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NTDB id 356723 RI02 RS09925 WP 017359733.1 MIRYPNGKSYQPIQQIGTKKRISGESSYSNRGMTLEADLNETNQYYLVNGIAVIHKKPTPVQIVNVDYPKRSAAVIKEAYFKQSS 85
NTDB id 117 BSU 22310 NP 390112.1 MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAYFKQSS 85
consensus !!!!!!!!**!! * * * *!!!!!!!!!! !!!!!! !!! ! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!

logo TTDYNGI
VYKGRYIDFEAKETKNSKTTSFPLKQNFHDHQI EHMKQVEKAKQDGGICFVI I SAFDGQSVYFYLESADTDKLFFYFWDERKQEQKQNGRKS IRSKD

NTDB id 356723 RI02 RS09925 WP 017359733.1 TTDYNGVYKGRYIDFEAKETKSTTSFPLKNFHDHQIEHMKQVEKQGGICFVIISAFGSVYYLSATDLFFFWERQQQNGRKSISKD 170
NTDB id 117 BSU 22310 NP 390112.1 TTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIISAFDQVYFLEADKLFYFWDRKEKNGRKSIRKD 170
consensus !!!!!!*!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!! ! !!!!!!!!!! !!*! ! !!*!!*! !!!!!! !!

logo ELEMEATAGHYLP I
M
S
TLGYASPR IDYIKS IV I

VEQTLHYFSDPDSSGKAQHKGLRSKKV
NTDB id 356723 RI02 RS09925 WP 017359733.1 ELMEAGHLMTLGYSPRIDYIKVVETLHFSDDSKQHLRSKKV 211
NTDB id 117 BSU 22310 NP 390112.1 ELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG..... 206
consensus !! ! *****!!! !!!!!! **! !*!!* ! * *****
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