
logo MNVEVPDVEKNI
S
S
TFSKELQQTLQRGSRHLLRTELPSFSDEMIEWHIKNGYICTAEQNYS I S IKNKRERYRCNRCGQNTDQRYFSFYHYLSSGRKKN

NTDB id 1022059 ABZM97 RS18390 WP 367387505.1 MVEPDEKNITFSKELQQTLQGRHLLRTELPFSDEMIEWHIKNGYICAQYSISKNKREYRCNRCGQNDQRYFSFYYLSRKK 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus ! ! !!! *!!!!!!!!! !!!!!!!!*!!!!!!!!!!!!!!!*! !!! !!! !!!!!!!! !!!!!!!!* ! !

logo

K
QLYCRSCVMMGRVSEDEVLPLYSWKEEDNESNRWKPS IKLTWDNGKLSSGQQKAANVL I EA I SKKEELL IWAVCGAGKTEMLFPGI

NTDB id 1022059 ABZM97 RS18390 WP 367387505.1 QLYCRSCVMMGRVSEDVLLYSWKEEDESRWKPIKLTWNGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!!!!!!!!!*!*!!!!!!! !! !!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ESALNEQGLRVC IATPRTDVVLELAPRLKAAFQGADIASALYGGGSDEDKGCRLSPLMI STTHQLLRYKDAFIDVI
MI IVDEVDAFPY

NTDB id 1022059 ABZM97 RS18390 WP 367387505.1 ESALNEGLRVCIATPRTDVVLELAPRLKAAFQGADIAALYGGGEDKGCLSPLMISTTHQLLRYKDAFDVIIVDEVDAFPY 240
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! *!!!*!!!!!!!!!!!!!!!!!! !!*!*!!!!!!!!

logo SADQTLQFAVQKAKRKKNSTLVYLSATPPSKELKRKATLNGQLHSVR IPARHHQRKPLPEPRFLVWCGNWKKKLNQRNKIPPAVKR
NTDB id 1022059 ABZM97 RS18390 WP 367387505.1 SADQTLQFAVQKAKKKNSTLVYLSATPSKELKRKTLNGQLHSVRIPARHHQKPLPEPRFLWCGNWKKKLNQNKIPPAVKR 320
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!! !!!!!!!!!

logo WIAEFHVKEGRPSVFLFVPSVS IVLEKAAACFKDGVHCRTASVHAEDKDHRKEKVKQQFRDGQFLDLL ITTTI LERGVTVPKVQTGI
V

NTDB id 1022059 ABZM97 RS18390 WP 367387505.1 WIAFHVKEGRSVFLFVPSVSVLEKAAACFKDVHCRTASVHAEDKDRKEKVKQFRDGQFDLLITTTILERGVTVPKVQTGI 400
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !! !!!!!!!*!!!!!!!!!*!!!!!!!!! !!!!!!!!!!!!!*!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!*

logo LGAESPS I FTESALVQIAGRTGRHKEHYADNGDVI FYFHFYGKTKSMLDAKRKHIKEMNAELAAKNVECRTD
NTDB id 1022059 ABZM97 RS18390 WP 367387505.1 LGAESPIFTESALVQIAGRTGRHKEHANGDVIFFHYGKTKSMLDAKKHIKEMNALAAKNERTD 463
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!!!!!!!!!!!!!*! !!!!*!!*!!!!!!!!!*!!!!!!! !!!! !*!!
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