
logo MI
NVPAVEKNI

SSFSKELQQTLQRSRHLLRTELPSFSDEKLMI EWHI EKNGYI
V
A
TAEQNS I S INKRGRYKRCNRCGQNTDQQRYFSFYHLSSGKN

NTDB id 1039448 ACCO40 RS17850 WP 114151413.1 MIVPAEKNISFSKELQQTLQSRHLLRTELPFSDKLIEWHIENGYVAAQNSISINKRGYKCNRCGQNDQQYFSFYLSSGKN 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus ! !! !!! !!!!!!!!!! !!!!!!!!!*!!! *!!!!! !!!* ! !!!!!!!! !*!!!!!! !! !!!!!*!!!!!

logo

K
QLYCRSCVMMGRVSEENVPLYSWI

KEEDNEPSNWKPQS IKLTWDGKLSSGQQKAANVL IDEAI SKKEELL IWAVCGAGKTEMLFPGI
NTDB id 1039448 ACCO40 RS17850 WP 114151413.1 QLYCRSCVMMGRVSENVPLYSWIEEDEPNWPQIKLTWDGKLSSGQQKAANVLIDAISKKEELLIWAVCGAGKTEMLFPGI 160
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!!!!!!!!! !!!!!! !! !*!!* !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ESALNQGLRVC IATPRTDVVLELAPRLKAAFQCGADI SALYGGSDDKGCRLSPLMI STTHQLLRYKDGAFIDVI
MI IDEVDAFPY

NTDB id 1039448 ACCO40 RS17850 WP 114151413.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQCADISALYGGSDDKGCLSPLMISTTHQLLRYKGAFDVIIIDEVDAFPY 240
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! ! !!*!!!!!!!!!!

logo SADQTLQFAVQKARKKNSTLVYLSATPPKQELKRKATLNGQLHYSVR IPARHHRKPLPEPRFLVWCGNWKKKLNYRNKIPLPAVKR
NTDB id 1039448 ACCO40 RS17850 WP 114151413.1 SADQTLQFAVQKARKKNSTLVYLSATPPQELKRKTLNGQLYSVRIPARHHRKPLPEPRFLWCGNWKKKLYRNKIPLAVKR 320
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!*!!!!

logo WI EFHVKEGRPVFLFVPSVSTI
VLEKAAVACFKDGVHNCRATAASVHAEDKHRKEKVQQFRDGQLDLL ITTTI LERGVTI

VPKVQTGV
NTDB id 1039448 ACCO40 RS17850 WP 114151413.1 WIEFHVKEGRPVFLFVPSVTVLEKAVACFKDVNCRAAAVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTIPKVQTGV 400
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !!!!!!!!!!!!!!!!!!!**!!!! !!!! !*!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!

logo LGAESPS I FTESALVQIAGRTGRHKAEHYADGDVI FYFHFYGKTKSMLDARKHIKEMNAELAAKNVECTD
NTDB id 1039448 ACCO40 RS17850 WP 114151413.1 LGAESPIFTESALVQIAGRTGRHKAHADGDVIFFHYGKTKSMLDARKHIKEMNALAAKNE... 460
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!!!!!!!!!!!! *!!!!!!*!!*!!!!!!!!!!!!!!!!! !!!! !***

X non conserved
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X ≥ 50% conserved


