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NTDB id 406431 GPA07 RS09710 WP 071169020.1 MIRYPNGKSYQPIQQIGTKKRVRGESSYSNRGMTLEADLNETNQYYLVNGIAVIHKKPTPVQIVNVDYPKRSAAVIKEAY 80
NTDB id 117 BSU 22310 NP 390112.1 MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAY 80
consensus !!!!!!!!**!! * * * * *!!!!!!!!!! !!!!!! !!! ! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo FKQSSTTDYNGI
VYKGRYIDFEAKETKNSKTTSFPLKQNFHDHQI EHMKQVEKAKQDGGICFVI I SAFDGQSVYFYLESADSDKLFFYFWDERKQEQ

NTDB id 406431 GPA07 RS09710 WP 071169020.1 FKQSSTTDYNGVYKGRYIDFEAKETKSTTSFPLKNFHDHQIEHMKQVEKQGGICFVIISAFGSVYYLSASDLFFFWERQQ 160
NTDB id 117 BSU 22310 NP 390112.1 FKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIISAFDQVYFLEADKLFYFWDRKE 160
consensus !!!!!!!!!!!*!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!! ! !!!!!!!!!! !!*! ! !!*!!*!
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NTDB id 406431 GPA07 RS09710 WP 071169020.1 RNGRKSISKDELMEAGHLMTLGYSPRIDYIKVVETLHFSDESQ... 203
NTDB id 117 BSU 22310 NP 390112.1 KNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus *!!!!!! !!!! ! *****!!! !!!!!! **! !*!!* ! ***
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