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KVKHSLTVEQLHR IDTPL IVASTLLVHKRGFVDRTAEESANRALFLHYPTKLDKAQDPFHYDPFELLMDKGMEKERAAVADRIKQQRAIQSDQGQ
NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 MLIAKTRWDVKRPDENIVKHLVEQLRIDPLIATLLVHRGVRTAEEANAFLYPLKQPFHDPFLLDGMERAVARIQRAIQDG 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !! ! !!** !!! !!*! !!!*! !!*!*!!!*!! !!! ! !!** *!*!!! * !! ! !! !!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 EHILVYGDYDADGVSSTTVMVSALKEAGAIVDFYIPNRFTEGYGPNEKAFRWAKDQGFSLIITVDNGIAAVKEVALANEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus !*!**!!!!!!!!!*!!*!!** ! ! !!!!!! !! !!!!!!! !!! !* !!!!!!!!! !!!!!*! *! !!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 GMDVIITDHHEVGPTLPEAYEIIHPKKPGSTYPFRELAGVGVAFKVAHALLGEVPRYLLDVAAIGTIADLVSLTGENRVL 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !*!!!!!!!!!*!! !!* !*!!! !!*!!!!*!!!!!!!!!!*!!!!!!!*! !!!*!!!!!!!!!!*!* !!!**
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 VAQGLEQLRKTKRIGLRALCTQCGIDAEKIDEQTVGFIIAPRMNAAGRLGEADPAVRLLMTEDEEEAKRLAKEMDNLNRE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !!! !!*! !*!!* !* *! ! ! !!!! *!!!*!! !!* !!!!!*!!!*!! !! !! !*!*!!*!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 RQQLVAEIAEEAAQIIQEQFPPSENKVLVVAKEGWNPGVIGIVASRLVEQFYRPTIVLSIDAEKGIAKGSARSIHGFDMF 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQG..LDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLF 398
consensus !! *! * *!! ** ! ** ** *!!!! !!!!!!*!!!!!*!!* !!!! !!! !! !!!!!!!!!!!!*!! *!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 SSLSTCRDILLHFGGHPMAAGMTLSLEDVGELRRRLNALADDMLTDDDFTPITSIDAVCSVSDLTMVVAEQLEKFAPFGV 480
NTDB id 354 BSU 27620 NP 390640.1 ESLSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGM 478
consensus !!! !!!!!*!!!!!!!!!!!!! !!!**!! !!! *!! !!**!! !* *! !! ! !*!* * !!!*
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 GNAKPLFLMENVSVETMRRVGADQSHLKAVFAQNGAAIDSVGFGFGYLRDEIAPDAKVSVVGELVINEWNHLRKPQLMIY 560
NTDB id 354 BSU 27620 NP 390640.1 LNPKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIK 558
consensus !*!!* !*!! *! *!**!! *!*! * *!*!!! ! ! * ! ! **!*!!!* !!!!!* *!!!!!!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 DMAVHECQLFDIRGMRDVRPLIAALPPDKRMLIMFREDTADALGIGAYKEEIYYAASAEEASRLCLDGRYVVLLDMPPSL 640
NTDB id 354 BSU 27620 NP 390640.1 DAAVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSL 638
consensus ! !!*!*!!!!*!! ! * * !!!* !! ** !*!!* ! * !** ! * ! *!!! !*!!!!*!!!!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 KMMKMLLRSSLPARIYALFYQRETHFFRTLPTREHFKWFYAFLRKRGMFNLAKHGGELARARGWTEETVWFMAKVFLELE 720
NTDB id 354 BSU 27620 NP 390640.1 DMLARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLG 718
consensus !* !! ! !!! *! **! !! ! ! !*!!!!*!!!! !!! ! * !!! !!!***!!* !!* !! !!! *!
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NTDB id 1111286 ACNR9V RS05510 WP 420768864.1 FITQRDGIVSLVPQPAKRDLSESPTYRLKQAQYELESLFLYSTYEQLKRCLFEMKGL..HTYEEANA. 785
NTDB id 354 BSU 27620 NP 390640.1 FVKIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !* !**!*!* * !!!!**!*!! !! !!* !!* ! !! *! * *** !! *
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