154 177 yes yes 4 1.50E-26 98.121 3486 144 3559 554483;55448263379;263 263379 4
VAQVIIPSTYVPGTTNHDIALLR DGDEQSRRVAQVIIPS NHDIALLRLHQPVVLT R V A L R L 2 1 1 1 0 1 0 1 1 3 2 0 0 0 2 1 3 0 1 3 0 0 23 0 2477.364 sp|P08709sp|P08709|FA7 285 307 yes yes 3 0.0012752 32.706 3487 236 3560 554535;55453263383;263 263385 6
VASHLEVNCDK HPICEVSKVASHLEVN HLEVNCDKRNLTALPP K V A D K R 1 0 1 1 1 0 1 0 1 0 1 1 0 0 0 1 0 0 0 2 0 0 11 0 1270.598 sp|P07359sp|P07359|GP 25 35 yes yes 2;3 2.14E-11 123.75 3488 217 3561 554601;55460263389;263 263389 2
VASYGVKPR CLVNLIEKVASYGVKP ASYGVKPRYGLVTYAT K V A P R Y 1 1 0 0 0 0 0 1 0 0 0 1 0 0 1 1 0 0 1 2 0 0 9 1 975.5502 sp|P00751 sp|P00751|CFA 300 308 yes yes 3 0.0004162 116.73 3489 89 3562 554625;55462263391;263 263442 59
VATPVDWK LQLTAEKRVATPVDWK VATPVDWKDGDSVMVL R V A W K D 1 0 0 1 0 0 0 0 0 0 0 1 0 0 1 0 1 1 0 2 0 0 8 0 914.4862 sp|P30041 sp|P30041|PR 175 182 yes yes 2 0.048899 58.981 3490 337 3563 554787 263450 263450 1
VATTVISK LQDRGEGKVATTVISK VATTVISKMLFVEPIL K V A S K M 1 0 0 0 0 0 0 0 0 1 0 1 0 0 0 1 2 0 0 2 0 0 8 0 817.4909 sp|P05155 sp|P05155|IC1 45 52 yes yes 2 0.022465 84.568 3491 191 3564 554788;55478263451;263 263451 2
VAVIQFSDDPK DVGFDTTRVAVIQFSD IQFSDDPKVEFLLNAH R V A P K V 1 0 0 2 0 1 0 0 0 1 0 1 0 1 1 1 0 0 0 2 0 0 11 0 1217.629 sp|P12111 sp|P12111|CO 1271 1281 yes yes 2 3.09E-05 104.17 3493 263 3566 559015;55901264960;264 264965 14
VAWHYDEEK YGSTVSKRVAWHYDEE AWHYDEEKIEFEWNTG R V A E K I 1 0 0 1 0 0 2 0 1 0 0 1 0 0 0 0 0 1 1 1 0 0 9 0 1175.525 sp|P04114sp|P04114|AP 1165 1173 yes yes 2;3 5.88E-11 151.5 3494 174 3567 559130;55913264974;264 264981 65
VAYDLVYYVR IETDFGLRVAYDLVYY YDLVYYVRVTVPGNYY R V A V R V 1 1 0 1 0 0 0 0 0 0 1 0 0 0 0 0 0 0 3 3 0 0 10 0 1259.655 sp|Q9Y6R7sp|Q9Y6R7|FC 1366 1375 yes no 2 6.00E-07 127.56 3495 559 3568 559410;55941265039;265 265041 104
VCENIPIVLCGNK NWHRDLVRVCENIPIV PIVLCGNKVDIKDRKV R V C N K V 0 0 2 0 2 0 1 1 0 2 1 1 0 0 1 0 0 0 0 2 0 0 13 0 1514.759 sp|P62826sp|P62826|RA 111 123 yes yes 2 0.0048824 61.56 3496 408 3569 559564;55956 265143 265143 1
VCPFAGILENGAVR NTLKCTPRVCPFAGIL ILENGAVRYTTFEYPN R V C V R Y 2 1 1 0 1 0 1 2 0 1 1 0 0 1 1 0 0 0 0 2 0 0 14 0 1501.771 sp|P02749sp|P02749|AP 83 96 yes yes 2;3 1.17E-13 108.47 3498 151 3571 559694;55969265221;265 265224 16
VCSQYAAYGEK LLTTLSNRVCSQYAAY QYAAYGEKKSRLSNLI R V C E K K 2 0 0 0 1 1 1 1 0 0 0 1 0 0 0 1 0 0 2 1 0 0 11 0 1274.56 sp|P02774sp|P02774|VT 219 229 yes yes 2 0.0001487 109.66 3499 159 3572 559720;55972265237;265 265255 69
VCTAELSCK ECCPDFKRVCTAELSC CTAELSCKGRCFESFE R V C C K G 1 0 0 0 2 0 1 0 0 0 1 1 0 0 0 1 1 0 0 1 0 0 9 0 1066.479 sp|Q92954sp|Q92954|PR 63 71 yes yes 2 0.0007228 113.71 3500 512 3573 560063;56006265307;265 265307 2
VDAAFNWSK GLPPDVQRVDAAFNWS DAAFNWSKNKKTYIFA R V D S K N 2 0 1 1 0 0 0 0 0 0 0 1 0 1 0 1 0 1 0 1 0 0 9 0 1036.498 sp|P08253 sp|P08253|MM 568 576 yes yes 2 0.047781 56.916 3501 227 3574 560136 265309 265309 1
VDAFCGGSIVNEK WQVVLNGKVDAFCGGS GGSIVNEKWIVTAAHC K V D E K W 1 0 1 1 1 0 1 2 0 1 0 1 0 1 0 1 0 0 0 2 0 0 13 0 1394.65 sp|P00740sp|P00740|FA9 248 260 yes yes 2 7.49E-34 152.7 3502 84 3575 560137;56013265310;265 265406 123
VDDFLANEAK AFNRTVSKVDDFLANE DFLANEAKGTKVVGAQ K V D A K G 2 0 1 2 0 0 1 0 0 0 1 1 0 1 0 0 0 0 0 1 0 0 10 0 1120.54 sp|P52209sp|P52209|6PG 39 48 yes yes 2 0.03848 57.59 3504 380 3577 560312;56031 265440 265440 1
VDFTLSSER NNVPCSPKVDFTLSSE DFTLSSERDFALLSLQ K V D E R D 0 1 0 1 0 0 1 0 0 0 1 0 0 1 0 2 1 0 0 1 0 0 9 0 1052.514 sp|P0C0L4 sp|P0C0L4|CO 72 80 no no 2 4.76E-98 215.39 3506 245;246 3579 560340;56034265442;265 265444 245
VDGALCMEK ELPWPHEKVDGALCME DGALCMEKSLGPNSCS K V D E K S 1 0 0 1 1 0 1 1 0 0 1 1 1 0 0 0 0 0 0 1 0 0 9 0 1021.457 sp|P02790sp|P02790|HE 403 411 yes yes 2 0.0001145 109.11 3507 164 3580 560992;56099265700;265 265749 57
VDKDNEDFQESNR TYCSEPEKVDKDNEDF EDFQESNRMYSVNGYT K V D N R M 0 1 2 3 0 1 2 0 0 0 0 1 0 1 0 1 0 0 0 1 0 0 13 1 1594.686 sp|P00450sp|P00450|CER 246 258 yes yes 2;3 5.35E-280 270.56 3508 74 3581 561325;56132265757;265 265766 47
VDLITFDTPFAGR AAFDVPLKVDLITFDT FDTPFAGRFGIFTCFD K V D G R F 1 1 0 2 0 0 0 1 0 1 1 0 0 2 1 0 2 0 0 1 0 0 13 0 1450.746 sp|P43251 sp|P43251|BT 227 239 yes yes 2;3 1.69E-65 178.84 3509 360 3582 561632;56163265804;265 265908 115
VDLSFSPSQSLPASHAHLR VENCLANKVDLSFSPS PASHAHLRVTAAPQSV K V D L R V 2 1 0 1 0 1 0 0 2 0 3 0 0 1 2 5 0 0 0 1 0 0 19 0 2048.044 sp|P01023 sp|P01023|A2 568 586 yes yes 3;4 5.79E-05 62.765 3511 96 3584 562060;56206265950;265 265955 15
VDNALQSGNSQESVTEQDSK REAKVQWKVDNALQSG SVTEQDSKDSTYSLSS K V D S K D 1 0 2 2 0 3 2 1 0 0 1 1 0 0 0 4 1 0 0 2 0 0 20 0 2134.961 sp|P01834sp|P01834|IGK 42 61 yes yes 2;3 1.94E-194 272.74 3512 123 3585 562105;56210265965;265 266035 83
VDQLTAQLADLAAR DLLAKCDRVDQLTAQL QLADLAARGEGESPQA R V D A R G 4 1 0 2 0 2 0 0 0 0 3 0 0 0 0 0 1 0 0 1 0 0 14 0 1483.8 sp|P18206sp|P18206|VIN 548 561 yes yes 2;3 4.37E-42 150.06 3513 300 3586 562398;56239266048;266 266085 39
VDTVDPPYPR RVNLRTRRVDTVDPPY TVDPPYPRSIAQYWLG R V D P R S 0 1 0 2 0 0 0 0 0 0 0 0 0 0 3 0 1 0 1 2 0 0 10 0 1157.572 sp|P04004sp|P04004|VT 454 463 yes yes 2 0.0008874 97.431 3515 168 3588 562537;56253266089;266 266185 118
VDVIPVNLPGEHGQR ESAVTGYRVDVIPVNL LPGEHGQRLPISRNTF R V D Q R L 0 1 1 1 0 1 1 2 1 1 1 0 0 0 2 0 0 0 0 3 0 0 15 0 1628.864 sp|P02751 sp|P02751|FIN 939 953 yes yes 2;3 3.38E-74 171.92 3516 153 3589 562717;56271266211;266 266234 395
VDVQAGACEGK HPVANSLRVDVQAGAC QAGACEGKLELSVDGA R V D G K L 2 0 0 1 1 1 1 2 0 0 0 1 0 0 0 0 0 0 0 2 0 0 11 0 1132.518 sp|P0C0L4 sp|P0C0L4|CO 560 570 no no 2 3.23E-12 132.01 3517 245;246 3590 563178;56317266607;266 266624 41
VEAPTTLGDNTAANNVR YLVAFSLRVEAPTTLG NTAANNVRFRCSDGEE R V E V R F 3 1 3 1 0 0 1 1 0 0 1 0 0 0 1 0 3 0 0 2 0 0 17 0 1741.86 sp|Q7Z5L0sp|Q7Z5L0|VM 127 143 yes yes 2 0.0004594 63.32 3518 493 3591 563354;56335266648;266 266656 11
VEAQLQELQVK DSEHKRKKVEAQLQEL QLQELQVKFNEGERVR K V E V K F 1 0 0 0 0 3 2 0 0 0 2 1 0 0 0 0 0 0 0 2 0 0 11 0 1283.709 sp|P35579sp|P35579|MY 1250 1260 yes yes 2 4.94E-05 101.9 3519 350 3592 563423;56342266659;266 266659 3
VECSDNLFTQR HTDNRTCRVECSDNLF SDNLFTQRTGVITSPD R V E Q R T 0 1 1 1 1 1 1 0 0 0 1 0 0 1 0 1 1 0 0 1 0 0 11 0 1367.614 sp|P48740sp|P48740|MA 183 193 yes yes 2 1.44E-165 237.61 3520 370 3593 563490;56349266662;266 266669 104
VEDFGNAWK PSGLAEPRVEDFGNAW EDFGNAWKLHGDCQDL R V E W K L 1 0 1 1 0 0 1 1 0 0 0 1 0 1 0 0 0 1 0 1 0 0 9 0 1064.493 sp|P04275 sp|P04275|VW 546 554 yes yes 2 0.0003741 129.68 3521 179 3594 563668;56366266767;266 266767 30
VEDIPLAR DIYLRDLKVEDIPLAR VEDIPLARITLPDFRL K V E A R I 1 1 0 1 0 0 1 0 0 1 1 0 0 0 1 0 0 0 0 1 0 0 8 0 911.5076 sp|P04114sp|P04114|AP 2698 2705 yes yes 2 7.70E-05 120.65 3522 174 3595 563766;56376266797;266 266799 95
VEDPESTLFGSVIR PESIENGKVEDPESTL TLFGSVIRYTCEEPYY K V E I R Y 0 1 0 1 0 0 2 1 0 1 1 0 0 1 1 2 1 0 0 2 0 0 14 0 1547.783 sp|P09871 sp|P09871|C1S 370 383 yes yes 2;3 1.25E-48 153.95 3523 242 3596 563958;56395266894;266 266907 309
VEFSLTDYGSK NASMPPVKVEFSLTDY SLTDYGSKEKLVDFLS K V E S K E 0 0 0 1 0 0 1 1 0 0 1 1 0 1 0 2 1 0 1 1 0 0 11 0 1244.593 sp|P12111 sp|P12111|CO 2685 2695 yes yes 2 0.0070716 68.893 3524 263 3597 564356;56435267203;267 267205 3
VEHSDLSFSK KNGERIEKVEHSDLSF HSDLSFSKDWSFYLLY K V E S K D 0 0 0 1 0 0 1 0 1 0 1 1 0 1 0 3 0 0 0 1 0 0 10 0 1147.551 sp|P61769sp|P61769|B2 69 78 yes yes 2;3 2.03E-62 199.46 3525 400 3598 564405;56440267206;267 267210 35
VEILANDQGNR VGVFQQGRVEILANDQ LANDQGNRTTPSYVAF R V E N R T 1 1 2 1 0 1 1 1 0 1 1 0 0 0 0 0 0 0 0 1 0 0 11 0 1227.621 sp|P48741 sp|P48741|HS 28 38 yes no 2 4.23E-14 141.2 3526 293 3599 564626;56462267241;267 267245 25
VELAPLPSWQPVGK TVYWTPERVELAPLPS PSWQPVGKNLTLRCQV R V E G K N 1 0 0 0 0 1 1 1 0 0 2 1 0 0 3 1 0 1 0 2 0 0 14 0 1519.84 sp|P05362 sp|P05362|ICA 116 129 yes yes 2 0.0003411 73.499 3527 195 3600 564743;56474267266;267 267270 8
VELEDWNGR SAIPYALRVELEDWNG ELEDWNGRTSTADYAM R V E G R T 0 1 1 1 0 0 2 1 0 0 1 0 0 0 0 0 0 1 0 1 0 0 9 0 1116.52 sp|P02679sp|P02679|FIB 274 282 yes yes 2 3.59E-115 223.53 3529 144 3602 564820;56482267281;267 267387 116
VELEVPQLCSFILK SATRINCKVELEVPQL QLCSFILKTSQCTLKE K V E L K T 0 0 0 0 1 1 2 0 0 1 3 1 0 1 1 1 0 0 0 2 0 0 14 0 1673.906 sp|P04114sp|P04114|AP 80 93 yes yes 2;3 1.94E-14 107.03 3530 174 3603 564966;56496267398;267 267437 52
VELLHNPAFCSLATTK QNQELKVRVELLHNPA FCSLATTKRRHQQTVT R V E T K R 2 0 1 0 1 0 1 0 1 0 3 1 0 1 1 1 2 0 0 1 0 0 16 0 1799.924 sp|P01024sp|P01024|CO 864 879 yes yes 2;3 2.59E-05 98.942 3531 97 3604 565099;56510267451;267 267451 16
VEPGLGADNSVVR SGAAVPCKVEPGLGAD GADNSVVRFLPREEGP K V E V R F 1 1 1 1 0 0 1 2 0 0 1 0 0 0 1 1 0 0 0 3 0 0 13 0 1311.678 sp|P21333 sp|P21333|FLN 1020 1032 yes yes 2 2.32E-21 129.16 3532 310 3605 565135;56513267467;267 267470 24
VEPLYELVTATDFAYSSTVR NPAIIKVKVEPLYELV FAYSSTVRQNMKQALE K V E V R Q 2 1 0 1 0 0 2 0 0 0 2 0 0 1 1 2 3 0 2 3 0 0 20 0 2260.126 sp|P07358sp|P07358|CO 467 486 yes yes 2 7.08E-17 125.97 3533 216 3606 565203;56520267491;267 267493 3
VEPYGENFNK QVEEFRRRVEPYGENF PYGENFNKALVQQMEQ R V E N K A 0 0 2 0 0 0 2 1 0 0 0 1 0 1 1 0 0 0 1 1 0 0 10 0 1195.551 sp|P06727sp|P06727|AP 307 316 yes yes 2 6.91E-08 134.15 3534 206 3607 565221;56522267494;267 267500 79
VEQAVETEPEPELR FLAGCQAKVEQAVETE TEPEPELRQQTEWQSG K V E L R Q 1 1 0 0 0 1 5 0 0 0 1 0 0 0 2 0 1 0 0 2 0 0 14 0 1624.794 sp|P02649sp|P02649|AP 20 33 yes yes 2 5.13E-139 218.18 3535 137 3608 565425;56542267573;267 267575 13
VEQIAAIAQELNELDYYDSPSVNAR DLAAHQDRVEQIAAIA DSPSVNARCQKICDQW R V E A R C 4 1 2 2 0 2 3 0 0 2 2 0 0 0 1 2 0 0 2 2 0 0 25 0 2807.361 sp|P12814sp|P12814|AC 451 475 yes yes 2;3 4.79E-08 60.521 3536 266 3609 565510;56551267586;267 267590 7
VETEDQVLATFCGR LCEYDYVKVETEDQVL VLATFCGRETTDTEQT K V E G R E 1 1 0 1 1 1 2 1 0 0 1 0 0 1 0 0 2 0 0 2 0 0 14 0 1623.756 sp|P48740sp|P48740|MA 80 93 yes yes 2;3 1.15E-239 256.48 3537 370 3610 565556;56555267593;267 267594 117
VEVATLLGEPPMASLRK CESGAGSKVEVATLLG PPMASLRKQVLTKPSV K V E R K Q 2 1 0 0 0 0 2 1 0 0 3 1 1 0 2 1 1 0 0 2 0 0 17 1 1810.002 sp|P0DKV0sp|P0DKV0|S3 707 723 yes yes 2 0.0036041 61.344 3538 249 3611 565832;56583 267711 267711 67 1
VEVQWLR LAELNKDKVEVQWLRN KVEVQWLRNNMVVVQG K V E L R N 0 1 0 0 0 1 1 0 0 0 1 0 0 0 0 0 0 1 0 2 0 0 7 0 928.5131 sp|Q8WZ4sp|Q8WZ42|TI 13867 13873 yes yes 2 1.22E-08 159.65 3539 508 3612 565853;56585 267712 267712 1
VEYELSEEGDEPQYLDLPSTATSVNIPDLLPGR SDTVSGFRVEYELSEE IPDLLPGRKYIVNVYQ R V E G R K 1 1 1 3 0 1 5 2 0 1 5 0 0 0 4 3 2 0 2 2 0 0 33 0 3645.757 sp|P02751 sp|P02751|FIN 752 784 yes yes 3;4 2.30E-102 132.6 3540 153 3613 565873;56587267713;267 267739 63
VEYGFQVK KFACYYPRVEYGFQVK VEYGFQVKVLREDSRA R V E V K V 0 0 0 0 0 1 1 1 0 0 0 1 0 1 0 0 0 0 1 2 0 0 8 0 968.4967 sp|P0C0L4 sp|P0C0L4|CO 1623 1630 no no 2 0.01834 100.74 3541 245;246 3614 566019;56602267777;267 267791 59
VEYITGPGVTTYK PDDLPSGRVEYITGPG GPGVTTYKAVIQYSCE R V E Y K A 0 0 0 0 0 0 1 2 0 1 0 1 0 0 1 0 3 0 2 2 0 0 13 0 1426.734 sp|O00187sp|O00187|MA 377 389 yes yes 2 0.0001762 80.763 3542 41 3615 566332;56633267836;267 267837 2
VEYVIGR DPRRDLFRVEYVIGRY RVEYVIGRYPQENKGT R V E G R Y 0 1 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 1 2 0 0 7 0 834.46 sp|P00488sp|P00488|F13 102 108 yes yes 2 7.64E-07 153.67 3543 75 3616 566379;56638267838;267 267840 41
VFAENLAGLSK EGNTYEFRVFAENLAG ENLAGLSKPSPSSDPI R V F S K P 2 0 1 0 0 0 1 1 0 0 2 1 0 1 0 1 0 0 0 1 0 0 11 0 1147.624 sp|Q8WZ4sp|Q8WZ42|TI 18704 18714 yes yes 2 0.039514 51.436 3544 508 3617 566563 267879 267879 1
VFAILENK PGVEYFIRVFAILENK VFAILENKKSIPVSAR R V F N K K 1 0 1 0 0 0 1 0 0 1 1 1 0 1 0 0 0 0 0 1 0 0 8 0 932.5331 sp|P24821 sp|P24821|TEN 692 699 yes yes 2 0.026464 75.109 3545 325 3618 566564;56656 267880 267880 1
VFAIPPSFASIFLTK PDQDTAIRVFAIPPSF FASIFLTKSTKLTCLV R V F T K S 2 0 0 0 0 0 0 0 0 2 1 1 0 3 2 2 1 0 0 1 0 0 15 0 1636.923 sp|P01871 sp|P01871|IGH 224 238 yes no 2 0.0002704 74.698 3546 128 3619 566647;56664267881;267 267881 3
VFASLPQVER ________________ ASLPQVERGVSKIIGG K V F E R G 1 1 0 0 0 1 1 0 0 0 1 0 0 1 1 1 0 0 0 2 0 0 10 0 1144.624 sp|O75083sp|O75083|W 8 17 yes yes 2 0.0012327 94.85 3548 59 3621 566908;56690267916;267 267919 9
VFAVSHGR PGVTYYFKVFAVSHGR VFAVSHGRESKPLTAQ K V F G R E 1 1 0 0 0 0 0 1 1 0 0 0 0 1 0 1 0 0 0 2 0 0 8 0 871.4664 sp|P02751 sp|P02751|FIN 977 984 yes yes 2 0.018999 94.662 3549 153 3622 566918;56691267925;267 267928 10
VFCQPWQR YTHLSCDKVFCQPWQR VFCQPWQRCIEGTCVC K V F Q R C 0 1 0 0 1 2 0 0 0 0 0 0 0 1 1 0 0 1 0 1 0 0 8 0 1119.528 sp|P05156sp|P05156|CFA 46 53 yes yes 2 1.04E-05 146.21 3550 192 3623 566979;56698267935;267 267935 110
VFDLELHPACR QTVSLSFRVFDLELHP LELHPACRYDALEVFA R V F C R Y 1 1 0 1 1 0 1 0 1 0 2 0 0 1 1 0 0 0 0 1 0 0 11 0 1355.666 sp|Q15113sp|Q15113|PC 81 91 yes yes 3 0.0001118 71.03 3552 466 3625 568027;56802268445;268 268460 23
VFFTDYGQIPK ALDPAMGKVFFTDYGQ TDYGQIPKVERCDMDG K V F P K V 0 0 0 1 0 1 0 1 0 1 0 1 0 2 1 0 1 0 1 1 0 0 11 0 1313.666 sp|Q07954sp|Q07954|LR 337 347 yes yes 2 0.0065425 69.423 3553 439 3626 568112;56811268468;268 268469 13
VFGFSLITNK VARHCGLRVFGFSLIT GFSLITNKVIMDYESL R V F N K V 0 0 1 0 0 0 0 1 0 1 1 1 0 2 0 1 1 0 0 1 0 0 10 0 1124.623 sp|P00491 sp|P00491|PN 235 244 yes yes 2 0.0020818 88.948 3554 76 3627 568177;56817 268481 268481 1
VFIGINDLEK LAQAGLARVFIGINDL IGINDLEKEGAFVYSD R V F E K E 0 0 1 1 0 0 1 1 0 2 1 1 0 1 0 0 0 0 0 1 0 0 10 0 1146.629 sp|Q9BWPsp|Q9BWP8|C 201 210 yes yes 2 4.50E-07 129.42 3555 524 3628 568199;56820268482;268 268486 18
VFIGVNDLER VAKSGFFRVFIGVNDL IGVNDLEREGQYMFTD R V F E R E 0 1 1 1 0 0 1 1 0 1 1 0 0 1 0 0 0 0 0 2 0 0 10 0 1160.619 sp|Q9Y6Z7sp|Q9Y6Z7|CO 207 216 yes yes 2 0.0010345 96.331 3556 560 3629 568301;56830268500;268 268506 21
VFLDCCNYITELR SLGEACKKVFLDCCNY CNYITELRRQHARASH K V F L R R 0 1 1 1 2 0 1 0 0 1 2 0 0 1 0 0 1 0 1 1 0 0 13 0 1701.786 sp|P01024sp|P01024|CO 723 735 yes yes 2;3 1.23E-113 211.79 3557 97 3630 568342;56834268521;268 268524 179
VFLENVIR EETRGVLKVFLENVIR VFLENVIRDAVTYTEH K V F I R D 0 1 1 0 0 0 1 0 0 1 1 0 0 1 0 0 0 0 0 2 0 0 8 0 988.5706 sp|P62805 sp|P62805|H4 61 68 yes yes 2 0.014881 104.76 3558 407 3631 568562;56856268700;268 268700 14
VFLQNLLSVSQAR QAAWKEARVFLQNLLS LLSVSQARLRDDTELR R V F A R L 1 1 1 0 0 2 0 0 0 0 3 0 0 1 0 2 0 0 0 2 0 0 13 0 1473.83 sp|P16930sp|P16930|FAA 83 95 yes yes 2 7.71E-06 102.52 3559 292 3632 568649;56865268714;268 268716 4
VFLVGNVEIR PRVRREERVFLVGNVE LVGNVEIRERRLFNLD R V F I R E 0 1 1 0 0 0 1 1 0 1 1 0 0 1 0 0 0 0 0 3 0 0 10 0 1144.66 sp|Q8IUL8 sp|Q8IUL8|CIL 713 722 yes yes 2 0.017179 66.621 3560 500 3633 568703;56870268718;268 268718 2
VFQFLEK GAKKPLERVFQFLEKS RVFQFLEKSDLGCGAG R V F E K S 0 0 0 0 0 1 1 0 0 0 1 1 0 2 0 0 0 0 0 1 0 0 7 0 909.496 sp|P01031 sp|P01031|CO 623 629 yes yes 2 0.028733 94.407 3561 98 3634 568757;56875268720;268 268736 36
VFQYIDLHQDEFVQTLK PPPALLEKVFQYIDLH DEFVQTLKEWVAIESD K V F L K E 0 0 0 2 0 3 1 0 1 1 2 1 0 2 0 0 1 0 1 2 0 0 17 0 2122.074 sp|Q96KN2sp|Q96KN2|CN 38 54 yes yes 3 1.12E-10 76.051 3562 517 3635 568886;56888268756;268 268760 40
