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NTDB id 37490 BSEL RS10665 WP 013173017.1 MAIRYPNGKKYSEKRILKTKKNVNKKDSRYSNRGMSLEEEINESNQYYIAHGLANIHKKPTPIQIVNVHYPSRSAAVITEAYFQK 85
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSVSS.QNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKEAYFKQ 83
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NTDB id 37490 BSEL RS10665 WP 013173017.1 ASTTDYNGVYKGKYIDFEAKETKNKTSFPLKNFHDHQINHMIDVIKHGGICFSILRFSATGETFLLKAEYILSWYDQN..EDRKS 168
NTDB id 117 BSU 22310 NP 390112.1 SSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVIIS..AFDQVYFLEADKLFYFWDRKEKNGRKS 166
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NTDB id 37490 BSEL RS10665 WP 013173017.1 IPKSYIEEHGSLLKQGFLPSIDYLKAVDSMIDCQ...... 202
NTDB id 117 BSU 22310 NP 390112.1 IRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
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