
logo MLASKMRWE IQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARSLFLHTKDADFYDPFEMKGMKEAADRIKQAI SQQ
NTDB id 320876 D9779 RS14075 WP 121642985.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESASLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
NTDB id 354 BSU 27620 NP 390640.1 MLASKMRWEIQRPDQDKVKSLTEQLHITPLVASLLVKRGFDTAESARLFLHTKDADFYDPFEMKGMKEAADRIKQAISQQ 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EKQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRS IKERGFSL I ITVDTGIAAVHEAKNVAKEL
NTDB id 320876 D9779 RS14075 WP 121642985.1 EQIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEANVAKEL 160
NTDB id 354 BSU 27620 NP 390640.1 EKIMIYGDYDADGVTSTSVMLHTLQKLSAQVDFYIPDRFKEGYGPNEQAFRSIKERGFSLIITVDTGIAAVHEAKVAKEL 160
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!

logo GLDVI ITDHHEPGPELPDVHRAIVHPKQPGCTYPFYKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRL I
NTDB id 320876 D9779 RS14075 WP 121642985.1 GLDVIITDHHEPGPELPDVHAIVHPKQPGCTYPYKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
NTDB id 354 BSU 27620 NP 390640.1 GLDVIITDHHEPGPELPDVRAIVHPKQPGCTYPFKELAGVGVAFKLAHALLGELPDELLDLAAIGTIADLVPLHDENRLI 240
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ATLGLERLRRTNRLGLKQEL IKLSGGDI
LGEANEETVGFQLAPRLNAVGR I EQADPAVHLLMSEDQSFLEAEELAAE IDQLNKE

NTDB id 320876 D9779 RS14075 WP 121642985.1 ATLGLERLRRTNRLGLQELIKLSGGDLGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDQLEAEELAAEIDQLNKE 320
NTDB id 354 BSU 27620 NP 390640.1 ATLGLERLRRTNRLGLKELIKLSGGDIGEANEETVGFQLAPRLNAVGRIEQADPAVHLLMSEDSFEAEELAAEIDQLNKE 320
consensus !!!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!

logo RQKMVSKMTDEAI EMVEQQGSLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARS IRGFNLFES
NTDB id 320876 D9779 RS14075 WP 121642985.1 RQKMVSKMTDEAIEMVEQQSLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
NTDB id 354 BSU 27620 NP 390640.1 RQKMVSKMTDEAIEMVEQQGLDQTAIVVAKAGWNPGVVGIVASKLVDRFYRPAIVLGIDEEKGIAKGSARSIRGFNLFES 400
consensus !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LSECRDI LPHFGGHPMAAGMTLKNAEDVPDLRNSRLNE IADENTLTEEDF IPVQEVDLVCGVEDITVDES IATEMNLMLSPFGMLN
NTDB id 320876 D9779 RS14075 WP 121642985.1 LSECRDILPHFGGHPMAAGMTLNAEDVPDLRNRLNEIAENTLTEEDFIPVQEVDLVCGVEDITVDSITEMNLLSPFGMLN 480
NTDB id 354 BSU 27620 NP 390640.1 LSECRDILPHFGGHPMAAGMTLKAEDVPDLRSRLNEIADNTLTEEDFIPVQEVDLVCGVEDITVESIAEMNMLSPFGMLN 480
consensus !!!!!!!!!!!!!!!!!!!!!! !!!!!!!! !!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!*!!!!!!!!

logo PKPHVLVENAVLEDI
VRKIGANKNTHVKMTI

V
K
RNESSQLDCVGFHNKGELEQEGIVPGSR I S IVGEMS INEWNNRKKPQLMIKDA

NTDB id 320876 D9779 RS14075 WP 121642985.1 PKPHVLVENAVLEDIRKIGANKNHVKMTVKNESSQLDCVGFHKGELEEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
NTDB id 354 BSU 27620 NP 390640.1 PKPHVLVENAVLEDVRKIGANKTHVKMTIRNESSQLDCVGFNKGELQEGIVPGSRISIVGEMSINEWNNRKKPQLMIKDA 560
consensus !!!!!!!!!!!!!!*!!!!!!! !!!!!**!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo AVSEWQLFDLRGKRMTWEDTVSALPSAKRAIVSFKEDSTTLLEQDTEDLRREVHVI SSEKDQAKAFDLDGAYIVLLDPPPSLDM
NTDB id 320876 D9779 RS14075 WP 121642985.1 AVSEWQLFDLRGKRMWEDTVSALPSAKRAIVSFKEDSTTLLEDEDLRREVHVISSEDQAKAFDLDGAYIVLLDPPPSLDM 640
NTDB id 354 BSU 27620 NP 390640.1 AVSEWQLFDLRGKRTWEDTVSALPSAKRAIVSFKEDSTTLLQTEDLRREVHVISSKDQAKAFDLDGAYIVLLDPPPSLDM 640
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!

logo LATHRLLEGKAPER IYF I FLNHEDHFLSATFPARDHYFKWYYAFLLKRGASFDVKKHGSELAKRHKGWS IVETINFMTKVFFDLGFV
NTDB id 320876 D9779 RS14075 WP 121642985.1 LTHLLEGKAPERIYFIFLNHEDHFLSAFPARDYFKWYYAFLLKRGSFDVKKHGSELARHKGWSIETINFMTKVFFDLGFV 720
NTDB id 354 BSU 27620 NP 390640.1 LARLLEGKAPERIYFIFLNHEDHFLSTFPARDHFKWYYAFLLKRGAFDVKKHGSELAKHKGWSVETINFMTKVFFDLGFV 720
consensus ! *!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!! !!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!!!

logo KI ENGVLSVVSGAVKKRDLTDSQTYQAKKQQLMELDQKLNYSSAEELKEWLNKLMKKQDSEAYESTRRT
NTDB id 320876 D9779 RS14075 WP 121642985.1 KIENGVLSVVSGVKKRDLTDSQTYQAKKQLMELDQKLNYSSAEELKEWLNKLMKKDSEAYESTRRT 786
NTDB id 354 BSU 27620 NP 390640.1 KIENGVLSVVSGAKKRDLTDSQTYQAKQQLMELDQKLNYSSAEELKEWLNKLMKQDSEAYESTRRT 786
consensus !!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!
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