
logo MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAYFKQSS
NTDB id 39734 BSN5 RS01605 WP 015714153.1 MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAYFKQSS 85
NTDB id 117 BSU 22310 NP 390112.1 MIRYPNGKTFQPKHSVSSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAYFKQSS 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHADHQI EHMKQVKAQDGICFVI I SAFDQVYFLEADKLFYFWDRKEKNGRKS IRKD
NTDB id 39734 BSN5 RS01605 WP 015714153.1 TTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHAHQIEHMKQVKAQDGICFVIISAFDQVYFLEADKLFYFWDRKEKNGRKSIRKD 170
NTDB id 117 BSU 22310 NP 390112.1 TTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIISAFDQVYFLEADKLFYFWDRKEKNGRKSIRKD 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ELEETAYP I SLGYAPR IDYI S I I EQLYFSPSSGAKG
NTDB id 39734 BSN5 RS01605 WP 015714153.1 ELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
NTDB id 117 BSU 22310 NP 390112.1 ELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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