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NTDB id 1237 CJE RS01260 WP 002876312.1 ..MKKIISVLILALS.....LLNAKSFEESKKELVKFYNDLGS..SYWYDFYCQAPFKVNKKGKYISFEVIKSDLYAPRN 71
NTDB id 1178 HJ37 RS00640 WP 001082313.1 MNRTNFLVTFLIALFAIPAFAEHPTSFSQAKRFAREIYQDN......QSTFYCGCSYN....NDG..AIDAASCGYEPR. 67
NTDB id 1303 VF RS02230 WP 011261220.1 MKLIRLLISIIAIGSAFNVLAAPPSSFSKAKKEAVKIYLDH......PTSFYCGCDITWKDKKKG..IPDLQSCGYNVR. 71
NTDB id 1148 A1552VC RS01200 WP 000972596.1 ..MMIFRFVTTLAASLPLLTFAAPISFSHAKNEAVKIYRDH......PVSFYCGCEIRWQG.KKG..IPDLESCGYQVR. 68
NTDB id 111158 VSVS05 RS00730 WP 065544983.1 ...MRTLSCLLLALAASNVVAAPPSSFSAAKREAVSIYKDLERDLDYATSFYCGCDIKWQG.RKG..VPDLEGCGYQIR. 73
NTDB id 1297 VP RS12690 WP 005461720.1 ...MKYLFTLFLFVLSTSAFSAPPSSFSAAKREAVKIYQDH......PSSFYCGCDIQWQG.KKG..VPDLASCGYQVR. 67
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NTDB id 1237 CJE RS01260 WP 002876312.1 EYTKKGKINQRIKRIEWEHIMPAQNFGKHLPCWKEGGRKACKND..PTFAKMEADKQNLVPAIGEINGDRSNFRYAEAPT 149
NTDB id 1178 HJ37 RS00640 WP 001082313.1 ....KQP..KRGERLEWEHVVSAWEIGHQRQCWQNGGRRNCEKND.PEFSKMVSDLHNLVPSVGELNGDRSNFRFGMIP. 139
NTDB id 1303 VF RS02230 WP 011261220.1 ....KQE..KRASRIEWEHVVPAWQFGHQRQCWQDGGRKNCTRKD.KQFKLMEADLHNLVPAIGEVNGDRSNFRFSQWNG 144
NTDB id 1148 A1552VC RS01200 WP 000972596.1 ....KNE..NRASRIEWEHVVPAWQFGHQLQCWQQGGRKNCTRTS.PEFNQMEADLHNLTPAIGEVNGDRSNFSFSQWNG 141
NTDB id 111158 VSVS05 RS00730 WP 065544983.1 ....KQTQKVRATRIEWEHVVPAWQFGHQMQCWQKGGRKECSKKKYPQFRQMEADLHNLTPAIGEVNGDRSNFNFSQWNG 149
NTDB id 1297 VP RS12690 WP 005461720.1 ....KQE..KRAARIEWEHVVPAWQFGHQLQCWQSGGRKNCSRND.TAFKLMEADLHNLTPAVGEVNGDRSNFNFSQWNG 140
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NTDB id 1237 CJE RS01260 WP 002876312.1 NLKYTQYGNCKVYTDFKAKRFYPANYSKGWIARSYLYMSKTYNIRLSDQERKLMEAWDKQYPMDEKEKR....IRALL.. 223
NTDB id 1178 HJ37 RS00640 WP 001082313.1 N.ESRAYGQCDFEVDFKDRRAEPPANRQGDIARIYFYMRDQYGLRLSRQQTQLFEAWSRMDPVDEWEKLRDLRIRGIQGK 218
NTDB id 1303 VF RS02230 WP 011261220.1 N.KGAYYGQCAFKVDFKGRVAEPPAQSRGAIARTYLYMNQEYRFNLSKSQRQLMNAWDKQYPVSEWECERDKRIAKIQGN 223
NTDB id 1148 A1552VC RS01200 WP 000972596.1 V.DGVTYGQCEMQVNFKERTAMPPERARGAIARTYLYMSEQYGLRLSKAQSQLMQAWNNQYPVSEWECVRDQRIEKVQGN 220
NTDB id 111158 VSVS05 RS00730 WP 065544983.1 V.NGVTYGSCEMQVNFKQRKVMPPARARGSIARTYLYMSQEYSFDLSKQQRNLMQAWNKQYPAEKWECERDKHIAKVQGN 228
NTDB id 1297 VP RS12690 WP 005461720.1 M.DGVSYGRCDMQVNFKQRKVMPPDRARGSIARTYLYMSKEYGFKLSKQQTQLMSAWNKTYPVDKWECERDKRIAKVQGN 219
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NTDB id 1237 CJE RS01260 WP 002876312.1 ............ 223
NTDB id 1178 HJ37 RS00640 WP 001082313.1 SNCYVSGSC... 227
NTDB id 1303 VF RS02230 WP 011261220.1 HNQFVYKACRK. 234
NTDB id 1148 A1552VC RS01200 WP 000972596.1 SNRFVREQCPN. 231
NTDB id 111158 VSVS05 RS00730 WP 065544983.1 HNPFVVEACRKL 240
NTDB id 1297 VP RS12690 WP 005461720.1 HNPFVQEACRAL 231
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