
logo MLASKMRWE IQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESAKRLFLHTKDADFYDPFEMKGMKEAADER IKQAI SQQ
NTDB id 292750 DKG76 RS14535 WP 003237510.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESAKLFLHTKDADFYDPFEMKGMKEAAERIKQAISQQ 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!

logo EKQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAKVAKEL
NTDB id 292750 DKG76 RS14535 WP 003237510.1 EQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

E
GLDVI ITDHHEPGPELPDVHRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRL I

NTDB id 292750 DKG76 RS14535 WP 003237510.1 ELDVIITDHHEPGPELPDVHAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ATLGLERLRRTNTRLGLKEL IKLSGGDIGEANEETVGFQLAPRLNAVGR I EQADPAVHLLMSEDPSFEAEELAAE IDQLNKE
NTDB id 292750 DKG76 RS14535 WP 003237510.1 ATLGLERLRRTTRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDPFEAEELAAEIDQLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!

logo RQKMVSKMTDEAI EMVEQQGLDNQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARS IRGFNLFES
NTDB id 292750 DKG76 RS14535 WP 003237510.1 RQKMVSKMTDEAIEMVEQQGLNQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSECRDI LPHFGGHPMAAGMTLKNAEDVPDGLRNSRLNE IADNNTLTEEDF IPVQEVDLVCDGVEDITVES IATEMNMQLSPFGMLN
NTDB id 292750 DKG76 RS14535 WP 003237510.1 LSECRDILPHFGGHPMAAGMTLNAEDVPGLRNRLNEIANNTLTEEDFIPVQEVDLVCDVEDITVESITEMNQLSPFGMLN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!! !! !!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!!! !!! !!!!!!!!

logo PKPHVLVENAVLEDVRKIGANKNTHVKMTI
VRNESSQLDCVGFNKGELEQEGIVPGSTR I S IVGEMS INEWNNRKKPQLMIKDA

NTDB id 292750 DKG76 RS14535 WP 003237510.1 PKPHVLVENAVLEDVRKIGANKNHVKMTVRNESSQLDCVGFNKGELEEGIVPGTRISIVGEMSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AVSEWQLFDLRGKRMTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVI SSKVDQAKAFDLDGAYIVLLDPPPSLDM
NTDB id 292750 DKG76 RS14535 WP 003237510.1 AVSEWQLFDLRGKRMWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSVDQAKAFDLDGAYIVLLDPPPSLDM 640
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo LARLLEGKAPER IYF I FLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKRHKGWSVETINFMTKVFFDLGFV
NTDB id 292750 DKG76 RS14535 WP 003237510.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELARHKGWSVETINFMTKVFFDLGFV 720
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!

logo KI ENGVLSVVSGAVKKRDLTDSQTYQAEKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT
NTDB id 292750 DKG76 RS14535 WP 003237510.1 KIENGVLSVVSGVKKRDLTDSQTYQEKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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