VFSLQWGEVK GREKDNERVFSLQWGE SLQWGEVKLISNCSKF R V F V K L 0 0 0 0 0 1 1 1 0 0 1 1 0 1 0 1 0 1 0 2 0 0 10 0 1191.629 sp|P05156sp|P05156|CFA 481 490 yes yes 2 1.05E-19 157.91 3563 192 3636 568985;56898268796;268 268822 181
VFSNGADLSGVTEEAPLK LGQLGITKVFSNGADL VTEEAPLKLSKAVHKA K V F L K L 2 0 1 1 0 0 2 2 0 0 2 1 0 1 1 2 1 0 0 2 0 0 18 0 1832.916 sp|P01009sp|P01009|A1A 335 352 yes yes 2 4.36E-22 147.52 3564 93 3637 569333;56933268977;268 268977 10
VFVGEEDPEAESVTLR IDSSWELRVFVGEEDP EAESVTLRVTGESHIG R V F L R V 1 1 0 1 0 0 4 1 0 0 1 0 0 1 1 1 1 0 0 3 0 0 16 0 1775.858 sp|Q86UX7sp|Q86UX7|UR 20 35 yes yes 2 2.41E-70 158.42 3565 497 3638 569358;56935268987;268 268987 75
VGAGTGQIWLDNVQCR SKGRALYKVGAGTGQI WLDNVQCRGTESTLWS K V G C R G 1 1 1 1 1 2 0 3 0 1 1 0 0 0 0 0 1 1 0 2 0 0 16 0 1772.863 sp|Q9UEWsp|Q9UEW3|M 474 489 yes yes 2 1.35E-70 160.67 3566 543 3639 569453;56945269062;269 269062 2
VGAHAGEYGAEALER NVKAAWGKVGAHAGEY YGAEALERMFLSFPTT K V G E R M 4 1 0 0 0 0 3 3 1 0 1 0 0 0 0 0 0 0 1 1 0 0 15 0 1528.727 sp|P69905 sp|P69905|HB 18 32 yes yes 2;3 1.02E-37 137.6 3567 419 3640 569468;56946269064;269 269106 47
VGAIPANALDDGQWSQGLISAAR RELVAQGKVGAIPANA QGLISAARMVAAATNN K V G A R M 5 1 1 2 0 2 0 3 0 2 2 0 0 0 1 2 0 1 0 1 0 0 23 0 2309.176 sp|Q9Y490sp|Q9Y490|TL 2376 2398 yes yes 2;3 0 251.87 3568 554 3641 569628;56962269111;269 269113 92
VGALASLIR QGAVEAAKVGALASLI GALASLIRSVASFSIY K V G I R S 2 1 0 0 0 0 0 1 0 1 2 0 0 0 0 1 0 0 0 1 0 0 9 0 898.56 sp|Q9Y646sp|Q9Y646|CB 197 205 yes yes 2 0.0051007 87.181 3569 558 3642 569854;56985269203;269 269213 11
VGDDPAVWQLK ATKAAAGKVGDDPAVW DPAVWQLKNSAKVMVT K V G L K N 1 0 0 2 0 1 0 1 0 0 1 1 0 0 1 0 0 1 0 2 0 0 11 0 1226.63 sp|Q9Y490sp|Q9Y490|TL 2105 2115 yes yes 2 1.82E-13 138.98 3570 554 3643 569979;56998269214;269 269219 45
VGDTLNLNLR RPDSRPPRVGDTLNLN DTLNLNLRAVGSGATF R V G L R A 0 1 2 1 0 0 0 1 0 0 3 0 0 0 0 0 1 0 0 1 0 0 10 0 1113.614 sp|P0C0L4 sp|P0C0L4|CO 485 494 no no 2 6.31E-182 244.76 3571 245;246 3644 570093;57009269260;269 269260 470
VGDTYER KYTGNTYRVGDTYERP RVGDTYERPKDSMIWD R V G E R P 0 1 0 1 0 0 1 1 0 0 0 0 0 0 0 0 1 0 1 1 0 0 7 0 838.3821 sp|P02751 sp|P02751|FIN 108 114 yes yes 2 0.039591 89.673 3572 153 3645 571056;57105 269739 269739 1
VGDTYERPK KYTGNTYRVGDTYERP GDTYERPKDSMIWDCT R V G P K D 0 1 0 1 0 0 1 1 0 0 0 1 0 0 1 0 1 0 1 1 0 0 9 1 1063.53 sp|P02751 sp|P02751|FIN 108 116 yes yes 3 0.013798 57.859 3573 153 3646 571086;57108269740;269 269741 3
VGEYSLYIGR ELLVYKERVGEYSLYI EYSLYIGRHKVTSKVI R V G G R H 0 1 0 0 0 0 1 2 0 1 1 0 0 0 0 1 0 0 2 1 0 0 10 0 1155.592 sp|P02743 sp|P02743|SA 87 96 yes yes 2 6.24E-75 205.7 3574 146 3647 571208;57120269743;269 269935 210
VGFYESDVMGR MHGPEGLRVGFYESDV YESDVMGRGHARLVHV R V G G R G 0 1 0 1 0 0 1 2 0 0 0 0 1 1 0 1 0 0 1 2 0 0 11 0 1258.565 sp|P01023 sp|P01023|A2 705 715 yes yes 2 5.10E-39 176.44 3575 96 3648;3649 571490;57149269953;269 269957 27 226
VGGGEYIELK FRVKAVNKVGGGEYIE GGEYIELKNPVIAQDP K V G L K N 0 0 0 0 0 0 2 3 0 1 1 1 0 0 0 0 0 0 1 1 0 0 10 0 1063.555 sp|Q8WZ4sp|Q8WZ42|TI 15486 15495 yes yes 2 0.017252 66.568 3576 508 3650 571811 270184 270184 1
VGGVQSLGGTGALR SPALKEKRVGGVQSLG LGGTGALRIGADFLAR R V G L R I 1 1 0 0 0 1 0 5 0 0 2 0 0 0 0 1 1 0 0 2 0 0 14 0 1270.699 sp|P17174sp|P17174|AA 101 114 yes yes 2 5.57E-32 135.86 3578 294 3652 571901;57190 270214 270214 1
VGINYQPPTVVPGGDLAK DWCPTGFKVGINYQPP VPGGDLAKVQRAVCML K V G A K V 1 0 1 1 0 1 0 3 0 1 1 1 0 0 3 0 1 0 1 3 0 0 18 0 1823.978 sp|P68366sp|P68366|TBA 353 370 no no 2 3.57E-05 70.54 3579 415;414 3653 571903;57190270215;270 270221 8
VGIVAWHPTAR ILEGHSKRVGIVAWHP VAWHPTARNVLLSAGC R V G A R N 2 1 0 0 0 0 0 1 1 1 0 0 0 0 1 0 1 1 0 2 0 0 11 0 1205.667 sp|Q9ULV4sp|Q9ULV4|CO 133 143 yes yes 3 0.0003805 79.311 3580 550 3654 571989;57199270223;270 270223 3
VGSALFLSHNLK PGHGLETRVGSALFLS LFLSHNLKFLAKFLND R V G L K F 1 0 1 0 0 0 0 1 1 0 3 1 0 1 0 2 0 0 0 1 0 0 12 0 1284.719 sp|P29622 sp|P29622|KA 139 150 yes yes 2;3 4.36E-66 188.87 3581 336 3655 572027;57202270226;270 270326 132
VGSAMVNAK GNPIKVSRVGSAMVNA GSAMVNAKDDEGVLVG R V G A K D 2 0 1 0 0 0 0 1 0 0 0 1 1 0 0 1 0 0 0 2 0 0 9 0 875.4535 sp|P00488sp|P00488|F13 262 270 yes yes 2 0.063574 57.281 3582 75 3656 572293;57229 270358 270358 0
VGVNGFGR ________________ VGVNGFGRIGRLVTRA K V G G R I 0 1 1 0 0 0 0 3 0 0 0 0 0 1 0 0 0 0 0 2 0 0 8 0 804.4242 sp|P04406sp|P04406|G3 6 13 yes yes 2 0.019133 92.319 3583 181 3657 572297;57229270359;270 270359 2
VGWEQLLTTIAR NYTMEHIRVGWEQLLT QLLTTIARTINEVENQ R V G A R T 1 1 0 0 0 1 1 1 0 1 2 0 0 0 0 0 2 1 0 1 0 0 12 0 1385.767 sp|O43707sp|P12814|AC 715 726 no no 2 2.27E-27 154.84 3584 266;56 3658 572334;57233270361;270 270371 33
VGYVSGWGQSDNFK KNYAEVGRVGYVSGWG WGQSDNFKLTDHLKYV R V G F K L 0 0 1 1 0 1 0 3 0 0 0 1 0 1 0 2 0 1 1 2 0 0 14 0 1542.71 sp|P00739sp|P00739|HP 220 233 yes yes 2 1.58E-42 154.05 3585 83 3659 572402;57240270394;270 270394 11
VGYVSGWGR KDYAEVGRVGYVSGWG GYVSGWGRNANFKFTD R V G G R N 0 1 0 0 0 0 0 3 0 0 0 0 0 0 0 1 0 1 1 2 0 0 9 0 979.4876 sp|P00738sp|P00738|HP 278 286 yes yes 2 2.42E-56 197.6 3586 82 3660 572485;57248270405;270 270447 51
VHLTPEEK ________________ VHLTPEEKSAVTALWG M V H E K S 0 0 0 0 0 0 2 0 1 0 1 1 0 0 1 0 1 0 0 1 0 0 8 0 951.5026 sp|P68871 sp|P68871|HB 2 9 no no 2;3 2.10E-10 159.2 3587 416;132 3661 572597;57259270456;270 270457 3
VHQYFNVELIQPGAVK EDDCLAFKVHQYFNVE LIQPGAVKVYAYYNLE K V H V K V 1 0 1 0 0 2 1 1 1 1 1 1 0 1 1 0 0 0 1 3 0 0 16 0 1840.984 sp|P01024sp|P01024|CO 1463 1478 yes yes 2;3 2.64E-38 160.38 3588 97 3662 572621;57262270459;270 270459 3
VHYTVCIWR VVEEQESRVHYTVCIW HYTVCIWRNGKVGLSG R V H W R N 0 1 0 0 1 0 0 0 1 1 0 0 0 0 0 0 1 1 1 2 0 0 9 0 1232.612 sp|P0C0L4 sp|P0C0L4|CO 1466 1474 no no 2;3 3.14E-56 196.98 3591 245;246 3665 573103;57310270590;270 270754 192
VIAVNEVGR PFVRYQFRVIAVNEVG IAVNEVGRSQPSQPSD R V I G R S 1 1 1 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 3 0 0 9 0 955.5451 sp|O00533sp|O00533|NC 686 694 yes yes 2 1.27E-14 161.68 3592 45 3666 573412;57341270782;270 270788 54
VIDFNCTTSSVSSALANTK SHESQDLRVIDFNCTT SSALANTKDSPVLIDF R V I T K D 2 0 2 1 1 0 0 0 0 1 1 1 0 1 0 4 3 0 0 2 0 0 19 0 2013.968 sp|P04196sp|P04196|HR 121 139 yes yes 2 3.03E-11 112.02 3593 176 3667 573554;57355 270836 270836 1
VIEGDVVSALNK DVCFHCNRVIEGDVVS DVVSALNKAWCVNCFA R V I N K A 1 0 1 1 0 0 1 1 0 1 1 1 0 0 0 1 0 0 0 3 0 0 12 0 1242.682 sp|P48059sp|P48059|LIM 258 269 yes yes 2 1.16E-07 103.55 3594 366 3668 573568;57356270837;270 270844 8
VIFLENYR PAVGDRLRVIFLENYR VIFLENYRVSLAEKVI R V I Y R V 0 1 1 0 0 0 1 0 0 1 1 0 0 1 0 0 0 0 1 1 0 0 8 0 1052.566 sp|P11217sp|P11217|PYG 643 650 no no 2 1.87E-30 178.84 3595 257;256 3669 573680;57368270848;270 270849 2
VIGNMGQTMEQLTPELK DYTYLILRVIGNMGQT EQLTPELKSSILKCVQ R V I L K S 0 0 1 0 0 2 2 2 0 1 2 1 2 0 1 0 2 0 0 1 0 0 17 0 1887.943 sp|P04114sp|P04114|AP 491 507 yes yes 2;3 2.89E-94 222.72 3596 174 3670;3671 573700;57370270850;270 270992 52;53 183
VIGSGCNLDSAR ISGFPKNRVIGSGCNL GCNLDSARFRYLMGER R V I A R F 1 1 1 1 1 0 0 2 0 1 1 0 0 0 0 2 0 0 0 1 0 0 12 0 1247.593 sp|P00338sp|P07195|LD 158 169 no no 2 7.26E-23 145.25 3597 70;211 3672 573955;57395271033;27 271038 44
VILGAHQEVNLEPHVQEIEVSR SPRPSSYKVILGAHQE VQEIEVSRLFLEPTRK K V I S R L 1 1 1 0 0 2 4 1 2 2 2 0 0 0 1 1 0 0 0 4 0 0 22 0 2495.313 sp|P00747sp|P00747|PLM 635 656 yes yes 3;4 1.21E-147 173.65 3599 87 3674 574077;57407271078;27 271091 221
VIPACLPSPNYVVADR SPAVITDKVIPACLPS PNYVVADRTECFITGW K V I D R T 2 1 1 1 1 0 0 0 0 1 1 0 0 0 3 1 0 0 1 3 0 0 16 0 1769.913 sp|P00747sp|P00747|PLM 681 696 yes yes 2;3 6.11E-20 131.17 3600 87 3675 574402;57440271299;27 271300 171
VIPGPPALTLVPAELVR SIRLKVQKVIPGPPAL LVPAELVRIRGEAAQI K V I V R I 2 1 0 0 0 0 1 1 0 1 3 0 0 0 4 0 1 0 0 3 0 0 17 0 1741.05 sp|P07333 sp|P07333|CSF 198 214 yes yes 2;3 3.12E-28 114.87 3601 214 3676 574682;57468271470;27 271471 174
VISGVLQLGNIVFK EEQMGLLRVISGVLQL QLGNIVFKKERNTDQA R V I F K K 0 0 1 0 0 1 0 2 0 2 2 1 0 1 0 1 0 0 0 3 0 0 14 0 1485.892 sp|P35579sp|P35579|MY 342 355 yes yes 2 9.07E-16 112.75 3602 350 3677 574967;57496271644;27 271644 16
VISTLEEPTPQCPTSQGR WNLQPLPKVISTLEEP QCPTSQGRSPAGPTVV K V I G R S 0 1 0 0 1 2 2 1 0 1 1 0 0 0 3 2 3 0 0 1 0 0 18 0 1998.968 sp|P09172 sp|P09172|DO 585 602 yes yes 2 1.59E-15 124.12 3603 238 3678 575027;57502271662;27 271662 3
VITEPIPVSDLR WGDPRVIKVITEPIPV PIPVSDLRVALTGVRK K V I L R V 0 1 0 1 0 0 1 0 0 2 1 0 0 0 2 1 1 0 0 2 0 0 12 0 1337.756 sp|Q12913sp|Q12913|PT 203 214 yes yes 2 3.72E-20 135.55 3604 444 3679 575049;57505271665;27 271724 52
VIVIPVGIGPHANLK VQGLKKKKVIVIPVGI IGPHANLKQIRLIEKQ K V I L K Q 1 0 1 0 0 0 0 2 1 3 1 1 0 0 2 0 0 0 0 3 0 0 15 0 1525.934 sp|P04275 sp|P04275|VW 1409 1423 yes yes 2;3 0.0001762 85.377 3605 179 3680 575197;57519271727;27 271727 16
VIVVSMNYR KFLARVERVIVVSMNY IVVSMNYRVGALGFLA R V I Y R V 0 1 1 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 1 3 0 0 9 0 1079.58 sp|P06276sp|P06276|CH 167 175 yes yes 2 3.65E-08 142.64 3606 202 3681 575308;57530271743;27 271744 15
VKDISEVVTPR QYAPGYDKVKDISEVV ISEVVTPRFLCTGGVS K V K P R F 0 1 0 1 0 0 1 0 0 1 0 1 0 0 1 1 1 0 0 3 0 0 11 1 1241.698 sp|P00751 sp|P00751|CFA 669 679 yes yes 3 0.011237 57.019 3607 89 3682 575430;57543271758;27 271759 2
VKDLATVYVDVLK PPQSPWDRVKDLATVY TVYVDVLKDSGRDYVS R V K L K D 1 0 0 2 0 0 0 0 0 0 2 2 0 0 0 0 1 0 1 4 0 0 13 1 1461.844 sp|P02647sp|P02647|AP 35 47 yes yes 2 0.058254 81.625 3608 136 3683 575457 271760 271760 1
VKEEVFIQQR CLINECVRVKEEVFIQ EEVFIQQRNVSCPQLE R V K Q R N 0 1 0 0 0 2 2 0 0 1 0 1 0 1 0 0 0 0 0 2 0 0 10 1 1274.698 sp|P04275 sp|P04275|VW 2536 2545 yes yes 3 0.015025 51.927 3609 179 3684 575458;57545 271761 271761 1
VLAAVYK RCQYVTEKVLAAVYKA KVLAAVYKALSDHHIY K V L Y K A 2 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 2 0 0 7 0 762.464 sp|P04075 sp|P04075|ALD 209 215 no no 2 0.048577 85.306 3610 172;187;244 3685 575485;57548271762;27 271762 2
VLAQLLR EEAQHVQRVLAQLLRR RVLAQLLRREAALTAR R V L L R R 1 1 0 0 0 1 0 0 0 0 3 0 0 0 0 0 0 0 0 1 0 0 7 0 811.528 sp|Q9NPY3sp|Q9NPY3|C1 75 81 yes no 2 1.17E-06 130.84 3611 534 3686 575589;57559271764;27 271764 33
VLATLCGQESTDTER VKLSSGAKVLATLCGQ QESTDTERAPGKDTFY K V L E R A 1 1 0 1 1 1 2 1 0 0 2 0 0 0 0 1 3 0 0 1 0 0 15 0 1678.783 sp|O00187sp|O00187|MA 85 99 yes yes 2 1.56E-65 167.6 3612 41 3687 575689;57569271797;27 271799 22
VLAVNQENEQLMEDYEK TAANRICKVLAVNQEN QLMEDYEKLASDLLEW K V L E K L 1 0 2 1 0 2 4 0 0 0 2 1 1 0 0 0 0 0 1 2 0 0 17 0 2050.952 sp|P12814sp|P12814|AC 265 281 yes yes 2 1.73E-14 103.88 3613 266 3688 575792;57579 271819 271819 1
VLCDDVICDETK ICVCDNGKVLCDDVIC DVICDETKNCPGAEVP K V L T K N 0 0 0 3 2 0 1 0 0 1 1 1 0 0 0 0 1 0 0 2 0 0 12 0 1465.643 sp|P02452 sp|P02452|CO 68 79 yes yes 2 1.15E-13 120.45 3614 133 3689 575797;57579271820;27 271828 8
VLDALQAIK EANPKLQKVLDALQAI LDALQAIKTKGKRAPF K V L I K T 2 0 0 1 0 1 0 0 0 1 2 1 0 0 0 0 0 0 0 1 0 0 9 0 969.5859 sp|P00915 sp|P00915|CA 161 169 yes yes 2 0.0006358 125.25 3615 90 3690 575867;57586271829;27 271922 115
VLDLSCNR KGLPAKLRVLDLSCNR VLDLSCNRLNRAPQPD R V L N R L 0 1 1 1 1 0 0 0 0 0 2 0 0 0 0 1 0 0 0 1 0 0 8 0 975.4808 sp|P08571 sp|P08571|CD 301 308 yes yes 2 2.97E-22 191.03 3618 232 3693 576141;57614271956;27 271969 32
VLDTCTIR VGKETMKKVLDTCTIR VLDTCTIRMNLNLPAR K V L I R M 0 1 0 1 1 0 0 0 0 1 1 0 0 0 0 0 2 0 0 1 0 0 8 0 976.5012 sp|P59894sp|P59894|DC 321 328 yes yes 2 7.00E-06 111.28 3619 394 3694 576304;57630271988;27 271992 16
VLEDNSALDK SVNDKGLRVLEDNSAL EDNSALDKMLQNVQMP R V L D K M 1 0 1 2 0 0 1 0 0 0 2 1 0 0 0 1 0 0 0 1 0 0 10 0 1102.551 sp|P27487sp|P27487|DP 493 502 yes yes 2 0.0070223 76.17 3620 333 3695 576464;57646 272004 272004 1
VLEGMEVVR GKHVVFGKVLEGMEVV LEGMEVVRKVESTKTD K V L V R K 0 1 0 0 0 0 2 1 0 0 1 0 1 0 0 0 0 0 0 3 0 0 9 0 1030.548 sp|P23284sp|P23284|PP 172 180 yes yes 2 0.0053323 84.498 3621 320 3696 576521;57652272005;27 272005 2
VLEPTLK LPEVFLSKVLEPTLKS KVLEPTLKSLGECCDV K V L L K S 0 0 0 0 0 0 1 0 0 0 2 1 0 0 1 0 1 0 0 1 0 0 7 0 798.4851 sp|P02774sp|P02774|VT 364 370 yes yes 2 0.009715 108.24 3622 159 3697 576537;57653272007;27 272046 120
VLFETDLVNPR KLDGTQRRVLFETDLV ETDLVNPRGIVTDSVR R V L P R G 0 1 1 1 0 0 1 0 0 0 2 0 0 1 1 0 1 0 0 2 0 0 11 0 1301.698 sp|P14543 sp|P14543|NID 1057 1067 yes yes 2 6.88E-20 149.94 3623 282 3698 576973;57697272127;27 272142 12
VLFYVDSEK GSLGGEYRVLFYVDSE LFYVDSEKLKQNDFNS R V L E K L 0 0 0 1 0 0 1 0 0 0 1 1 0 1 0 1 0 0 1 2 0 0 9 0 1098.56 sp|P10643 sp|P10643|CO 315 323 yes yes 2 1.19E-06 141.52 3624 252 3699 577085;57708272149;27 272166 36
VLGAFSDGLAHLDNLK KVKAHGKKVLGAFSDG LAHLDNLKGTFATLSE K V L L K G 2 0 1 2 0 0 0 2 1 0 4 1 0 1 0 1 0 0 0 1 0 0 16 0 1668.884 sp|P68871 sp|P68871|HB 68 83 no no 2;3 2.42E-77 181.4 3625 416;132 3700 577197;57719272185;27 272260 96
VLGDVIEVHGK SPEELKVKVLGDVIEV DVIEVHGKHEERQDEH K V L G K H 0 0 0 1 0 0 1 2 1 1 1 1 0 0 0 0 0 0 0 3 0 0 11 0 1164.65 sp|P02511 sp|P02511|CRY 93 103 yes yes 2;3 0.0020861 64.841 3626 135 3701 577615;57761272281;27 272286 8
VLGEAMTGISQNAK DSVMENSKVLGEAMTG TGISQNAKNGNLPEFG K V L A K N 2 0 1 0 0 1 1 2 0 1 1 1 1 0 0 1 1 0 0 1 0 0 14 0 1417.724 sp|Q9Y490sp|Q9Y490|TL 1402 1415 yes yes 2 0.055745 43.512 3627 554 3702 577724;57772 272289 272289 1
VLGPFCGEK IKIKVGPKVLGPFCGE LGPFCGEKAPEPISTQ K V L E K A 0 0 0 0 1 0 1 2 0 0 1 1 0 1 1 0 0 0 0 1 0 0 9 0 1005.495 sp|P48740sp|P48740|MA 255 263 yes yes 2 0.023971 69.423 3628 370 3703 577751;57775272290;27 272294 7
VLHGDLIDFVCK MKWKYEGKVLHGDLID DLIDFVCKQGYDLSPL K V L C K Q 0 0 0 2 1 0 0 1 1 1 2 1 0 1 0 0 0 0 0 2 0 0 12 0 1414.728 sp|P05160sp|P05160|F13 476 487 yes yes 2;3 3.53E-20 135.86 3629 193 3704 577797;57779272297;27 272439 190
VLIEGSINSVR ISRNEKEKVLIEGSIN EGSINSVRVSIAVKQA K V L V R V 0 1 1 0 0 0 1 1 0 2 1 0 0 0 0 2 0 0 0 2 0 0 11 0 1185.672 sp|P59998sp|P59998|AR 61 71 yes yes 2 0.032315 50.04 3630 395 3705 578062;57806272487;27 272488 1
VLIFQEENEIPASVFVK LLRRNHFKVLIFQEEN IPASVFVKQPVSGAVE K V L V K Q 1 0 1 0 0 1 3 0 0 2 1 1 0 2 1 1 0 0 0 3 0 0 17 0 1961.051 sp|O95810sp|O95810|SD 157 173 yes yes 2;3 3.56E-55 141.38 3631 69 3706 578104;57810272489;27 272489 50
VLLAPLGDDFR KSKLFRTKVLLAPLGD APLGDDFRYCEYTEWD K V L F R Y 1 1 0 2 0 0 0 1 0 0 3 0 0 1 1 0 0 0 0 1 0 0 11 0 1214.666 sp|Q16706sp|Q16706|MA 418 428 yes yes 2 5.70E-16 145.72 3632 476 3707 578266;57826272539;27 272595 71
VLLDGVQNPR GEVVLSRKVLLDGVQN LDGVQNPRAEDLVGKS K V L P R A 0 1 1 1 0 1 0 1 0 0 2 0 0 0 1 0 0 0 0 2 0 0 10 0 1109.619 sp|P01024sp|P01024|CO 306 315 yes yes 2 8.66E-50 190.08 3633 97 3708 578400;57840272610;27 272676 133
VLLDQLGTTISFER HIEAIDVRVLLDQLGT GTTISFERINDILEHV R V L E R I 0 1 0 1 0 1 1 1 0 1 3 0 0 1 0 1 2 0 0 1 0 0 14 0 1590.862 sp|P04114sp|P04114|AP 2296 2309 yes yes 2;3 5.69E-194 240.82 3634 174 3709 578627;57862272743;27 273305 593
VLMSVLNDNSR ITFASEPKVLMSVLND SVLNDNSRDMTEVISS K V L S R D 0 1 2 1 0 0 0 0 0 0 2 0 1 0 0 2 0 0 0 2 0 0 11 0 1246.634 sp|P06681 sp|P06681|CO 304 314 yes yes 2 1.79E-179 211.02 3635 205 3710;3711 579529;57953273355;273 273416 117
VLNLGPITR GSVIDQSRVLNLGPIT LNLGPITRKGVQATVS R V L T R K 0 1 1 0 0 0 0 1 0 1 2 0 0 0 1 0 1 0 0 1 0 0 9 0 981.5971 sp|P07911 sp|P07911|UR 598 606 yes yes 2 1.16E-05 138.54 3636 221 3712 579715;57971273472;273 273473 40
