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NTDB id 1252 GCO85 RS07730 WP 011213805.1 .MDKNSPPLLTFHYQGINKAGQKMEGDIQARSLAIAKADLRKQGIVTNKVVKKRKPLFDR.....KNKKITQADITVFSR 74
NTDB id 1016 ACIAD RS01680 WP 004920476.1 MAAKKTQVMPVFAYEGVDRKGIKLKGELPARNMALAKVTLRKQGITIRTIREKRKNIFEGL....LKKKVKPLDIAIFTR 76
NTDB id 1198 PSJM300 03950 AFN76868.1 .MAQKAIKNSVFTWEGLDRQGAKIKGELSGVSPALVKAQLRKQGINPQKVRKKSISLFS......AGKKIKPMDIALFTR 73
NTDB id 74021 RxyAA322 RS02370 WP 143526742.1 ........MGVFAYKARDRRGRLVRDTVEGSDPMAVAAALRSQGLLVIEVKEQGIGQKDLLE...PFKRVRLGDLVVFTR 69
NTDB id 1029 TT RS02230 WP 011228203.1 ........MPVYQYKARDRQGRLVEATIEAEDLRTAARLLRDRGLFVAEIKEPGKGLQAEVRIPALERGPGLKDLAIFSR 72
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NTDB id 1252 GCO85 RS07730 WP 011213805.1 QLATMIESGIPLVQAFDIVAKGQSNKRLKDLIETIKHDIETGLTLAESLIKHPLYFNELFCNLVDAGEKSGSLDIMLDKV 154
NTDB id 1016 ACIAD RS01680 WP 004920476.1 QLATMMKAGVPLVQAFEIVAEGLENPAMRDVVLGLKNEVEGGNTFAGALRKYPQYFDNLFCSLIESGEQSGSLEIMLDRV 156
NTDB id 1198 PSJM300 03950 AFN76868.1 QMATMMKAGVPLLQSFDIIGEGFDNPNMRKLVDDLKQEVAAGNSFASSLRKKPQYFDDLYCNLVDSGEQSGSLETLLDRV 153
NTDB id 74021 RxyAA322 RS02370 WP 143526742.1 QLATMINAGLPIVRALHILAEQTTNKKLRDVVEKVRADVEAGMALSEALERHPEVFGRLYVEMVRAGEVGGVLDQVLLRV 149
NTDB id 1029 TT RS02230 WP 011228203.1 QLATMLGAGLTLLQALAILERQTENRKFREILKQVRTDVEGGMAFSEALSKH.KIFSRLYVNLVRAGETSGGLDLILDRL 151
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NTDB id 1252 GCO85 RS07730 WP 011213805.1 ATYKEKIEIIKKKIKKALTYPIAVMVVALLVTAGLLIYVVPQFESLFKGFGADLPAMTRAVITMSEFMQAYWYIIFGA.L 233
NTDB id 1016 ACIAD RS01680 WP 004920476.1 AVYKEKSEVLKQKIKKAMKYPATVIVVAIVVTIILMVKVVPVFKDLFTSFGADLPAFTQLVVNMSNWMQDYWFILILV.I 235
NTDB id 1198 PSJM300 03950 AFN76868.1 ATYKEKTEALKAKIKKAMNYPIAVVLVAVIVTAILLIKVVPQFQDVFANFGAELPAFTLMVIGLSEALQAWWYVVLAG.F 232
NTDB id 74021 RxyAA322 RS02370 WP 143526742.1 ASQLEKDQELRRKIKSALAYPAVVLVAAVLAAAFMLIFIVPIFARMFEDLGGTLPLPTRIAMGVSDLLTGFGGLALAGAL 229
NTDB id 1029 TT RS02230 WP 011228203.1 ASFLEKELELRGKIRSAMTYPVIVFVFAVGVAYFLLTGIVPQFAQILTDLGSELPLLTRFLIAVSDLLRAATLPLLL..L 229
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NTDB id 1252 GCO85 RS07730 WP 011213805.1 GGVVYSFFYAKNHSLEFAQTIDRVMLKLPV.IGPILEKAAIARFARTLSITFAAGLPLVEALKSVAGATGNIIYAKATDK 312
NTDB id 1016 ACIAD RS01680 WP 004920476.1 GAAIAGFLEARKRSKRFRDQLDRLVLRLPI.VGDLVYKAIIARYSRTLATTFAAGVPLIDALASTAGATNNTVYEQAVLK 314
NTDB id 1198 PSJM300 03950 AFN76868.1 VGAAYAFKQAHTRSEKFRNWFDRLMLKVPV.VGDILYKSSVARFARTLSTTFAAGVPLVDALDSVAGATGNVVFRSATNK 311
NTDB id 74021 RxyAA322 RS02370 WP 143526742.1 AGGGFLFVRW.IRTEEGRKVWGRAVLRIPLRIGDTVQKGVLARFARTLGSLVAAGVPILQAIEITATSSGNWVVENALLK 308
NTDB id 1029 TT RS02230 WP 011228203.1 AVALFFAYRWYYGTPQGRRVIDRLKLRLPV.FGNLNRKTAVARFSRTLALLLSSGVNIVEALDITKGTAGNSVVEEIVEA 308
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NTDB id 1252 GCO85 RS07730 WP 011213805.1 IREEVATGQQMFIAMEN.THLFPNMVIQMVAIGEESGALEKMLSKVADFYEEEVNNAVDALSSLLEPIIMSILGILVGGL 391
NTDB id 1016 ACIAD RS01680 WP 004920476.1 IREDVSTGQQLNFAMRV.SNRFPTMAIQMVAIGEESGALDEMLDKVANYYESEVDHAVDGLTSMMEPLIMAILGILVGGL 393
NTDB id 1198 PSJM300 03950 AFN76868.1 IKSDVSSGMQLNFSMRT.TGTFPSMAVQMTAIGEESGALDEMLSKVATFYEDEVDNMVDGLTALMEPMIMAVLGVLVGGL 390
NTDB id 74021 RxyAA322 RS02370 WP 143526742.1 SRDAIREGQPLHRPLEG.EGVFPPMVTRMVAIGEETGDLEGMLGKIADFYESEVEAAVKALTSIIEPVMIVVVGGIVGGI 387
NTDB id 1029 TT RS02230 WP 011228203.1 AKLKIQQGDPLNLTLAQHPFVFPPMVSSMVAIGEETGALDTMLSKVADFYEREVDEAVASLTAAIEPLMIIFLGVIVGMI 388
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NTDB id 1252 GCO85 RS07730 WP 011213805.1 VVAMYLPIFKLGSAV... 406
NTDB id 1016 ACIAD RS01680 WP 004920476.1 VIAMYLPIFQMGSVV... 408
NTDB id 1198 PSJM300 03950 AFN76868.1 IIAMYLPIFQMGSVV... 405
NTDB id 74021 RxyAA322 RS02370 WP 143526742.1 IISMYLPMFRIFELIE.. 403
NTDB id 1029 TT RS02230 WP 011228203.1 VAGMFLPLFKIIGTLSVQ 406
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