
logo MLAQSKKMRWENI
VQERCPDEQDQKLVKNESFLTVENQLHNITPLVASLLLVKNRGFMDTTAVEASARELFLHTVDKADAQDTFHYDPFELLMHKDGMDKEKAAVADRIKQQAIDSHQNQ

NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 MLQSKKRWNVQECDEQLVNEFVENLNITPLVASLLLNRGMTTVEAAREFLHVDAQTFHDPFLLHDMDKAVARIQQAIDHN 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! !! !! *! ! ! !*!*!!!!!!!!!* !! ! ! !! !!! !*!!! ** ! ! !! !!! **

logo EKIMIYGDYDADGVSTSTSVMLHSATLQKQLGSADQVDFYIPDNRFKTEGYGPNEKAQAFDRKS IKSAEGRGFYQSL IV ITVDTGIASAVEHEATAKVYAKREL
NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 EKIMIYGDYDADGVSSTSVMLSALQQLGADVDFYIPNRFTEGYGPNKAAFDKISAGGYQLVITVDTGISAVEETAYAREL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !!!!!!!!!!!!!!*!!!!!!* !! ! ! !!!!!! !! !!!!!! !! ! !* !*!!!!!!! !!*! !*!!
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 NFDLIITDHHEPGPILPDAYAIIHPKLPGSTYPFKELAGVGVAFKLAHALLGELPEHLLELAVIGTIADLVPLVDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!!!!!!!!!! !!! !!*!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!**!!*!! !!!!!!!!!!*!!!!!!
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 ARKGLDYLKLTKRTGIEALLSVCGVKREEINEDTIGFAMAPRINAVGRLQDADPAVHLLMTTNAEEAKDLAKEIDALNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus ! !!* !* ! ! !* !* **! ! !!*!*!! *!!!*!!!!!* !!!!!!!!!* !! *!! !!! !!!!
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 RQQIVNDITEEAVEFVESMYPPDENSVLIVEGEGWNAGVVGIVASRLVEKFYRPTIVLSIDSENRIAKGSARSIEGFDLF 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGL..DQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !! *! *!*!!*! !! ****** **! !!!*!!!!!!!!*!!**!!!! !!! !! ! !!!!!!!!! !! !!
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 ANLSKCRDILPHFGGHPMAAGMTLNSDDVEELRRRLNEQASNVLTEQDFIPITSVDTVCTTEEITLENIEQMSALAPFGM 480
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus !! !!!!!!!!!!!!!!!!!!! *!!**!! !!!! ! ! !!! !!!!* !! !! !*!!*! ! ! ! !!!!
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 HNPKPKVLIKDVHTTSMRKIGANKNHLKLVFEDSGVSVDAVGFGLGYILDEVSPIAKVSLVGELSINEWNNMRKPQLMVE 560
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus *!!!!*!!* * *!!!!!!! !*!* *!*!!! ! * * * ! **!*!!!*!!!!!!! *!!!!!*
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 DISVDEWQMFDYRSAIDVKRFFEQVFTDQMKVVAFHDSTIDKYKSMLPMEHVVLIQHEEQAKACMFAGEQIVLLDLPPLQ 640
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSL 638
consensus ! ! !!!*!! ! *** *! !** * * * *!**! * *!!!!* ! !!!!!*!!

logo

D
K
M
WLAECRLFLEVGQGKAIPESR I

LYAF I FLNTEHEDHFYFLDSTFIPATRDHFKWFYYAGFLLSKKRGAPFDLVKKRHYGKESDELAI
KHKGWSKVETIDNFMATKVFFDELEG

NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 KWLECLFVQGIPSRLYAIFLTEEDHYFDTIPTRDHFKWFYGFLSKKGPFDLKRYKEDLAIHKGWSKETIDFMAKVFFELE 720
NTDB id 354 BSU 27620 NP 390640.1 DMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLG 718
consensus ! *! ! !*! !!! *!!!* ! ! !!!!!!*!*!! !*!*!!*!** *!! !!!!! !!! !! !!!!*!
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NTDB id 1057630 ACFDSG RS07450 WP 377520817.1 FVTINNGLISLVKNSAKRDLIESATYRQKQQQIEIEKNFIYTSYVQLKNQFQDIFKRSIE........ 780
NTDB id 354 BSU 27620 NP 390640.1 FVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !! ! !!**!*! !!!! *! !! !!! *!** !*! !! * * ! !********
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