VLNQELR LMENGKIKVLNQELRA KVLNQELRADGTVNQI K V L L R A 0 1 1 0 0 1 1 0 0 0 2 0 0 0 0 0 0 0 0 1 0 0 7 0 870.4923 sp|P05090sp|P05090|AP 76 82 yes yes 2 0.0035089 132.72 3637 188 3713 579835;57983273512;273 273516 15
VLNTEANVVR HKGVAVRRVLNTEANV NTEANVVRKFGVTDFP R V L V R K 1 1 2 0 0 0 1 0 0 0 1 0 0 0 0 0 1 0 0 3 0 0 10 0 1113.614 sp|O00391sp|O00391|QS 218 227 yes yes 2 1.58E-97 206.09 3638 43 3714 579954;57995273527;273 273532 101
VLNYVDWIK RGYGFYTKVLNYVDWI LNYVDWIKKEMEEED_ K V L I K K 0 0 1 1 0 0 0 0 0 1 1 1 0 0 0 0 0 1 1 2 0 0 9 0 1148.623 sp|P00736sp|P00736|C1 690 698 yes yes 2 0.0007412 114.5 3639 81 3715 580111;58011273630;273 273654 129
VLPLPIFTPAK EYQLPYQRVLPLPIFT LPIFTPAKMGATKEER R V L A K M 1 0 0 0 0 0 0 0 0 1 2 1 0 1 3 0 1 0 0 1 0 0 11 0 1194.738 sp|O15273sp|O15273|TE 88 98 yes yes 2 0.0008462 84.213 3640 53 3716 580388 273760 273760 1
VLQGVLPALPQVVCNYR GYCPTMTRVLQGVLPA PQVVCNYRDVRFESIR R V L Y R D 1 1 1 0 1 2 0 1 0 0 3 0 0 0 2 0 0 0 1 4 0 0 17 0 1925.056 sp|P0DN87sp|P0DN87|CG 64 80 yes no 2;3 2.70E-28 115.57 3641 37 3717 580389;58039273761;273 273761 2
VLQLTSWDEDAWASK AEINEIIRVLQLTSWD DEDAWASKDTEAMKRA R V L S K D 2 0 0 2 0 1 1 0 0 0 2 1 0 0 0 2 1 2 0 1 0 0 15 0 1747.842 sp|P18206sp|P18206|VIN 247 261 yes yes 2 1.15E-30 128.28 3642 300 3718 580395;58039273763;273 273770 109
VLSALQAVQGLLVAQGR TSRLDAHKVLSALQAV GLLVAQGRADSQAQLL K V L G R A 3 1 0 0 0 3 0 2 0 0 4 0 0 0 0 1 0 0 0 3 0 0 17 0 1722.015 sp|P01019sp|P01019|AN 180 196 yes yes 2;3 2.71E-227 290.28 3643 95 3719 580576;58057273872;273 273995 239
VLSIAQAHSPAFSCEQVR QWLKPGLKVLSIAQAH AFSCEQVRAFPALTSL K V L V R A 3 1 0 0 1 2 1 0 1 1 1 0 0 1 1 3 0 0 0 2 0 0 18 0 1998.995 sp|P08571 sp|P08571|CD 174 191 yes yes 3 2.13E-56 137.61 3644 232 3720 580976;58097274111;274 274114 57
VLSLAQEQVGGSPEK WLTAFVLKVLSLAQEQ QVGGSPEKLQETSNWL K V L E K L 1 0 0 0 0 2 2 2 0 0 2 1 0 0 1 2 0 0 0 2 0 0 15 0 1540.81 sp|P0C0L4 sp|P0C0L4|CO 1085 1099 no no 2;3 5.21E-85 221.32 3645 245;246 3721 581135;58113274168;274 274205 283
VLSYVDWIK EGYDFYTKVLSYVDWI LSYVDWIKGVMNGKN_ K V L I K G 0 0 0 1 0 0 0 0 0 1 1 1 0 0 0 1 0 1 1 2 0 0 9 0 1121.612 sp|Q9NZP8sp|Q9NZP8|C1 472 480 yes yes 1;2 0.0053323 85.161 3646 540 3722 581500;58150274451;274 274463 93
VLTGNPR KSYGTRPRVLTGNPRL RVLTGNPRLDLQEINN R V L P R L 0 1 1 0 0 0 0 1 0 0 1 0 0 0 1 0 1 0 0 1 0 0 7 0 755.429 sp|P36955 sp|P36955|PED 168 174 yes yes 2 0.0033618 137.5 3647 353 3723 581810;58181274546;274 274547 8
VLTLELYK KHNNHMAKVLTLELYK VLTLELYKKLRDKETP K V L Y K K 0 0 0 0 0 0 1 0 0 0 3 1 0 0 0 0 1 0 1 1 0 0 8 0 977.5797 sp|P06732 sp|P06732|KC 33 40 yes yes 2 0.023104 79.469 3648 207 3724 581863;58186274554;274 274558 5
VLTPDAFVCR FSDVDVARVLTPDAFV TPDAFVCRTICTYHPN R V L C R T 1 1 0 1 1 0 0 0 0 0 1 0 0 1 1 0 1 0 0 2 0 0 10 0 1176.596 sp|P03952 sp|P03952|KLK 219 228 yes yes 2 9.90E-25 167.24 3649 166 3725 581966;58196274559;274 274678 127
VLVDHFGYTK QVPDGVSKVLVDHFGY VDHFGYTKDDKHEQDM K V L T K D 0 0 0 1 0 0 0 1 1 0 1 1 0 1 0 0 1 0 1 2 0 0 10 0 1177.613 sp|P04114sp|P04114|AP 733 742 yes no 2;3 3.51E-07 130.66 3650 174 3726 582148;58214274687;274 274689 144
VLVEDTK EGILKTAKVLVEDTKV KVLVEDTKVLVQNAAG K V L T K V 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 0 1 0 0 2 0 0 7 0 802.4436 sp|Q9Y490sp|Q9Y490|TL 2025 2031 yes yes 2 0.050763 84.244 3651 554 3727 582563;58256 274831 274831 1
VLVQNAAGSQEK KVLVEDTKVLVQNAAG NAAGSQEKLAQAAQSS K V L E K L 2 0 1 0 0 2 1 1 0 0 1 1 0 0 0 1 0 0 0 2 0 0 12 0 1242.657 sp|Q9Y490sp|Q9Y490|TL 2032 2043 yes yes 2 3.99E-66 189.18 3653 554 3729 582579;58258274833;274 274836 7
VLYNLFTK LDLKSTLRVLYNLFTK VLYNLFTKYKNVE___ R V L T K Y 0 0 1 0 0 0 0 0 0 0 2 1 0 1 0 0 1 0 1 1 0 0 8 0 996.5644 sp|Q9HBI1sp|Q9HBI1|PA 352 359 yes no 2 0.017874 101.28 3654 532 3730 582642;58264274840;274 274841 2
VLYPNDNFFEGK NLAENISRVLYPNDNF NDNFFEGKELRLKQEY R V L G K E 0 0 2 1 0 0 1 1 0 0 1 1 0 2 1 0 0 0 1 1 0 0 12 0 1441.688 sp|P11217sp|P11217|PYG 279 290 no no 2 6.92E-05 85.377 3655 257;256 3731 582679;58268 274842 274842 1
VMPICLPSK QKVSVNERVMPICLPS MPICLPSKDYAEVGRV R V M S K D 0 0 0 0 1 0 0 0 0 1 1 1 1 0 2 1 0 0 0 1 0 0 9 0 1043.551 sp|P00738sp|P00738|HP 262 270 no no 2 0.0048254 90.37 3656 82;83 3732 582682;58268274843;274 274847 44
VMSISIR SALMGGRKVMSISIRL KVMSISIRLKVQKVIP K V M I R L 0 1 0 0 0 0 0 0 0 2 0 0 1 0 0 2 0 0 0 1 0 0 7 0 804.4528 sp|P07333 sp|P07333|CSF 186 192 yes yes 2 0.0088521 111.28 3657 214 3733 582870;58287274887;274 274887 8
VMVTNVTSLLK WQLKNSAKVMVTNVTS TNVTSLLKTVKAVEDE K V M L K T 0 0 1 0 0 0 0 0 0 0 2 1 1 0 0 1 2 0 0 3 0 0 11 0 1203.69 sp|Q9Y490sp|Q9Y490|TL 2120 2130 yes no 2 0.0016689 93.111 3658 554 3734 582930;58293274895;274 274924 30
VNDAQEYR GYVLRLNRVNDAQEYR VNDAQEYRRGGLGSLF R V N Y R R 1 1 1 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 8 0 993.4516 sp|Q9UGMsp|Q9UGM5|F 67 74 yes yes 2 0.013394 121.62 3659 545 3735 583022;58302274925;274 274926 2
VNEPSILEMSR ESGEQVERVNEPSILE PSILEMSRGVKLTDVA R V N S R G 0 1 1 0 0 0 2 0 0 1 1 0 1 0 1 2 0 0 0 1 0 0 11 0 1273.634 sp|O14791sp|O14791|AP 321 331 yes yes 2 2.90E-12 152.97 3660 48 3736 583045;58304274927;274 274937 27
VNGVLTALPVSVADGR KDEIGKVRVNGVLTAL PVSVADGRISVTQGAS R V N G R I 2 1 1 1 0 0 0 2 0 0 2 0 0 0 1 1 1 0 0 4 0 0 16 0 1566.873 sp|Q9Y6R7sp|Q9Y6R7|FC 1756 1771 yes no 2 8.22E-05 90.861 3661 559 3737 583135;58313274956;274 274956 4
VNHVTLSQPK EKDEYACRVNHVTLSQ HVTLSQPKIVKWDRDM R V N P K I 0 0 1 0 0 1 0 0 1 0 1 1 0 0 1 1 1 0 0 2 0 0 10 0 1121.619 sp|P61769sp|P61769|B2 102 111 yes yes 2;3 0.0042265 88.181 3662 400 3738 583146;58314274960;274 274960 3
VNIPLVTNEECQK EIQNILQKVNIPLVTN VTNEECQKRYQDYKIT K V N Q K R 0 0 2 0 1 1 2 0 0 1 1 1 0 0 1 0 1 0 0 2 0 0 13 0 1542.771 sp|P03952 sp|P03952|KLK 538 550 yes yes 2 3.03E-56 175.65 3663 166 3739 583225;58322274963;274 275113 194
VNKDDEEFIESNK TYSDHPEKVNKDDEEF EEFIESNKMHAINGRM K V N N K M 0 0 2 2 0 0 3 0 0 1 0 2 0 1 0 1 0 0 0 1 0 0 13 1 1565.721 sp|P00450sp|P00450|CER 945 957 yes yes 2;3 1.11E-85 244.06 3664 74 3740 583394;58339275157;275 275189 54
VNPALAELNLR KDISSALRVNPALAEL ALAELNLRSNELGDVG R V N L R S 2 1 2 0 0 0 1 0 0 0 3 0 0 0 1 0 0 0 0 1 0 0 11 0 1208.688 sp|P13489sp|P13489|RIN 54 64 yes yes 2 0.0018022 79.128 3665 272 3741 583625;58362275211;275 275212 3
VNQIGSVTESLQACK SCNCLLLKVNQIGSVT TESLQACKLAQANGWG K V N C K L 1 0 1 0 1 2 1 1 0 1 1 1 0 0 0 2 1 0 0 2 0 0 15 0 1632.814 sp|P06733 sp|P06733|EN 344 358 yes yes 2 3.23E-19 134.13 3666 208 3742 583690;58369275214;275 275214 7
VNQNLVYESGSLNFSK KINSKHLRVNQNLVYE SGSLNFSKLEIQSQVD R V N S K L 0 0 3 0 0 1 1 1 0 0 2 1 0 1 0 3 0 0 1 2 0 0 16 0 1797.89 sp|P04114sp|P04114|AP 2970 2985 yes yes 2;3 8.11E-182 226.04 3667 174 3743 583738;58373275221;275 275374 192
VNSFFSTFK LEKDLRDKVNSFFSTF NSFFSTFKEKESQDKT K V N F K E 0 0 1 0 0 0 0 0 0 0 0 1 0 3 0 2 1 0 0 1 0 0 9 0 1075.534 sp|P06727sp|P06727|AP 351 359 yes yes 1;2 5.15E-10 134.48 3668 206 3744 584019;58402275413;275 275423 172
VNVDAVGGEALGR AVNALWGKVNVDAVGG VGGEALGRLLVVYPWT K V N G R L 2 1 1 1 0 0 1 3 0 0 1 0 0 0 0 0 0 0 0 3 0 0 13 0 1255.652 sp|P02042 sp|P02042|HB 19 31 yes yes 2 3.58E-16 123.67 3669 132 3745 584509;58451275585;275 275588 4
VNVDEVGGEALGR AVTALWGKVNVDEVGG VGGEALGRLLVVYPWT K V N G R L 1 1 1 1 0 0 2 3 0 0 1 0 0 0 0 0 0 0 0 3 0 0 13 0 1313.658 sp|P68871 sp|P68871|HB 19 31 yes yes 2;3 7.49E-145 222.18 3670 416 3746 584524;58452275589;275 275592 158
VNWEEEAASGLLTSLK SDEETQIKVNWEEEAA SGLLTSLKDNVPKATG K V N L K D 2 0 1 0 0 0 3 1 0 0 3 1 0 0 0 2 1 1 0 1 0 0 16 0 1745.884 sp|P04114sp|P04114|AP 4056 4071 yes yes 2;3 2.94E-182 212.59 3671 174 3747 584746;58474275747;275 276281 530
VNWIGCQGSEPHFR EGAVLAKKVNWIGCQG QGSEPHFRGFPCSLWV K V N F R G 0 1 1 0 1 1 1 2 1 1 0 0 0 1 1 1 0 1 0 1 0 0 14 0 1685.773 sp|O00391sp|O00391|QS 388 401 yes yes 3 5.27E-39 118.37 3672 43 3748 585584;58558276282;276 276283 7
VNYDEENWR LNVTGYYRVNYDEENW NYDEENWRKIQTQLQR R V N W R K 0 1 2 1 0 0 2 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 9 0 1223.521 sp|P15144sp|P15144|AM 632 640 yes yes 2 0.0040478 93.429 3673 285 3749 585709;58571 276289 276289 1
VPANLENVGFEVQTAEDDLK SRTSNPYRVPANLENV QTAEDDLKTDFYKDLT R V P L K T 2 0 2 2 0 1 3 1 0 0 2 1 0 1 1 0 1 0 0 3 0 0 20 0 2187.07 sp|P13671 sp|P13671|CO 232 251 yes yes 2;3 0 376.68 3674 277 3750 585783;58578276290;276 276295 400
VPAPPSPQPATYTCVVSHEDSR FWAWSVLRVPAPPSPQ VVSHEDSRTLLNASRS R V P S R T 2 1 0 1 1 1 1 0 1 0 0 0 0 0 5 3 2 0 1 3 0 0 22 0 2394.127 sp|P01880sp|P01880|IGH 342 363 yes yes 3 2.54E-05 63.706 3675 131 3751 586257;58625276690;276 276691 5
VPGTSTSATLTGLTR DEEPLQFRVPGTSTSA ATLTGLTRGATYNVIV R V P T R G 1 1 0 0 0 0 0 2 0 0 2 0 0 0 1 2 5 0 0 1 0 0 15 0 1460.784 sp|P02751 sp|P02751|FIN 2150 2164 yes yes 2;3 4.00E-58 207.44 3677 153 3753 586297;58629276697;276 276758 309
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VPLLLSEPINIIDALEMR TLLDSPIKVPLLLSEP IIDALEMRDAVEKPQE K V P M R D 1 1 1 1 0 0 2 0 0 3 4 0 1 0 2 1 0 0 0 1 0 0 18 0 2035.139 sp|P04114sp|P04114|AP 2026 2043 yes yes 2 0.0013731 68.44 3678 174 3754 586675;58667277008;277 277009 3
VPQTDMTFR ANRLLDHRVPQTDMTF PQTDMTFRHVGSKLIV R V P F R H 0 1 0 1 0 1 0 0 0 0 0 0 1 1 1 0 2 0 0 1 0 0 9 0 1093.523 sp|P04114sp|P04114|AP 1216 1224 yes yes 2 1.11E-25 172.15 3680 174 3756 586789;58679277015;277 277212 203
VPSLVGSFIR MILELFSKVPSLVGSF SLVGSFIRSQNKEDYA K V P I R S 0 1 0 0 0 0 0 1 0 1 1 0 0 1 1 2 0 0 0 2 0 0 10 0 1073.623 sp|P78417sp|P78417|GST 123 132 yes yes 2 1.81E-07 132.76 3682 420 3758 587281;58728277468;277 277476 50
VPSVYPLDR SSVTVSCKVPSVYPLD PSVYPLDRLEIELLKG K V P D R L 0 1 0 1 0 0 0 0 0 0 1 0 0 0 2 1 0 0 1 2 0 0 9 0 1044.56 sp|P19320sp|P19320|VC 427 435 yes yes 2 0.0007418 95.741 3683 302 3759 587410;58741277519;277 277520 33
VPSYTLILPSLELPVLHVPR SILGSDVRVPSYTLIL LPVLHVPRNLKLSLPD R V P P R N 0 1 0 0 0 0 1 0 1 1 5 0 0 0 4 2 1 0 1 3 0 0 20 0 2242.309 sp|P04114sp|P04114|AP 3292 3311 yes yes 2;3 5.51E-113 194.86 3684 174 3760 587594;58759277552;277 277557 51
VPTADLEDVLPLAEDITNILSK NLIKLAQKVPTADLED DITNILSKCCESASED K V P S K C 2 0 1 3 0 0 2 0 0 2 4 1 0 0 2 1 2 0 0 2 0 0 22 0 2365.263 sp|P02774sp|P02774|VT 243 264 yes yes 2;3 2.35E-228 282.52 3685 159 3761 587735;58773277604;277 277613 185
VPTANVSVVDLTCR KLTGMAFRVPTANVSV SVVDLTCRLEKPAKYD R V P C R L 1 1 1 1 1 0 0 0 0 0 1 0 0 0 1 1 2 0 0 4 0 0 14 0 1529.787 sp|P04406sp|P04406|G3 235 248 yes yes 2;3 0 278.51 3686 181 3762 588085;58808277790;277 277793 69
VPTGGVEEGLLER LTWEVAGKVPTGGVEE VEEGLLERHSNGSQSQ K V P E R H 0 1 0 0 0 0 3 3 0 0 2 0 0 0 1 0 1 0 0 2 0 0 13 0 1354.709 sp|P01880sp|P01880|IGH 210 222 yes yes 2;3 1.01E-65 181.44 3687 131 3763 588284;58828277860;277 277951 102
VPVAVQGEDTVQSLTQGDGVAK PDGSPAYRVPVAVQGE TQGDGVAKLSINTHPS R V P A K L 2 0 0 2 0 3 1 3 0 0 1 1 0 0 1 1 2 0 0 5 0 0 22 0 2197.123 sp|P01024sp|P01024|CO 387 408 yes yes 2;3 4.32E-196 263.75 3688 97 3764 588449;58845277962;277 277969 131
VPVLMESR FRNGSVSRVPVLMESR VPVLMESRSFYTAYLQ R V P S R S 0 1 0 0 0 0 1 0 0 0 1 0 1 0 1 1 0 0 0 2 0 0 8 0 929.5004 sp|O00391sp|O00391|QS 249 256 yes yes 2 6.28E-05 140.98 3690 43 3766 588762;58876278096;278 278102 17
VQAAVGTSAAPVPSDNH QWAGLVEKVQAAVGTS APVPSDNH________ K V Q N H - 4 0 1 1 0 1 0 1 1 0 0 0 0 0 2 2 1 0 0 3 0 0 17 0 1619.79 sp|P02649sp|P02649|AP 301 317 yes yes 2;3 1.37E-179 215.51 3691 137 3767 588794;58879278113;278 278269 199
VQDDFVEIHGK SPEDLTVKVQDDFVEI DFVEIHGKHNERQDDH K V Q G K H 0 0 0 2 0 1 1 1 1 1 0 1 0 1 0 0 0 0 0 2 0 0 11 0 1285.63 sp|P02489sp|P02489|CRY 89 99 yes yes 2 0.044919 45.368 3693 134 3769 589098;58909 278315 278315 0
VQEAHLTEDQIFYFPK VLSGFEQRVQEAHLTE DQIFYFPKYGFCEAAD R V Q P K Y 1 0 0 1 0 2 2 0 1 1 1 1 0 2 1 0 1 0 1 1 0 0 16 0 1963.968 sp|P07360sp|P07360|CO 169 184 yes yes 2;3 2.84E-86 173.68 3694 218 3770 589101;58910278316;278 278317 155
VQELGHGCAALVTK IGSHIKHRVQELGHGC GCAALVTKAGALQCSP R V Q T K A 2 0 0 0 1 1 1 2 1 0 2 1 0 0 0 0 1 0 0 2 0 0 14 0 1481.766 sp|Q9Y490sp|Q9Y490|TL 1920 1933 yes yes 2;3 0.0001059 80.318 3695 554 3771 589423;58942278471;278 278472 2
VQFELHYQEVK VNVLPGAKVQFELHYQ ELHYQEVKWRKLGSYE K V Q V K W 0 0 0 0 0 2 2 0 1 0 1 1 0 1 0 0 0 0 1 2 0 0 11 0 1418.719 sp|P19823 sp|P19823|ITIH 177 187 yes no 2;3 7.46E-12 128.03 3697 304 3773 589548;58954278475;278 278493 190
VQGNDHSATR DDGRRTLRVQGNDHSA GNDHSATRERRLDYQE R V Q T R E 1 1 1 1 0 1 0 1 1 0 0 0 0 0 0 1 1 0 0 1 0 0 10 0 1083.506 sp|Q14624sp|Q14624|ITI 899 908 yes yes 3 0.033706 37.696 3698 463 3774 589962;58996 278665 278665 1
VQGVEFSHR YKADTVAKVQGVEFSH QGVEFSHRLNTDIAGL K V Q H R L 0 1 0 0 0 1 1 1 1 0 0 0 0 1 0 1 0 0 0 2 0 0 9 0 1057.531 sp|P04114sp|P04114|AP 1859 1867 yes yes 2;3 1.16E-05 138.54 3699 174 3775 589968;58996278666;278 278679 68
VQHIQLLQK LKRKVIEKVQHIQLLQ QHIQLLQKNVRAQLVD K V Q Q K N 0 0 0 0 0 3 0 0 1 1 2 1 0 0 0 0 0 0 0 1 0 0 9 0 1105.661 sp|P02671 sp|P02671|FIB 149 157 yes yes 2;3 1.06E-05 138.83 3700 142 3776 590254;59025278734;278 278788 59
VQLSPDLLATLPEPASPGR EACESLTRVQLSPDLL PEPASPGRQACGRRHK R V Q G R Q 2 1 0 1 0 1 1 1 0 0 4 0 0 0 4 2 1 0 0 1 0 0 19 0 1960.063 sp|Q04756sp|Q04756|HG 373 391 yes yes 2;3 3.50E-115 218.28 3701 433 3777 590546;59054278793;278 278793 294
VQLYDLGLQIHK FPLPLLKRVQLYDLGL DLGLQIHKDFLFLGAN R V Q H K D 0 0 0 1 0 2 0 1 1 1 3 1 0 0 0 0 0 0 1 1 0 0 12 0 1425.798 sp|P18428sp|P18428|LBP 456 467 yes yes 2;3 3.56E-05 111.46 3702 301 3778 590899;59090279087;279 279129 42
VQNECPGITR DLVRTLYKVQNECPGI NECPGITRVYSIGRSV K V Q T R V 0 1 1 0 1 1 1 1 0 1 0 0 0 0 1 0 1 0 0 1 0 0 10 0 1172.561 sp|P15169sp|P15169|CB 38 47 yes yes 2 5.93E-11 142.56 3703 286 3779 591061;59106279130;279 279139 33
VQPYLDDFQK DLEEVKAKVQPYLDDF PYLDDFQKKWQEEMEL K V Q Q K K 0 0 0 2 0 2 0 0 0 0 1 1 0 1 1 0 0 0 1 1 0 0 10 0 1251.614 sp|P02647sp|P02647|AP 121 130 yes yes 2 1.73E-08 137.9 3704 136 3780 591198;59119279163;279 279291 138
VQQNVPSGTDTGDPQSK RAEEAGARVQQNVPSG DTGDPQSKPLGDWAAG R V Q S K P 0 0 1 2 0 3 0 2 0 0 0 1 0 0 2 2 2 0 0 2 0 0 17 0 1756.823 sp|O14791sp|O14791|AP 34 50 yes yes 2 0.0012344 57.164 3705 48 3781 591363;59136 279301 279301 1
VQQPDCR SCEQRAARVQQPDCRE RVQQPDCREPFLSCCQ R V Q C R E 0 1 0 1 1 2 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 7 0 901.4076 sp|P0C0L4 sp|P0C0L4|CO 723 729 no no 2 0.0098551 107.74 3706 245;246 3782 591377;59137279302;279 279302 2
VQSGTWVGYQYPGYR QEKVSSVRVQSGTWVG GYQYPGYRGLQYLLEK R V Q Y R G 0 1 0 0 0 2 0 3 0 0 0 0 0 0 1 1 1 1 3 2 0 0 15 0 1759.832 sp|P43320sp|P43320|CR 146 160 yes yes 2;3 3.96E-111 199.09 3707 361 3783 591432;59143279304;279 279311 76
VQSTELCAGHLAGGTDSCQGDSGGPLVCFEK RYEFLNGRVQSTELCA GPLVCFEKDKYILQGV R V Q E K D 2 0 0 2 3 2 2 6 1 0 3 1 0 1 1 3 2 0 0 2 0 0 31 0 3236.417 sp|P00747sp|P00747|PLM 739 769 yes yes 3 1.56E-111 138.9 3708 87 3784 591659;59166279389;279 279394 78
VQSTITSR QVTLYSYKVQSTITSR VQSTITSRMATTMIQS K V Q S R M 0 1 0 0 0 1 0 0 0 1 0 0 0 0 0 2 2 0 0 1 0 0 8 0 890.4821 sp|P19823 sp|P19823|ITIH 77 84 yes no 2 0.011361 123.69 3709 304 3785 591792;59179279467;279 279472 14
VQVAFPFDEYFQIECEAK PTIIKQSKVQVAFPFD FQIECEAKGNPEPTFS K V Q A K G 2 0 0 1 1 2 3 0 0 1 0 1 0 3 1 0 0 0 1 2 0 0 18 0 2219.025 sp|O00533sp|O00533|NC 43 60 yes yes 2 1.35E-15 101.53 3710 45 3786 591971;59197279481;279 279483 17
