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NTDB id 1118656 ELZ61 RS10155 WP 126373391.1 .MNRYLKGQSLLGLMIALMVSSLLLIAIVKFYQHSQWQIQQMNARLFLQAEIERTLQLIGKDLRRTGFRAAVGKRKVDNL 79
NTDB id 1351 HI 0939 AAC22603.1 MMKVLLKGQTLLALMISLSLSSLLLLSISHFYVQIQTQNQHMLLHLKLQAELQRTLQLIGKDLRRLGFRALNAKLTESNL 80
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NTDB id 1118656 ELZ61 RS10155 WP 126373391.1 ALFEQDSQGTSLVISQALGEKPNSCVLFFYDLDNSGCIGSTYTKGLCVENGKNRAKEIERELFGYRLKQKMLETRLTYKN 159
NTDB id 1351 HI 0939 AAC22603.1 SLFELDEQGTAIFISQEDNAPPNSCVLFFYDLNKNGCIGKGSP.KTCMKKGKNTSKSSTEELFGYKVSNKMIKTKLTYQS 159
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NTDB id 1118656 ELZ61 RS10155 WP 126373391.1 TVKQKCTKEECQTYIQQPACEK.GGWVDLFDDREIVITHFSLRWLKEPLLLVAQLKGQLVKQPHIEYENETVIPLLNQGR 238
NTDB id 1351 HI 0939 AAC22603.1 VIPTNCTAETCKRAFQQTACNAGGGWADLLDNNEYEITRLQFNWLIEGKGLEIKLKGNLKQTPNISYETSLVVVLWNQK. 238
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