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NTDB id 1089706 ACLWNE RS09015 WP 339956197.1 ADVGLRATEELLEALRASG.......RKDLKEAVKEKLVQMLEPEERRATLRRLGFKPQTPKAVEPKGHVVMVVGVNGVG 114
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NTDB id 1089706 ACLWNE RS09015 WP 339956197.1 RLHTKGGLMEELKKVKRAIHKADPGEPGEVWLVLDAVTGQNGLEQAKRFHEAVGLTGVIVTKLDGTAKGGVVVQVVEALK 274
NTDB id 1118 NGFG RS11455 WP 003696286.1 RLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRP 388
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NTDB id 1089706 ACLWNE RS09015 WP 339956197.1 VPVRFIGVGEGPEDLQPFDPEAFVEALLEA 304
NTDB id 1118 NGFG RS11455 WP 003696286.1 VPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
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