VQVQDNEGCPVEALVK HGGKAPLRVQVQDNEG CPVEALVKDNGNGTYS R V Q V K D 1 0 1 1 1 2 2 1 0 0 1 1 0 0 1 0 0 0 0 4 0 0 16 0 1783.877 sp|P21333 sp|P21333|FLN 709 724 yes yes 2 4.56E-86 171.05 3711 310 3787 592020;59202279498;279 279498 6
VQVVAGK IDNVKKARVQVVAGKK RVQVVAGKKYFIDFVA R V Q G K K 1 0 0 0 0 1 0 1 0 0 0 1 0 0 0 0 0 0 0 3 0 0 7 0 699.4279 sp|P01042 sp|P01042|KN 309 315 yes yes 2 0.0063939 118.06 3712 103 3788 592089;59209279504;279 279506 20
VQYECATGYYTAGGK KTFKVKDKVQYECATG GYYTAGGKKTEEVECL K V Q G K K 2 0 0 0 1 1 1 3 0 0 0 1 0 0 0 0 2 0 3 1 0 0 15 0 1666.73 sp|P05160sp|P05160|F13 176 190 yes yes 2 8.51E-53 151.98 3713 193 3789 592268;59226279524;279 279542 134
VSALLTPAEQTGTWK ISAALEHKVSALLTPA AEQTGTWKLKTQFNNN K V S W K L 2 0 0 0 0 1 1 1 0 0 2 1 0 0 1 1 3 1 0 1 0 0 15 0 1600.846 sp|P04114sp|P04114|AP 1968 1982 yes yes 2;3 1.36E-37 164.04 3715 174 3791 592512;59251279664;279 279669 230
VSEADSSNADWVTK TYPKIWVKVSEADSSN SNADWVTKQLNEINYE K V S T K Q 2 0 1 2 0 0 1 0 0 0 0 1 0 0 0 3 1 1 0 2 0 0 14 0 1507.679 sp|P00751 sp|P00751|CFA 324 337 yes yes 2 7.59E-175 235.49 3716 89 3792 592827;59282279894;279 280069 201
VSEGNHDIALIK IIIHQNYKVSEGNHDI NHDIALIKLQAPLNYT K V S I K L 1 0 1 1 0 0 1 1 1 2 1 1 0 0 0 1 0 0 0 1 0 0 12 0 1294.688 sp|P03952 sp|P03952|KLK 477 488 yes yes 2 3.16E-20 136.49 3717 166 3793 593354;59335280103;280 280106 37
VSFELFADK VDGEPLGRVSFELFAD SFELFADKVPKTAENF R V S D K V 1 0 0 1 0 0 1 0 0 0 1 1 0 2 0 1 0 0 0 1 0 0 9 0 1054.534 sp|P62937sp|P62937|PP 20 28 yes yes 2 0.0017964 101.64 3718 409 3794 593474;59347280140;280 280202 75
VSFLSALEEYTK LPVLESFKVSFLSALE SALEEYTKKLNTQ___ K V S T K K 1 0 0 0 0 0 2 0 0 0 2 1 0 1 0 2 1 0 1 1 0 0 12 0 1385.708 sp|P02647sp|P02647|AP 251 262 yes yes 2 5.82E-48 204.52 3719 136 3795 593621;59362280215;280 280377 163
VSHSEDDCLAFK TLIIYLDKVSHSEDDC EDDCLAFKVHQYFNVE K V S F K V 1 0 0 2 1 0 1 0 1 0 1 1 0 1 0 2 0 0 0 1 0 0 12 0 1406.614 sp|P01024sp|P01024|CO 1451 1462 yes yes 2;3 1.16E-22 142.94 3720 97 3796 593878;59387280378;280 280382 17
VSITSITVENVFVK PEIAYAYKVSITSITV TVENVFVKYKATLLDI K V S V K Y 0 0 1 0 0 0 1 0 0 2 0 1 0 1 0 2 2 0 0 4 0 0 14 0 1534.861 sp|P01031 sp|P01031|CO 1563 1576 yes yes 2 4.50E-17 119.27 3723 98 3799 594193;59419280400;280 280500 162
VSLATVDK KDEDFCKRVSLATVDK VSLATVDKTVETPSPH R V S D K T 1 0 0 1 0 0 0 0 0 0 1 1 0 0 0 1 1 0 0 2 0 0 8 0 831.4702 sp|P49908sp|P49908|SEP 189 196 yes yes 2 0.019699 89.752 3725 374 3801 594528;59452280565;280 280568 7
VSMMQTK LNEREVVKVSMMQTKG KVSMMQTKGNFLAAND K V S T K G 0 0 0 0 0 1 0 0 0 0 0 1 2 0 0 1 1 0 0 1 0 0 7 0 823.3932 sp|P05546sp|P05546|HE 323 329 yes yes 2 0.010784 105.39 3726 199 3802 594585;59458 280572 280572 1
VSQEGLK SKNIFNFKVSQEGLKL KVSQEGLKLSNDMMGS K V S L K L 0 0 0 0 0 1 1 1 0 0 1 1 0 0 0 1 0 0 0 1 0 0 7 0 759.4127 sp|P04114sp|P04114|AP 1731 1737 yes yes 2 0.045367 86.866 3727 174 3803 594598;59459 280573 280573 1
VSQMAQYFEPLTLAAVGAASK EASQLGHKVSQMAQYF AAVGAASKTLSHPQQM K V S S K T 5 0 0 0 0 2 1 1 0 0 2 1 1 1 1 2 1 0 1 2 0 0 21 0 2181.114 sp|Q9Y490sp|Q9Y490|TL 1731 1751 yes yes 2;3 1.86E-35 115.56 3728 554 3804 594629;59463280574;280 280601 28
VSQYIEWLQK GHFGVYTRVSQYIEWL QYIEWLQKLMRSEPRP R V S Q K L 0 0 0 0 0 2 1 0 0 1 1 1 0 0 0 1 0 1 1 1 0 0 10 0 1292.677 sp|P08709sp|P08709|FA7 440 449 yes yes 2 1.33E-06 116.05 3729 236 3805 594750;59475280602;280 280622 26
VSSVEECQK GVNFNVSKVSSVEECQ SSVEECQKRCTNNIRC K V S Q K R 0 0 0 0 1 1 2 0 0 0 0 1 0 0 0 2 0 0 0 2 0 0 9 0 1064.481 sp|P03952 sp|P03952|KLK 131 139 yes yes 2 0.030691 65.252 3730 166 3806 594814;59481 280628 280628 1
VSTAFVYTK IGRRQHLRVSTAFVYT STAFVYTKNPNGYSFS R V S T K N 1 0 0 0 0 0 0 0 0 0 0 1 0 1 0 1 2 0 1 2 0 0 9 0 1014.539 sp|P04114sp|P04114|AP 3704 3712 yes yes 2 3.49E-05 134.48 3731 174 3807 594849;59485280629;280 280639 70
VSVFVPPR VIAELPPKVSVFVPPR VSVFVPPRDGFFGNPR K V S P R D 0 1 0 0 0 0 0 0 0 0 0 0 0 1 2 1 0 0 0 3 0 0 8 0 899.5229 sp|P01871 sp|P01871|IGH 113 120 yes no 2 0.0017167 124.34 3732 128 3808 595036;59503280699;280 280816 131
VSVGGEK DDKEHSIKVSVGGEKR KVSVGGEKRDLEIEVV K V S E K R 0 0 0 0 0 0 1 2 0 0 0 1 0 0 0 1 0 0 0 2 0 0 7 0 674.3599 sp|P00751 sp|P00751|CFA 539 545 yes yes 2 0.048662 85.265 3733 89 3809 595213;59521 280831 280831 1
VSVGLLLVK DHEITGLRVSVGLLLV SVGLLLVKSVQVKLGD R V S V K S 0 0 0 0 0 0 0 1 0 0 3 1 0 0 0 1 0 0 0 3 0 0 9 0 926.6165 sp|Q96DA0sp|Q96DA0|ZG 79 87 yes yes 2 0.057099 55.676 3734 513 3810 595216;59521 280832 280832 1
VSVHPDYR LGNHPIRRVSVHPDYR VSVHPDYRQDESYNFE R V S Y R Q 0 1 0 1 0 0 0 0 1 0 0 0 0 0 1 1 0 0 1 2 0 0 8 0 971.4825 sp|P00736sp|P00736|C1 540 547 yes yes 3 0.0048744 75.213 3735 81 3811 595218;59521280833;280 280839 77
VSVLCQENYLIQEGEEITCK LNYRDGEKVSVLCQEN EGEEITCKDGRWQSIP K V S C K D 0 0 1 0 2 2 4 1 0 2 2 1 0 0 0 1 1 0 1 2 0 0 20 0 2411.135 sp|P08603 sp|P08603|CFA 835 854 yes yes 2;3 3.87E-230 224.59 3736 233 3812 595375;59537280910;280 281754 853
VSVQLEASPAFLAVPVEK NYLPKCIRVSVQLEAS FLAVPVEKEQAPHCIC R V S E K E 3 0 0 0 0 1 2 0 0 0 2 1 0 1 2 2 0 0 0 4 0 0 18 0 1883.04 sp|P01023 sp|P01023|A2 824 841 yes yes 2;3 1.49E-11 131.03 3737 96 3813 596833;59683281764;28 281775 363
VSYVGLVTVR NEHRGSRRVSYVGLVT YVGLVTVRAYSHSVSL R V S V R A 0 1 0 0 0 0 0 1 0 0 1 0 0 0 0 1 1 0 1 4 0 0 10 0 1091.634 sp|Q9Y6R7sp|Q9Y6R7|FC 525 534 yes yes 2 3.36E-15 149.57 3738 559 3814 597296;59729282130;28 282133 87
VTAAPQSVCALR PASHAHLRVTAAPQSV PQSVCALRAVDQSVLL R V T L R A 3 1 0 0 1 1 0 0 0 0 1 0 0 0 1 1 1 0 0 2 0 0 12 0 1271.666 sp|P01023 sp|P01023|A2 587 598 yes yes 2;3 4.79E-104 207.83 3739 96 3815 597463;59746282217;28 282348 174
VTAQGPGLEPSGNIANK KSQGDASKVTAQGPGL PSGNIANKTTYFEIFT K V T N K T 2 0 2 0 0 1 1 3 0 1 1 1 0 0 2 1 1 0 0 1 0 0 17 0 1651.853 sp|P21333 sp|P21333|FLN 384 400 yes yes 2 1.19E-47 131.17 3740 310 3816 597718;59771282392;28 282393 4
VTASDPLDTLGSEGALSPGGVASLLR GDFNSYVRVTASDPLD GGVASLLRLPRGCGEQ R V T L R L 3 1 0 2 0 0 1 4 0 0 5 0 0 0 2 4 2 0 0 2 0 0 26 0 2482.292 sp|P0C0L4 sp|P0C0L4|CO 980 1005 no no 2;3 0 367.73 3741 245;246 3817 597761;59776282396;28 282512 378
VTCTNAELVK SEITFIKKVTCTNAEL CTNAELVKGRQYLIMG K V T V K G 1 0 1 0 1 0 1 0 0 0 1 1 0 0 0 0 2 0 0 2 0 0 10 0 1133.575 sp|P01031 sp|P01031|CO 1604 1613 yes yes 2 0.0090651 73.985 3742 98 3818 598609;59861282777;28 282783 10
VTDATETTITISWR VSPPRRARVTDATETT TTITISWRTKTETITG R V T W R T 1 1 0 1 0 0 1 0 0 2 0 0 0 0 0 1 5 1 0 1 0 0 14 0 1592.805 sp|P02751 sp|P02751|FIN 1822 1835 yes yes 2 6.32E-08 84.605 3743 153 3819 598648;59864282787;28 282787 1
VTEIWQEVMQR WIRDMYAKVTEIWQEV IWQEVMQRRDDDGALH K V T Q R R 0 1 0 0 0 2 2 0 0 1 0 0 1 0 0 0 1 1 0 2 0 0 11 0 1417.702 sp|P08294sp|P08294|SO 42 52 yes yes 2 1.68E-81 203.29 3744 228 3820 598671;59867282790;28 282795 6
VTEPISAESGEQVER HASASRPRVTEPISAE ESGEQVERVNEPSILE R V T E R V 1 1 0 0 0 1 4 1 0 1 0 0 0 0 1 2 1 0 0 2 0 0 15 0 1629.785 sp|O14791sp|O14791|AP 306 320 yes yes 2 4.16E-20 136.7 3745 48 3821 598690;59869282796;28 282797 8
VTFQLTYEEVLK LTVNPQSKVTFQLTYE LTYEEVLKRNHMQYEI K V T L K R 0 0 0 0 0 1 2 0 0 0 2 1 0 1 0 0 2 0 1 2 0 0 12 0 1468.781 sp|P19827sp|P19827|ITIH 158 169 yes yes 2 4.45E-09 115.78 3747 305 3823 598883;59888282877;28 282908 352
VTGEGCVYLQTSLK LPGEYSMKVTGEGCVY VYLQTSLKYNILPEKE K V T L K Y 0 0 0 0 1 1 1 2 0 0 2 1 0 0 0 1 2 0 1 2 0 0 14 0 1553.776 sp|P01023 sp|P01023|A2 1316 1329 yes yes 2 2.97E-86 187.31 3748 96 3824 599777;59977283233;283 283362 457
VTGESHIGGVLLK EAESVTLRVTGESHIG HIGGVLLKIVEQINRK R V T L K I 0 0 0 0 0 0 1 3 1 1 2 1 0 0 0 1 1 0 0 2 0 0 13 0 1308.74 sp|Q86UX7sp|Q86UX7|UR 36 48 yes yes 3 0.0074344 48.948 3749 497 3825 601086;60108 283702 283702 1
VTGLIEGSDYQFR MTLGVSYKVTGLIEGS EGSDYQFRVYAINAAG K V T F R V 0 1 0 1 0 1 1 2 0 1 1 0 0 1 0 1 1 0 1 1 0 0 13 0 1483.731 sp|Q8WZ4sp|Q8WZ42|TI 17309 17321 yes yes 2 6.23E-30 146.11 3750 508 3826 601180;60118 283703 283703 1
VTGVVLFR TLDAAQPRVTGVVLFR VTGVVLFRQLAPRAKL R V T F R Q 0 1 0 0 0 0 0 1 0 0 1 0 0 1 0 0 1 0 0 3 0 0 8 0 889.5385 sp|P08294sp|P08294|SO 78 85 yes yes 2 1.05E-05 146.21 3751 228 3827 601183;60118283704;283 283704 4
VTGWGNLK LQAGYKGRVTGWGNLK VTGWGNLKETWTANVG R V T L K E 0 0 1 0 0 0 0 2 0 0 1 1 0 0 0 0 1 1 0 1 0 0 8 0 873.4709 sp|P00734sp|P00734|TH 501 508 yes yes 2 0.011203 116.11 3752 80 3828 601280;60128283708;283 283709 41
VTIAQGGVLPNIQAVLLPK ELNKLLGKVTIAQGGV IQAVLLPKKTESHHKT K V T P K K 2 0 1 0 0 2 0 2 0 2 3 1 0 0 2 0 1 0 0 3 0 0 19 0 1930.162 sp|Q99878sp|Q99878|H2 101 119 yes no 2 0.0099264 43.544 3753 185 3829 601496;60149 283749 283749 1
VTIGLLFWDGR LLLSDPDKVTIGLLFW GLLFWDGRGEGLRLLL K V T G R G 0 1 0 1 0 0 0 2 0 1 2 0 0 1 0 0 1 1 0 1 0 0 11 0 1275.698 sp|Q14624sp|Q14624|ITI 843 853 yes yes 2 8.49E-05 112.75 3754 463 3830 601529;60153283750;283 283767 46
VTIKPAPETEK TCNKFDLKVTIKPAPE KPAPETEKRPQDAKNT K V T E K R 1 0 0 0 0 0 2 0 0 1 0 2 0 0 2 0 2 0 0 1 0 0 11 1 1211.676 sp|P01024sp|P01024|CO 1365 1375 yes yes 3 0.0068888 52.693 3755 97 3831 601684;60168283796;283 283797 2
VTIMWTPPESAVTGYR FVEVTDVKVTIMWTPP ESAVTGYRVDVIPVNL K V T Y R V 1 1 0 0 0 0 1 1 0 1 0 0 1 0 2 1 3 1 1 2 0 0 16 0 1806.898 sp|P02751 sp|P02751|FIN 923 938 yes yes 2;3 2.43E-97 184.03 3756 153 3832;3833 601711;60171283798;283 283815 37 409
VTIPTDLIASSGDIIK AVVGRSFRVTIPTDLI ASSGDIIKVSAAGKEA R V T I K V 1 0 0 2 0 0 0 1 0 4 1 1 0 0 1 2 2 0 0 1 0 0 16 0 1641.919 sp|Q14118sp|Q14118|DA 80 95 yes yes 2 2.54E-09 122.39 3757 458 3834 602263;60226284208;284 284208 18
VTISVDTSK YNPSLKSRVTISVDTS TISVDTSKNQFSLKLS R V T S K N 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 2 2 0 0 2 0 0 9 0 948.5128 sp|P01825 sp|P01825|HV 86 94 yes no 2 0.0022473 99.442 3758 122 3835 602397;60239284226;284 284230 30
VTITCQASQDIR LSASVGDRVTITCQAS CQASQDIRKHLNWYDQ R V T I R K 1 1 0 1 1 2 0 0 0 2 0 0 0 0 0 1 2 0 0 1 0 0 12 0 1390.688 sp|P01609sp|P01609|KV 19 30 yes yes 2 0.0010758 70.1 3759 109 3836 602533;60253 284256 284256 1
VTLTCVAPLSGVDFQLR QVLHPGNKVTLTCVAP SGVDFQLRRGEKELLV K V T L R R 1 1 0 1 1 1 0 1 0 0 3 0 0 1 1 1 2 0 0 3 0 0 17 0 1874.992 sp|P04217sp|P04217|A1 228 244 yes yes 2;3 8.80E-100 225.15 3760 177 3837 602537;60253284257;284 284805 564
VTLTSEEEAR NGISDLVKVTLTSEEE LTSEEEARLKKSADTL K V T A R L 1 1 0 0 0 0 3 0 0 0 1 0 0 0 0 1 2 0 0 1 0 0 10 0 1133.556 sp|P00338sp|P00338|LD 306 315 yes yes 2 0.0013934 93.649 3761 70 3838 603775;60377284826;284 284826 12
VTPPEGYEVVTVFPK CEKHARERVTPPEGYE EVVTVFPK________ R V T P K - 0 0 0 0 0 0 2 1 0 0 0 1 0 1 3 0 2 0 1 4 0 0 15 0 1660.871 sp|O00151sp|O00151|PD 315 329 yes yes 2 8.09E-26 124.12 3763 40 3840 603928;60392284839;284 284839 2
VTQEFHMK NVFDGLVRVTQEFHMK VTQEFHMKVKHLIDSL R V T M K V 0 0 0 0 0 1 1 0 1 0 0 1 1 1 0 0 1 0 0 1 0 0 8 0 1018.491 sp|P04114sp|P04114|AP 4178 4185 yes yes 2;3 0.033745 71.342 3764 174 3841 603934;60393284841;284 284841 5
VTSIQDWVQK AEYGVYVKVTSIQDWV SIQDWVQKTIAEN___ K V T Q K T 0 0 0 1 0 2 0 0 0 1 0 1 0 0 0 1 1 1 0 2 0 0 10 0 1202.63 sp|P00738sp|P00738|HP 392 401 yes yes 2 1.15E-07 133.58 3765 82 3842 604005;60400284846;284 284916 80
VTSTLTIK ESGPTTYKVTSTLTIK VTSTLTIKESDWLGQS K V T I K E 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 1 3 0 0 1 0 0 8 0 861.5171 sp|P01871 sp|P01871|IGH 178 185 yes no 2 0.026264 75.213 3766 128 3843 604344;60434284927;284 284928 3
VTTSQDMLSIMEK LLTLPRIKVTTSQDML DMLSIMEKLEFFDFSY K V T E K L 0 0 0 1 0 1 1 0 0 1 1 1 2 0 0 2 2 0 0 1 0 0 13 0 1481.711 sp|P05155 sp|P05155|IC1 403 415 yes yes 2;3 2.97E-27 136.5 3767 191 3844;3845 604383;60438284930;284 284933 105
VTTVASHTSDSDVPSGVTEVVVK GEDQYYLRVTTVASHT GVTEVVVKLFDSDPIT R V T V K L 1 0 0 2 0 0 1 1 1 0 0 1 0 0 1 4 4 0 0 7 0 0 23 0 2313.17 sp|P10909sp|P10909|CLU 386 408 yes yes 2;3 1.53E-184 262.83 3768 253 3846 604543;60454285035;285 285058 255
VTVFPIGIGDR ADAARSNRVTVFPIGI FPIGIGDRYDAAQLRI R V T D R Y 0 1 0 1 0 0 0 2 0 2 0 0 0 1 1 0 1 0 0 2 0 0 11 0 1172.655 sp|P04275 sp|P04275|VW 1820 1830 yes yes 2 1.85E-26 174.41 3769 179 3847 604895;60489285290;285 285298 125
VTVLFAGQHIAK PEVTGTHKVTVLFAGQ FAGQHIAKSPFEVYVD K V T A K S 2 0 0 0 0 1 0 1 1 1 1 1 0 1 0 0 1 0 0 2 0 0 12 0 1282.74 sp|P21333 sp|P21333|FLN 356 367 yes yes 2 0.0007077 73.233 3770 310 3848 605084;60508285416;285 285416 2
VTVSCSGGMSLEGPSAFLCGSSLK PFYTVGEKVTVSCSGG FLCGSSLKWSPEMKNA K V T L K W 1 0 0 0 2 0 1 4 0 0 3 1 1 1 1 6 1 0 0 2 0 0 24 0 2430.123 sp|P10643 sp|P10643|CO 655 678 yes yes 2 0.0001495 42.813 3771 252 3849 605109;60511 285418 285418 1
VTWAPPPSIDLTNFLVR NIGPDTMRVTWAPPPS DLTNFLVRYSPVKNEE R V T V R Y 1 1 1 1 0 0 0 0 0 1 2 0 0 1 3 1 2 1 0 2 0 0 17 0 1925.041 sp|P02751 sp|P02751|FIN 1285 1301 yes yes 2;3 1.22E-122 190.46 3772 153 3850 605112;60511285419;285 285466 118
VTWDSSFCAVNPR YDDIRVSRVTWDSSFC SFCAVNPRFVAIIIEA R V T P R F 1 1 1 1 1 0 0 0 0 0 0 0 0 1 1 2 1 1 0 2 0 0 13 0 1537.698 sp|Q9ULV4sp|Q9ULV4|CO 32 44 yes yes 2 2.20E-12 114.4 3773 550 3851 605375;60537285537;285 285538 2
VTYCPTEPGNYIINIK DLEDGTCRVTYCPTEP GNYIINIKFADQHVPG R V T I K F 0 0 2 0 1 0 1 1 0 3 0 1 0 0 2 0 2 0 2 1 0 0 16 0 1880.934 sp|P21333 sp|P21333|FLN 2104 2119 yes yes 2 1.43E-27 112.94 3774 310 3852 605427;60542 285539 285539 1
VTYDVSR SLLNGHFKVTYDVSRD KVTYDVSRDKICDLLV K V T S R D 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 2 0 0 7 0 838.4185 sp|P19827sp|P19827|ITIH 258 264 yes yes 2 2.90E-51 195.98 3775 305 3853 605448;60544285540;285 285550 23
VTYTSQEDLVEK CFHLRFCKVTYTSQED SQEDLVEKKCLAKKYT K V T E K K 0 0 0 1 0 1 2 0 0 0 1 1 0 0 0 1 2 0 1 2 0 0 12 0 1410.688 sp|P05156sp|P05156|CFA 20 31 yes yes 2 6.34E-33 161.17 3776 192 3854 605598;60559285563;285 285567 123
VVAEGFDFANGINISPDGK YYSPSEVRVVAEGFDF INISPDGKYVYIAELL R V V G K Y 2 0 2 2 0 0 1 3 0 2 0 1 0 2 1 1 0 0 0 2 0 0 19 0 1948.953 sp|P27169sp|P27169|PO 215 233 yes yes 2 2.86E-17 126.63 3777 332 3855 605764;60576285686;285 285686 4
VVAGVANALAHK PVQAAYQKVVAGVANA VANALAHKYH______ K V V H K Y 4 0 1 0 0 0 0 1 1 0 1 1 0 0 0 0 0 0 0 3 0 0 12 0 1148.667 sp|P68871 sp|P68871|HB 134 145 no no 2;3 4.56E-10 114.89 3778 416;132 3856 605771;60577285691;285 285691 43
VVAPTISSPVCQEQLVEAGR SQLVACTKVVAPTISS EQLVEAGRLVAKAVEG K V V G R L 2 1 0 0 1 2 2 1 0 1 1 0 0 0 2 2 1 0 0 4 0 0 20 0 2139.099 sp|Q9Y490sp|Q9Y490|TL 722 741 yes yes 2;3 1.24E-107 180.48 3779 554 3857 606017;60601285734;285 285734 38
VVAQGVGIPEDSIFTMADR ETLLQDFRVVAQGVGI SIFTMADRGECVPGEQ R V V D R G 2 1 0 2 0 1 1 2 0 2 0 0 1 1 1 1 1 0 0 3 0 0 19 0 2003.999 sp|P02760sp|P02760|AM 167 185 yes yes 2;3 8.02E-115 157.86 3780 155 3858;3859 606132;60613285772;285 285789 38 179
VVATTQMQAADAR YMEGNVRKVVATTQMQ QMQAADARKSFPCFDE K V V A R K 4 1 0 1 0 2 0 0 0 0 0 0 1 0 0 0 2 0 0 2 0 0 13 0 1360.677 sp|P15144sp|P15144|AM 206 218 yes yes 2 0.037918 60.518 3781 285 3860 606460;60646 285951 285951 1
VVCSCTEGYR CKNSADNKVVCSCTEG CSCTEGYRLAENQKSC K V V Y R L 0 1 0 0 2 0 1 1 0 0 0 0 0 0 0 1 1 0 1 2 0 0 10 0 1229.517 sp|P00740sp|P00740|FA9 153 162 yes yes 2 1.68E-24 164.77 3782 84 3861 606496;60649285952;285 285954 21
VVDVLDSIK SAKPGLQKVVDVLDSI VDVLDSIKTKGKSADF K V V I K T 0 0 0 2 0 0 0 0 0 1 1 1 0 0 0 1 0 0 0 3 0 0 9 0 986.5648 sp|P00918sp|P00918|CA 159 167 yes yes 2 0.0005536 127.02 3783 91 3862 606600;60660285973;285 285987 112
