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NTDB id 360462 FAY30 RS15800 WP 149870766.1 MTVNYPNGKKYKPKEREIKNTGKNKKNGSYSNRGMTLEEDLNETNEFYRERKIAVIHKKPTPVQIVQVDYPNRSAAVIKE 80
NTDB id 117 BSU 22310 NP 390112.1 .MIRYPNGKTFQPKHSV.SSQNSQKRAPSYSNRGMTLEDDLNETNKYYLTNQIAVIHKKPTPVQIVNVHYPKRSAAVIKE 78
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NTDB id 360462 FAY30 RS15800 WP 149870766.1 AYFKLASTTDYNGVYKGKYIDFEAKETQNPTSFPLKNFHPHQVEHMEEVMDQGGYCFVILRFTRFEQVYLLEAKHLLKYW 160
NTDB id 117 BSU 22310 NP 390112.1 AYFKQSSTTDYNGIYKGRYIDFEAKETKNKTSFPLQNFHDHQIEHMKQVKAQDGICFVII..SAFDQVYFLEADKLFYFW 156
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KRKMEMGKGNGRKS IVRTKADE I

LEEQDTAGHYPYIPSLGFYAQPR IDYIKS I IDEQTLLYEFGSPSSGAKG
NTDB id 360462 FAY30 RS15800 WP 149870766.1 KRMMGGGRKSVTKAEIEQDGHYIPLGFQPRIDYIKIIDTLLEG....... 203
NTDB id 117 BSU 22310 NP 390112.1 DRKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
consensus ! !!!!* ! !*! ***!*!!* !!!!!! !!* ! *******
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