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NTDB id 1028 TT RS08215 WP 011173991.1 EALKEALEVQKGLPRAKPLGEILVELGLARPEDVEEALQKQRRGGGRLEDTLVQSGKLRPEALAQAVATQLGYPYVDPEE 397
NTDB id 1306 DR RS10060 WP 027479822.1 DQLREALQVQAREGKVKPLGEVITELGFASPDEVDSALQKQNVGGGRLEDTLVQSGKLSPEMLARSLAAQLGYEFLDPIQ 397
NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..............MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIFGLPETDLSR 66
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NTDB id 1251 GCO85 RS07725 WP 011946523.1 ......MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDINC 74
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NTDB id 1028 TT RS08215 WP 011173991.1 DPPDPGAPLLLPEDLCRRYGVFPHRLEGNRLVLLMKDPRNILALDDVRLALKRKGLNYEVAPAVATEAAITKLIERFYGK 477
NTDB id 1306 DR RS10060 WP 027479822.1 NPPDPKVALMIPEATARRYVVVPVRLQGNSLVVAMKDPRNVFALDDLKLITG.....KEILPAVMAEKDIIRLIERYFGE 472
NTDB id 1168 A1552VC RS11070 WP 000957200.1 YDYANLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATG.....LQVELALADHRALQAAIRRLYGR 141
NTDB id 1293 VP RS12240 WP 005479695.1 YEYASLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATG.....LQVELVLADFRELSTAIRRLYGR 141
NTDB id 1401 DSB67 RS12665 WP 010643259.1 YEYASLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATG.....LQVELVLADFRELTAAIRRLYGR 141
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IDVGTIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTG.....LNTHAIVVETDKLSALIDNLLTA 149
NTDB id 1018 ACIAD RS01685 WP 004920473.1 FDPALFLKDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTNIEAMDAIRFNSK.....LKVEPIIVEHDKLERLLSEHFVE 149
NTDB id 1058 ABD1 RS01615 WP 001274986.1 YDTSQIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSK.....LLVEPVIVEHHKLEKVLGQHFAE 149
NTDB id 291787 DIR46 RS08780 WP 109344900.1 FAPEFLPTSAIDARLMQAQRVIALAKRGNKLSVALSDPTNTQALDQIKFQSE.....ATVEPVIVPHDALLTLLAAIAKG 153
NTDB id 1110 NGFG RS09235 WP 003689817.1 YPRHRVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAG.....IAVELVIVEDDQLAGLLDWVGSR 140
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NTDB id 1028 TT RS08215 WP 011173991.1 AELSEI......AKE........FAKKQAEEEV..PSPLELDESAAQKFVKQVIREAFLQDASDIHIEPRQNDVQVRLRI 541
NTDB id 1306 DR RS10060 WP 027479822.1 KGFEKL......NKE........LAERNKTQQSQEADLSVADESAIVQVVDSIIREAALQDASDIHIETTEDAVKVRYRI 538
NTDB id 1168 A1552VC RS11070 WP 000957200.1 SIQGAANQGKEISQDELA.....NLVKVSDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRC 216
NTDB id 1293 VP RS12240 WP 005479695.1 SLSHEKSGLKEINQEELA.....SLVDVGADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRC 216
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SLGQEKSGLKEINQDELA.....GLVDIGEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRC 216
NTDB id 1251 GCO85 RS07725 WP 011946523.1 KESQGL...SEYVEDSGDLEGLEISA.DDEDQDIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQ 225
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ET.HFN.....FDTEELDLD...VEVDPHTTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRYRV 220
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ES.SFD.....FNDEEFDLD...VNLDGPTAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRYRV 220
