
logo

MNVPVEK
MNMSSTFSKELQQTLQRGSRHLLRTELVPSFSDELMI EWHIKNGYIGTAEQNS I FS IKNKRERYRCNRCGQNTDQRYFSFNYHSSGKKN

NTDB id 320889 D9779 RS18170 WP 121643388.1 ......MNMTFSKELQQTLQGRHLLRTEVPFSDELIEWHIKNGYIGAQNSIFKNKREYRCNRCGQNDQRYFSNYHSSGKK 74
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus ****** ! *!!!!!!!!! !!!!!!!**!!!!*!!!!!!!!!! ! !!! !!! !!!!!!!! !!!!!! !!!!!!

logo

K
QLYCRSCVMMGRVSEEVPLYSWKEEDNELSHNWKPS IKLTWDNGEKLSRSGQQKAANVL I EA I SKRKEKELL IWAVCGAGKTE I

MLFPGI
NTDB id 320889 D9779 RS18170 WP 121643388.1 QLYCRSCVMMGRVSEEVPLYSWKEEDELHWKPIKLTWNGELSRGQQKAANVLIEAISRKKELLIWAVCGAGKTEILFPGI 154
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!!!!!!!!!!!!!!!!!!! ! *!!*!!!!! ! !! !!!!!!!!!!!!!!*! !!!!!!!!!!!!!!*!!!!!

logo ESALNQGLRVC IATPRTDVVLELAPRLKAAFQGADIASALYGGSSDEDKGRLSPLMVI STTHQLLRYKDAFIDVI
MI IVDEVDAFPY

NTDB id 320889 D9779 RS18170 WP 121643388.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADIAALYGSSEDKGRLSPLVISTTHQLLRYKDAFDVIIVDEVDAFPY 234
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !*!!!!!!!!*!!!!!!!!!!!!! !!*!*!!!!!!!!

logo SADQTLQFAVQKAKRKKI
NSTLVYLSATPPSKELKRKATLMNGQLHS IVR IPARHHQRKPLPEPRFLVWCGNWKKKLNTRNKIPPAVKR

NTDB id 320889 D9779 RS18170 WP 121643388.1 SADQTLQFAVQKAKKKISTLVYLSATPSKELKRKTMNGQLHSIRIPARHHQKPLPEPRFLWCGNWKKKLTRNKIPPAVKR 314
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!*!! !!!!!!!!!!*!!!!!! *!!!!!!*!!!!!!! !!!!!!!!*!!!!!!!!! !!!!!!!!!!

logo WI EFHVKEGRPVFLFVPSVS IVLEKAAACFKDGI
VHCRTASVHAEDKDHRKEKVQQFRDGQLDLL ITTTI LERGVTVHPKVQTGI

V

NTDB id 320889 D9779 RS18170 WP 121643388.1 WIEFHVKEGRPVFLFVPSVSVLEKAAACFKDIHCRTASVHAEDKDRKEKVQQFRDGQLDLLITTTILERGVTVHKVQTGI 394
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!! *!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*

logo LGAESPS I FTESALVQIAGRTGRHKEYADGDVI FYFHFYGKTKSMLDARKHIKEMNAELAAEKNVECRTD
NTDB id 320889 D9779 RS18170 WP 121643388.1 LGAESPIFTESALVQIAGRTGRHKEYADGDVIFFHYGKTKSMLDARKHIKEMNALAEKNERTD 457
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!! !! ! !*!!

X non conserved
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X ≥ 50% conserved


