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NTDB id 1168 A1552VC RS11070 WP 000957200.1 .......................MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIF 57
NTDB id 1401 DSB67 RS12665 WP 010643259.1 .......................MLTNLSTVLRQAGILTFSQEESLLEQVKASGISMPEALLSSGFFQSHELTEHLSSVF 57
NTDB id 1293 VP RS12240 WP 005479695.1 .......................MHSNLSTILRQKGLLTFSQEESLIEQVKASGISMPEALLSSGFFTSSELAEHLSSIF 57
NTDB id 1110 NGFG RS09235 WP 003689817.1 .......................MSVGLLRILVQNQVVTVEQAEHYYN.ESQAGKEVLPMLFSDGVISPKSLAALIARVF 56
NTDB id 141833 KO116 RS11775 WP 035558531.1 MSQATTESTLSYESTLSHAAARGGQRGIAQRLIKHGLLTEAQAAAAASAAVENDISLLEHVVESGLVPPTAAAIAAGYEY 80
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ...............MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNF 65
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ...............MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVAYLIEEVHLSPSLLAETISAEF 65
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ...............MSAFTTPPKFSGFIRRLVEEGYVNAQNMQQALEKAKKFKQDIVPYLIDNFSISPLTIAEIISLEF 65
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 GLPETDLSRYDYANLC.QQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATGLQVELALADHRALQAAIR 136
NTDB id 1401 DSB67 RS12665 WP 010643259.1 GLSCTSLNQYEYASLC.QTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATGLQVELVLADFRELTAAIR 136
NTDB id 1293 VP RS12240 WP 005479695.1 GLSQPELSQYEYASLC.QQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATGLQVELVLADFRELSTAIR 136
NTDB id 1110 NGFG RS09235 WP 003689817.1 SYSILDLRHYPRHRVL.MGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAGIAVELVIVEDDQLAGLLD 135
NTDB id 141833 KO116 RS11775 WP 035558531.1 GLAVINLETVRISSLPPVADYPVRILQSLNVVPLARHGHRLTVAVPYPATLTQLDELQFATGLSIEGILAPMDQLATTLS 160
NTDB id 1251 GCO85 RS07725 WP 011946523.1 GVPMLDINCIDVGTIP.VNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTGLNTHAIVVETDKLSALID 144
NTDB id 1058 ABD1 RS01615 WP 001274986.1 AEPYFDLDVYDTSQIP.KDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSKLLVEPVIVEHHKLEKVLG 144
NTDB id 1018 ACIAD RS01685 WP 004920473.1 GEPLLDLGVFDPALFL.KDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTNIEAMDAIRFNSKLKVEPIIVEHDKLERLLS 144
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RLYGRSIQGAANQGKEIS..QDELANL.VKV..SDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYR 211
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RLYGRSLGQEKSGLKEIN..QDELAGL.VDI..GEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYR 211
NTDB id 1293 VP RS12240 WP 005479695.1 RLYGRSLSHEKSGLKEIN..QEELASL.VDV..GADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYR 211
NTDB id 1110 NGFG RS09235 WP 003689817.1 WVGSRSTS....LLQELG..........EGQEEEESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNAR 201
NTDB id 141833 KO116 RS11775 WP 035558531.1 SYLALTQSER.GMLDEFNDLDDELSTL..SVAEDSEVPLEEAPQNSDDGPVVKFVNKILLDAIRRGASDIHFEPYETQYR 237
NTDB id 1251 GCO85 RS07725 WP 011946523.1 NLLTAKES.Q.GLSEYVED.SGDLEGLEISAD.DEDQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYR 220
NTDB id 1058 ABD1 RS01615 WP 001274986.1 QHFAEESS.F.DFNDE....EFD...LDVNLDGPTAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYR 215
NTDB id 1018 ACIAD RS01685 WP 004920473.1 EHFVEETH.F.NFDTE....ELD...LDVEVDPHTTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYR 215
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 IRLRCDGILVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSS 290
NTDB id 1401 DSB67 RS12665 WP 010643259.1 VRLRCDGILIEIQQPPSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSS 290
NTDB id 1293 VP RS12240 WP 005479695.1 VRLRCDGILIETQQPPNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSS 290
NTDB id 1110 NGFG RS09235 WP 003689817.1 IRFRVDGQLREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSD 281
NTDB id 141833 KO116 RS11775 WP 035558531.1 IRFRIDGILIEVARPPLGMRNRVAARLKIMARLDISERRLPQDGAIKLKLSR.TRSLDFRVNSLPTVYGEKLVLRILDPS 316
