
logo MKNVPTVEKHNI
SSFSKRELQQTLQRSRHLLRTELPSFSDEMIEWHIKNGYITAENS I S INKRGRYRCNRCGQTDQRYFSFYHSFSGKDN

NTDB id 108290 AACH71 RS15945 WP 136653811.1 MKVPTEKHISFSRELQQTLQSRHLLRTELPFSDEMIEWHIKNGYITAENSISINKRGYRCNRCGQTDQRYFSFYHSFGKD 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus ! !! !!* !!!*!!!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!

logo

K
QLYCRSC I

VMMGRVSEEVPLYSWKEEGDNEQSNWKS IVKLTWDGKLSSGQQKAANI
VL I EA I SKKREELL IWAVCGAGKTEMLFPGI

NTDB id 108290 AACH71 RS15945 WP 136653811.1 QLYCRSCIMMGRVSEEVPLYSWKEGDEQNWKSVKLTWDGKLSSGQQKAANILIEAISKREELLIWAVCGAGKTEMLFPGI 160
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!*!!!!!!!!!!!!!!!! ! !!!!*!!!!!!!!!!!!!!!!!*!!!!!!!*!!!!!!!!!!!!!!!!!!!!!

logo ESALNQGLRVC IATPRTDVVLELAPRLKAAFQGADI SALYGGSDDKGRLSPLMI STTHQLLRYKDAFIDVMI IVDEVDAFPY
NTDB id 108290 AACH71 RS15945 WP 136653811.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAFDVMIVDEVDAFPY 240
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!

logo SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALQNGQLHSVR IPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR
NTDB id 108290 AACH71 RS15945 WP 136653811.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKAQNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo WI EFHVKEEGRPVFLFVPSVS I LEKAAACSFKDGVHNCRTASTVHAEDKHRKEKRVQQRFRDGQLDLL ITTTI LERGVTVPKVQTGV
NTDB id 108290 AACH71 RS15945 WP 136653811.1 WIEFHVKEERPVFLFVPSVSILEKAAASFKDVNCRTATVHAEDKHRKERVQRFRDGQLDLLITTTILERGVTVPKVQTGV 400
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!*!! !*!!!!*!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGAESPS I FTESAL IVQIAGRTGRHKEHYADGDVI FYFHFYGKTKSMLDAKRKHIKEMNEGLAAKNVECTD
NTDB id 108290 AACH71 RS15945 WP 136653811.1 LGAESPIFTESALIQIAGRTGRHKEHADGDVIFFHYGKTKSMLDAKKHIKEMNGLAAKNE... 460
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!*!!!!!!!!!!!*!!!!!!*!!*!!!!!!!!!*!!!!!!! !!!! !***
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