
logo MI
N
M
VPAVEKNI

SSFSKELQQTLQRSRHQLLRTELPSFSDEMIEWHIKNGYIATAEQNS I S IVNKLRGRYRCNRCGQNTDQRYFSFYHSSGKN
NTDB id 292763 DKG76 RS18745 WP 032731806.1 MIMPAEKNISFSKELQQTLQSRQLLRTELPFSDEMIEWHIKNGYIAAQNSISVNKLGYRCNRCGQNDQRYFSFYHSSGKN 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus ! *! !!! !!!!!!!!!! !!*!!!!!!*!!!!!!!!!!!!!!! ! !!!!*!! !!!!!!!! !!!!!!!!!!!!!!

logo

K
QLYCRSCVMMGRVSEDEVPLYSWI

KEENVEPSNWKQPS IKLTWDNGKQLSSGQQKAANVL I EA I SKKEELL IWAVCGAGKTEMLFPGI
NTDB id 292763 DKG76 RS18745 WP 032731806.1 QLYCRSCVMMGRVSEDVPLYSWIEEVEPNWQPIKLTWNGQLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!!!!!!!!!*!!!!!! !! !*!! *!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ESALNQGLRVC IATPRTDVVLELAPRLKAAFQGADI SALYGGSDEDKGRLSPLMI STTHQLLRYKDAFIDVMI IVDEVDAFPY
NTDB id 292763 DKG76 RS18745 WP 032731806.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSEDKGRLSPLMISTTHQLLRYKDAFDVMIVDEVDAFPY 240
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!

logo SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKATLNGQLHSVR IPARHHKRKPLPEPRFVWCGNWKKKLNRNKI
VPLPAVKR

NTDB id 292763 DKG76 RS18745 WP 032731806.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKTLNGQLHSVRIPARHHKKPLPEPRFVWCGNWKKKLNRNKVPLAVKR 320
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!*!*!!!!

logo WIAEFHVKEGRPVFLFVPSVS IVLMEKAAASCFKDGVHNCRTAFSVHAEDKHRKEKVQQFRDGQLDLL ITTTI LERGVTVPKVQTGV
NTDB id 292763 DKG76 RS18745 WP 032731806.1 WIAFHVKEGRPVFLFVPSVSVMEKAASCFKDVNCRTAFVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !! !!!!!!!!!!!!!!!!!**!!!! !!! !*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGAESPS I FTESALVQIAGRTGRHKEHYADGDVI FYFHFYGKTKSMLDARKHIKEMNDELATAKNVECTD
NTDB id 292763 DKG76 RS18745 WP 032731806.1 LGAESPIFTESALVQIAGRTGRHKEHADGDVIFFHYGKTKSMLDARKHIKEMNDLTAKNE... 460
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!!!!!!!!!!!!!*!!!!!!*!!*!!!!!!!!!!!!!!!!!*! !! !***
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