
logo MLAELS IKNFAI I EELTVSFERGLTVLTGETGAGKS I I IDA I SLLVGGRGSSEFVRYGEAKAELEGLFLLESGHPVLGVCAEQGI
NTDB id 81704 QU35 RS12625 WP 003230267.1 MLAELSIKNFAIIEELTVSFERGLTVLTGETGAGKSIIIDAISLLVGGRGSSEFVRYGEAKAELEGLFLLESGHPVLGVCAEQGI 85
NTDB id 352 BSU 24240 NP 390304.2 MLAELSIKNFAIIEELTVSFERGLTVLTGETGAGKSIIIDAISLLVGGRGSSEFVRYGEAKAELEGLFLLESGHPVLGVCAEQGI 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DVSDEMIVMRRDI STSGKSVCRVNGKLVTIASLRE IGRLLLDIHGQHDNQLLMEDENHLQLLDKFAGAEVESALKTYQEGYQRYV
NTDB id 81704 QU35 RS12625 WP 003230267.1 DVSDEMIVMRRDISTSGKSVCRVNGKLVTIASLREIGRLLLDIHGQHDNQLLMEDENHLQLLDKFAGAEVESALKTYQEGYQRYV 170
NTDB id 352 BSU 24240 NP 390304.2 DVSDEMIVMRRDISTSGKSVCRVNGKLVTIASLREIGRLLLDIHGQHDNQLLMEDENHLQLLDKFAGAEVESALKTYQEGYQRYV 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo KLLKKLKQLSESEQEMAHRLDL IQFQLEE I ESAKLELNEDEQLQEERQQI SNFEKIYESLQNAYNALRSEQGGLDWVGMASAQLE
NTDB id 81704 QU35 RS12625 WP 003230267.1 KLLKKLKQLSESEQEMAHRLDLIQFQLEEIESAKLELNEDEQLQEERQQISNFEKIYESLQNAYNALRSEQGGLDWVGMASAQLE 255
NTDB id 352 BSU 24240 NP 390304.2 KLLKKLKQLSESEQEMAHRLDLIQFQLEEIESAKLELNEDEQLQEERQQISNFEKIYESLQNAYNALRSEQGGLDWVGMASAQLE 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DI SDINEPLKKMSESVSNSYYLLEDATFQMRNMLDELEFDPERLNYI ETRLNE IKQLKRKYGATVEDI LEYASKI EEE IDQI ENR
NTDB id 81704 QU35 RS12625 WP 003230267.1 DISDINEPLKKMSESVSNSYYLLEDATFQMRNMLDELEFDPERLNYIETRLNEIKQLKRKYGATVEDILEYASKIEEEIDQIENR 340
NTDB id 352 BSU 24240 NP 390304.2 DISDINEPLKKMSESVSNSYYLLEDATFQMRNMLDELEFDPERLNYIETRLNEIKQLKRKYGATVEDILEYASKIEEEIDQIENR 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DSHLQSLKKELDSVGKDVAVEAANVSQIRKTWAKKLADE IHRELKSLYMEKSTFDTEFKVRTASRNEEAPLVNGQPVQLTEQGID
NTDB id 81704 QU35 RS12625 WP 003230267.1 DSHLQSLKKELDSVGKDVAVEAANVSQIRKTWAKKLADEIHRELKSLYMEKSTFDTEFKVRTASRNEEAPLVNGQPVQLTEQGID 425
NTDB id 352 BSU 24240 NP 390304.2 DSHLQSLKKELDSVGKDVAVEAANVSQIRKTWAKKLADEIHRELKSLYMEKSTFDTEFKVRTASRNEEAPLVNGQPVQLTEQGID 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LVKFL I STNTGEPLKSLSKVASGGELSRVMLAIKS I FSSQQDVTS I I FDEVDTGVSGRVAQAIAEKIHKVS IGSQVLC ITHLPQV
NTDB id 81704 QU35 RS12625 WP 003230267.1 LVKFLISTNTGEPLKSLSKVASGGELSRVMLAIKSIFSSQQDVTSIIFDEVDTGVSGRVAQAIAEKIHKVSIGSQVLCITHLPQV 510
NTDB id 352 BSU 24240 NP 390304.2 LVKFLISTNTGEPLKSLSKVASGGELSRVMLAIKSIFSSQQDVTSIIFDEVDTGVSGRVAQAIAEKIHKVSIGSQVLCITHLPQV 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AAMADTHLYIAKELKDGRTTTRVKPLSKQEKVAE IGRMIAGVEVTDLTKRHAKELLKQADQVKTTG
NTDB id 81704 QU35 RS12625 WP 003230267.1 AAMADTHLYIAKELKDGRTTTRVKPLSKQEKVAEIGRMIAGVEVTDLTKRHAKELLKQADQVKTTG 576
NTDB id 352 BSU 24240 NP 390304.2 AAMADTHLYIAKELKDGRTTTRVKPLSKQEKVAEIGRMIAGVEVTDLTKRHAKELLKQADQVKTTG 576
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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