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IRYRQDGILHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSG 299
NTDB id 1058 ABD1 RS01615 WP 001274986.1 VRYRVDGVLRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPS 294
NTDB id 1018 ACIAD RS01685 WP 004920473.1 VRYRVDGVLRLIATPPLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPA 294
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 AANLDIDKLGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPK 370
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SAALDINKLGYSDSQKQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPK 370
NTDB id 1293 VP RS12240 WP 005479695.1 SASLDIDKLGYSEQQKQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPK 370
NTDB id 1110 NGFG RS09235 WP 003689817.1 AASLNIDQLGFEPFQKKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDK 361
NTDB id 141833 KO116 RS11775 WP 035558531.1 AAQLGIEQLGFTDDQRHFYERALNQPQGMILVSGPTGSGKTVSLYTGINILNKVERNICTAEDPVEIKVAGINQVNVLPK 396
NTDB id 1251 GCO85 RS07725 WP 011946523.1 AAKLGIEALGFNPVQRTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPK 379
NTDB id 1058 ABD1 RS01615 WP 001274986.1 SAMLGIDALGYEEDQKALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPK 374
NTDB id 1018 ACIAD RS01685 WP 004920473.1 SAMLGIDALGYEPEQKALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPK 374
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 IGFGFAEALRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQ 450
NTDB id 1401 DSB67 RS12665 WP 010643259.1 IGFGFAEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQ 450
NTDB id 1293 VP RS12240 WP 005479695.1 IGFGFAEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQ 450
NTDB id 1110 NGFG RS09235 WP 003689817.1 QGLTFAAALKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQ 441
NTDB id 141833 KO116 RS11775 WP 035558531.1 IGLDFASALRAFLRQDPDVVMVGEIRDLETADIAVKASQTGHLVLSTVHTNSAAETLTRLANMGVTSFNIASAVSLIIAQ 476
NTDB id 1251 GCO85 RS07725 WP 011946523.1 AGLTFSGALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQ 459
NTDB id 1058 ABD1 RS01615 WP 001274986.1 VGLTFAAALKSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQ 454
NTDB id 1018 ACIAD RS01685 WP 004920473.1 VGLTFAAALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQ 454
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 RLARRLCKHCKIAV.RPSALLQSQFAFQPNEIL....YEANAAGCNECT.GGYSGRVGIYEVMAFNTELAEAIMQRASIH 524
NTDB id 1401 DSB67 RS12665 WP 010643259.1 RLARKLCPYCRQPQ.EPNSQLQH.IGIANTEQI....FQANPDGCNECT.HGYSGRTGIYEVMKFDESLSEALIKGASVH 523
NTDB id 1293 VP RS12240 WP 005479695.1 RLARKLCPYCKQPQ.EHTVQLQH.LGIQTTDNI....FRANPDGCNECT.HGYSGRTGIYEVMRFDESLSEALIKGASVH 523
NTDB id 1110 NGFG RS09235 WP 003689817.1 RLLRRLCSSCKQEVERPSASALKEVGFTDEDLAK.DWKLYRAVGCDRCRGQGYKGRAGVYEVMPISEEMQRVIMNNGTEV 520
NTDB id 141833 KO116 RS11775 WP 035558531.1 RLTRKLCPRCKEPV.VIPHEALRKEGFSDEEIQ..QATIYKPVGCKHCT.HGYKGRVGIYEVVPITEAMRQLIMSNANAM 552
NTDB id 1251 GCO85 RS07725 WP 011946523.1 RLARKLCNQCKAVRDDFTNQGLIELGFKEADLV..NLKLYKAVGCEQCT.SGYRGRVGLFEVLPMTKELGQLIMSGGNSL 536
NTDB id 1058 ABD1 RS01615 WP 001274986.1 RLARRLCSQCKIPA.DIPKQSLLEMGFTEQDLAHPDFRVFQPVGCLECR.EGYKGRVGIYEVMKVTPEISKIIMEDGNAL 532
NTDB id 1018 ACIAD RS01685 WP 004920473.1 RLARRLCSQCKRPI.QVPERSLLEMGFTPEDLAQPEFQIFEPVGCHDCR.EGYKGRVGIYEVMKITPEISKIIMEDGNAL 532
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 QIERLAKANGMQTLQESGLEKLREGITSFAELQRVLYF 562
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ELEKLAIANGMQTLQMSGIEKLKQGITSFRELQRVLYF 561
NTDB id 1293 VP RS12240 WP 005479695.1 ELEKLAIANGMSTLQMSGIEKLKQGITSFSELQRVLYF 561
NTDB id 1110 NGFG RS09235 WP 003689817.1 GILDVAYKEGMVDLRRAGILKIMQGITSLEEVTANTND 558
NTDB id 141833 KO116 RS11775 WP 035558531.1 DIDQQARREGYPSLHQSGLLKVMRGITSLEEINRVSKE 590
NTDB id 1251 GCO85 RS07725 WP 011946523.1 DILKLAQSEGMLTIFQSGIEKVKEGITTIEEVNRVTVD 574
NTDB id 1058 ABD1 RS01615 WP 001274986.1 EIAAASEKLGFNNLRRSGLKKVMQGVTSLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 EIAATAETLGFNNLRRSGLKKVMQGVTSLQEINRVTSE 570
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