
logo MSKTIAS INAGSSSLKWQLYQLMPEETKVLAAKGI
L I ER IGLKNDDSAI STVKYFDNGKQKEEASEVTLDAIPKNDHTVAAVKI LLEDDLLIKHHLNDI IAKASYEDE ITG

NTDB id 26612 SSU RS00820 WP 012775422.1 MSKTIAINAGSSSLKWQLYQMPEETVLAAGIIERIGLNDSISTVKYDGKKESEVLDIPNHTVAVKILLEDLLKHNIIAAYEEITG 85
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
consensus !!!!!*!!!!!!!!!!!!!*!!!!*!!!*!*!!!!!**!*!!!!!**!***!!*!*!**!!*!!!!!!*!!****!!**!*!!!!

logo

I
VGHRVVAGGETYFKNESAVL IVSDQSQEEEVI EKQKI

VEELSAALLAPLHNPKAHNVAAAGMIRAFEKEKVI LPEDVI LTNSVAVVFDTAFHTTMPKEHVAYLRYP I
LPQNKYYFTDE

NTDB id 26612 SSU RS00820 WP 012775422.1 IGHRVVAGGEYFKESAVISQQ.EIEQIEELSALAPLHNPAHVAAMRAFEEVLPEVLNVAVFDTAFHTTMPKHAYLYPIPQKYYTD 169
NTDB id 402 FSA28 RS09365 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
NTDB id 393 SMU RS08995 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
consensus *!!!!!!!!*!!*!!!*******!***!!!**!!!!!!*!**!**!!!***!!****!*!!!!!!!!!!!**!!*!!*!*!!*!*

logo

Y
N
K
QVRKYGAHGTSHYYVAHEAAKVI LGERKP I EEKLKL ITAVHI

MGNGVS ILTANVYDHGGEKSVDTSMGFTPLAGGPVMMGTRSTGDI
LDPAI

V IPYL IMADN
NTDB id 26612 SSU RS00820 WP 012775422.1 YKVRKYGAHGTSHYYVAHEAAKVLGRPIEELKLITAHIGNGVSITANYHGESVDTSMGFTPLAGPMMGTRSGDIDPAIIPYLIAN 254
NTDB id 402 FSA28 RS09365 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
NTDB id 393 SMU RS08995 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
consensus **!!!!!!!!!!!!!!!!!!!!*!**!!!*!!!!!*!*!!!!!*!!***!*!!!!!!!!!!!*!*!!!!!*!!*!!!*!!!!**!

logo

V
TEEDLFKDTAPAEDVIVRNRMI LFNKNQESGLFLGVI SGEFLSSNDMRDE I EAGAI

T
Q
AAHGNPKDNAVTLAYNI

MF IDR IKIKFHIGQAYLAAVLMNGAVDAIVFTAGMIGENADPALHMI
NTDB id 26612 SSU RS00820 WP 012775422.1 VEELKDAADVVNMLNKQSGLFGVSGFSSDMRDIEAGIQAHNPDAVLAYNIFIDRIKKFIGQYLAVLNGADAIVFTAGMGENAPLM 339
NTDB id 402 FSA28 RS09365 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
NTDB id 393 SMU RS08995 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
consensus *!**!***!*****!**!!!*!*!**!*!!!*!!!***!*!**!*!!!!*!!!!!*!*!!*!*!!*!!*!!!!!!!!*!!!****

logo RNSDEVIVMEKGHLFSDWFLGI
A
E
D
L
I
D
V
L
TEKNVEKFRGPNVYGDVI STSANEASAKVRKVLVIPTDEELVIAREDVERLKTK

NTDB id 26612 SSU RS00820 WP 012775422.1 RNDVVEGLSWFGIELDLEKNV.FGNYGDISTAESKVRVLVIPTDEELVIAREVERLK.. 395
NTDB id 402 FSA28 RS09365 WP 002263443.1 RSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK 399
NTDB id 393 SMU RS08995 WP 002263443.1 RSEIMKHFDWLGADIVTEKNEKRPVYGVISSNAAKVKVLVIPTDEELVIARDVERLKTK 399
consensus !********!*!*****!!!*****!!*!!****!!*!!!!!!!!!!!!!!*!!!!!**
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X ≥ 50% conserved