VVEEQESR RRRREAPKVVEEQESR VVEEQESRVHYTVCIW K V V S R V 0 1 0 0 0 1 3 0 0 0 0 0 0 0 0 1 0 0 0 2 0 0 8 0 974.4669 sp|P0C0L4 sp|P0C0L4|CO 1458 1465 no no 2 0.011252 111.29 3784 245;246 3863 606766;60676286085;286 286085 2
VVEESELAR PRPPCRDRVVEESELA VEESELARTAGYGINI R V V A R T 1 1 0 0 0 0 3 0 0 0 1 0 0 0 0 1 0 0 0 2 0 0 9 0 1030.53 sp|P02748sp|P02748|CO 146 154 yes no 2 1.99E-05 136.16 3785 150 3864 606786;60678286087;286 286103 91
VVFLNTQLCQFR GSNPNLTKVVFLNTQL NTQLCQFRPDAFGGLP K V V F R P 0 1 1 0 1 2 0 0 0 0 2 0 0 2 0 0 1 0 0 2 0 0 12 0 1523.792 sp|P22792 sp|P22792|CP 78 89 yes yes 2;3 7.92E-205 230.09 3786 315 3865 607025;60702286178;286 286256 89
VVFLNTQLCQFRPDAFGGLPR GSNPNLTKVVFLNTQL DAFGGLPRLEDLEVTG K V V P R L 1 2 1 1 1 2 0 2 0 0 3 0 0 3 2 0 1 0 0 2 0 0 21 1 2434.258 sp|P22792 sp|P22792|CP 78 98 yes yes 3;4 2.33E-141 183.56 3787 315 3866 607152;60715286268;286 286270 149
VVFQEFR CRQGFPNRVVFQEFRQ RVVFQEFRQRYEILTP R V V F R Q 0 1 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 7 0 923.4865 sp|P35579sp|P35579|MY 712 718 yes yes 2 0.0088521 111.28 3788 350 3867 607430;60743286418;286 286419 2
VVFVFGPDK KGMPVTARVVFVFGPD VFVFGPDKKLKLSILY R V V D K K 0 0 0 1 0 0 0 1 0 0 0 1 0 2 1 0 0 0 0 3 0 0 9 0 1006.549 sp|P30041 sp|P30041|PR 133 141 yes yes 2 0.0016182 102.51 3789 337 3868 607493;60749286420;286 286423 20
VVGGCVAHPHSWPWQVSLR EPKKCPGRVVGGCVAH WPWQVSLRTRFGMHFC R V V L R T 1 1 0 0 1 1 0 2 2 0 1 0 0 0 2 2 0 2 0 4 0 0 19 0 2171.085 sp|P00747sp|P00747|PLM 581 599 yes yes 4 7.03E-05 59.003 3790 87 3869 607571;60757286440;286 286440 7
VVGGHPGNSPWTVSLR DQRRSKLRVVGGHPGN SPWTVSLRNRQGQHFC R V V L R N 0 1 1 0 0 0 0 3 1 0 1 0 0 0 2 2 1 1 0 3 0 0 16 0 1661.864 sp|P26927sp|P26927|HG 484 499 yes yes 3 1.79E-09 94.487 3791 330 3870 607642;60764286447;286 286451 20
VVGGLVALR KSLSSMTRVVGGLVAL VGGLVALRGAHPYIAA R V V L R G 1 1 0 0 0 0 0 2 0 0 2 0 0 0 0 0 0 0 0 3 0 0 9 0 882.5651 sp|P00748sp|P00748|FA 373 381 yes yes 2 5.03E-09 148.21 3792 88 3871 607733;60773286467;286 286477 203
VVLAGGVAPALFR EELYDLSKVVLAGGVA GVAPALFRGMPAHFSD K V V F R G 3 1 0 0 0 0 0 2 0 0 2 0 0 1 1 0 0 0 0 3 0 0 13 0 1268.761 sp|Q86UX7sp|Q86UX7|UR 167 179 yes yes 2;3 1.90E-87 198.65 3793 497 3872 608216;60821286671;286 286689 155
VVLAYEPVWAIGTGK DNVKDWSKVVLAYEPV VWAIGTGKTATPQQAQ K V V G K T 2 0 0 0 0 0 1 2 0 1 1 1 0 0 1 0 1 1 1 3 0 0 15 0 1601.882 sp|P60174sp|P60174|TPI 198 212 yes yes 2;3 1.15E-30 128.28 3794 396 3873 608454;60845286828;286 286836 93
VVLEGGIDPILR RVFFASWRVVLEGGID GGIDPILRGLMATPAK R V V L R G 0 1 0 1 0 0 1 2 0 2 2 0 0 0 1 0 0 0 0 2 0 0 12 0 1279.75 sp|P05164sp|P05164|PER 537 548 yes yes 2 1.00E-07 104.17 3795 194 3874 608642;60864286921;286 286932 18
VVLGDQDLK DIKTRHLKVVLGDQDL VLGDQDLKKEEFHEQS K V V L K K 0 0 0 2 0 1 0 1 0 0 2 1 0 0 0 0 0 0 0 2 0 0 9 0 985.5444 sp|Q14520sp|Q14520|HA 373 381 yes yes 2 0.0009928 105.57 3796 462 3875 608775;60877286939;286 286952 76
VVLHPNYSQVDIGLIK KQLVEIEKVVLHPNYS QVDIGLIKLKQKVSVN K V V I K L 0 0 1 1 0 1 0 1 1 2 2 1 0 0 1 1 0 0 1 3 0 0 16 0 1794.004 sp|P00738sp|P00738|HP 236 251 yes yes 2;3 2.42E-09 117.03 3797 82 3876 608943;60894287015;287 287022 10
VVLLPSCPGAPGSPGEK PRELEASKVVLLPSCP APGSPGEKGAPGPQGP K V V E K G 1 0 0 0 1 0 1 3 0 0 2 1 0 0 4 2 0 0 0 2 0 0 17 0 1663.86 sp|O75636sp|O75636|FC 40 56 yes yes 2 2.33E-06 83.314 3798 63 3877 609050;60905287025;287 287027 15
VVNNSPQPQNVVFDVQIPK ATTMIQSKVVNNSPQP VFDVQIPKGAFISNFS K V V P K G 0 0 3 1 0 3 0 0 0 1 0 1 0 1 3 1 0 0 0 5 0 0 19 0 2121.122 sp|P19823 sp|P19823|ITIH 94 112 yes yes 2;3 3.05E-96 162.52 3799 304 3878 609112;60911287040;287 287067 357
VVPEGIR DGVRKSLKVVPEGIRM KVVPEGIRMNKTVAVR K V V I R M 0 1 0 0 0 0 1 1 0 1 0 0 0 0 1 0 0 0 0 2 0 0 7 0 768.4494 sp|P01024sp|P01024|CO 931 937 yes yes 2 0.0090629 110.54 3800 97 3879 609488;60948287398;287 287404 10
VVPEGVK EILVKTLRVVPEGVKR RVVPEGVKRESYSGVT R V V V K R 0 0 0 0 0 0 1 1 0 0 0 1 0 0 1 0 0 0 0 3 0 0 7 0 726.4276 sp|P01031 sp|P01031|CO 929 935 yes no 2 0.056612 81.381 3801 98 3880 609583;60958287408;287 287409 2
VVSVDENFR PGQTVRFRVVSVDENF VSVDENFRPRNELIPL R V V F R P 0 1 1 1 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 3 0 0 9 0 1063.53 sp|P20742 sp|P20742|PZP 147 155 yes yes 2 0.0003325 130.27 3802 307 3881 609616;60961287410;287 287410 3
VVSVDENFRPR PGQTVRFRVVSVDENF VDENFRPRNELIPLIY R V V P R N 0 2 1 1 0 0 1 0 0 0 0 0 0 1 1 1 0 0 0 3 0 0 11 1 1316.684 sp|P20742 sp|P20742|PZP 147 157 yes yes 2;3 1.99E-19 155.58 3803 307 3882 609630;60963287413;287 287420 22
VVSVLTVLHQDWLNGK EQYNSTFRVVSVLTVL HQDWLNGKEYKCKVSN R V V G K E 0 0 1 1 0 1 0 1 1 0 3 1 0 0 0 1 1 1 0 4 0 0 16 0 1806.999 sp|P01857sp|P01860|IGH 232 247 no no 2;3 9.94E-166 194.17 3804 126;124;127 3883 609719;60972287435;287 287435 29
VVSVLTVVHQDWLNGK EQFNSTFRVVSVLTVV HQDWLNGKEYKCKVSN R V V G K E 0 0 1 1 0 1 0 1 1 0 2 1 0 0 0 1 1 1 0 5 0 0 16 0 1792.984 sp|P01859sp|P01859|IGH 181 196 yes yes 3 2.27E-29 119.62 3805 125 3884 609819;60982287464;287 287464 4
VVTFCGHTSK LLYRSGVKVVTFCGHT TFCGHTSKTNQVNSGG K V V S K T 0 0 0 0 1 0 0 1 1 0 0 1 0 1 0 1 2 0 0 2 0 0 10 0 1134.549 sp|P02747sp|P02747|C1Q 189 198 yes yes 2;3 6.03E-08 134.26 3806 149 3885 609831;60983287468;287 287470 9
VVTPLSPPTNLHLEANPDTGVLTVSWER RDAPIVNKVVTPLSPP VLTVSWERSTTPDITG K V V E R S 1 1 2 1 0 0 2 1 1 0 4 0 0 0 4 2 4 1 0 4 0 0 28 0 3041.582 sp|P02751 sp|P02751|FIN 1170 1197 yes yes 2;3;4 1.56E-161 125.52 3807 153 3886 609997;60999287477;287 287493 243
VVTVLVR HTHLTGRKVVTVLVRD KVVTVLVRDGREWEIV K V V V R D 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 4 0 0 7 0 784.5171 sp|P09172 sp|P09172|DO 420 426 yes yes 2 2.72E-05 153.67 3808 238 3887 610335;61033287720;287 287723 47
VVVAENFDEIVNNENK ESNDGPVKVVVAENFD EIVNNENKDVLIEFYA K V V N K D 1 0 4 1 0 0 3 0 0 1 0 1 0 1 0 0 0 0 0 4 0 0 16 0 1831.895 sp|P30101 sp|P30101|PD 380 395 yes yes 2 0.037335 39.917 3809 340 3888 610487;61048 287767 287767 1
VVVHPDYR LGNHPVHRVVVHPDYR VVVHPDYRQNESHNFS R V V Y R Q 0 1 0 1 0 0 0 0 1 0 0 0 0 0 1 0 0 0 1 3 0 0 8 0 983.5189 sp|Q9NZP8sp|Q9NZP8|C1 322 329 yes yes 2;3 0.0049104 113.89 3810 540 3889 610506;61050287768;287 287771 51
VVVNFAPTIQEIK FPDVRKVKVVVNFAPT APTIQEIKSGTVTPGR K V V I K S 1 0 1 0 0 1 1 0 0 2 0 1 0 1 1 0 1 0 0 3 0 0 13 0 1456.829 sp|Q7Z3B1sp|Q7Z3B1|NE 219 231 yes yes 2 2.76E-12 112.95 3811 492 3890 610662;61066287819;287 287824 6
VVVQTESGGR EPIQGSYRVVVQTESG VQTESGGRIQHPFTVE R V V G R I 0 1 0 0 0 1 1 2 0 0 0 0 0 0 0 1 1 0 0 3 0 0 10 0 1030.541 sp|P20742 sp|P20742|PZP 204 213 yes yes 2 0.0036383 82.452 3812 307 3891 610785;61078 287826 287826 1
VWFELTQGSITK AELQKGERVWFELTQG LTQGSITKRSLSGTAF R V W T K R 0 0 0 0 0 1 1 1 0 1 1 1 0 1 0 1 2 1 0 1 0 0 12 0 1407.74 sp|Q9H8L6sp|Q9H8L6|M 922 933 yes yes 2 0.0001342 82.261 3813 531 3892 610794;61079287827;287 287828 2
VWLEVEPVGMLK PVFYPTEKVWLEVEPV VEPVGMLKEGDRVEIR K V W L K E 0 0 0 0 0 0 2 1 0 0 2 1 1 0 1 0 0 1 0 3 0 0 12 0 1398.758 sp|P43121 sp|P43121|MU 252 263 yes yes 2 2.02E-07 100.25 3814 359 3893 610848;61084287829;287 287867 43
VWNYFQR PMYPAFKRVWNYFQRV RVWNYFQRVLVKKYAS R V W Q R V 0 1 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 1 1 1 0 0 7 0 1011.493 sp|Q13822sp|Q13822|EN 712 718 yes yes 2 0.036311 91.26 3815 455 3894 610966;61096 287872 287872 1
VWPQQPSGELFEIEIDTLETTCHVLDPTPVAR LNQIDEVKVWPQQPSG LDPTPVARCSVRQLKE K V W A R C 1 1 0 2 1 2 4 1 1 2 3 0 0 1 4 1 4 1 0 3 0 0 32 0 3676.808 sp|P02765 sp|P02765|FET 68 99 yes yes 3 1.24E-31 80.79 3816 157 3895 610979;61098287873;287 287873 17
VWSPLVTEEGK TVARSEHKVWSPLVTE PLVTEEGKRHPYKMNL K V W G K R 0 0 0 0 0 0 2 1 0 0 1 1 0 0 1 1 1 1 0 2 0 0 11 0 1243.645 sp|O00151sp|O00151|PD 88 98 yes yes 2 1.47E-07 113.22 3817 40 3896 611086;61108287890;287 287905 23
VWVQAFK AFSVNIFKVWVQAFKV KVWVQAFKVEGGQFGS K V W F K V 1 0 0 0 0 1 0 0 0 0 0 1 0 1 0 0 0 1 0 2 0 0 7 0 876.4858 sp|P11279sp|P11279|LAM 357 363 yes yes 2 0.048577 85.306 3818 259 3897 611150;61115287914;287 287914 2
VWVYPPEK VFLIKGDKVWVYPPEK VWVYPPEKKEKGYPKL K V W E K K 0 0 0 0 0 0 1 0 0 0 0 1 0 0 2 0 0 1 1 2 0 0 8 0 1016.533 sp|P02790sp|P02790|HE 116 123 yes yes 2 0.019217 98.299 3819 164 3898 611158;61115287916;287 287916 43
VYACEVTHQGLSSPVTK KADYEKHKVYACEVTH GLSSPVTKSFNRGEC_ K V Y T K S 1 0 0 0 1 1 1 1 1 0 1 1 0 0 1 2 2 0 1 3 0 0 17 0 1874.92 sp|P01834sp|P01834|IGK 83 99 yes yes 2;3 4.27E-214 271.64 3820 123 3899 611646;61164287960;287 287961 161
VYALPEDLVEVNPK MARKIGARVYALPEDL DLVEVNPKMVMTVFAC R V Y P K M 1 0 1 1 0 0 2 0 0 0 2 1 0 0 2 0 0 0 1 3 0 0 14 0 1584.84 sp|P13796sp|P13796|PLS 597 610 yes yes 2 6.35E-13 127.42 3821 279 3900 611945;61194288121;288 288130 97
VYAYYNLEESCTR LIQPGAVKVYAYYNLE NLEESCTRFYHPEKED K V Y T R F 1 1 1 0 1 0 2 0 0 0 1 0 0 0 0 1 1 0 3 1 0 0 13 0 1666.73 sp|P01024sp|P01024|CO 1479 1491 yes yes 2 1.18E-33 150.61 3822 97 3901 612111;61211288218;288 288218 17
VYCDMNTENGGWTVIQNR DSSVKPYRVYCDMNTE GWTVIQNRQDGSVDFG R V Y N R Q 0 1 3 1 1 1 1 2 0 1 0 0 1 0 0 0 2 1 1 2 0 0 18 0 2155.942 sp|P02675 sp|P02675|FIB 268 285 yes yes 2 3.08E-166 207.47 3823 143 3902 612236;61223 288235 288235 1
VYDYYETDEFAIAEYNAPCSK DLKPAIVKVYDYYETD EYNAPCSKDLGNA___ K V Y S K D 3 0 1 2 1 0 3 0 0 1 0 1 0 1 1 1 1 0 4 1 0 0 21 0 2547.079 sp|P01023 sp|P01023|A2 1449 1469 yes yes 2;3 9.93E-18 117.48 3824 96 3903 612240;61224288236;288 288260 38
VYFAGFPR ENGLLETKVYFAGFPR VYFAGFPRKVESELIK K V Y P R K 1 1 0 0 0 0 0 1 0 0 0 0 0 2 1 0 0 0 1 1 0 0 8 0 955.4916 sp|P07225 sp|P07225|PRO 425 432 yes yes 2 8.09E-07 149.06 3825 212 3904 612476;61247288275;288 288296 164
VYIASSSGSTAIK ________________ SSGSTAIKKKQQDVLG R V Y I K K 2 0 0 0 0 0 0 1 0 2 0 1 0 0 0 4 1 0 1 1 0 0 13 0 1282.677 sp|O75368sp|O75368|SH 5 17 yes yes 2 3.34E-10 104.79 3826 61 3905 612690;61269288439;288 288440 2
VYLIYGNDLGLPPVDLDLDK PGHIHIGRVYLIYGND PVDLDLDKEAHRILEG R V Y D K E 0 0 1 4 0 0 0 2 0 1 5 1 0 0 2 0 0 0 2 2 0 0 20 0 2231.173 sp|P80108sp|P80108|PH 416 435 yes yes 2 3.00E-55 128.22 3827 422 3906 612716;61271288441;288 288442 26
VYLSECK DVVLFEKKVYLSECKT KVYLSECKTGNGKNYR K V Y C K T 0 0 0 0 1 0 1 0 0 0 1 1 0 0 0 1 0 0 1 1 0 0 7 0 897.4266 sp|P00747sp|P00747|PLM 98 104 yes yes 2 0.012299 104.11 3828 87 3907 612807;61280288469;288 288476 8
VYPGEQYTYMLLATEEQSPGEGDGNCVTR DFQRADDKVYPGEQYT GDGNCVTRIYHSHIDA K V Y T R I 1 1 1 1 1 2 4 4 0 0 2 0 1 0 2 1 3 0 3 2 0 0 29 0 3263.439 sp|P00450sp|P00450|CER 149 177 yes yes 3 4.69E-15 72.514 3829 74 3908;3909 612909;61291288477;288 288478 15 2
VYSLNDDLK PDQSVKVRVYSLNDDL YSLNDDLKPAKRETVL R V Y L K P 0 0 1 2 0 0 0 0 0 0 2 1 0 0 0 1 0 0 1 1 0 0 9 0 1065.534 sp|P01031 sp|P01031|CO 145 153 yes no 2 0.0008164 119.27 3830 98 3910 612951;61295288479;288 288506 31
VYSLNDDLKPAK PDQSVKVRVYSLNDDL NDDLKPAKRETVLTFI R V Y A K R 1 0 1 2 0 0 0 0 0 0 2 2 0 0 1 1 0 0 1 1 0 0 12 1 1361.719 sp|P01031 sp|P01031|CO 145 156 yes no 2;3 2.43E-23 157.96 3831 98 3911 613074;61307288510;288 288534 39
VYSTSVTGSR ________________ STSVTGSREIKSQQSE R V Y S R E 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 3 2 0 1 2 0 0 10 0 1055.525 sp|Q9H299sp|Q9H299|SH 6 15 yes yes 2 2.95E-06 112.84 3832 527 3912 613273;61327288549;288 288552 5
WAAVVVPSGEEQR AGDGTFQKWAAVVVPS VPSGEEQRYTCHVQHE K W A Q R Y 2 1 0 0 0 1 2 1 0 0 0 0 0 0 1 1 0 1 0 3 0 0 13 0 1426.721 sp|P30447sp|P30447|1A 268 280 no no 2 5.36E-16 121.83 3834 197 3914 613649;61365288676;288 288685 10
WADLSGITK GFTDLFSKWADLSGIT ADLSGITKQQKLEASK K W A T K Q 1 0 0 1 0 0 0 1 0 1 1 1 0 0 0 1 1 1 0 0 0 0 9 0 989.5182 sp|P29622 sp|P29622|KA 345 353 yes yes 2 0.0009211 107.01 3835 336 3915 613702;61370288686;288 288733 56
WALEEYLDEFDPCHCR SVKKLYLKWALEEYLD EFDPCHCRPCQNGGLA K W A C R P 1 1 0 2 2 0 3 0 1 0 2 0 0 1 1 0 0 1 1 0 0 0 16 0 2138.883 sp|P10643 sp|P10643|CO 443 458 yes yes 3 6.83E-14 80.534 3836 252 3916 613853;61385288742;288 288742 2
WALSQSNPSALR AVTMDDFRWALSQSNP QSNPSALRETVVEVPQ R W A L R E 2 1 1 0 0 1 0 0 0 0 2 0 0 0 1 3 0 1 0 0 0 0 12 0 1328.684 sp|P55072 sp|P55072|TER 454 465 yes yes 2 7.35E-08 105.2 3837 389 3917 613877;61387288744;288 288744 3
WANQCNYR EAAANAQKWANQCNYR WANQCNYRHSNPKDRM K W A Y R H 1 1 2 0 1 1 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 8 0 1110.467 sp|P54108sp|P54108|CR 76 83 yes yes 2 3.65E-15 164.78 3838 383 3918 613903;61390288747;288 288750 29
WCALSHHER TDECKPVKWCALSHHE CALSHHERLKCDEWSV K W C E R L 1 1 0 0 1 0 1 0 2 0 1 0 0 0 0 1 0 1 0 0 0 0 9 0 1194.535 sp|P02787sp|P02787|TR 363 371 yes yes 3 0.028296 35.541 3839 162 3919 614027;61402 288776 288776 1
WCATTHNYDR SEGSAHRKWCATTHNY ATTHNYDRDRAWGYCV K W C D R D 1 1 1 1 1 0 0 0 1 0 0 0 0 0 0 0 2 1 1 0 0 0 10 0 1322.546 sp|Q04756sp|Q04756|HG 132 141 yes yes 3 0.003112 68.626 3840 433 3920 614075;61407288777;288 288777 3
WCAVSEHEATK AVPDKTVRWCAVSEHE VSEHEATKCQSFRDHM R W C T K C 2 0 0 0 1 0 2 0 1 0 0 1 0 0 0 1 1 1 0 1 0 0 11 0 1316.582 sp|P02787sp|P02787|TR 27 37 yes yes 2;3 1.55E-05 106.88 3841 162 3921 614144;61414288780;288 288784 10
WCGTTQNYDADQK EGRRDNMKWCGTTQNY QNYDADQKFGFCPMAA K W C Q K F 1 0 1 2 1 2 0 1 0 0 0 1 0 0 0 0 2 1 1 0 0 0 13 0 1585.647 sp|P02751 sp|P02751|FIN 445 457 yes yes 2 5.56E-86 169.93 3842 153 3922 614409;61441288790;288 288855 94
WCHDNGVNYK HFRCDSSRWCHDNGVN HDNGVNYKIGEKWDRQ R W C Y K I 0 0 2 1 1 0 0 1 1 0 0 1 0 0 0 0 0 1 1 1 0 0 10 0 1291.54 sp|P02751 sp|P02751|FIN 2250 2259 yes yes 2;3 0.0005105 101.25 3843 153 3923 614665;61466288884;288 288884 2
WDEELAAFAK ASDMLHMRWDEELAAF EELAAFAKAYARQCVW R W D A K A 3 0 0 1 0 0 2 0 0 0 1 1 0 1 0 0 0 1 0 0 0 0 10 0 1178.561 sp|Q6UXB8sp|Q6UXB8|PI 59 68 yes yes 2 0.0020818 88.948 3844 487 3924 614706;61470288886;288 288890 54
WDSWTSSR FEKGEYPRWDSWTSSR WDSWTSSRRTDSLSSL R W D S R R 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 3 1 2 0 0 0 0 8 0 1023.441 sp|P43320sp|P43320|CR 82 89 yes yes 2 5.12E-07 151.29 3845 361 3925 614889;61489288940;288 288940 28
WEAEPVYVQR AAQITKQKWEAEPVYV AEPVYVQRAKAYLEEE K W E Q R A 1 1 0 0 0 1 2 0 0 0 0 0 0 0 1 0 0 1 1 2 0 0 10 0 1275.625 sp|P25311 sp|P25311|ZA2 168 177 yes yes 2;3 2.40E-15 151.5 3846 326 3926 615001;61500288968;288 289210 262
WEDILSDEVNVAR LFKFRNNRWEDILSDE SDEVNVARGVASLFAG R W E A R G 1 1 1 2 0 0 2 0 0 1 1 0 0 0 0 1 0 1 0 2 0 0 13 0 1544.747 sp|Q9NQ7 sp|Q9NQ79|CR 157 169 yes yes 2 1.17E-29 143.5 3847 535 3927 615384;61538289231;289 289259 31
WELALGR TEWQSGQRWELALGRF RWELALGRFWDYLRWV R W E G R F 1 1 0 0 0 0 1 1 0 0 2 0 0 0 0 0 0 1 0 0 0 0 7 0 843.4603 sp|P02649sp|P02649|AP 44 50 yes yes 2 0.0065857 117.56 3848 137 3928 615475;61547289262;289 289295 92
WELCDIPR FTTDPNKRWELCDIPR WELCDIPRCTTPPPSS R W E P R C 0 1 0 1 1 0 1 0 0 1 1 0 0 0 1 0 0 1 0 0 0 0 8 0 1087.512 sp|P00747sp|P00747|PLM 254 261 yes yes 2 0.0001505 133.81 3849 87 3929 615686;61568289354;289 289412 304
WELDLDIK YDLRRWEKWELDLDIK WELDLDIKEVFVHPNY K W E I K E 0 0 0 2 0 0 1 0 0 1 2 1 0 0 0 0 0 1 0 0 0 0 8 0 1030.534 sp|P04070sp|P04070|PRO 276 283 yes yes 2 0.031537 72.485 3850 171 3930 616233;61623 289659 289659 1
WEMPFDPQDTHQSR NYIFFKAKWEMPFDPQ PQDTHQSRFYLSKKKW K W E S R F 0 1 0 2 0 2 1 0 1 0 0 0 1 1 2 1 1 1 0 0 0 0 14 0 1772.758 sp|P01011 sp|P01011|AA 217 230 yes yes 2;3 5.01E-75 181.68 3852 94 3932;3933 616326;61632289667;289 289685 24 200
