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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..........MLTNLVAILRQAELISATQEQAVVTQVSASGTSVPEALLELSIFHAQELTEQLSHIFGLPETDLSRYDYA 70
NTDB id 1293 VP RS12240 WP 005479695.1 ..........MHSNLSTILRQKGLLTFSQEESLIEQVKASGISMPEALLSSGFFTSSELAEHLSSIFGLSQPELSQYEYA 70
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ..........MLTNLSTVLRQAGILTFSQEESLLEQVKASGISMPEALLSSGFFQSHELTEHLSSVFGLSCTSLNQYEYA 70
NTDB id 1110 NGFG RS09235 WP 003689817.1 ..........MSVGLLRILVQNQVVTVEQAEHYYN.ESQAGKEVLPMLFSDGVISPKSLAALIARVFSYSILDLRHYPRH 69
NTDB id 1251 GCO85 RS07725 WP 011946523.1 ..MALATEEYRLQGIGQLLVLEKLLDKTKAIELHKLAAAEKISLLQYIVKNKILSAEQIALTAAQNFGVPMLDINCIDVG 78
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 MNVSVSANLVGITGIARRLVLDGALDDASARVAMDGAAAAKVPLAQWVAEKKLVTPAQLAAANAIEFGMPLLDVAAFDSS 80
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ..MSALHTSPKFTGFFRRLVEEKHVSAATMQTALDAAKRAKQDTVAYLIEEVHLSPSLLAETISAEFAEPYFDLDVYDTS 78
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ..MSAFTTPPKFSGFIRRLVEEGYVNAQNMQQALEKAKKFKQDIVPYLIDNFSISPLTIAEIISLEFGEPLLDLGVFDPA 78
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 NLCQQLGLRELITRYDALPIAKQGNLLLLAVSDPTLLQAEEEFRFATGLQVELALADHRALQAAIRRLYGRSIQGAANQG 150
NTDB id 1293 VP RS12240 WP 005479695.1 SLCQQLGLRELITRHNALPLHRTPSTLLLAVADPTNQQAEDDFRFATGLQVELVLADFRELSTAIRRLYGRSLSHEKSGL 150
NTDB id 1401 DSB67 RS12665 WP 010643259.1 SLCQTLGLRDLITRHNALPLNRTSSTLILAVADPTNLQAEDDFRFATGLQVELVLADFRELTAAIRRLYGRSLGQEKSGL 150
NTDB id 1110 NGFG RS09235 WP 003689817.1 RVLMGVLTEEQMVEFHCVPVFRRGDKVFFAVSDPTQMPQIQKTVSAAGIAVELVIVEDDQLAGLLDWVGSRSTSLLQELG 149
NTDB id 1251 GCO85 RS07725 WP 011946523.1 TIPVNLVNEKLIKRHAMVPLFSRGTNLYLATDDPSKQASLKEIQFHTGLNTHAIVVETDKLSALIDNLLTAKESQGLSEY 158
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 HSAIKLVSDELLQKHQVLPLFKRGTRLFVGVSDPTKSHALDEIKFHTNLVVEPILVDEDSLRRAIDQWANASSNLGSTFG 160
NTDB id 1058 ABD1 RS01615 WP 001274986.1 QIPKDLVDQKLILKHRILPLIQRGQILYVATSNPSNIEAIDAIRFNSKLLVEPVIVEHHKLEKVLGQHFAEESSFD..FN 156
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LFLKDKIDEKLIQKYRIMPLVHRGHVLYVATSNPTNIEAMDAIRFNSKLKVEPIIVEHDKLERLLSEHFVEETHFN..FD 156
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 ..KEISQDELANLVKVSDDELQSIEDLSQDDSPVSRFINQVLLDAVRKGASDIHFEPYENQYRIRLRCDGILVETQQPAS 228
NTDB id 1293 VP RS12240 WP 005479695.1 ..KEINQEELASLVDVGADEIDNIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYEKMYRVRLRCDGILIETQQPPN 228
NTDB id 1401 DSB67 RS12665 WP 010643259.1 ..KEINQDELAGLVDIGEDEIENIEDLSQDESPVSRYINQILLDAVRKGASDIHFEPYENMYRVRLRCDGILIEIQQPPS 228
NTDB id 1110 NGFG RS09235 WP 003689817.1 EGQEE...........EESHTLYIDNEEAEDGPVPRFIHKTLSDALRSGASDIHFEFYEHNARIRFRVDGQLREVVQPPI 218
NTDB id 1251 GCO85 RS07725 WP 011946523.1 VEDSGDLEGLEISADDEDQ.DIDTATSVTDDAPIVKFVNKILLDAIRQGASDIHFEPYEREYRIRYRQDGILHEVATPPA 237
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 DGDDEGLENLEIGTDD.DAGNESGVDAKGDDTPVVKFVNKVLVDAIKRGASDIHFEPYETDYRVRLRIDGILKQVAKAPV 239
NTDB id 1058 ABD1 RS01615 WP 001274986.1 ..DEE.F.DLDVNLDGPTAQEDEEEAPQGDEAPIVKYINKLLIDAIRMGASDLHFEPYEKSYRVRYRVDGVLRQIANPPL 232
NTDB id 1018 ACIAD RS01685 WP 004920473.1 ..TEE.L.DLDVEVDPHTTDDDDEDDKLKDEAPIVKYINKLLIDAIRMSASDLHFEPYEKSYRVRYRVDGVLRLIATPPL 232
consensus * *** ** * * ** ** !* ******!*!!** *!!!*!!!*!! *!*! ! !!*! ** ***

