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NTDB id 390416 FSA28 RS01315 WP 002290681.1 ..MSKEKILQVNNLHVNFHTYAGEVKAIRDVSFYLEKGETLAIVGESGSGKSVTTRTLMGLSAKNAE.IFGDIEFKGRNL 77
NTDB id 361 SMU RS01310 WP 002262737.1 ..MSKEKILQVNNLHVNFHTYAGEVKAIRDVSFYLEKGETLAIVGESGSGKSVTTRTLMGLSAKNAE.IFGDIEFKGHNL 77
NTDB id 478 HSISS4 RS06985 WP 021143811.1 MTENKNVILSARDIVVEFDVRDRVLTAIRGVSLDLVEGEVLALVGESGSGKSVLTKTFTGMLEENGRVASGSIDYRGQDL 80
NTDB id 327 STU RS16115 WP 011226304.1 MTENKNVILSARDIVVEFDVRDRVLTAIRGVSLDLVEGEVLALVGESGSGKSVLTKTFTGMLEENGRVASGSIDYRGKDL 80
NTDB id 295 STER RS06915 WP 011226304.1 MTENKNVILSARDIVVEFDVRDRVLTAIRGVSLDLVEGEVLALVGESGSGKSVLTKTFTGMLEENGRVASGSIDYRGKDL 80
consensus ****!**!!******!*!********!!!*!!**!**!!*!!*!!!!!!!!!!*!*!**!****!*****!*!***!**!
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LKSEHEQDWVAAHIRGNADKI SAMTI FQDPMTSLNDPTIMKRTIGLSQIVAI EPVI IVKHEQKGVKSTKAKEALKKRMALIDMYMEDKVGIPNDAQEEQEKHR I

FNDEYPHF
NTDB id 390416 FSA28 RS01315 WP 002290681.1 NDLK.EEDWVHIRGNDISMIFQDPMTSLDPTMRIGLQIAEPIIKHEKVTKKEALKRALDMMEKVGIPNAQEQEHINDYPH 156
NTDB id 361 SMU RS01310 WP 002262737.1 NDLK.EEDWVHIRGNDISMIFQDPMTSLDPTMRIGLQIAEPIIKHEKVTKKEALKRALDMMEKVGIPNAQ..EHINDYPH 154
NTDB id 478 HSISS4 RS06985 WP 021143811.1 TKLKSHQDWAHIRGAKIATIFQDPMTSLDPIKTIGSQIVEVIVKHQGKSAKEAKKMAIDYMDKVGIPDAE..KRFNEYPF 158
NTDB id 327 STU RS16115 WP 011226304.1 TKFKSHQDWAAIRGAKIATIFQDPMTSLNPIKTIGSQIIEVIVKHQGKTAKEAKKMAIDYMDKVGIPDAE..KRFNEYPF 158
NTDB id 295 STER RS06915 WP 011226304.1 TKFKSHQDWAAIRGAKIATIFQDPMTSLNPIKTIGSQIIEVIVKHQGKTAKEAKKMAIDYMDKVGIPDAE..KRFNEYPF 158
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VLVIACDEPTTALDVTIQAQI LIHDLMLKES ILQKKENETYDGSFS IV I F ITHDLGVVAGSMIADRKVAVMYAGKE I
NTDB id 390416 FSA28 RS01315 WP 002290681.1 QWSGGMRQRAVIAIALATNPEILIADEPTTALDVTIQAQILHLMKEIQKNTDSSIIFITHDLGVVAGMADRVAVMYAGKI 236
NTDB id 361 SMU RS01310 WP 002262737.1 QWSGGMRQRAVIAIALATNPEILVADEPTTALDVTIQAQILHLMKEIQKNTDSSIIFITHDLGVVAGMADRVAVMYAGKI 234
NTDB id 478 HSISS4 RS06985 WP 021143811.1 QYSGGMRQRIVIAIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLKEEYGFSVIFITHDLGVVASIADKVAVMYAGEI 238
NTDB id 327 STU RS16115 WP 011226304.1 QYSGGMRQRIVIAIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLKEEYGFSVIFITHDLGVVASIADKVAVMYAGEI 238
NTDB id 295 STER RS06915 WP 011226304.1 QYSGGMRQRIVIAIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLKEEYGFSVIFITHDLGVVASIADKVAVMYAGEI 238
consensus !*!!!!!!!*!!!!!!!**!**!**!!!!!!!!!!!!!!!**!*!********!*!!!!!!!!!!!**!!*!!!!!!!*!
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I EYGATVDEEVI FYNEPQCHPYTWGSLLNSSMLPTQTLNATDADKNSGEKSLHFS IPGTPPDSLLYQTPPVQVGDAFAPLRNSEDFYAMLDQIDLFKEEEKPAPFQFKQVSDSTHYW

NTDB id 390416 FSA28 RS01315 WP 002290681.1 VEYGTVDEVFYNPQHPYTWGLLNSMPTTNTASGSLHSIPGTPPDLLQPPQGDAFAPRNEFALDIDLKEEPPFFKVSDSHY 316
NTDB id 361 SMU RS01310 WP 002262737.1 VEYGTVDEVFYNPQHPYTWGLLNSMPTTNTASGSLHSIPGTPPDLLQPPQGDAFAPRNEFALDIDLKEEPPFFKVSDSHY 314
NTDB id 478 HSISS4 RS06985 WP 021143811.1 IEYATVEEIFYEPCHPYTWSLLSSLPQLADDKGELFSIPGTPPSLYTPVVGDAFALRSDYAMQIDFEEKAPQFQVSDTHW 318
NTDB id 327 STU RS16115 WP 011226304.1 IEYATVEEIFYEPCHPYTWSLLSSLPQLADDNGKLFSIPGTPPSLYTPVVGDAFALRSDYALQIDFEEKAPQFQVSDTHW 318
NTDB id 295 STER RS06915 WP 011226304.1 IEYATVEEIFYEPCHPYTWSLLSSLPQLADDNGKLFSIPGTPPSLYTPVVGDAFALRSDYALQIDFEEKAPQFQVSDTHW 318
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NTDB id 390416 FSA28 RS01315 WP 002290681.1 AATWLLDDRAPKITPPERILQRWEKWKSLQGEKHND....... 352
NTDB id 361 SMU RS01310 WP 002262737.1 AATWLLDDRAPKITPPERILQRWEKWKSLQGEKHND....... 350
NTDB id 478 HSISS4 RS06985 WP 021143811.1 AKTWLLHEDAPKVEKPAVIQNLHEKIRANMGFAHLGDEEEGNA 361
NTDB id 327 STU RS16115 WP 011226304.1 AKTWLLHEDAPKVDKPAVIQNLHEKILANMGFAHLGDEEEGNA 361
NTDB id 295 STER RS06915 WP 011226304.1 AKTWLLHEDAPKVDKPAVIQNLHEKILANMGFAHLGDEEEGNA 361
consensus !*!!!!***!!!***!**!****!!*****!**!*********
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