WETSFNHK NYIFFKAKWETSFNHK WETSFNHKGTQEQDFY K W E H K G 0 0 1 0 0 0 1 0 1 0 0 1 0 1 0 1 1 1 0 0 0 0 8 0 1047.477 sp|P05154sp|P05154|IPS 209 216 yes yes 2;3 0.011633 96.285 3853 190 3934 616722;61672289870;289 289871 2
WEYCNLK FTTDPSVRWEYCNLKK RWEYCNLKKCSGTEAS R W E L K K 0 0 1 0 1 0 1 0 0 0 1 1 0 0 0 0 0 1 1 0 0 0 7 0 1011.448 sp|P00747sp|P00747|PLM 446 452 yes yes 2 0.039529 89.703 3854 87 3935 616780;61678 289872 289872 1
WEYYDSVYTER IAVAPVSRWEYYDSVY YDSVYTERYMGLPTPE R W E E R Y 0 1 0 1 0 0 2 0 0 0 0 0 0 0 0 1 1 1 3 1 0 0 11 0 1509.641 sp|P27487sp|P27487|DP 659 669 yes yes 2 0.000152 93.111 3855 333 3936 616906;61690289873;289 289874 4
WFLLEQPEIQVAHFPFK QARTYPLRWFLLEQPE QVAHFPFKNNMSFVVL R W F F K N 1 0 0 0 0 2 2 0 1 1 2 1 0 3 2 0 0 1 0 1 0 0 17 0 2128.115 sp|P08697sp|P08697|A2A 277 293 yes yes 2;3 1.14E-28 155.48 3856 235 3937 616999;61700289877;289 289928 64
WFYIASAFR TLDQITGKWFYIASAF FYIASAFRNEEYNKSV K W F F R N 2 1 0 0 0 0 0 0 0 1 0 0 0 2 0 1 0 1 1 0 0 0 9 0 1159.582 sp|P02763 sp|P02763|A1A 43 51 no no 2 1.35E-25 170.87 3857 156;303 3938 617123;61712289941;289 289941 111
WGAAPYR PAIHPRCRWGAAPYRG RWGAAPYRGRPKLLQL R W G Y R G 2 1 0 0 0 0 0 1 0 0 0 0 0 0 1 0 0 1 1 0 0 0 7 0 819.4028 sp|Q96PD5sp|Q96PD5|PG 388 394 yes yes 2 0.007708 114.67 3858 518 3939 617264;61726290052;290 290063 28
WGDEHIPGSPYR GEYTLVVKWGDEHIPG HIPGSPYRVVVP____ K W G Y R V 0 1 0 1 0 0 1 2 1 1 0 0 0 0 2 1 0 1 1 0 0 0 12 0 1412.647 sp|P21333 sp|P21333|FLN 2632 2643 yes yes 3 0.0014163 41.567 3859 310 3940 617403;61740290080;290 290080 2
WGTVCDDGWDLR LEVWHGGRWGTVCDDG CDDGWDLRDAAVACRQ R W G L R D 0 1 0 3 1 0 0 2 0 0 1 0 0 0 0 0 1 2 0 1 0 0 12 0 1478.625 sp|A1L4H1sp|A1L4H1|SR 41 52 yes no 2 0.0016605 68.557 3860 36 3941 617437;61743290082;290 290082 3
WIDNPTVDDR GKIEQAQRWIDNPTVD DNPTVDDRGVGQAAIR R W I D R G 0 1 1 3 0 0 0 0 0 1 0 0 0 0 1 0 1 1 0 1 0 0 10 0 1229.568 sp|P18206sp|P18206|VIN 503 512 yes yes 2 1.52E-08 138.4 3861 300 3942 617486;61748290085;290 290103 19
WIISSLTPK MTVGPEGKWIISSLTP IISSLTPKHLQAGMQA K W I P K H 0 0 0 0 0 0 0 0 0 2 1 1 0 0 1 2 1 1 0 0 0 0 9 0 1043.602 sp|P12259sp|P12259|FA5 306 314 yes yes 2 0.025648 68.383 3862 264 3943 617530;61753 290104 290104 1
WILTAAHTLYPK GGALLGDRWILTAAHT AAHTLYPKEHEAQSNA R W I P K E 2 0 0 0 0 0 0 0 1 1 2 1 0 0 1 0 2 1 1 0 0 0 12 0 1412.782 sp|P00736sp|P00736|C1 496 507 yes yes 2;3 0.0002249 79.148 3863 81 3944 617556;61755290105;290 290145 53
WIVTAAHCVETGVK GGSIVNEKWIVTAAHC HCVETGVKITVVAGEH K W I V K I 2 0 0 0 1 0 1 1 1 1 0 1 0 0 0 0 2 1 0 3 0 0 14 0 1569.797 sp|P00740sp|P00740|FA9 261 274 yes yes 2;3 0.0001433 72.652 3864 84 3945 617883;61788290158;290 290178 22
WIYHLTEGSTDLR DGLCVPRKWIYHLTEG TEGSTDLRTEGRPDMK K W I L R T 0 1 0 1 0 0 1 1 1 1 2 0 0 0 0 1 2 1 1 0 0 0 13 0 1589.784 sp|O95445sp|O95445|AP 100 112 yes yes 2;3 2.14E-07 91.584 3865 66 3946 618078;61807290180;290 290238 67
WKETLFSVMPGLK NRRSSAYKWKETLFSV FSVMPGLKMTMDKTGL K W K L K M 0 0 0 0 0 0 1 1 0 0 2 2 1 1 1 1 1 1 0 1 0 0 13 1 1534.822 sp|Q14624sp|Q14624|ITI 814 826 yes yes 2;3 0.0016352 99.283 3866 463 3947 618196;61819290247;290 290250 18
WKNFPSPVDAAFR DRELISERWKNFPSPV SPVDAAFRQGHNSVFL R W K F R Q 2 1 1 1 0 0 0 0 0 0 0 1 0 2 2 1 0 1 0 1 0 0 13 1 1533.773 sp|P02790sp|P02790|HE 90 102 yes yes 2;3 1.42E-39 127.56 3867 164 3948 618347;61834290265;290 290269 29
WLDLSHNR FLGLKALRWLDLSHNR WLDLSHNRVAGLLEDT R W L N R V 0 1 1 1 0 0 0 0 1 0 2 0 0 0 0 1 0 1 0 0 0 0 8 0 1039.52 sp|P35858sp|P35858|ALS 270 277 yes yes 2;3 0.0009112 134.06 3868 351 3949 618543;61854290294;290 290379 98
WLEVINITK LYPPSPPRWLEVINIT LEVINITKNTADLKWT R W L T K N 0 0 1 0 0 0 1 0 0 2 1 1 0 0 0 0 1 1 0 1 0 0 9 0 1114.639 sp|Q8WZ4sp|Q8WZ42|TI 15016 15024 yes yes 2 0.030606 65.305 3869 508 3950 618789 290392 290392 1
WLPSSSPVTGYR QDNSISVKWLPSSSPV SSPVTGYRVTTTPKNG K W L Y R V 0 1 0 0 0 0 0 1 0 0 1 0 0 0 2 3 1 1 1 1 0 0 12 0 1348.678 sp|P02751 sp|P02751|FIN 1562 1573 yes yes 2 6.02E-23 145.9 3870 153 3951 618790;61879290393;290 290404 258
WLQDNAENVYVWK CEILYFRRWLQDNAEN AENVYVWKQGVDVKAM R W L W K Q 1 0 2 1 0 1 1 0 0 0 1 1 0 0 0 0 0 2 1 2 0 0 13 0 1663.8 sp|P07359sp|P07359|GP 235 247 yes yes 2 6.69E-30 145.89 3871 217 3952 619108;61910290653;290 290739 105
WLQGSQELPR SPKDVLVRWLQGSQEL QGSQELPREKYLTWAS R W L P R E 0 1 0 0 0 2 1 1 0 0 2 0 0 0 1 1 0 1 0 0 0 0 10 0 1212.625 sp|P01876sp|P01876|IGH 264 273 no no 2 4.99E-20 160.88 3872 129;130 3953 619254;61925290759;290 290890 154
WLSEEQR NYVNPVIKWLSEEQRY KWLSEEQRYGGGFYST K W L Q R Y 0 1 0 0 0 1 2 0 0 0 1 0 0 0 0 1 0 1 0 0 0 0 7 0 946.4508 sp|P01031 sp|P01031|CO 1273 1279 yes no 2 0.0046197 122.98 3873 98 3954 619438;61943290913;290 290917 11
WLVGEMHCQK ARCGEDLRWLVGEMHC VGEMHCQKIACVLPVL R W L Q K I 0 0 0 0 1 1 1 1 1 0 1 1 1 0 0 0 0 1 0 1 0 0 10 0 1286.59 sp|P10643 sp|P10643|CO 619 628 yes yes 2;3 0.011054 68.224 3874 252 3955 619487;61948290924;290 290924 6
WLVLCNPGLAEVIAER TNGITPRRWLVLCNPG LAEVIAERIGEDFISD R W L E R I 2 1 1 0 1 0 2 1 0 1 3 0 0 0 1 0 0 1 0 2 0 0 16 0 1838.971 sp|P11217sp|P11217|PYG 492 507 yes yes 2 0.0001245 73.848 3875 257 3956 619576;61957 290930 290930 1
WNFYYSPQSSPDK DEDDDFSKWNFYYSPQ SPQSSPDKKLTIFKTE K W N D K K 0 0 1 1 0 1 0 0 0 0 0 1 0 1 2 3 0 1 2 0 0 0 13 0 1617.71 sp|P04114sp|P04114|AP 4022 4034 yes yes 2 2.06E-16 125.24 3876 174 3957 619580;61958290931;290 291102 187
WNFYYSPQSSPDKK DEDDDFSKWNFYYSPQ PQSSPDKKLTIFKTEL K W N K K L 0 0 1 1 0 1 0 0 0 0 0 2 0 1 2 3 0 1 2 0 0 0 14 1 1745.805 sp|P04114sp|P04114|AP 4022 4035 yes yes 3 0.0001121 54.09 3877 174 3958 619775;61977291122;29 291132 11
WNILEFDEPTENDAQCLTR PGETYTYKWNILEFDE NDAQCLTRPYYSDVDI K W N T R P 1 1 2 2 1 1 3 0 0 1 2 0 0 1 1 0 2 1 0 0 0 0 19 0 2350.054 sp|P12259sp|P12259|FA5 485 503 yes yes 2;3 1.05E-105 196.33 3878 264 3959 619834;61983291133;29 291156 34
WNPCLEPHR MPSPQVVRWNPCLEPH NPCLEPHRFNDTEVLQ R W N H R F 0 1 1 0 1 0 1 0 1 0 1 0 0 0 2 0 0 1 0 0 0 0 9 0 1207.556 sp|P43251 sp|P43251|BT 140 148 yes yes 2;3 0.0001708 103.55 3880 360 3961 619908;61990291168;29 291172 43
WNPEVDCTEK HSVCINGKWNPEVDCT PEVDCTEKREQFCPPP K W N E K R 0 0 1 1 1 0 2 0 0 0 0 1 0 0 1 0 1 1 0 1 0 0 10 0 1276.539 sp|Q9BXR6sp|Q9BXR6|FH 375 384 yes yes 2 0.0064432 76.827 3881 525 3962 620075;62007291211;29 291212 11
WNPSPPACEPNSCINLPDIPHASWETYPR IHCDADSKWNPSPPAC ASWETYPRPTKEDVYV K W N P R P 2 1 3 1 2 0 2 0 1 2 1 0 0 0 7 3 1 2 1 0 0 0 29 0 3404.534 sp|P04003 sp|P04003|C4 287 315 yes yes 3 8.92E-13 59.282 3882 167 3963 620255;62025291222;29 291222 3
WNTTLYEGTWR LKSRTIRKWNTTLYEG TLYEGTWRRGSTAGGC K W N W R R 0 1 1 0 0 0 1 1 0 0 1 0 0 0 0 0 3 2 1 0 0 0 11 0 1425.668 sp|P07384sp|P07384|CA 366 376 yes yes 2 0.028624 66.19 3883 219 3964 620295;62029 291225 291225 1
WNYIEGTK SQNEKINRWNYIEGTK WNYIEGTKLFAAFFLE R W N T K L 0 0 1 0 0 0 1 1 0 1 0 1 0 0 0 0 1 1 1 0 0 0 8 0 1009.487 sp|Q96KN2sp|Q96KN2|CN 487 494 yes yes 2 0.019625 96.253 3884 517 3965 620341;62034291226;29 291227 16
WPEPVFGR VATPLGPKWPEPVFGR WPEPVFGRLASPGFPG K W P G R L 0 1 0 0 0 0 1 1 0 0 0 0 0 1 2 0 0 1 0 1 0 0 8 0 986.4974 sp|O00187sp|O00187|MA 22 29 yes yes 2 0.01372 106.42 3885 41 3966 620508;62050291242;29 291296 66
WQEEMELYR YLDDFQKKWQEEMELY QEEMELYRQKVEPLRA K W Q Y R Q 0 1 0 0 0 1 3 0 0 0 1 0 1 0 0 0 0 1 1 0 0 0 9 0 1282.565 sp|P02647sp|P02647|AP 132 140 yes yes 2 6.71E-56 193.86 3886 136 3967;3968 620719;62072291308;29 291468 30 164
WQSIPLCVEK EITCKDGRWQSIPLCV SIPLCVEKIPCSQPPQ R W Q E K I 0 0 0 0 1 1 1 0 0 1 1 1 0 0 1 1 0 1 0 1 0 0 10 0 1258.638 sp|P08603 sp|P08603|CFA 858 867 yes yes 2 0.0005692 100.57 3887 233 3969 620962;62096291472;29 291473 50
WSAGLTSSQVDLYIPK LSRDTINRWSAGLTSS QVDLYIPKVTISGVYD R W S P K V 1 0 0 1 0 1 0 1 0 1 2 1 0 0 1 3 1 1 1 1 0 0 16 0 1763.909 sp|P08185 sp|P08185|CB 288 303 yes yes 2;3 1.08E-27 114.72 3888 224 3970 621137;62113291522;29 291626 125
WSGQTAICDNGAGYCSNPGIPIGTR RTCQVNGRWSGQTAIC PGIPIGTRKVGSQYRL R W S T R K 2 1 2 1 2 1 0 5 0 3 0 0 0 0 2 2 2 1 1 0 0 0 25 0 2651.186 sp|P00751 sp|P00751|CFA 151 175 yes yes 2;3 6.65E-209 192.24 3889 89 3971 621437;62143291647;29 291649 19
WSHPPSCIK IAKCLGEKWSHPPSCI SHPPSCIKTDCLSLPS K W S I K T 0 0 0 0 1 0 0 0 1 1 0 1 0 0 2 2 0 1 0 0 0 0 9 0 1110.528 sp|P08603 sp|P08603|CFA 978 986 yes yes 2;3 0.0053435 84.368 3890 233 3972 621503;62150291666;29 291666 4
WSPELPVCAPIICPPPSIPTFATLR AKCTEEGKWSPELPVC IPTFATLRVYKPSAGN K W S L R V 2 1 0 0 2 0 1 0 0 3 2 0 0 1 7 2 2 1 0 1 0 0 25 0 2818.455 sp|P02749sp|P02749|AP 130 154 yes yes 2;3;4 1.40E-207 187.39 3891 151 3973 621614;62161291670;29 291692 326
WSRPQAPITGYR DDTSIVVRWSRPQAPI QAPITGYRIVYSPSVE R W S Y R I 1 2 0 0 0 1 0 1 0 1 0 0 0 0 2 1 1 1 1 0 0 0 12 1 1430.742 sp|P02751 sp|P02751|FIN 831 842 yes yes 2;3 2.76E-40 140.57 3892 153 3974 622104;62210291996;29 292000 45
WSSPPQCEGLPCK ETTCYMGKWSSPPQCE QCEGLPCKSPPEISHG K W S C K S 0 0 0 0 2 1 1 1 0 0 1 1 0 0 3 2 0 1 0 0 0 0 13 0 1544.675 sp|P08603 sp|P08603|CFA 920 932 yes yes 2 5.29E-16 121.9 3893 233 3975 622319;62232292041;29 292122 114
WSSTSPHRPR KNGITCQKWSSTSPHR STSPHRPRFSPATHPS K W S P R F 0 2 0 0 0 0 0 0 1 0 0 0 0 0 2 3 1 1 0 0 0 0 10 1 1209.6 sp|P00747sp|P00747|PLM 127 136 yes yes 3 0.017029 59.426 3894 87 3976 622504;62250 292155 292155 1
WTGRPTCR NVTCINSRWTGRPTCR WTGRPTCRDTSCVNPP R W T C R D 0 2 0 0 1 0 0 1 0 0 0 0 0 0 1 0 2 1 0 0 0 0 8 1 1032.492 sp|P08603 sp|P08603|CFA 1037 1044 yes yes 3 0.066455 43.083 3895 233 3977 622522;62252 292156 292156 1
WTLTAPPGYR YANDQERRWTLTAPPG LTAPPGYRLRLYFTHF R W T Y R L 1 1 0 0 0 0 0 1 0 0 1 0 0 0 2 0 2 1 1 0 0 0 10 0 1160.598 sp|O00187sp|O00187|MA 47 56 yes yes 2 6.28E-07 127.02 3897 41 3979 622675;62267292160;29 292161 37
WTPYQGCEALCCPEPK VICQKNLRWTPYQGCE ALCCPEPKLNNGEITQ R W T P K L 1 0 0 0 3 1 2 1 0 0 1 1 0 0 3 0 1 1 1 0 0 0 16 0 1994.833 sp|P04003 sp|P04003|C4 354 369 yes yes 2;3 1.47E-53 144.47 3898 167 3980 622789;62279292199;29 292212 243
WVLTAAHCLLYPPWDK GASLISDRWVLTAAHC LLYPPWDKNFTENDLL R W V D K N 2 0 0 1 1 0 0 0 1 0 3 1 0 0 2 0 1 2 1 1 0 0 16 0 1968.992 sp|P00734sp|P00734|TH 400 415 yes no 3 0.064137 17.078 3899 80 3981 623151;62315 292442 292442 1
WVNLPEESLLR QAPTNYSRWVNLPEES LPEESLLRPAYVVPWQ R W V L R P 0 1 1 0 0 0 2 0 0 0 3 0 0 0 1 1 0 1 0 1 0 0 11 0 1354.725 sp|O43505sp|O43505|B4 304 314 yes yes 2 1.75E-32 169.09 3900 55 3982 623160;62316292443;29 292533 100
WVQTLSEQVQEELLSSQVTQELR GRFWDYLRWVQTLSEQ SQVTQELRALMDETMK R W V L R A 0 1 0 0 0 5 4 0 0 0 4 0 0 0 0 3 2 1 0 3 0 0 23 0 2729.387 sp|P02649sp|P02649|AP 57 79 yes yes 2;3 0 307.7 3901 137 3983 623290;62329292544;29 292883 371
WYNLAIGSTCPWLK NISRIYGKWYNLAIGS GSTCPWLKKIMDRMTV K W Y L K K 1 0 1 0 1 0 0 1 0 1 2 1 0 0 1 1 1 2 1 0 0 0 14 0 1707.844 sp|P02760sp|P02760|AM 44 57 yes yes 2;3 4.97E-20 149.23 3902 155 3984 623820;62382292918;29 293053 155
WYQMGIVSWGEGCDR MKSPFNNRWYQMGIVS SWGEGCDRDGKYGFYT R W Y D R D 0 1 0 1 1 1 1 3 0 1 0 0 1 0 0 1 0 2 1 1 0 0 15 0 1842.782 sp|P00734sp|P00734|TH 582 596 yes no 2 4.46E-276 257.8 3903 80 3985 624051;62405293074;293 293157 91
WYVDGVEVHNAK EDPEVQFKWYVDGVEV GVEVHNAKTKPREEQY K W Y A K T 1 0 1 1 0 0 1 1 1 0 0 1 0 0 0 0 0 1 1 3 0 0 12 0 1415.683 sp|P01860sp|P01860|IGH 207 218 yes yes 2;3 1.28E-05 118.67 3904 126 3986 624260;62426293166;293 293183 19
YAASSYLSLTPEQWK PSKQSNNKYAASSYLS SLTPEQWKSHKSYSCQ K Y A W K S 2 0 0 0 0 1 1 0 0 0 2 1 0 0 1 3 1 1 2 0 0 0 15 0 1742.852 sp|P0CG04sp|P0CG06|LA 66 80 no no 2;3 1.04E-136 209.8 3905 247;39 3987 624341;62434293185;293 293506 366
YAASSYLSLTPEQWR PSKQSNNKYAASSYLS SLTPEQWRSRRSYSCQ K Y A W R S 2 1 0 0 0 1 1 0 0 0 2 0 0 0 1 3 1 1 2 0 0 0 15 0 1770.858 sp|P15814sp|P15814|IGL 173 187 yes yes 2 3.01E-59 163.12 3906 289 3988 625023;62502 293555 293555 1
YAATSQVLLPSK PSVLRGGKYAATSQVL SQVLLPSKDVMQGTDE K Y A S K D 2 0 0 0 0 1 0 0 0 0 2 1 0 0 1 2 1 0 1 1 0 0 12 0 1276.703 sp|P01871 sp|P01871|IGH 65 76 yes yes 2 6.05E-23 145.89 3907 128 3989 625026;62502293556;293 293561 133
YADAQLSCQGR LLVKEEKRYADAQLSC AQLSCQGRGGTLSMPK R Y A G R G 2 1 0 1 1 2 0 1 0 0 1 0 0 0 0 1 0 0 1 0 0 0 11 0 1267.562 sp|Q9BWPsp|Q9BWP8|C 163 173 yes yes 2 2.09E-11 123.86 3908 524 3990 625183;62518293689;293 293691 7
YAFVNWINK HSYSEEEKYAFVNWIN AFVNWINKALENDPDC K Y A N K A 1 0 2 0 0 0 0 0 0 1 0 1 0 1 0 0 0 1 1 1 0 0 9 0 1153.592 sp|P13796sp|P13796|PLS 124 132 yes no 2 0.0047675 91.041 3909 279 3991 625244;62524293697;293 293699 3
YAGSQVASTSEVLK RRIASQVKYAGSQVAS ASTSEVLKYTLFQIFS K Y A L K Y 2 0 0 0 0 1 1 1 0 0 1 1 0 0 0 3 1 0 1 2 0 0 14 0 1438.73 sp|P04275 sp|P04275|VW 1349 1362 yes yes 2 4.88E-32 167.18 3910 179 3992 625278;62527293700;293 293703 61
YAISMAR DEKLNNAKYAISMARK KYAISMARKIGARVYA K Y A A R K 2 1 0 0 0 0 0 0 0 1 0 0 1 0 0 1 0 0 1 0 0 0 7 0 810.4058 sp|P13796sp|P13796|PLS 585 591 yes yes 2 0.0065325 117.7 3911 279 3993 625444;62544293761;293 293764 4
YALYDATYETK MLPDKDCRYALYDATY YDATYETKESKKEDLV R Y A T K E 2 0 0 1 0 0 1 0 0 0 1 1 0 0 0 0 2 0 3 0 0 0 11 0 1336.619 sp|P23528sp|P23528|CO 82 92 yes no 2 1.01E-56 188.66 3912 322 3994 625519;62552293765;293 293770 98
YAPLSFRNPMMSK AEMEEELRYAPLSFRN FRNPMMSKLRNYRKDL R Y A S K L 1 1 1 0 0 0 0 0 0 0 1 1 2 1 2 2 0 0 1 0 0 0 13 1 1540.753 sp|Q9UEU0sp|Q9UEU0|VT 68 80 yes yes 2 0.0012548 74.464 3913 542 3995 625691;62569293863;293 293864 84;85 2
YAVLYQPLFDK EVHDLERKYAVLYQPL LYQPLFDKRFEIINAI K Y A D K R 1 0 0 1 0 1 0 0 0 0 2 1 0 1 1 0 0 0 2 1 0 0 11 0 1355.713 sp|P55209sp|P55209|NP 106 116 yes yes 2 4.81E-05 102.06 3914 390 3996 625783;62578293865;293 293866 24
YAVSEAAAHK YRSNLNGRYAVSEAAA VSEAAAHKYGIDWASG R Y A H K Y 4 0 0 0 0 0 1 0 1 0 0 1 0 0 0 1 0 0 1 1 0 0 10 0 1045.519 sp|O75636sp|O75636|FC 267 276 yes yes 2;3 0.0020978 78.516 3915 63 3997 625830;62583293889;293 293890 12
YAYLLQPSQFHGEPCNFSDK PCQKKRYRYAYLLQPS EPCNFSDKEVEDCVTN R Y A D K E 1 0 1 1 1 2 1 1 1 0 2 1 0 2 2 2 0 0 2 0 0 0 20 0 2400.085 sp|P07358sp|P07358|CO 86 105 yes yes 3 1.89E-27 105.99 3916 216 3998 626031;62603293901;293 293904 44
YCFEIVPK GGLFPGTKYCFEIVPK YCFEIVPKGPNGTEGA K Y C P K G 0 0 0 0 1 0 1 0 0 1 0 1 0 1 1 0 0 0 1 1 0 0 8 0 1054.516 sp|Q12913sp|Q12913|PT 515 522 yes yes 2 0.023278 77.058 3917 444 3999 626170;62617293945;293 293945 2
YCQVVCTYHPR TVFTPSAKYCQVVCTY VVCTYHPRCLLFTFTA K Y C P R C 0 1 0 0 2 1 0 0 1 0 0 0 0 0 1 0 1 0 2 2 0 0 11 0 1481.654 sp|P03951 sp|P03951|FA 45 55 yes yes 2;3 1.38E-11 125.82 3918 165 4000 626245;62624293947;293 293948 12
YCTDTGVLFR QGGEETQRYCTDTGVL TDTGVLFRQESFFHWA R Y C F R Q 0 1 0 1 1 0 0 1 0 0 1 0 0 1 0 0 2 0 1 1 0 0 10 0 1230.57 sp|P12955 sp|P12955|PEP 57 66 yes yes 2 6.47E-07 126.52 3919 270 4001 626354;62635293959;293 293975 19
YDAAQLR FPIGIGDRYDAAQLRI RYDAAQLRILAGPAGD R Y D L R I 2 1 0 1 0 1 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 7 0 835.4188 sp|P04275 sp|P04275|VW 1831 1837 yes yes 2 0.013845 102.81 3920 179 4002 626433;62643 293978 293978 1
YDALEVFAGSGTSGQR LELHPACRYDALEVFA GSGTSGQRLGRFCGTF R Y D Q R L 2 1 0 1 0 1 1 3 0 0 1 0 0 1 0 2 1 0 1 1 0 0 16 0 1656.774 sp|Q15113sp|Q15113|PC 92 107 yes yes 2 1.14E-08 93.011 3921 466 4003 626468;62646293979;293 293979 2
YDGGSEIINYVLESR TLTWNPPKYDGGSEII INYVLESRLIGTEKFH K Y D S R L 0 1 1 1 0 0 2 2 0 2 1 0 0 0 0 2 0 0 2 1 0 0 15 0 1713.821 sp|Q8WZ4sp|Q8WZ42|TI 17669 17683 yes yes 2 0.0006401 87.719 3923 508 4005 626526;62652 293982 293982 1
