
logo MTKMEESNKENKVI LQTSVANRNDLIHVVNEFHDTVYRADGKREVVLKTAIRDGVSFLEYDLEVKEGETVLAI
LVGESGSGKSVTLTRKTLFMTGLMS
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VAFQSGDS I EDFYKRGHKQNDLNTADKFLSKS
NTDB id 361 SMU RS01310 WP 002262737.1 ..MSKEKILQVNNLHVNFHTYAGEVKAIRDVSFYLEKGETLAIVGESGSGKSVTTRTLMGLSAKNAEI.FGDIEFKGHNLNDLK. 81
NTDB id 30027 SPH RS09800 WP 000159562.1 MTKEKNVILTARDIVVEFDVRDKVLTAIRGVSLELVEGEVLALVGESGSGKSVLTKTFTGMLEENGRIAQGSIDYRGQDLTALSS 85
NTDB id 478 HSISS4 RS06985 WP 021143811.1 MTENKNVILSARDIVVEFDVRDRVLTAIRGVSLDLVEGEVLALVGESGSGKSVLTKTFTGMLEENGRVASGSIDYRGQDLTKLKS 85
NTDB id 327 STU RS16115 WP 011226304.1 MTENKNVILSARDIVVEFDVRDRVLTAIRGVSLDLVEGEVLALVGESGSGKSVLTKTFTGMLEENGRVASGSIDYRGKDLTKFKS 85
NTDB id 295 STER RS06915 WP 011226304.1 MTENKNVILSARDIVVEFDVRDRVLTAIRGVSLDLVEGEVLALVGESGSGKSVLTKTFTGMLEENGRVASGSIDYRGKDLTKFKS 85
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NTDB id 361 SMU RS01310 WP 002262737.1 EEDWVHIRGNDISMIFQDPMTSLDPTMRIGLQIAEPIIKHEKVTKKEALKRALDMMEKVGIPNAQEHINDYPHQWSGGMRQRAVI 166
NTDB id 30027 SPH RS09800 WP 000159562.1 HKEWEQIRGAKIATIFQDPMTSLDPIKTIGSQITEVIVKHQGKTAKEAKELAIDYMNKVGIPDADRRFNEYPFQYSGGMRQRIVI 170
NTDB id 478 HSISS4 RS06985 WP 021143811.1 HQDWAHIRGAKIATIFQDPMTSLDPIKTIGSQIVEVIVKHQGKSAKEAKKMAIDYMDKVGIPDAEKRFNEYPFQYSGGMRQRIVI 170
NTDB id 327 STU RS16115 WP 011226304.1 HQDWAAIRGAKIATIFQDPMTSLNPIKTIGSQIIEVIVKHQGKTAKEAKKMAIDYMDKVGIPDAEKRFNEYPFQYSGGMRQRIVI 170
NTDB id 295 STER RS06915 WP 011226304.1 HQDWAAIRGAKIATIFQDPMTSLNPIKTIGSQIIEVIVKHQGKTAKEAKKMAIDYMDKVGIPDAEKRFNEYPFQYSGGMRQRIVI 170
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logo AIALATCNRPEDI
VLVIACDEPTTALDVTIQAQI LIHDLMLKES ILQKKNENETYDHGSFTS ITVI F ITHDLGVVAGSMIADRKVAVMYAGKE IVI EYGATVDEEVI FYDNEPQRCHPY

NTDB id 361 SMU RS01310 WP 002262737.1 AIALATNPEILVADEPTTALDVTIQAQILHLMKEIQKNTDSSIIFITHDLGVVAGMADRVAVMYAGKIVEYGTVDEVFYNPQHPY 251
NTDB id 30027 SPH RS09800 WP 000159562.1 AIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLQNEYHFTTIFITHDLGVVASIADKVAVMYAGEIVEYGTVEEVFYDPRHPY 255
NTDB id 478 HSISS4 RS06985 WP 021143811.1 AIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLKEEYGFSVIFITHDLGVVASIADKVAVMYAGEIIEYATVEEIFYEPCHPY 255
NTDB id 327 STU RS16115 WP 011226304.1 AIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLKEEYGFSVIFITHDLGVVASIADKVAVMYAGEIIEYATVEEIFYEPCHPY 255
NTDB id 295 STER RS06915 WP 011226304.1 AIALACRPDVLICDEPTTALDVTIQAQIIDLLKSLKEEYGFSVIFITHDLGVVASIADKVAVMYAGEIIEYATVEEIFYEPCHPY 255
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logo TWGSLLNSSMLPTQTLNATDADSKNGDESKLHYFS IPGTPPDSLLYQTDPLPVKQVGDAFAPLRNSEDFYAMLDQIDLFKEQEEKPAPFQFKSQVSEDSTHYWAAKTWLLDHDERDAPKI
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NTDB id 361 SMU RS01310 WP 002262737.1 TWGLLNSMPTTNTASGSLHSIPGTPPDLLQPPQGDAFAPRNEFALDIDLKEEPPFFKVSDSHYAATWLLDDRAPKITPPERILQR 336
NTDB id 30027 SPH RS09800 WP 000159562.1 TWSLLSSLPQLADDKGDLYSIPGTPPSLYTDLKGDAFALRSDYAMQIDFEQKAPQFSVSETHWAKTWLLHEDAPKVEKPAVIANL 340
NTDB id 478 HSISS4 RS06985 WP 021143811.1 TWSLLSSLPQLADDKGELFSIPGTPPSLYTPVVGDAFALRSDYAMQIDFEEKAPQFQVSDTHWAKTWLLHEDAPKVEKPAVIQNL 340
NTDB id 327 STU RS16115 WP 011226304.1 TWSLLSSLPQLADDNGKLFSIPGTPPSLYTPVVGDAFALRSDYALQIDFEEKAPQFQVSDTHWAKTWLLHEDAPKVDKPAVIQNL 340
NTDB id 295 STER RS06915 WP 011226304.1 TWSLLSSLPQLADDNGKLFSIPGTPPSLYTPVVGDAFALRSDYALQIDFEEKAPQFQVSDTHWAKTWLLHEDAPKVDKPAVIQNL 340
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NTDB id 361 SMU RS01310 WP 002262737.1 WEKWKSLQGEKHND....... 350
NTDB id 30027 SPH RS09800 WP 000159562.1 HDKIREKMGFAHLAD...... 355
NTDB id 478 HSISS4 RS06985 WP 021143811.1 HEKIRANMGFAHLGDEEEGNA 361
NTDB id 327 STU RS16115 WP 011226304.1 HEKILANMGFAHLGDEEEGNA 361
NTDB id 295 STER RS06915 WP 011226304.1 HEKILANMGFAHLGDEEEGNA 361
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