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NTDB id 1090342 ABFT42 RS17890 WP 413286613.1 MQTKTSESNSLFSKELQQQLQSRHLLRTEISFSDEIIDWHTEHGYISAEESLSKNKRGYRCNRCGQNDQQYFSSYHSFGK 80
NTDB id 108 BSU 35470 NP 391427.1 .MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGK 79
consensus * * ! !! !!!!!!! ! !!!!!!!!*!!!!!*!*!! *!!!*!! !*! !!! !!!!!!!! !! !!! !!! !!
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NTDB id 1090342 ABFT42 RS17890 WP 413286613.1 DKVYCRSCVMMGRVSEDVSLYSWSKEAEANWKPIKLTWDGKLSSGQQKAADVLIEAISKQDELLIWAVCGAGKTELLFPG 160
NTDB id 108 BSU 35470 NP 391427.1 NKLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPG 159
consensus !*!!!!!!!!!!!!!*!*!!!! ! ! !!!*!!!!!!!!!!!!!!!!! !!!!!!!! *!!!!!!!!!!!!!!*!!!!

logo I ELSALNLQGKLQRVC IATPRTDVVLELAPRLKAAFQRGADI SALYGGSDDKGRLSPL IMI STTHQLLRYKDAFIDVMI IVDEVDAFP
NTDB id 1090342 ABFT42 RS17890 WP 413286613.1 IELALNLKQRVCIATPRTDVVLELAPRLKAAFRGADISALYGGSDDKGRLSPLIISTTHQLLRYKDAFDVMIVDEVDAFP 240
NTDB id 108 BSU 35470 NP 391427.1 IESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFP 239
consensus !! !!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!! !!!!*!!!!!!!

logo YSADQTLQFAVQKARKKNSTLVYLSATPPKELKRRKATLYKNGEQLHKSVR IPARHYHRKPLPEPRFQVWCGNWKKKL INRNKIPNPAVK
NTDB id 1090342 ABFT42 RS17890 WP 413286613.1 YSADQTLQFAVQKARKKNSTLVYLSATPPKELRRKTYKGELKSVRIPARYHRKPLPEPRFQWCGNWKKKLIRNKIPNAVK 320
NTDB id 108 BSU 35470 NP 391427.1 YSADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVK 319
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! ! !*!!!!!!!*!!!!!!!!!! !!!!!!!!! !!!!!*!!!

logo RWI EFQHVKEGRPVFLFVPS IVS I LEKAAASCFKGNMVHNCYRTASVHAEDKHLRKEKVQQFRDGQFLDLL ITTTI LERGVTVPKMVQTG
NTDB id 1090342 ABFT42 RS17890 WP 413286613.1 RWIEQHVKEGRPVFLFVPSISILEKAASCFKNMNYRTASVHAEDKLRKEKVQQFRDGQFDLLITTTILERGVTVPMVQTG 400
NTDB id 108 BSU 35470 NP 391427.1 RWIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTG 399
consensus !!!! !!!!!!!!!!!!!!*!!!!!!! !!! ***!!!!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!!!!! !!!!
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NTDB id 1090342 ABFT42 RS17890 WP 413286613.1 ILGAESPIFTESALVQIAGRTGRHKEHADGDVIYFHFGKTKSMIEARKHIKIMNELALKNKLID 464
NTDB id 108 BSU 35470 NP 391427.1 VLGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus *!!!!!*!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!**!!!!!! !!!!! ! * !
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