YDLAFVVASQATK PTLASQSRYDLAFVVA VVASQATKLTYNHGGI R Y D T K L 3 0 0 1 0 1 0 0 0 0 1 1 0 1 0 1 1 0 1 2 0 0 13 0 1411.735 sp|Q9Y6R7sp|Q9Y6R7|FC 263 275 yes yes 2 0.04251 47.302 3924 559 4006 626528;62652 293983 293983 1
YDLLDLTR LATSPAFRYDLLDLTR YDLLDLTRQAVQELVS R Y D T R Q 0 1 0 2 0 0 0 0 0 0 3 0 0 0 0 0 1 0 1 0 0 0 8 0 1007.529 sp|P54802 sp|P54802|AN 558 565 yes yes 2 3.92E-07 152.47 3925 386 4007 626581;62658293984;293 294002 22
YDLSALVR GATDGKKRYDLSALVR YDLSALVRHAEPEQNW R Y D V R H 1 1 0 1 0 0 0 0 0 0 2 0 0 0 0 1 0 0 1 1 0 0 8 0 935.5076 sp|P11717sp|P11717|MP 484 491 yes yes 2 0.033745 71.342 3926 261 4008 626625;62662294006;294 294007 4
YDPSLKPLSVSYDQATSLR DIDTHTAKYDPSLKPL YDQATSLRILNNGHAF K Y D L R I 1 1 0 2 0 1 0 0 0 0 3 1 0 0 2 4 1 0 2 1 0 0 19 1 2139.085 sp|P00918sp|P00918|CA 40 58 yes yes 3 1.36E-08 79.511 3927 91 4009 626709;62671294010;294 294010 2
YDVDTQMWTILK RLADDLYRYDVDTQMW TQMWTILKDSRFFRYL R Y D L K D 0 0 0 2 0 1 0 0 0 1 1 1 1 0 0 0 2 1 1 1 0 0 12 0 1511.733 sp|O75882sp|O75882|AT 537 548 yes yes 2 9.83E-23 143.89 3928 64 4010 626745;62674294012;294 294016 99
YDVENCLANK DVIGDSAKYDVENCLA VENCLANKVDLSFSPS K Y D N K V 1 0 2 1 1 0 1 0 0 0 1 1 0 0 0 0 0 0 1 1 0 0 10 0 1224.545 sp|P01023 sp|P01023|A2 558 567 yes yes 2 6.00E-07 127.56 3929 96 4011 626901;62690294113;294 294207 98
YEASILTHDSSIR KMLEEIMKYEASILTH LTHDSSIRYLQEIYNS K Y E I R Y 1 1 0 1 0 0 1 0 1 2 1 0 0 0 0 3 1 0 1 0 0 0 13 0 1490.737 sp|P02679sp|P02679|FIB 122 134 yes yes 2;3 9.74E-87 221.5 3930 144 4012 627094;62709294211;294 294471 285
YEDFGPLFTAK DNYPPSFKYEDFGPLF FGPLFTAKFFNANQWA K Y E A K F 1 0 0 1 0 0 1 1 0 0 1 1 0 2 1 0 1 0 1 0 0 0 11 0 1286.618 sp|Q9BTY2sp|Q9BTY2|FU 100 110 yes yes 2 0.0004377 88.495 3931 523 4013 627477;62747294496;294 294498 8
YEDGTLSLTSTSDLQSGIIK GTNQITGRYEDGTLSL DLQSGIIKNTASLKYE R Y E I K N 0 0 0 2 0 1 1 2 0 2 3 1 0 0 0 4 3 0 1 0 0 0 20 0 2127.058 sp|P04114sp|P04114|AP 1537 1556 yes yes 2;3 1.25E-211 215.51 3932 174 4014 627527;62752294505;294 294709 223
YEDLYSNCK GLCTNGCKYEDLYSNC EDLYSNCKSLKLTLTC K Y E C K S 0 0 1 1 1 0 1 0 0 0 1 1 0 0 0 1 0 0 2 0 0 0 9 0 1190.491 sp|P54108sp|P54108|CR 209 217 yes yes 2 1.91E-14 160.75 3933 383 4015 628002;62800294729;294 294738 61
YEDVNPVLLSGPEAPWR PYFGTKTRYEDVNPVL SGPEAPWRDPELLEGT R Y E W R D 1 1 1 1 0 0 2 1 0 0 2 0 0 0 3 1 0 1 1 2 0 0 17 0 1940.963 sp|Q9UNWsp|Q9UNW1|M 53 69 yes yes 2 1.04E-91 169.98 3934 552 4016 628147;62814294790;294 294801 15
YEFLNGR IENKVCNRYEFLNGRV RYEFLNGRVQSTELCA R Y E G R V 0 1 1 0 0 0 1 1 0 0 1 0 0 1 0 0 0 0 1 0 0 0 7 0 897.4345 sp|P00747sp|P00747|PLM 732 738 yes yes 2 0.0051307 132.8 3938 87 4020 628314;62831294827;294 294831 22
YEGLQEWEGK AEYEEDGKYEGLQEWE GLQEWEGKAHLNIKSP K Y E G K A 0 0 0 0 0 1 3 2 0 0 1 1 0 0 0 0 0 1 1 0 0 0 10 0 1237.562 sp|P04114sp|P04114|AP 3964 3973 yes yes 2 3.06E-20 161.92 3939 174 4021 628370;62837294849;294 294984 150
YEGSYALTSEEAER LEQAQKVRYEGSYALT LTSEEAERSDGDPVQP R Y E E R S 2 1 0 0 0 0 4 1 0 0 1 0 0 0 0 2 1 0 2 0 0 0 14 0 1603.7 sp|O95810sp|O95810|SD 395 408 yes yes 2 5.45E-64 171.92 3940 69 4022 628540;62854294999;295 294999 4
YEITTIHNLFR DFVNASSKYEITTIHN TTIHNLFRKLTHRLFR K Y E F R K 0 1 1 0 0 0 1 0 1 2 1 0 0 1 0 0 2 0 1 0 0 0 11 0 1405.735 sp|P05546sp|P05546|HE 193 203 yes yes 2;3 3.54E-95 211.52 3941 199 4023 628571;62857295003;295 295004 269
YEIVVEAR LDREKQARYEIVVEAR YEIVVEARDAQGLRGD R Y E A R D 1 1 0 0 0 0 2 0 0 1 0 0 0 0 0 0 0 0 1 2 0 0 8 0 977.5182 sp|P33151 sp|P33151|CA 223 230 yes yes 2 7.67E-05 110.81 3942 344 4024 628950;62895295272;295 295276 27
YEKPGSPPR RITGYIIKYEKPGSPP EKPGSPPREVVPRPRP K Y E P R E 0 1 0 0 0 0 1 1 0 0 0 1 0 0 3 1 0 0 1 0 0 0 9 1 1029.524 sp|P02751 sp|P02751|FIN 1937 1945 yes yes 3 0.002425 78.516 3943 153 4025 629024;62902295299;295 295300 10
YEMHELLR PKFKLDQKYEMHELLR YEMHELLRQMGIRRIF K Y E L R Q 0 1 0 0 0 0 2 0 1 0 2 0 1 0 0 0 0 0 1 0 0 0 8 0 1089.528 sp|Q9UK55sp|Q9UK55|ZP 346 353 yes yes 3 0.018908 51.736 3944 548 4026 629113;62911295309;295 295309 10
YENYELTLK IKNTASLKYENYELTL ENYELTLKSDTNGKYK K Y E L K S 0 0 1 0 0 0 2 0 0 0 2 1 0 0 0 0 1 0 2 0 0 0 9 0 1171.576 sp|P04114sp|P04114|AP 1563 1571 yes yes 2 1.48E-11 155.1 3947 174 4029 629288;62928295323;295 295334 78
YEVDQQIQVLMDK KVHELIERYEVDQQIQ QIQVLMDKLVELAHQY R Y E D K L 0 0 0 2 0 3 1 0 0 1 1 1 1 0 0 0 0 0 1 2 0 0 13 0 1607.787 sp|P04114sp|P04114|AP 2348 2360 yes yes 2 4.18E-17 149.23 3948 174 4030 629503;62950295405;295 295405 9
YEVQGEVFTK VLNWRALKYEVQGEVF VQGEVFTKPQLWP___ K Y E T K P 0 0 0 0 0 1 2 1 0 0 0 1 0 1 0 0 1 0 1 2 0 0 10 0 1198.587 sp|P02741 sp|P02741|CR 210 219 yes yes 2 0.0012539 94.692 3949 145 4031 629537;62953295414;295 295415 2
YEVQGEVFTKPQLWP VLNWRALKYEVQGEVF FTKPQLWP________ K Y E W P - 0 0 0 0 0 2 2 1 0 0 1 1 0 1 2 0 1 1 1 2 0 0 15 1 1819.915 sp|P02741 sp|P02741|CR 210 224 yes yes 2 0.0026364 81.625 3950 145 4032 629560;62956295416;295 295418 4
YEVSVYALK SGLMVATKYEVSVYAL EVSVYALKDTLTSRPA K Y E L K D 1 0 0 0 0 0 1 0 0 0 1 1 0 0 0 1 0 0 2 2 0 0 9 0 1070.565 sp|P02751 sp|P02751|FIN 1788 1796 yes yes 2 0.0052259 96.253 3951 153 4033 629594;62959295420;295 295420 24
YEVTVVSVR QGLIPGARYEVTVVSV EVTVVSVRGFEESEPL R Y E V R G 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 1 1 0 1 4 0 0 9 0 1050.571 sp|P22105 sp|P22105|TEN 3819 3827 yes yes 2 0.0006947 123.98 3952 312 4034 629690;62969295444;295 295451 8
YEYLEGGDR EKCFDETRYEYLEGGD EYLEGGDRWARVRQGH R Y E D R W 0 1 0 1 0 0 2 2 0 0 1 0 0 0 0 0 0 0 2 0 0 0 9 0 1100.478 sp|Q04756sp|Q04756|HG 208 216 yes yes 2 0.0005979 141.39 3953 433 4035 629859;62986295452;295 295474 31
YFDTECVPMNFR TFFNLSKRYFDTECVP ECVPMNFRNASQAKRL R Y F F R N 0 1 1 1 1 0 1 0 0 0 0 0 1 2 1 0 1 0 1 1 0 0 12 0 1577.664 sp|Q9UK55sp|Q9UK55|ZP 185 196 yes yes 2 6.58E-48 171.36 3954 548 4036 630006;63000295483;295 295483 35
YFIDFVAR VQVVAGKKYFIDFVAR YFIDFVARETTCSKES K Y F A R E 1 1 0 1 0 0 0 0 0 1 0 0 0 2 0 0 0 0 1 1 0 0 8 0 1029.528 sp|P01042 sp|P01042|KN 317 324 yes yes 2 2.87E-15 187.14 3955 103 4037 630174;63017295520;295 295754 306
YFIIQDR SNATDPLKYFIIQDRC KYFIIQDRCPHTRDST K Y F D R C 0 1 0 1 0 1 0 0 0 2 0 0 0 1 0 0 0 0 1 0 0 0 7 0 953.4971 sp|P07911 sp|P07911|UR 520 526 yes yes 2 0.060255 79.597 3956 221 4038 631058;63105295826;295 295826 2
YFSTTEDYDHEITGLR MYGPGGGKYFSTTEDY DHEITGLRVSVGLLLV K Y F L R V 0 1 0 2 0 0 2 1 1 1 1 0 0 1 0 1 3 0 2 0 0 0 16 0 1945.869 sp|Q96DA0sp|Q96DA0|ZG 63 78 yes yes 3 0.0002009 61.444 3957 513 4039 631095 295828 295828 1
YGAATFTR VALHALSKYGAATFTR YGAATFTRTGKAAQVT K Y G T R T 2 1 0 0 0 0 0 1 0 0 0 0 0 1 0 0 2 0 1 0 0 0 8 0 885.4345 sp|P01023 sp|P01023|A2 1264 1271 no no 2 6.01E-11 162.31 3958 96;307 4040 631096;63109295829;295 295833 43
YGFCEAADQFHVLDEVR DQIFYFPKYGFCEAAD FHVLDEVRR_______ K Y G V R R 2 1 0 2 1 1 2 1 1 0 1 0 0 2 0 0 0 0 1 2 0 0 17 0 2054.916 sp|P07360sp|P07360|CO 185 201 yes yes 2;3 3.30E-234 240.59 3959 218 4041 631245;63124295872;295 295873 183
YGFIEGHVVIPR SIGFETCRYGFIEGHV EGHVVIPRIHPNSICA R Y G P R I 0 1 0 0 0 0 1 2 1 2 0 0 0 1 1 0 0 0 1 2 0 0 12 0 1385.746 sp|P16070sp|P16070|CD 79 90 yes yes 2;3 1.38E-06 77.64 3960 291 4042 631526;63152296056;296 296064 105
YGFYTHVFR EGCDRDGKYGFYTHVF GFYTHVFRLKKWIQKV K Y G F R L 0 1 0 0 0 0 0 1 1 0 0 0 0 2 0 0 1 0 2 1 0 0 9 0 1188.572 sp|P00734sp|P00734|TH 600 608 yes no 2;3 2.81E-34 181.49 3961 80 4043 631713;63171296161;296 296162 179
YGGDEIPFSPYR GRYTILIKYGGDEIPF EIPFSPYRVRAVPTGD K Y G Y R V 0 1 0 1 0 0 1 2 0 1 0 0 0 1 2 1 0 0 2 0 0 0 12 0 1399.641 sp|P21333 sp|P21333|FLN 1622 1633 yes yes 2 1.16E-07 103.55 3962 310 4044 631987;63198296341;296 296343 3
YGGDEIPYSPFR GRYTITIKYGGDEIPY EIPYSPFRIHALPTGD K Y G F R I 0 1 0 1 0 0 1 2 0 1 0 0 0 1 2 1 0 0 2 0 0 0 12 0 1399.641 sp|Q14315sp|Q14315|FL 1616 1627 yes yes 2 4.93E-05 87.258 3963 460 4045 632019 296344 296344 1
YGHSLALYK SVNNVVVRYGHSLALY GHSLALYKDKIYMYGG R Y G Y K D 1 0 0 0 0 0 0 1 1 0 2 1 0 0 0 1 0 0 2 0 0 0 9 0 1050.55 sp|O75882sp|O75882|AT 393 401 yes yes 2;3 0.0024487 98.458 3964 64 4046 632020;63202296345;296 296346 6
YGIDWASGR VSEAAAHKYGIDWASG GIDWASGRGVGHPYRR K Y G G R G 1 1 0 1 0 0 0 2 0 1 0 0 0 0 0 1 0 1 1 0 0 0 9 0 1023.477 sp|O75636sp|O75636|FC 277 285 yes yes 2 9.69E-57 198.87 3965 63 4047 632089;63209296351;296 296360 114
YGILADAR QTHWTLDKYGILADAR YGILADARLFFGPQHR K Y G A R L 2 1 0 1 0 0 0 1 0 1 1 0 0 0 0 0 0 0 1 0 0 0 8 0 877.4658 sp|Q86UX7sp|Q86UX7|UR 83 90 yes yes 2 0.011069 114.78 3966 497 4048 632246;63224296465;296 296476 20
YGLDSDLSCK SDPKAVLRYGLDSDLS LDSDLSCKIAQLPLTG R Y G C K I 0 0 0 2 1 0 0 1 0 0 2 1 0 0 0 2 0 0 1 0 0 0 10 0 1156.507 sp|P36955 sp|P36955|PED 253 262 yes yes 2 3.43E-07 130.75 3967 353 4049 632354;63235296485;296 296564 89
YGLVTYATYPK ASYGVKPRYGLVTYAT VTYATYPKIWVKVSEA R Y G P K I 1 0 0 0 0 0 0 1 0 0 1 1 0 0 1 0 2 0 3 1 0 0 11 0 1274.655 sp|P00751 sp|P00751|CFA 309 319 yes yes 2 3.84E-12 131.44 3968 89 4050 632567;63256296574;296 296729 173
YGMVAQVTQTLK LPFSYKNKYGMVAQVT AQVTQTLKLEDTPKIN K Y G L K L 1 0 0 0 0 2 0 1 0 0 1 1 1 0 0 0 2 0 1 2 0 0 12 0 1337.701 sp|P04114sp|P04114|AP 276 287 yes yes 2 1.74E-90 200.56 3969 174 4051;4052 632737;63273296747;296 296888 54 197
YGPPCPSCPAPEFLGGPSVFLFPPKPK VDKRVESKYGPPCPSC FLFPPKPKDTLMISRT K Y G P K D 1 0 0 0 2 0 1 3 0 0 2 2 0 3 9 2 0 0 1 1 0 0 27 1 2942.45 sp|P01861 sp|P01861|IGH 102 128 yes yes 3 7.93E-06 39.506 3970 127 4053 633105;63310 296946 296946 1
YGQPLPGYTTK GFCWCVDKYGQPLPGY PLPGYTTKGKEDVHCY K Y G T K G 0 0 0 0 0 1 0 2 0 0 1 1 0 0 2 0 2 0 2 0 0 0 11 0 1223.619 sp|P17936sp|P17936|IBP 268 278 yes yes 2 0.0048232 72.325 3971 297 4054 633107;63310296947;296 296950 21
YGQTIRPICLPCTEGTTR IKLKNKLKYGQTIRPI PCTEGTTRALRLPPTT K Y G T R A 0 2 0 0 2 1 1 2 0 2 1 0 0 0 2 0 4 0 1 0 0 0 18 1 2122.03 sp|P00751 sp|P00751|CFA 588 605 yes yes 2;3 6.99E-124 148.06 3972 89 4055 633233;63323296969;296 296972 66
YGSQLAPETFYR PGGGVLLRYGSQLAPE LAPETFYRECDMQLFG R Y G Y R E 1 1 0 0 0 1 1 1 0 0 1 0 0 1 1 1 1 0 2 0 0 0 12 0 1430.683 sp|Q76LX8sp|Q76LX8|AT 1286 1297 yes yes 2 1.08E-07 103.87 3973 491 4056 633404;63340297037;297 297038 19
YGTCIYQGR ACIAGERRYGTCIYQG GTCIYQGRLWAFCC__ R Y G G R L 0 1 0 0 1 1 0 2 0 1 0 0 0 0 0 0 1 0 2 0 0 0 9 0 1116.502 sp|P59666sp|P59666|DE 80 88 yes no 2 4.88E-11 152.31 3974 393 4057 633521;63352297056;297 297130 90
YGVSGYPTLK ANTNTCNKYGVSGYPT VSGYPTLKIFRDGEEA K Y G L K I 0 0 0 0 0 0 0 2 0 0 1 1 0 0 1 1 1 0 2 1 0 0 10 0 1083.56 sp|P30101 sp|P30101|PD 95 104 yes yes 2 0.060901 59.931 3975 340 4058 633682;63368 297148 297148 0
YHFEALADTGISSEFYDNANDLLSK RKPYNFLKYHFEALAD NANDLLSKVKKDKSDS K Y H S K V 3 0 2 3 0 0 2 1 1 1 3 1 0 2 0 3 1 0 2 0 0 0 25 0 2819.293 sp|P07357sp|P07357|CO 215 239 yes yes 3 1.05E-27 96.708 3976 215 4059 633753;63375297149;297 297150 8
YHWEHTGLTLR VLYDYVNKYHWEHTGL EHTGLTLREVSSKLRR K Y H L R E 0 1 0 0 0 0 1 1 2 0 2 0 0 0 0 0 2 1 1 0 0 0 11 0 1411.7 sp|P04114sp|P04114|AP 4088 4098 yes yes 3 3.65E-05 77.062 3977 174 4060 633779;63378297157;297 297157 13
YIAGPYECEIR LYLFGVTKYIAGPYEC GPYECEIRNPVSASRS K Y I I R N 1 1 0 0 1 0 2 1 0 2 0 0 0 0 1 0 0 0 2 0 0 0 11 0 1369.634 sp|Q00887sp|Q00887|PS 210 220 yes no 2 0.0011052 82.749 3978 426 4061 633844 297170 297170 1
YIDQEELNK KTKKIKEKYIDQEELN IDQEELNKTKPIWTRN K Y I N K T 0 0 1 1 0 1 2 0 0 1 1 1 0 0 0 0 0 0 1 0 0 0 9 0 1150.551 sp|P08238sp|P08238|HS 276 284 no no 2 0.036518 61.962 3980 226 4063 634172;63417 297306 297306 1
YIFHNFMER EAEFQSPKYIFHNFME IFHNFMERLWAYLTIQ K Y I E R L 0 1 1 0 0 0 1 0 1 1 0 0 1 2 0 0 0 0 1 0 0 0 9 0 1255.581 sp|Q14624sp|Q14624|ITI 538 546 yes yes 2;3 0.0008574 108.74 3982 463 4065 634344;63434297331;297 297395 87
YIFSDDSSQLTIK EQEEDDEKYIFSDDSS DSSQLTIKKVDKNDEA K Y I I K K 0 0 0 2 0 1 0 0 0 2 1 1 0 1 0 3 1 0 1 0 0 0 13 0 1515.746 sp|P13591 sp|P13591|NC 263 275 yes yes 2 5.23E-10 103.34 3983 273 4066 634582;63458297418;297 297427 6
YIILLLGK FEVVESGRYIILLLGK YIILLLGKALSVVWDR R Y I G K A 0 0 0 0 0 0 0 1 0 2 3 1 0 0 0 0 0 0 1 0 0 0 8 0 931.6106 sp|P04275 sp|P04275|VW 961 968 yes yes 2 0.04839 67.035 3984 179 4067 634668;63466 297429 297429 1
YILQGVTSWGLGCAR LVCFEKDKYILQGVTS SWGLGCARPNKPGVYV K Y I A R P 1 1 0 0 1 1 0 3 0 1 2 0 0 0 0 1 1 1 1 1 0 0 15 0 1679.845 sp|P00747sp|P00747|PLM 772 786 no no 2 6.15E-13 99.283 3985 87;230 4068 634763;63476 297430 297430 1
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YIPPCLDSELTEFPLR LDYIGPCKYIPPCLDS ELTEFPLRMRDWLKNV K Y I L R M 0 1 0 1 1 0 2 0 0 1 3 0 0 1 3 1 1 0 1 0 0 0 16 0 1948.96 sp|P09486sp|P09486|SPR 151 166 yes yes 2;3 7.60E-06 108.56 3986 240 4069 634822;63482297431;297 297432 7
YISPDQLADLYK KSPDDPSRYISPDQLA DQLADLYKSFIKDYPV R Y I Y K S 1 0 0 2 0 1 0 0 0 1 2 1 0 0 1 1 0 0 2 0 0 0 12 0 1424.719 sp|P06733 sp|P06733|EN 270 281 yes yes 2 1.00E-20 140.16 3987 208 4070 634901;63490297438;297 297509 75
YKEENDDFASFR QANKALEKYKEENDDF NDDFASFRVDRIERVA K Y K F R V 1 1 1 2 0 0 2 0 0 0 0 1 0 2 0 1 0 0 1 0 0 0 12 1 1519.658 sp|P04196sp|P04196|HR 165 176 yes yes 2;3 1.33E-218 251.43 3989 176 4072 635013;63501297516;297 297517 202
YLAEFATGNDR KMKGDYHRYLAEFATG EFATGNDRKEAAENSL R Y L D R K 2 1 1 1 0 0 1 1 0 0 1 0 0 1 0 0 1 0 1 0 0 0 11 0 1255.583 sp|P62258sp|P62258|143 131 141 yes yes 2 0.0005498 100.25 3990 404 4073 635336 297718 297718 1
YLAEVAAGDDK KMKGDYYRYLAEVAAG EVAAGDDKKGIVDQSQ R Y L D K K 3 0 0 2 0 0 1 1 0 0 1 1 0 0 0 0 0 0 1 1 0 0 11 0 1150.551 sp|P63104sp|P63104|143 128 138 yes yes 2 8.44E-06 109.66 3991 411 4074 635337;63533297719;297 297757 40
YLAEVATGEK KMKGDYYRYLAEVATG AEVATGEKRATVVESS R Y L E K R 2 0 0 0 0 0 2 1 0 0 1 1 0 0 0 0 1 0 1 1 0 0 10 0 1079.55 sp|P61981 sp|P61981|143 133 142 yes yes 2 0.022427 61.65 3992 402 4075 635457;63545297760;297 297760 2
YLFLNGNK LLPQPDLRYLFLNGNK YLFLNGNKLARVAAGA R Y L N K L 0 0 2 0 0 0 0 1 0 0 2 1 0 1 0 0 0 0 1 0 0 0 8 0 967.5127 sp|P02750sp|P02750|A2 240 247 yes yes 2 0.0008949 119.22 3994 152 4077 635522;63552297765;297 297766 24
YLGPQYVAGITNLK HGKTTYEKYLGPQYVA VAGITNLKKCSTSPLL K Y L L K K 1 0 1 0 0 1 0 2 0 1 2 1 0 0 1 0 1 0 2 1 0 0 14 0 1535.835 sp|P02788sp|P02788|TR 681 694 yes yes 2 0.0067559 66.289 3995 163 4078 635633;63563 297789 297789 1
YLGQDYEQLR GRHENAIKYLGQDYEQ GQDYEQLRVRCLQSGT K Y L L R V 0 1 0 1 0 2 1 1 0 0 2 0 0 0 0 0 0 0 2 0 0 0 10 0 1283.615 sp|P07384sp|P07384|CA 37 46 yes yes 2 4.27E-08 134.48 3996 219 4079 635655;63565297790;297 297792 16
YLPCSVLR HHWYLHDRYLPCSVLR YLPCSVLRMDYKGDAT R Y L L R M 0 1 0 0 1 0 0 0 0 0 2 0 0 0 1 1 0 0 1 1 0 0 8 0 1006.527 sp|P29622 sp|P29622|KA 260 267 yes yes 2 0.013083 107.67 3998 336 4081 635799;63580297812;297 297814 45
YLQEIYNSNNQK LTHDSSIRYLQEIYNS IYNSNNQKIVNLKEKV R Y L Q K I 0 0 3 0 0 2 1 0 0 1 1 1 0 0 0 1 0 0 2 0 0 0 12 0 1512.721 sp|P02679sp|P02679|FIB 135 146 yes yes 2;3 2.15E-119 218.55 3999 144 4082 635967;63596297857;297 297999 173
YLQGSSVQLR SLRVGLQRYLQGSSVQ QGSSVQLRSLRLTYRN R Y L L R S 0 1 0 0 0 2 0 1 0 0 2 0 0 0 0 2 0 0 1 1 0 0 10 0 1149.614 sp|Q6EMKsp|Q6EMK4|VA 483 492 yes yes 2 2.89E-31 174.16 4000 485 4083 636313;63631298030;298 298036 101
YLSDHSFLVSQGDR TNTGLALRYLSDHSFL FLVSQGDREQAPNLVY R Y L D R E 0 1 0 2 0 1 0 1 1 0 2 0 0 1 0 3 0 0 1 1 0 0 14 0 1622.769 sp|P04275 sp|P04275|VW 1584 1597 yes yes 3 5.66E-39 116.98 4001 179 4084 636486;63648298131;298 298131 7