logo

A
K
S
Q
H
V
LARSDGNSTRQRI

L
T
S
A
S
ARLIKI

V
L
MSNRKQMLDIASEKRR I

L
VPQDGGRFMIQKMLNRTKFIMLQNSRQKGGTDSRTKPQTAVIDMFRVNSSTCLPTSLAWFGEKLVIVMLRVLI LNDGPSADGSASAANKMSLNDGI ENDQAKLGFYNSEDEPEFSVDQQQRKTAKQ

NTDB id 1168 A1552VC RS11070 WP 000957200.1 HLSRRLAARIKILSKLDIAERRLPQDGRIKLRLSR.DTAIDMRVSTLPTLWGEKIVLRLLDSSAANLDIDKLGYNPQQKQ 307
NTDB id 1293 VP RS12240 WP 005479695.1 HLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSASLDIDKLGYSEQQKQ 307
NTDB id 1401 DSB67 RS12665 WP 010643259.1 HLSRRLSARIKILSKLDIAERRLPQDGRIKLKLNQ.DTAIDMRVSTLPTLFGEKIVLRLLDSSSAALDINKLGYSDSQKQ 307
NTDB id 1110 NGFG RS09235 WP 003689817.1 AVRGQLASRIKVMSRLDISEKRIPQDGRMQLTFQKGGKPVDFRVSTLPTLFGEKVVMRILNSDAASLNIDQLGFEPFQKK 298
NTDB id 1251 GCO85 RS07725 WP 011946523.1 SLSSRITARIKVMSNLDISERRIPQDGGFKMKISK.SRAIDFRVSTCPTSAGEKVVMRVLDSGAAKLGIEALGFNPVQRT 316
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 KLRDRIAARLKVMSQLDIAEKRVPQDGRIKLNLSK.TKQIDFRVSTLPTLFGEKIVLRILDGSAAKLGIDKLGYEPDQQK 318
NTDB id 1058 ABD1 RS01615 WP 001274986.1 QLANRLASRLKVMSQMDISEKRVPQDGRIKLKLSK.SKAIDFRVNSLPTLFGEKLVLRILDPSSAMLGIDALGYEEDQKA 311
NTDB id 1018 ACIAD RS01685 WP 004920473.1 QLATRLASRLKVMSQMDISEKRVPQDGRIKLKMSK.SKTIDFRVNSLPTLFGEKIVLRILDPASAMLGIDALGYEPEQKA 311
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 LYLNALKRPQGMILMTGPTGSGKTVSLYTGLRILNTSQINISTAEDPVEINLSGINQVQVQPKIGFGFAEALRSFLRQDP 387
NTDB id 1293 VP RS12240 WP 005479695.1 LYLEALRRPQGMILMTGPTGSGKTVSLYTGLNILNKPEINISTAEDPVEINLSGINQVQVQPKIGFGFAEALRSFLRQDP 387
NTDB id 1401 DSB67 RS12665 WP 010643259.1 LYLDALRRPQGMILMTGPTGSGKTVSLYTGLSILNKPEINISTAEDPVEIYLPGINQVQVQPKIGFGFAEALRSFLRQDP 387
NTDB id 1110 NGFG RS09235 WP 003689817.1 LLLEAIHRPYGMVLVTGPTGSGKTVSLYTCLNILNTESVNIATAEDPAEINLPGINQVNVNDKQGLTFAAALKSFLRQDP 378
NTDB id 1251 GCO85 RS07725 WP 011946523.1 NFLKAIQRPQGMILVTGPTGSGKTVTLYTALNILNTIEVNISTAEDPVEIKVPGINQVNINPKAGLTFSGALRSFLRQDP 396
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 LFEEAIHKPYGMVLVTGPTGSGKTVSLYTALGILNDETRNISTAEDPVEIRLPGVNQVQQNVKRGMTFAAALRSFLRQDP 398
NTDB id 1058 ABD1 RS01615 WP 001274986.1 LFMEALDKPQGMLLITGPTGSGKTVSLYTGLNILNTESSNISTAEDPVEINLEGINQVNVNPKVGLTFAAALKSFLRQDP 391
NTDB id 1018 ACIAD RS01685 WP 004920473.1 LFMEALNKPQGMLLITGPTGSGKTVSLYTGLNILNTEHANISTAEDPVEINLEGVNQVNVNPKVGLTFAAALRSFLRQDP 391
consensus ****!* *!*!!*!*!!!!!!!!!!*!!!*!*!!!* *!!*!!!!!*!!** !*!!!****!*!**!**!!*!!!!!!!

