
logo MSKTIAS INAGSSSLKWQLYELMPEEKVVLAKGI
L I ER IGLKKDDSAI STVKFDNDGKQKEDAESQE I

TLDAIVKDHTQAAVKI LLEDDLTIKHHLGDI IKDSFYNDE ITG
NTDB id 37897 MSA RS01140 WP 000047534.1 MSKTIAINAGSSSLKWQLYEMPEEKVVAKGIIERIGLKDSISTVKFDDKKDEQILDIVDHTQAVKILLEDLTKHGIIKDFNEITG 85
NTDB id 402 FSA28 RS09365 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
NTDB id 393 SMU RS08995 WP 002263443.1 MSKTISINAGSSSLKWQLYLMPEEKVLAKGLIERIGKDDAISTVKFNGQEASETLAIKDHTAAVKILLDDLIHLDIIKSYDEITG 85
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logo VGHRVVAGGETYFKNESALVDDSEKEVVI EKQKVEELSAALLAPLHNPKAANAAGIRAFRKEKI LPDITSVCVVFDTAFHTTMQPPEHVTAYLRYP I
LPQNKYYFTDE

NTDB id 37897 MSA RS01140 WP 000047534.1 VGHRVVAGGEYFKESALVDD.KVVEQVEELSALAPLHNPAAAAGIRAFREILPDITSVCVFDTAFHTTMQPHTYLYPIPQKYYTD 169
NTDB id 402 FSA28 RS09365 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
NTDB id 393 SMU RS08995 WP 002263443.1 VGHRVVAGGTYFNESALVDSEEVIKKVEELALLAPLHNKANAAGIRAFKKILPDITSVVVFDTAFHTTMPEVAYRYPLPNKYFTE 170
consensus !!!!!!!!!*!!*!!!!!!***!***!!!!**!!!!!!*!*!!!!!!!**!!!!!!!!*!!!!!!!!!!****!*!!*!*!!*!*
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LDPAI
V IPYLVMADN

NTDB id 37897 MSA RS01140 WP 000047534.1 YKVRKYGAHGTSHQYVAQEAAKQLGRPLEELKLITAHVGNGVSITANYHGQSIDTSMGFTPLAGPMMGTRSGDIDPAIIPYLVAN 254
NTDB id 402 FSA28 RS09365 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
NTDB id 393 SMU RS08995 WP 002263443.1 NQVRKYGAHGTSHYYVAHEAAKILEKPIEKLKLITVHMGNGVSLTAVDGGKSVDTSMGFTPLGGVMMGTRTGDLDPAVIPYLMDN 255
consensus **!!!!!!!!!!!*!!!*!!!!*!**!*!*!!!!!*!*!!!!!*!!***!*!*!!!!!!!!!*!*!!!!!*!!*!!!*!!!!**!
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FNKNQESGLLGVI SGETLSSNDMRDE I EAGALTQASAKGDNPKNAVTLAYNVMF IDR IKIKFHIGQAYLAAVLMNGAVDAI IVFTAGMIGENADPALHMI

NTDB id 37897 MSA RS01140 WP 000047534.1 DPELEDAAAVVNMLNKQSGLLGVSGTSSDMRDIEAGLQSKDPNAVLAYNVFIDRIKKFIGQYLAVLNGADAIIFTAGMGENAPLM 339
NTDB id 402 FSA28 RS09365 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
NTDB id 393 SMU RS08995 WP 002263443.1 TEDFKTPEDIRRIFNNESGLLGISELSNDMREIEAATAAGNKNATLAYNMFIDRIIKHIGAYAAVMNGVDAIVFTAGIGENDAHI 340
consensus **************!**!!!!!*!**!*!!!*!!!*******!!*!!!!*!!!!!*!*!!*!*!!*!!*!!!*!!!!*!!!****

logo RQSDEVI IMAKGHLFSDWFLGI
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TEKNVEKFRGPYVFYGDVITSKSPNDASAKVKVLVIPTDEELMVIARDVERLKATK

NTDB id 37897 MSA RS01140 WP 000047534.1 RQDVIAGLSWFGIELDPEKNV.FGYFGDITKPDSKVKVLVIPTDEELMIARDVERLKAK 397
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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