YLSVQALEAPR HDKHCHKKYLSVQALE VQALEAPRLTQNLTDL K Y L P R L 2 1 0 0 0 1 1 0 0 0 2 0 0 0 1 1 0 0 1 1 0 0 11 0 1245.672 sp|P35916sp|P35916|VG 669 679 yes yes 2 0.0084373 91.584 4002 352 4085 636547;63654298138;298 298139 1
YLSYTLNPDLIR KELWILNRYLSYTLNP TLNPDLIRKQDATSTI R Y L I R K 0 1 1 1 0 0 0 0 0 1 3 0 0 0 1 1 1 0 2 0 0 0 12 0 1466.777 sp|P15144sp|P15144|AM 844 855 yes yes 2 4.67E-19 131.44 4003 285 4086 636604;63660298140;298 298160 37
YLTLNTESTR VFKSTEQKYLTLNTES TLNTESTRIMTKLRAQ K Y L T R I 0 1 1 0 0 0 1 0 0 0 2 0 0 0 0 1 3 0 1 0 0 0 10 0 1196.604 sp|P06276sp|P06276|CH 528 537 yes yes 2 8.62E-62 234.82 4004 202 4087 636685;63668298179;298 298184 116
YLTWASR SQELPREKYLTWASRQ KYLTWASRQEPSQGTT K Y L S R Q 1 1 0 0 0 0 0 0 0 0 1 0 0 0 0 1 1 1 1 0 0 0 7 0 895.4552 sp|P01876sp|P01876|IGH 276 282 no no 2 0.000646 139.27 4005 129;130 4088 636847;63684298295;298 298302 50
YLYHGQTLETLGGK IKDQLASKYLYHGQTL TLETLGGKKLRVFVYR K Y L G K K 0 0 0 0 0 1 1 3 1 0 3 1 0 0 0 0 2 0 2 0 0 0 14 0 1578.804 sp|Q15582sp|Q15582|BG 448 461 yes yes 3 3.19E-09 94.287 4007 470 4090 637361;63736298459;298 298459 4
YNALDLTNNGK TTLNSDLKYNALDLTN LDLTNNGKLRLEPLKL K Y N G K L 1 0 3 1 0 0 0 1 0 0 2 1 0 0 0 0 1 0 1 0 0 0 11 0 1221.599 sp|P04114sp|P04114|AP 1803 1813 yes yes 2 6.13E-95 209.58 4008 174 4091 637393;63739298463;298 298556 109
YNILPEKEDSPFALK VYLQTSMKYNILPEKE EDSPFALKVQTVPQTC K Y N L K V 1 0 1 1 0 0 2 0 0 1 2 2 0 1 2 1 0 0 1 0 0 0 15 1 1762.914 sp|P20742 sp|P20742|PZP 1336 1350 yes yes 3 2.52E-13 82.925 4009 307 4092 637529;63753298572;298 298572 6
YNILPEKEEFPFALGVQTLPQTCDEPK VYLQTSLKYNILPEKE PQTCDEPKAHTSFQIS K Y N P K A 1 0 1 1 1 2 4 1 0 1 3 2 0 2 4 0 2 0 1 1 0 0 27 1 3162.558 sp|P01023 sp|P01023|A2 1330 1356 yes yes 3;4 3.56E-37 100.27 4010 96 4093 637566;63756298578;298 298649 83
YNPVVIDFEMQPIHEVLR RSWGRSLKYNPVVIDF QPIHEVLRHTSLGPLE K Y N L R H 0 1 1 1 0 1 2 0 1 2 1 0 1 1 2 0 0 0 1 3 0 0 18 0 2198.119 sp|P07357sp|P07357|CO 452 469 yes yes 2;3 1.34E-30 117.2 4011 215 4094 637734;63773298662;298 298662 74
YNSQNQSNNQFVLYR AVDAALKKYNSQNQSN NNQFVLYRITEATKTV K Y N Y R I 0 1 4 0 0 3 0 0 0 0 1 0 0 1 0 2 0 0 2 1 0 0 15 0 1873.871 sp|P01042 sp|P01042|KN 44 58 yes yes 2;3 0 300.35 4012 103 4095 637919;63792298736;298 298754 268
YPIEHGIITNWDDMEK KRGILTLKYPIEHGII TNWDDMEKIWHHSFYN K Y P E K I 0 0 1 2 0 0 2 1 1 3 0 1 1 0 1 0 1 1 1 0 0 0 16 0 1959.904 sp|P63267sp|P63267|AC 70 85 yes no 3 3.74E-05 68.257 4013 406 4096 638271;63827299004;299 299004 17
YPLYVLK HIGSSFEKYPLYVLKV KYPLYVLKVSGKEQAA K Y P L K V 0 0 0 0 0 0 0 0 0 0 2 1 0 0 1 0 0 0 2 1 0 0 7 0 894.5215 sp|Q96IY4 sp|Q96IY4|CBP 156 162 yes no 2 0.051214 84.025 4014 516 4097 638392;63839299021;299 299021 2
YPPTVSMVEGQGEK LCTPLLPKYPPTVSMV MVEGQGEKNVTFWGRP K Y P E K N 0 0 0 0 0 1 2 2 0 0 0 1 1 0 2 1 1 0 1 2 0 0 14 0 1520.718 sp|P27918sp|P27918|PRO 414 427 yes yes 2 0.0019852 64.64 4015 335 4098 638469;63847299023;299 299023 0
YPSLSIHGIEGAFDEPGTK EILMHLWRYPSLSIHG AFDEPGTKTVIPGRVI R Y P T K T 1 0 0 1 0 0 2 3 1 2 1 1 0 1 2 2 1 0 1 0 0 0 19 0 2016.979 sp|Q96KN2sp|Q96KN2|CN 344 362 yes yes 3 6.98E-05 59.372 4016 517 4099 638491;63849299025;299 299026 3
YPVYGVQWHPEK ISTMEGYKYPVYGVQW GVQWHPEKAPYEWKNL K Y P E K A 0 0 0 0 0 1 1 1 1 0 0 1 0 0 2 0 0 1 2 2 0 0 12 0 1501.735 sp|Q92820sp|Q92820|GG 236 247 yes yes 2;3 2.23E-05 68.676 4017 510 4100 638540;63854299028;299 299028 4
YQCYCYGR EKYVHGVRYQCYCYGR YQCYCYGRGIGEWHCQ R Y Q G R G 0 1 0 0 2 1 0 1 0 0 0 0 0 0 0 0 0 0 3 0 0 0 8 0 1168.443 sp|P02751 sp|P02751|FIN 585 592 yes yes 2 5.61E-22 170.94 4018 153 4101 638646;63864299032;299 299040 39
YQISVNK TVQNEANKYQISVNKY KYQISVNKYRGTAGNA K Y Q N K Y 0 0 1 0 0 1 0 0 0 1 0 1 0 0 0 1 0 0 1 1 0 0 7 0 850.4549 sp|P02675 sp|P02675|FIB 368 374 yes yes 2 0.0050988 132.72 4019 143 4102 638832;63883299071;299 299075 7
YQLAVTQR ARGFSWERYQLAVTQR YQLAVTQRKEEEPSSS R Y Q Q R K 1 1 0 0 0 2 0 0 0 0 1 0 0 0 0 0 1 0 1 1 0 0 8 0 977.5294 sp|Q16853sp|Q16853|AO 630 637 yes yes 2 0.010703 112.37 4020 478 4103 638918;63891299078;299 299082 5
YSAWAESVTNLPQVIK NPAGNKRRYSAWAESV TNLPQVIKQKLTPLYE R Y S I K Q 2 0 1 0 0 1 1 0 0 1 1 1 0 0 1 2 1 1 1 2 0 0 16 0 1804.936 sp|P10643 sp|P10643|CO 403 418 yes yes 2;3 1.06E-96 179.94 4021 252 4104 639004;63900299083;299 299342 286
YSDASDCHGEDSQAFCEK VTVSICRKYSDASDCH DSQAFCEKFSGQLNSH K Y S E K F 2 0 0 3 2 1 2 1 1 0 0 1 0 1 0 3 0 0 1 0 0 0 18 0 2104.774 sp|P01023 sp|P01023|A2 272 289 yes yes 2;3 1.36E-215 231.17 4022 96 4105 639456;63945299370;299 299376 19
YSFCTDHTVLVQTR SNYEQDQKYSFCTDHT HTVLVQTRGGNSNGAL K Y S T R G 0 1 0 1 1 1 0 0 1 0 1 0 0 1 0 1 3 0 1 2 0 0 14 0 1725.815 sp|P02751 sp|P02751|FIN 398 411 yes yes 2;3 0 316.34 4023 153 4106 639555;63955299389;299 299493 109
YSFTIELR WIYDLGIKYSFTIELR YSFTIELRDTGTYGFL K Y S L R D 0 1 0 0 0 0 1 0 0 1 1 0 0 1 0 1 1 0 1 0 0 0 8 0 1027.534 sp|Q96IY4 sp|Q96IY4|CBP 380 387 yes yes 2 2.51E-10 158.36 4024 516 4107 639922;63992299498;299 299580 100
YSLEPVAVELK DGVPMPDKYSLEPVAV EPVAVELKSLLGKDVL K Y S L K S 1 0 0 0 0 0 2 0 0 0 2 1 0 0 1 1 0 0 1 2 0 0 11 0 1246.681 sp|P00558sp|P00558|PG 76 86 yes yes 2 0.0001096 96.143 4025 78 4108 640304;64030299598;299 299598 10
YSLTYIYTGLSK PQENQDGRYSLTYIYT YIYTGLSKHVEDVPAF R Y S S K H 0 0 0 0 0 0 0 1 0 1 2 1 0 0 0 2 2 0 3 0 0 0 12 0 1407.729 sp|P25311 sp|P25311|ZA2 28 39 yes yes 2 2.15E-19 157.78 4026 326 4109 640371;64037299608;299 299754 187
YSPGGTPTAIK YRNNCLLKYSPGGTPT GGTPTAIKVLSNVESG K Y S I K V 1 0 0 0 0 0 0 2 0 1 0 1 0 0 2 1 2 0 1 0 0 0 11 0 1090.566 sp|P03952 sp|P03952|KLK 170 180 yes yes 2 0.001259 81.95 4027 166 4110 640594;64059299795;299 299802 24
YSSDYFQAPSDYR SRRGPLVKYSSDYFQA FQAPSDYRYYPYQSFQ K Y S Y R Y 1 1 0 2 0 1 0 0 0 0 0 0 0 1 1 3 0 0 3 0 0 0 13 0 1597.669 sp|Q08380sp|Q08380|LG 442 454 yes yes 2 1.59E-16 138.66 4028 440 4111 640735;64073299819;299 299825 4
YSSLAEAASK VAHWNSAKYSSLAEAA SLAEAASKADGLAVIG K Y S S K A 3 0 0 0 0 0 1 0 0 0 1 1 0 0 0 3 0 0 1 0 0 0 10 0 1025.503 sp|P00915 sp|P00915|CA 129 138 yes yes 2 0.0038886 81.95 4029 90 4112 640812;64081299826;299 299827 12
YTACETAR ATDVFWAKYTACETAR YTACETARTPRDKLAA K Y T A R T 2 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 8 0 970.4178 sp|P00734sp|P00734|TH 87 94 yes yes 2 0.020285 98.299 4030 80 4113 640918;64091299838;299 299839 3
YTAGPYECEIR LFLLGVTKYTAGPYEC GPYECEIRNPVSASRS K Y T I R N 1 1 0 0 1 0 2 1 0 1 0 0 0 0 1 0 1 0 2 0 0 0 11 0 1357.597 sp|P11464sp|P11464|PSG 210 220 no no 2 0.0001353 94.309 4031 260 4114 640967 299841 299841 1
YTCLPGYVR FKTGTTLKYTCLPGYV TCLPGYVRSHSTQTLT K Y T V R S 0 1 0 0 1 0 0 1 0 0 1 0 0 0 1 0 1 0 2 1 0 0 9 0 1127.543 sp|P04003 sp|P04003|C4 79 87 yes yes 2 4.35E-09 148.33 4032 167 4115 640968;64096299842;299 299868 104
YTFEIFDGK PTEKDKGKYTFEIFDG TFEIFDGKDNHQRSLD K Y T G K D 0 0 0 1 0 0 1 1 0 1 0 1 0 2 0 0 1 0 1 0 0 0 9 0 1118.528 sp|P54296sp|P54296|MY 1301 1309 yes yes 2 0.054618 56.434 4033 385 4116 641141;64114 299946 299946 1
YTFELSR GNTKVMDKYTFELSRR KYTFELSRRTHLPEVF K Y T S R R 0 1 0 0 0 0 1 0 0 0 1 0 0 1 0 1 1 0 1 0 0 0 7 0 914.4498 sp|P02774sp|P02774|VT 346 352 yes yes 2;3 2.50E-13 163.84 4034 159 4117 641148;64114299947;299 299991 262
YTFVVPEDTR FPFFTQTKYTFVVPED FVVPEDTRVGTSVGSL K Y T T R V 0 1 0 1 0 0 1 0 0 0 0 0 0 1 1 0 2 0 1 2 0 0 10 0 1225.598 sp|P33151 sp|P33151|CA 263 272 yes yes 2 4.90E-11 143.7 4035 344 4118 642154;64215300210;300 300278 82
YTGNASALFILPDQDK SCTVVELKYTGNASAL FILPDQDKMEEVEAML K Y T D K M 2 0 1 2 0 1 0 1 0 1 2 1 0 1 1 1 1 0 1 0 0 0 16 0 1751.873 sp|P01011 sp|P01011|AA 268 283 yes yes 2 0.0001382 98.407 4036 94 4119 642273;64227300293;300 300293 3
YTGNTYR AEETCFDKYTGNTYRV KYTGNTYRVGDTYERP K Y T Y R V 0 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 2 0 2 0 0 0 7 0 873.3981 sp|P02751 sp|P02751|FIN 101 107 yes yes 2 0.048467 85.359 4037 153 4120 642286;64228 300296 300296 1
YTHGHGSETLYLAPGGGDDWIYDLGIK EKISKNTRYTHGHGSE WIYDLGIKYSFTIELR R Y T I K Y 1 0 0 3 0 0 1 6 2 2 3 1 0 0 1 1 2 1 3 0 0 0 27 0 2934.382 sp|Q96IY4 sp|Q96IY4|CBP 353 379 yes yes 4 0.0025637 23.89 4038 516 4121 642305;64230 300297 300297 1
YTIAALLSPYSYSTTAVVTNPK ANDSGPRRYTIAALLS TAVVTNPKE_______ R Y T P K E 3 0 1 0 0 0 0 0 0 1 2 1 0 0 2 3 4 0 3 2 0 0 22 0 2359.231 sp|P02766sp|P02766|TTH 125 146 yes yes 2;3 8.16E-05 85.006 4039 158 4122 642309;64231300298;300 300299 2
YTIAALLSPYSYSTTAVVTNPKE ANDSGPRRYTIAALLS AVVTNPKE________ R Y T K E - 3 0 1 0 0 0 1 0 0 1 2 1 0 0 2 3 4 0 3 2 0 0 23 1 2488.274 sp|P02766sp|P02766|TTH 125 147 yes yes 3 0.0007801 33.342 4040 158 4123 642325;64232300300;300 300301 2
YTLFQIFSK ASTSEVLKYTLFQIFS TLFQIFSKIDRPEASR K Y T S K I 0 0 0 0 0 1 0 0 0 1 1 1 0 2 0 1 1 0 1 0 0 0 9 0 1145.612 sp|P04275 sp|P04275|VW 1363 1371 yes yes 2 0.0047962 90.709 4041 179 4124 642328;64232300302;300 300302 2
YTPVQQGPVGVNVTYGGDPIPK HDNTYTVKYTPVQQGP YGGDPIPKSPFSVAVS K Y T P K S 0 0 1 1 0 2 0 4 0 1 0 1 0 0 4 0 2 0 2 4 0 0 22 0 2285.169 sp|P21333 sp|P21333|FLN 937 958 yes yes 2;3 3.10E-15 84.842 4042 310 4125 642351;64235300304;300 300308 8
YTSLMLR CSMDDTVRYTSLMLRD RYTSLMLRDYSGQGVV R Y T L R D 0 1 0 0 0 0 0 0 0 0 2 0 1 0 0 1 1 0 1 0 0 0 7 0 882.4633 sp|O75083sp|O75083|W 390 396 yes yes 2 0.03407 92.191 4043 59 4126 642433;64243 300312 300312 1
YTTTMGVNTYK NLPNGDFRYTTTMGVN TMGVNTYKARIQYYCH R Y T Y K A 0 0 1 0 0 0 0 1 0 0 0 1 1 0 0 0 4 0 2 1 0 0 11 0 1277.596 sp|P00736sp|P00736|C1 389 399 yes yes 2 2.52E-110 218.48 4044 81 4127 642499;64250300313;300 300328 88
YTVNQCR YTGGMKQKYTVNQCRR KYTVNQCRRQSEDSTF K Y T C R R 0 1 1 0 1 1 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 7 0 939.4233 sp|P00450sp|P00450|CER 713 719 yes yes 2 1.22E-08 159.65 4045 74 4128 642665;64266300401;300 300420 22
YTYNYEAESSSGVPGTADSR TRFKHLRKYTYNYEAE VPGTADSRSATRINCK K Y T S R S 2 1 1 1 0 0 2 2 0 0 0 0 0 0 1 4 2 0 3 1 0 0 20 0 2152.919 sp|P04114sp|P04114|AP 52 71 yes yes 2;3 6.88E-152 239.75 4046 174 4129 642809;64281300423;300 300429 139
YVDQVLQLVYK GKANKRLRYVDQVLQL QVLQLVYKDGSPCPSK R Y V Y K D 0 0 0 1 0 2 0 0 0 0 2 1 0 0 0 0 0 0 2 3 0 0 11 0 1366.75 sp|P11717sp|P11717|MP 1583 1593 yes yes 2 0.0361 64.711 4047 261 4130 643069;64307 300562 300562 1
YVLSPYK EAEIPGIKYVLSPYKL KYVLSPYKLNLVATPL K Y V Y K L 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 1 0 0 2 1 0 0 7 0 868.4695 sp|P01031 sp|P01031|CO 347 353 yes no 2 0.039591 89.673 4049 98 4132 643654;64365300761;300 300769 14
YVLSQPPSVSVAPGQTAR ________________ VAPGQTARITCGGDGI - Y V A R I 2 1 0 0 0 2 0 1 0 0 1 0 0 0 3 3 1 0 1 3 0 0 18 0 1855.979 sp|P01719sp|P01719|LV5 1 18 yes yes 2 0.0005628 58.674 4050 117 4133 643726 300775 300775 1
YVLTNLNIGAELLR AHQEDTERYVLTNLNI NIGAELLRDPSLGAQF R Y V L R D 1 1 2 0 0 0 1 1 0 1 4 0 0 0 0 0 1 0 1 1 0 0 14 0 1587.898 sp|Q76LX8sp|Q76LX8|AT 103 116 yes yes 2 5.41E-06 88.596 4051 491 4134 643727;64372300776;300 300777 5
YVMLPVADQDQCIR FKFTDHLKYVMLPVAD ADQDQCIRHYEGSTVP K Y V I R H 1 1 0 2 1 2 0 0 0 1 1 0 1 0 1 0 0 0 1 2 0 0 14 0 1706.812 sp|P00738sp|P00738|HP 298 311 yes yes 2;3 1.69E-110 201.33 4052 82 4135;4136 643771;64377300781;300 300905 17 183
YVMLPVADQYDCITHYEGSTCPK FKLTDHLKYVMLPVAD YEGSTCPKWKAPKSPV K Y V P K W 1 0 0 2 2 1 1 1 1 1 1 1 1 0 2 1 2 0 3 2 0 0 23 0 2746.208 sp|P00739sp|P00739|HP 240 262 yes yes 3 5.18E-06 64.295 4053 83 4137 644021 300967 300967 1
YVSHFETEGPHVLLYFDSVPTSR KLTSLSDRYVSHFETE FDSVPTSRECVGFEAV R Y V S R E 0 1 0 1 0 0 2 1 2 0 2 0 0 2 2 3 2 0 2 3 0 0 23 0 2679.297 sp|P0C0L4 sp|P0C0L4|CO 1511 1533 no no 4 4.14E-12 77.847 4054 245;246 4138 644022;64402300968;300 300986 45
YVTSAPMPEPQAPGR GQPLSPEKYVTSAPMP PEPQAPGRYFAHSILT K Y V G R Y 2 1 0 0 0 1 1 1 0 0 0 0 1 0 4 1 1 0 1 1 0 0 15 0 1599.772 sp|P01871 sp|P01871|IGH 377 391 yes no 2 4.93E-13 100.55 4055 128 4139 644131;64413301013;30 301027 26
YVYIAELLAHK INISPDGKYVYIAELL IAELLAHKIHVYEKHA K Y V H K I 2 0 0 0 0 0 1 0 1 1 2 1 0 0 0 0 0 0 2 1 0 0 11 0 1318.729 sp|P27169sp|P27169|PO 234 244 yes yes 2;3 4.14E-05 76.143 4056 332 4140 644214;64421301039;30 301039 38
YWGVASFLQK DPAKFKMKYWGVASFL GVASFLQKGNDDHWIV K Y W Q K G 1 0 0 0 0 1 0 1 0 0 1 1 0 1 0 1 0 1 1 1 0 0 10 0 1197.618 sp|P02753 sp|P02753|RET 108 117 yes yes 1;2 1.84E-15 152.63 4057 154 4141 644394;64439301077;30 301178 213
YWNDCEPPDSR DCSVLSRKYWNDCEPP DCEPPDSRRPSEIVIG K Y W S R R 0 1 1 2 1 0 1 0 0 0 0 0 0 0 2 1 0 1 1 0 0 0 11 0 1437.562 sp|P04196sp|P04196|HR 85 95 yes yes 2 7.32E-16 144.77 4058 176 4142 644955;64495301292;30 301427 174
YYCFQGNQFLR SALRWLGRYYCFQGNQ FQGNQFLRFDPVRGEV R Y Y L R F 0 1 1 0 1 2 0 1 0 0 1 0 0 2 0 0 0 0 2 0 0 0 11 0 1494.671 sp|P02790sp|P02790|HE 198 208 yes yes 2;3 4.22E-203 213.35 4059 164 4143 645152;64515301466;30 301696 944
YYELEEK SIVGWTVKYYELEEKI KYYELEEKIVSLIKNL K Y Y E K I 0 0 0 0 0 0 3 0 0 0 1 1 0 0 0 0 0 0 2 0 0 0 7 0 972.444 sp|P04114sp|P04114|AP 4400 4406 yes yes 2 0.009715 108.24 4060 174 4144 647190;64719302456;30 302469 24
YYGYTGAFR CVPNSNERYYGYTGAF YGYTGAFRCLAENAGD R Y Y F R C 1 1 0 0 0 0 0 2 0 0 0 0 0 1 0 0 1 0 3 0 0 0 9 0 1096.498 sp|P02788sp|P02788|TR 544 552 yes no 2 0.0007316 112.17 4061 163 4145 647335;64733302480;30 302490 12
YYLQGAK HSGSTFFKYYLQGAKI KYYLQGAKIPKPEASF K Y Y A K I 1 0 0 0 0 1 0 1 0 0 1 1 0 0 0 0 0 0 2 0 0 0 7 0 841.4334 sp|Q14624sp|Q14624|ITI 627 633 yes yes 2 0.051214 84.025 4062 463 4146 647425;64742 302492 302492 1
YYLQICTLLK GLHTVEGRYYLQICTL LQICTLLKCKTTNLNT R Y Y L K C 0 0 0 0 1 1 0 0 0 1 3 1 0 0 0 0 1 0 2 0 0 0 10 0 1313.705 sp|O95497sp|O95497|VN 393 402 yes yes 2 0.014305 68.735 4063 68 4147 647472;64747 302493 302493 1
YYPLGEVFYPGPECER CGCLHDGRYYPLGEVF YPGPECERRCECGPGG R Y Y E R R 0 1 0 0 1 0 3 2 0 0 1 0 0 1 3 0 0 0 3 1 0 0 16 0 1974.882 sp|Q9Y6R7sp|Q9Y6R7|FC 4800 4815 yes yes 2 4.63E-05 102.62 4064 559 4148 647489;64749302494;30 302495 7
YYPLGQTFYPGPGCDSLCR CGCLHDDRYYPLGQTF PGCDSLCRCREGGEVS R Y Y C R C 0 1 0 1 2 1 0 3 0 0 2 0 0 1 3 1 1 0 3 0 0 0 19 0 2249.987 sp|Q9Y6R7sp|Q9Y6R7|FC 2398 2416 yes no 2 0.0002917 62.042 4065 559 4149 647542;64754302501;30 302501 8
YYQENFCEQICSK HRQIVVDKYYQENFCE FCEQICSKQETRECNW K Y Y S K Q 0 0 1 0 2 2 2 0 0 1 0 1 0 1 0 1 0 0 2 0 0 0 13 0 1767.723 sp|P13671 sp|P13671|CO 55 67 yes yes 2 3.19E-229 255.7 4066 277 4150 647634;64763302509;30 302518 131
YYSFFDLDPK DALWLRFKYYSFFDLD SFFDLDPKTDPVRLTQ K Y Y P K T 0 0 0 2 0 0 0 0 0 0 1 1 0 2 1 1 0 0 2 0 0 0 10 0 1293.592 sp|Q86UX7sp|Q86UX7|UR 253 262 yes yes 2 0.01032 72.643 4067 497 4151 647795;64779302640;30 302641 8
YYTAINFVATPDEQNR SLSQEDDRYYTAINFV ATPDEQNRDLDMFINA R Y Y N R D 2 1 2 1 0 1 1 0 0 1 0 0 0 1 1 0 2 0 2 1 0 0 16 0 1900.896 sp|O75882sp|O75882|AT 1176 1191 yes yes 2 1.60E-122 197.3 4068 64 4152 647834;64783302648;30 302666 49
YYTYLIMNK RAHEAKIRYYTYLIMN YTYLIMNKGRLLKAGR R Y Y N K G 0 0 1 0 0 0 0 0 0 1 1 1 1 0 0 0 1 0 3 0 0 0 9 0 1207.595 sp|P01024sp|P01024|CO 489 497 yes yes 2 0.0007733 111.04 4069 97 4153 647901;64790302697;30 302712 74
YYWGGQYTWDMAK HAANPNGRYYWGGQYT QYTWDMAKHGTDDGVV R Y Y A K H 1 0 0 1 0 1 0 2 0 0 0 1 1 0 0 0 1 2 3 0 0 0 13 0 1667.708 sp|P02675 sp|P02675|FIB 446 458 yes yes 2 5.58E-16 121.6 4070 143 4154 648030;64803302771;30 302863 109
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