logo DI
V
V
IMVGE IRDLDETADE IAVIKASAQTGHMLVFMLSTLHTNDNSAPAAQETI

V
L
A
N
S
T
IRMLALMVRSNMGI

V
P
A
E
T
P
S
Y
FNLITATSSLVNTSLVIMIAQRLLARKRLCGKNPSHKSYQCRKAIRQAEVPAIRQVDEQERDFHILVP

NTDB id 1168 A1552VC RS11070 WP 000957200.1 DVVMVGEIRDLETAEIAVKAAQTGHLVLSTLHTNSAAETVIRLANMGVEPFNLASSLSLIIAQRLARRLCKHCKIAV.RP 466
NTDB id 1293 VP RS12240 WP 005479695.1 DVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETIIRLSNMGVESFNLASSLSLIIAQRLARKLCPYCKQPQ.EH 466
NTDB id 1401 DSB67 RS12665 WP 010643259.1 DVVMVGEIRDLDTAEIAIKASQTGHLVLSTLHTNSAAETVIRLSNMGVESFNLASSLSLIIAQRLARKLCPYCRQPQ.EP 466
NTDB id 1110 NGFG RS09235 WP 003689817.1 DIIMVGEIRDLETADIAIKAAQTGHMVFSTLHTNNAPATLSRMLNMGVAPFNIASSVSLIMAQRLLRRLCSSCKQEVERP 458
NTDB id 1251 GCO85 RS07725 WP 011946523.1 DIIMVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLNRLVNMGIPTFNIASSVTLIIAQRLARKLCNQCKAVRDDF 476
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 DVIMVGEIRDLETAEIAIKAAQTGHMVLSTLHTNDAPQTVARLMNMGIAPYNITSSVTLIIAQRLARRLCGKCKRPV.DL 477
NTDB id 1058 ABD1 RS01615 WP 001274986.1 DIIMVGEIRDLETAEIAIKAAQTGHMVMSTLHTNSAPETLTRLRNMGVPSFNIATSVNLVIAQRLARRLCSQCKIPA.DI 470
NTDB id 1018 ACIAD RS01685 WP 004920473.1 DIIMVGEIRDLETAEIAIKAAQTGHLVMSTLHTNNAAETLTRLRNMGVASFNIATSVNLVIAQRLARRLCSQCKRPI.QV 470
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 SALLQSQFAFQPNEIL....YEANAAGCNECT.GGYSGRVGIYEVMAFNTELAEAIMQRASIHQIERLAKANGMQTLQES 541
NTDB id 1293 VP RS12240 WP 005479695.1 TVQL.QHLGIQTTDNI....FRANPDGCNECT.HGYSGRTGIYEVMRFDESLSEALIKGASVHELEKLAIANGMSTLQMS 540
NTDB id 1401 DSB67 RS12665 WP 010643259.1 NSQL.QHIGIANTEQI....FQANPDGCNECT.HGYSGRTGIYEVMKFDESLSEALIKGASVHELEKLAIANGMQTLQMS 540
NTDB id 1110 NGFG RS09235 WP 003689817.1 SASALKEVGFTDEDLA.KDWKLYRAVGCDRCRGQGYKGRAGVYEVMPISEEMQRVIMNNGTEVGILDVAYKEGMVDLRRA 537
NTDB id 1251 GCO85 RS07725 WP 011946523.1 TNQGLIELGFKEADLV..NLKLYKAVGCEQCT.SGYRGRVGLFEVLPMTKELGQLIMSGGNSLDILKLAQSEGMLTIFQS 553
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 PQHTLLAEGFTEDEI.RSGFKVYEPVGCDECT.DGYKGRTGIYQVMPMSDAIAEIVLQGGNAMQIAEVARKAGIRDLRQS 555
NTDB id 1058 ABD1 RS01615 WP 001274986.1 PKQSLLEMGFTEQDLAHPDFRVFQPVGCLECR.EGYKGRVGIYEVMKVTPEISKIIMEDGNALEIAAASEKLGFNNLRRS 549
NTDB id 1018 ACIAD RS01685 WP 004920473.1 PERSLLEMGFTPEDLAQPEFQIFEPVGCHDCR.EGYKGRVGIYEVMKITPEISKIIMEDGNALEIAATAETLGFNNLRRS 549
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NTDB id 1168 A1552VC RS11070 WP 000957200.1 GLEKLREGITSFAELQRVLYF 562
NTDB id 1293 VP RS12240 WP 005479695.1 GIEKLKQGITSFSELQRVLYF 561
NTDB id 1401 DSB67 RS12665 WP 010643259.1 GIEKLKQGITSFRELQRVLYF 561
NTDB id 1110 NGFG RS09235 WP 003689817.1 GILKIMQGITSLEEVTANTND 558
NTDB id 1251 GCO85 RS07725 WP 011946523.1 GIEKVKEGITTIEEVNRVTVD 574
NTDB id 1004583 AAG688 RS14805 WP 411832954.1 ALLKVKNGITSLAEINRVTKD 576
NTDB id 1058 ABD1 RS01615 WP 001274986.1 GLKKVMQGVTSLQEVNRVTSE 570
NTDB id 1018 ACIAD RS01685 WP 004920473.1 GLKKVMQGVTSLQEINRVTSE 570
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