
logo MLASKMRWE IQRPDQDEKVKSLTEQLDHITPLVASLLVKRGFDKTAENSARLFLHTKDADEFYDPFYEMKGMKEAAVDER IKQAI SQQ
NTDB id 964938 NSS75 RS14880 WP 213417786.1 MLASKMRWEIQRPDQEKVKSLTEQLDITPLVASLLVKRGFDKAENARLFLHTKDAEFYDPYEMKGMKEAVERIKQAISQQ 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!!!!!!! !! !!!!!!!!!!*!!!!*!!!!!!!! *!!!!!!!!!

logo EKQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAKVAKEL
NTDB id 964938 NSS75 RS14880 WP 213417786.1 EQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GLDVI ITDHHEPGPELPDVHRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRL I
NTDB id 964938 NSS75 RS14880 WP 213417786.1 GLDVIITDHHEPGPELPDVHAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ATLGLEKRLRRTNRLGLKEL IKLSGGDE IGEANEETVGFQLAPRLNAVGR I EQADPAVHLLMSEDPSFEAEELAAE IDQLNKE
NTDB id 964938 NSS75 RS14880 WP 213417786.1 ATLGLEKLRRTNRLGLKELIKLSGGEIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDPFEAEELAAEIDQLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo RQKMVSKMTDEAI EMVEQEQGLDNQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARS IRGFNLFES
NTDB id 964938 NSS75 RS14880 WP 213417786.1 RQKMVSKMTDEAIEMVEQEGLNQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSECRDI LPHFGGHPMAAGMTLKNAEDVPDELRNSRLNE IADNTLTEEDF IPVQEVDLVCGSVEDITVES IATEMNLMLSPFGMLN
NTDB id 964938 NSS75 RS14880 WP 213417786.1 LSECRDILPHFGGHPMAAGMTLNAEDVPELRNRLNEIADNTLTEEDFIPVQEVDLVCSVEDITVESITEMNLLSPFGMLN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!*!! !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!! !!!*!!!!!!!!

logo PKPHVLMVENAVLEDVRKIGANKNTHVKMTIRNDESSQLDCVGFNKGELEQEGS IVPGSKR I S IVGEMS INEWNNRKKPQLMIKDA
NTDB id 964938 NSS75 RS14880 WP 213417786.1 PKPHVMVENAVLEDVRKIGANKNHVKMTIRNDSSQLDCVGFNKGELEESIVPGSKISIVGEMSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!!!*!!!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!! ! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!



logo AVASEWQLFDLRGKRTWEKDTVSALPSADKRAVIVSFKEDESTATMTLLQSTEDLRHRDEVHVI SSEKDQAKAFYDELDGAYIVLLDPSPPSLDM
NTDB id 964938 NSS75 RS14880 WP 213417786.1 AVAEWQLFDLRGKRTWKDTVSALPSDKRVIVSFKEETAMLLQSEDLRHDVHVISSEDQAKAYELDGAYIVLLDSPPSLDM 640
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !! !!!!!!!!!!!!! !!!!!!!! !! !!!!!!** !!!*!!!!**!!!!!! !!!!!**!!!!!!!!!!*!!!!!!

logo LARLLEGKAPER IYF I FLNHEDEHFLSSTFPARDHFKWYYAFLLKRGATFDLVKNKHGSELAKRHKGWSVETINFMTKVFFDLGFV
NTDB id 964938 NSS75 RS14880 WP 213417786.1 LARLLEGKAPERIYFIFLNHEEHFLSSFPARDHFKWYYAFLLKRGTFDLNKHGSELARHKGWSVETINFMTKVFFDLGFV 720
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!*!!!!!!!!!!!!!!!!!! !!* !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo KI ENGVLSVI
VSGAKKRDLTDSQTYQAKQQLMELDQKLNYSASAEELKEWLNKLMKQDSEAYESTRRT

NTDB id 964938 NSS75 RS14880 WP 213417786.1 KIENGVLSVISGAKKRDLTDSQTYQAKQQLMELDQKLNYSAAEELKEWLNKLMKQDSEAYESTRRT 786
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!
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