NTDB id 291787 DIR46 RS08780 WP 109344900.1 AE.QDL...SELAGDDAEIE...FAEEDQQSATNPEAASDVEDAPIVRFLNKILMDAVQMGASDIHFEPYEKYYRIRLRV 226
NTDB id 1110 NGFG RS09235 WP 003689817.1 ST.SLL...QELGEG..........QEEEESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRV 206
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NTDB id 1028 TT RS08215 WP 011173991.1 DGALRPYSTLPKGALNAVISVVKIMGGLNIAEKRLPQDGRVRYRE..GAIDVDLRLSTLPTVYGEKAVMRLLKKASDIPE 619
NTDB id 1306 DR RS10060 WP 027479822.1 DGALREQNSFPKGAAQQIMARLKIMGHLDIAERRVPQDGRVRFKK..GSIDLDLRLSTLPTVYGEKAVMRLLQKASNIPE 616
NTDB id 1168 A1552VC RS11070 WP 000957200.1 DGILVETQQPASHLSRRLAARIKILSKLDIAERRLPQDGRIKLRLS.RDTAIDMRVSTLPTLWGEKIVLRLLDSSAANLD 295
NTDB id 1293 VP RS12240 WP 005479695.1 DGILIETQQPPNHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLN.QDTAIDMRVSTLPTLFGEKIVLRLLDSSSASLD 295
NTDB id 1401 DSB67 RS12665 WP 010643259.1 DGILIEIQQPPSHLSRRLSARIKILSKLDIAERRLPQDGRIKLKLN.QDTAIDMRVSTLPTLFGEKIVLRLLDSSSAALD 295
NTDB id 1251 GCO85 RS07725 WP 011946523.1 DGILHEVATPPASLSSRITARIKVMSNLDISERRIPQDGGFKMKIS.KSRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLG 304
NTDB id 1018 ACIAD RS01685 WP 004920473.1 DGVLRLIATPPLQLATRLASRLKVMSQMDISEKRVPQDGRIKLKMS.KSKTIDFRVNSLPTLFGEKIVLRILDPASAMLG 299
NTDB id 1058 ABD1 RS01615 WP 001274986.1 DGVLRQIANPPLQLANRLASRLKVMSQMDISEKRVPQDGRIKLKLS.KSKAIDFRVNSLPTLFGEKLVLRILDPSSAMLG 299
NTDB id 291787 DIR46 RS08780 WP 109344900.1 DGVLRDHAMPPLSIREKLVSRIKVLARLDIAEKRVPQDGRMRLILS.ATRTIDFRVSTLPTLFGEKTVMRILDATQAQMG 305
NTDB id 1110 NGFG RS09235 WP 003689817.1 DGQLREVVQPPIAVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLN 286
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NTDB id 1028 TT RS08215 WP 011173991.1 IEDLGFAPGVFERFKEVISKPYGIFLITGPTGSGKSFTTFSILKRIATPDKNTQTIEDPVEYEIPGINQTQVNPQAGLTF 699
NTDB id 1306 DR RS10060 WP 027479822.1 LEQLGFSEYNYARYTEIIERPNGIFLVTGPTGSGKSFTCFSTLKRIAKPEKNTTTIEDPIEYEVPGIVQSQVNNSTGMTF 696
NTDB id 1168 A1552VC RS11070 WP 000957200.1 IDKLGYNPQQKQLYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGF 375
NTDB id 1293 VP RS12240 WP 005479695.1 IDKLGYSEQQKQLYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPKIGFGF 375
NTDB id 1401 DSB67 RS12665 WP 010643259.1 INKLGYSDSQKQLYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPKIGFGF 375
NTDB id 1251 GCO85 RS07725 WP 011946523.1 IEALGFNPVQRTNFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPKAGLTF 384
NTDB id 1018 ACIAD RS01685 WP 004920473.1 IDALGYEPEQKALFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPKVGLTF 379
NTDB id 1058 ABD1 RS01615 WP 001274986.1 IDALGYEEDQKALFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGLTF 379
NTDB id 291787 DIR46 RS08780 WP 109344900.1 IDALGYDPDQKALLLDAITRPYGMVLVTGPTGSGKTVSLYSCLNLLNKPGINISTAEDPAEINLPGVNQVNVNEKAGLTF 385
NTDB id 1110 NGFG RS09235 WP 003689817.1 IDQLGFEPFQKKLLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDKQGLTF 366
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NTDB id 1028 TT RS08215 WP 011173991.1 ARALRAFLRQDPDIIMVGEIRDSETAKIATEAALTGHLVIATLHTNDAAQAITRLDEMGVEPFNISAALIGVLSQRLVRR 779
NTDB id 1306 DR RS10060 WP 027479822.1 ARALRAFLRQDPDIIFVGEIRDQETAKIAVEAALTGHMVLATLHTNDAPGAVTRLEEMGIENFNISAAVMGVLAQRLVRR 776
