
logo MKSTDEQTDDELRAFAWLAQLCALFTPKYLIGSAKETS IFSLHKLLLMAQRHTRSRFLGPSVAEQALNQASLAFSTAPKSAQEFWQLVGACRAPGLAALIVKRNPHEKHQLAAVLAFELVAWDRNRAEKTRETAQLAARKQQSAALEEQACALQEWRESTMAQRAD
NTDB id 1152 A1552VC RS00200 WP 000654772.1 MKDQDLAAWLALCFTPKLGSKTISHLLATRLPAQLQSFTPKQWLACGLKPEQLVFL......TTQAAKQAEQCLQWRSAA 74
NTDB id 310511 D0T90 RS04715 WP 123796368.1 MSETERFAWLQLALTPYIGAETFLKLLQHFGSVEAALAAPSEFVGRAARNKQAAAVWDNREKRELARQSALEALEWETQA 80
NTDB id 1094 KZH42 RS01320 WP 002224767.1 MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEWEMRD 80
NTDB id 1089 NMB RS00600 WP 002224767.1 MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRALARQAAEAALEWEMRD 80
NTDB id 1120 NGFG RS10355 WP 020997408.1 MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEWEMRD 80
NTDB id 1122 OK783 RS09595 WP 003705341.1 MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRALARQAAEAALEWEMRD 80
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 NNRYIVTPHCPLYPRLLKEINSSPPVLFIEGIWEAVHDPAVAIVGSRNASVDGRQIARQFATELAQSGLVVTSGLALGID 154
NTDB id 310511 D0T90 RS04715 WP 123796368.1 DCRLMLLK.DDDFPVMLAEGLTPPPLLFLRGNTALLHSPSVAIVGSRHATPQAVRIARDFGEALGKEGITVVSGMAAGID 159
NTDB id 1094 KZH42 RS01320 WP 002224767.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMASGID 159
NTDB id 1089 NMB RS00600 WP 002224767.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVQLLHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSGMASGID 159
NTDB id 1120 NGFG RS10355 WP 020997408.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMASGID 159
NTDB id 1122 OK783 RS09595 WP 003705341.1 GCRLMLLQ.DEDFPEMLTQGLTAPPVLFLRGNVRLLHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSGMASGID 159
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L I SAGALSCLQAGVVTVLVVEAAEL
NTDB id 1152 A1552VC RS00200 WP 000654772.1 GYAHDGALQAQ.GQTVAVLGSGLAQVYPKQHQGLAERIIAQGALVSEFAPHTPPKADHFPRRNRIISGLSLGVVVVEAAE 233
NTDB id 310511 D0T90 RS04715 WP 123796368.1 AAAHQGALLADGGGTIAVWGTGINRIYPPSNKQLAYEIAGHGLIVSEFPLGTRPLAGNFPRRNRLIAALSCATLVVEAAL 239
NTDB id 1094 KZH42 RS01320 WP 002224767.1 TAAHQGALQAE.GGTIAVWGTGIDRIYPPVNKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAAL 238
NTDB id 1089 NMB RS00600 WP 002224767.1 TAAHQGALQAE.GGTIAVWGTGIDRIYPPVNKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAAL 238
NTDB id 1120 NGFG RS10355 WP 020997408.1 TAAHQGALEAE.GGTIAVWGTGIDRIYPPANKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAAL 238
NTDB id 1122 OK783 RS09595 WP 003705341.1 TAAHQGALEAE.GGTVAVWGTGIDRIYPPANKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLVVEAAL 238
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ASTSWYSLI SNEKDGQRVITKPKYDEAQKTAEGRTIRLPRTSTAAV
NTDB id 1152 A1552VC RS00200 WP 000654772.1 KSGSLITARYAAEQGREVFVVPGSIFNAASQGSNQLIRQGACLVQSVQQIHQELKNAL......TWSLSEQVPYQATL.. 305
NTDB id 310511 D0T90 RS04715 WP 123796368.1 ESGSLITTKLAAEMGREVMAVPGSIDNPHSKGCHKLIKEGAKLVECLDDIVQECPQLLQNASISSYSINKQRKKAERPSA 319
NTDB id 1094 KZH42 RS01320 WP 002224767.1 ESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRITAV 318
NTDB id 1089 NMB RS00600 WP 002224767.1 ESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRITAV 318
NTDB id 1120 NGFG RS10355 WP 020997408.1 ESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGRRTV 318
NTDB id 1122 OK783 RS09595 WP 003705341.1 ESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGRRAV 318
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 ..FSA........................VQSDEELPFPELLANVGIEATPIDILASRTQIPVQDIMMQLLELELLGHVV 359
NTDB id 310511 D0T90 RS04715 WP 123796368.1 NTLSAAKNEKLPLAEPEKNQTEAVRPSEKIQAAQSAQADSILAAMGYDPVHPDMLAAQTGLAAADIYAKLLEHELEGTVA 399
NTDB id 1094 KZH42 RS01320 WP 002224767.1 QTAS....DQLSL..P.....EGKMPSEKT..ENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVA 385
NTDB id 1089 NMB RS00600 WP 002224767.1 QTAS....DQLSL..P.....EGKMPSEKT..ENRPVGGSILDRMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVA 385
NTDB id 1120 NGFG RS10355 WP 020997408.1 QTAY......APP..P.....AAKMPSEGA..AGGTAVGGILDKMGFDPIHPDVLAGQLAMPAADLYAALLELELDGSVA 383
NTDB id 1122 OK783 RS09595 WP 003705341.1 QTAY......APP..P.....AAKMPSEGA..AGGTAVGGILDKMGFDPVHPDVLAGQLAMPAADLYAALLELELDGSVA 383
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NTDB id 1152 A1552VC RS00200 WP 000654772.1 AVPGGYIRKGRG 371
NTDB id 310511 D0T90 RS04715 WP 123796368.1 ALAGGRYQRIR. 410
NTDB id 1094 KZH42 RS01320 WP 002224767.1 AMPGGRYQRIRT 397
NTDB id 1089 NMB RS00600 WP 002224767.1 AMPGGRYQRIRT 397
NTDB id 1120 NGFG RS10355 WP 020997408.1 AMPGGRYQRIRT 395
NTDB id 1122 OK783 RS09595 WP 003705341.1 AMPGGRYQRIRT 395
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