
logo MLASKMRWE IQRPDQDEKVKSLTEQLDHITPLVASLLVKRGFDTAESARLFLHTKDADEFYDPFYEMKGMKEAAVDER IKQAI SQQ
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 MLASKMRWEIQRPDQEKVKSLTEQLDITPLVASLLVKRGFDTAESARLFLHTKDAEFYDPYEMKGMKEAVERIKQAISQQ 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!! *!!!!!!!!!

logo EKQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAKVAKEL
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 EQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GLDVI ITDHHEPGPELPDVHRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELWPDELLDLAAIGTIADLVPLHDENRL I
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 GLDVIITDHHEPGPELPDVHAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGEWPDELLDLAAIGTIADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo ATLGLEKRLRRTNRLGLKEL IKLSGGDIGEANEETVGFQLAPRLNAVGR I EQADPAVHLLMSEDQSFEAEELAAE IDQLNKE
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 ATLGLEKLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDQFEAEELAAEIDQLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!

logo RQKMVSKMTDEAI EMVEQEQGLDTQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARS IRGFNLFES
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 RQKMVSKMTDEAIEMVEQEGLTQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSECRDI LPHFGGHPMAAGMTLKNAEDVPDELRNSRLNE IADHNTLTEEDF IPVQEVDLVCGSVEDITVES IATEMNLMLSPFGMLN
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 LSECRDILPHFGGHPMAAGMTLNAEDVPELRNRLNEIADHTLTEEDFIPVQEVDLVCSVEDITVESITEMNLLSPFGMLN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!*!! !!!!!!!*!!!!!!!!!!!!!!!!! !!!!!!!!! !!!*!!!!!!!!

logo PKPHVLMVENAVLEDVRKIGANKNTHVKMTIRNDESSQLDCVGFNKGELEQEGNIVPGSKR I S IVGEMS INEWNNRKKPQLMIKDA
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 PKPHVMVENAVLEDVRKIGANKNHVKMTIRNDSSQLDCVGFNKGELEENIVPGSKISIVGEMSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!!!*!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!! ! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!



logo AVASEWQLFDLRGKRTWEKDTVSALPSADKRAVIVSFKEDESTKTATLLQSTEDFLRHRDEVHVI SSEKDQAKACFDELDGNAYIVLLDPSPPSLDM
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 AVAEWQLFDLRGKRTWKDTVSALPSDKRVIVSFKEETKALLQSEDFRHDVHVISSEDQAKACELDNAYIVLLDSPPSLDM 640
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !! !!!!!!!!!!!!! !!!!!!!! !! !!!!!!** !!!*!! !**!!!!!! !!!!!**!! !!!!!!!*!!!!!!

logo LARLLEGKAPER IYF I FLNHEDEHFLSSTFPARDHFKWYYAFLLKRGATFDLVKNKHGSELAKRHKGWSVETINFMTKVFFDLGFV
NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 LARLLEGKAPERIYFIFLNHEEHFLSSFPARDHFKWYYAFLLKRGTFDLNKHGSELARHKGWSVETINFMTKVFFDLGFV 720
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!! !!* !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo KI ENGVLSVI
VSGAKKRDLTDSQTYQAKQQLMELDQKLNYSASAEELKEWLNKLMKQDSEAYESTRRT

NTDB id 1090329 ABFT42 RS13795 WP 326333906.1 KIENGVLSVISGAKKRDLTDSQTYQAKQQLMELDQKLNYSAAEELKEWLNKLMKQDSEAYESTRRT 786
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!
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