NTDB id 1168 A1552VC RS11070 WP 000957200.1 AEALRSFLRQDPDVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARR 455
NTDB id 1293 VP RS12240 WP 005479695.1 AEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLARK 455
NTDB id 1401 DSB67 RS12665 WP 010643259.1 AEALRSFLRQDPDVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARK 455
NTDB id 1251 GCO85 RS07725 WP 011946523.1 SGALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARK 464
NTDB id 1018 ACIAD RS01685 WP 004920473.1 AAALRSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARR 459
NTDB id 1058 ABD1 RS01615 WP 001274986.1 AAALKSFLRQDPDIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARR 459
NTDB id 291787 DIR46 RS08780 WP 109344900.1 PVALKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNDAPSTLTRLMNMGVAPFNIASSVILITAQRLARR 465
NTDB id 1110 NGFG RS09235 WP 003689817.1 AAALKSFLRQDPDIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQRLLRR 446
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NTDB id 1028 TT RS08215 WP 011173991.1 VCEHCKVEVKPD.PETLRRLGLSEAEIQ..GARLYKGMGCERCGGTGYKGRYAIHELLVVDDEIRHAIVAGKSATEIKEI 856
NTDB id 1306 DR RS10060 WP 027479822.1 VCSECKQPTNAD.PEVLRRLGISERDIR..GANLMRGTGCPRCGGTGYKGRMGIHELMVMDDSLRRTIGAGRPAAEIRDV 853
NTDB id 1168 A1552VC RS11070 WP 000957200.1 LCKHCKIAVRPS.ALLQSQFAFQPNEIL....YEANAAGCNECT.GGYSGRVGIYEVMAFNTELAEAIMQRASIHQIERL 529
NTDB id 1293 VP RS12240 WP 005479695.1 LCPYCKQPQEHT.VQL.QHLGIQTTDNI....FRANPDGCNECT.HGYSGRTGIYEVMRFDESLSEALIKGASVHELEKL 528
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LCPYCRQPQEPN.SQL.QHIGIANTEQI....FQANPDGCNECT.HGYSGRTGIYEVMKFDESLSEALIKGASVHELEKL 528
NTDB id 1251 GCO85 RS07725 WP 011946523.1 LCNQCKAVRDDFTNQGLIELGFKEADLV..NLKLYKAVGCEQCT.SGYRGRVGLFEVLPMTKELGQLIMSGGNSLDILKL 541
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LCSQCKRPIQVPER.SLLEMGFTPEDLAQPEFQIFEPVGCHDCR.EGYKGRVGIYEVMKITPEISKIIMEDGNALEIAAT 537
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LCSQCKIPADIPKQ.SLLEMGFTEQDLAHPDFRVFQPVGCLECR.EGYKGRVGIYEVMKVTPEISKIIMEDGNALEIAAA 537
NTDB id 291787 DIR46 RS08780 WP 109344900.1 LCG.CKQPLEI.SREALLAAGYRDSDLD.GDWRPYGPIGCDRCLGSGYKGRVGIYQIMPISPSIEALILANGNSMEIAAQ 542
NTDB id 1110 NGFG RS09235 WP 003689817.1 LCSSCKQEVERPSASALKEVGFTDEDLA.KDWKLYRAVGCDRCRGQGYKGRAGVYEVMPISEEMQRVIMNNGTEVGILDV 525
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NTDB id 1028 TT RS08215 WP 011173991.1 AR.RKGMKTLREDGLYKALQGITTLEEVLARTIE 889
NTDB id 1306 DR RS10060 WP 027479822.1 ALGESGLRSLRQDGIEKALQGLTTLEEVLAVTAS 887
NTDB id 1168 A1552VC RS11070 WP 000957200.1 AK.ANGMQTLQESGLEKLREGITSFAELQRVLYF 562
NTDB id 1293 VP RS12240 WP 005479695.1 AI.ANGMSTLQMSGIEKLKQGITSFSELQRVLYF 561
NTDB id 1401 DSB67 RS12665 WP 010643259.1 AI.ANGMQTLQMSGIEKLKQGITSFRELQRVLYF 561
NTDB id 1251 GCO85 RS07725 WP 011946523.1 AQ.SEGMLTIFQSGIEKVKEGITTIEEVNRVTVD 574
NTDB id 1018 ACIAD RS01685 WP 004920473.1 AE.TLGFNNLRRSGLKKVMQGVTSLQEINRVTSE 570
NTDB id 1058 ABD1 RS01615 WP 001274986.1 SE.KLGFNNLRRSGLKKVMQGVTSLQEVNRVTSE 570
NTDB id 291787 DIR46 RS08780 WP 109344900.1 AE.KEGVNSLRRSGLLKVKQGLTSLEEVLGCTNE 575
NTDB id 1110 NGFG RS09235 WP 003689817.1 AY.KEGMVDLRRAGILKIMQGITSLEEVTANTND 558
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