
logo MI
NVPAVEKNI

SSFSKELQQTLQRSRHLLRTELPSFSDEKLMI EWHI EKNGYI
V
A
TAEQNS I S INKRGRYKRCNRCGQNTDQRYFSFYHLSSGKNKQLYCR

NTDB id 42616 GYO RS40085 WP 080010142.1 MIVPAEKNISFSKELQQTLQSRHLLRTELPFSDKLIEWHIENGYVAAQNSISINKRGYKCNRCGQNDQRYFSFYLSSGKNQLYCR 85
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKNKLYCR 85
consensus ! !! !!! !!!!!!!!!! !!!!!!!!!*!!! *!!!!! !!!* ! !!!!!!!! !*!!!!!! !!!!!!!!*!!!!! !!!!

logo SCVMMGRVSEENVPLYSWI
KEEDNEPSNWKPQS IKLTWDGKLSSGQQKAANVL IDEAI SKKEELL IWAVCGAGKTEMLFPGI ESALNQGLRV

NTDB id 42616 GYO RS40085 WP 080010142.1 SCVMMGRVSENVPLYSWIEEDEPNWPQIKLTWDGKLSSGQQKAANVLIDAISKKEELLIWAVCGAGKTEMLFPGIESALNQGLRV 170
NTDB id 108 BSU 35470 NP 391427.1 SCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGIESALNQGLRV 170
consensus !!!!!!!!!! !!!!!! !! !*!!* !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo C IATPRTDVVLELAPRLKAAFQCGADI SALYGGSDDKGCRLSPLMI STTHQLLRYKDGAFIDVI
MI IDEVDAFPYSADQTLQFAVQKARK

NTDB id 42616 GYO RS40085 WP 080010142.1 CIATPRTDVVLELAPRLKAAFQCADISALYGGSDDKGCLSPLMISTTHQLLRYKGAFDVIIIDEVDAFPYSADQTLQFAVQKARK 255
NTDB id 108 BSU 35470 NP 391427.1 CIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPYSADQTLQFAVQKARK 255
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! ! !!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo KNSTLVYLSATPPKQELKRKATLNGQLHYSVR IPARHHRKPLPEPRFLVWCGNWKKKLNYRNKIPLPAVKRWI EFHVKEGRPVFLFVPSVST
NTDB id 42616 GYO RS40085 WP 080010142.1 KNSTLVYLSATPPQELKRKTLNGQLYSVRIPARHHRKPLPEPRFLWCGNWKKKLYRNKIPLAVKRWIEFHVKEGRPVFLFVPSVT 340
NTDB id 108 BSU 35470 NP 391427.1 KNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKRWIEFHVKEGRPVFLFVPSVS 340
consensus !!!!!!!!!!!!! !!!!! !!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!*

logo

I
VLEKAAVACFKDGVHNCRATAASVHAEDKHRKEKVQQFRDGQLDLL ITTTI LERGVTI

VPKVQTGVLGAESPS I FTESALVQI
VAGRTGRHKE

NTDB id 42616 GYO RS40085 WP 080010142.1 VLEKAVACFKDVNCRAAAVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTIPKVQTGVLGAESPIFTESALVQVAGRTGRHKE 425
NTDB id 108 BSU 35470 NP 391427.1 ILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGVLGAESSIFTESALVQIAGRTGRHKE 425
consensus *!!!! !!!! !*!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!!!!*!!!!!!!!!

logo

H
YADGDVI FYFHFYGKTKSMLDARKHIKEMNAELAAKNVECTD

NTDB id 42616 GYO RS40085 WP 080010142.1 HADGDVIFFHYGKTKSMLDARKHIKEMNALAAKNE... 460
NTDB id 108 BSU 35470 NP 391427.1 YADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus *!!!!!!*!!*!!!!!!!!!!!!!!!!! !!!! !***

X non conserved
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X ≥ 50% conserved


