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NTDB id 377 SMU RS09275 WP 002262344.1 LLKKEK.........K.....PLLKKRAEVKEEDILATLSKLSGIPVKKLTQADSKKYLNLERELHKRVIGQDDAVSSIS 528
NTDB id 329 STU RS10020 WP 011225298.1 QYKANQ.........K.....AKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVIGQDEAVSAIS 531
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NTDB id 290 KZH43 RS10025 WP 001109677.1 RAIRRNQSGIRSHKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGGE 605
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NTDB id 377 SMU RS09275 WP 002262344.1 RAIRRNQSGIRVGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALIRFDMSEYMEKFAASRLNGAPPGYVGYEEGGE 608
NTDB id 329 STU RS10020 WP 011225298.1 RAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPGYVGYDEGGE 611
NTDB id 297 STER RS00545 WP 011680614.1 RAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPPGYVGYDEGGE 611
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NTDB id 262331 C0J00 RS01005 WP 104967143.1 LTEKVRQKPYSVLLFDEVEKAHPDIFNVLLQVLDDGMLTDSRGRKVDFSNTIIIMTSNLGATALRDDKTVGFGVQDLSHD 687
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NTDB id 85 BSU 00860 NP 387967.1 HKDMKDKVMGELKRAFRPEFINRIDEIIVFHSLEKKHLTEIVSLMSDQLTKRLKEQDLSIELTDAAKAKVAEEGVDLEYG 761
NTDB id 610 V4T04 RS10165 WP 012897346.1 YSAMKSRILEELKRHYRPEFLNRIDENIVFHSLESQEIEQIVKIMSKSLIKRLAEQDIHVKLTPSAVKLIAEVGFDPEYG 770
NTDB id 287 SP RS11210 WP 001109712.1 QENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLTEKGIDLKLQASALKLLANQGYDPEMG 765
NTDB id 290 KZH43 RS10025 WP 001109677.1 QENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEMG 765
NTDB id 289 SPD RS10700 WP 001109677.1 QENMEKRMFEELKKAYRPEFINRIDEKVVFHSLSSDHMQEVVKIMVKPLVASLAEKGIDLKLQASALKLLANQGYDPEMG 765
NTDB id 262331 C0J00 RS01005 WP 104967143.1 HDAMEKRILEELKKAYRPEFINRIDEKVVFHSLTQDHMREVVKIMVQPLIKQLAEKGIVLKFQPSALKHLAEDGYDIEMG 767
NTDB id 377 SMU RS09275 WP 002262344.1 YKAMESRILEELKKVYRPEFINRIDEKVVFHNLGQEDIRHIVKIMVAPLIAHLADQGITLKFQPSALKHLALAGYDAEMG 768
NTDB id 329 STU RS10020 WP 011225298.1 HQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEMG 771
NTDB id 297 STER RS00545 WP 011680614.1 HQAMQARIMEELKKSYRPEFINRIDEKVVFHSLEEEQLHDIVKIMVKPLISALADKGISLKFQPAALKHLAKDGYDIEMG 771
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NTDB id 287 SP RS11210 WP 001109712.1 ARPLRRTLQTEVEDKLAELLLKGDLVAGSTLKIGVKAGQLKFDIA.... 810
NTDB id 290 KZH43 RS10025 WP 001109677.1 ARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA.... 810
NTDB id 289 SPD RS10700 WP 001109677.1 ARPLRRTLQTEVEDKLAELLLKGDLVAGSILKIGVKAGQLKFDIA.... 810
NTDB id 262331 C0J00 RS01005 WP 104967143.1 ARPLRRTIQTQVEDHLAELVLSGQLATGNTLKIGVKQGKLKFDVV.... 812
NTDB id 377 SMU RS09275 WP 002262344.1 ARPLRRTLQTEVEDKLAELILSGKLASGQTLKIGIQKEKLKFDIV.... 813
NTDB id 329 STU RS10020 WP 011225298.1 ARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV.... 816
NTDB id 297 STER RS00545 WP 011680614.1 ARPLRRTIQTQVEDKLSELLLGGQVVSGQTLKIGCSKDKLTFTVV.... 816
consensus !!!!!***!**!!!*!*!**! ! ** !******* ********

X non conserved

X similar

X ≥ 50% conserved


