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NTDB id 168680 AV541 RS08520 WP 008631687.1 ADVGVAATEELLKEVRASGR.......RDLKEVVKEKLVQMLEPDERRATLRKLGFRPQKLRPVEPKGHVVMVVGVNGVG 114
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NTDB id 168680 AV541 RS08520 WP 008631687.1 KTTTIAKLGRLYQGLGKKVLFCAGDTFRAAGGAQLAEWGKRLGIPVIQGPEGADPAALAFDAAQARKARGLDLLFVDTAG 194
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NTDB id 168680 AV541 RS08520 WP 008631687.1 RLHTKQGLMEELKKVKRAIAKADPGEPGEVWLVLDAVTGQNGLEQAKRFHEAVGLTGVIVTKLDGTAKGGVLVPIVRTLK 274
NTDB id 1118 NGFG RS11455 WP 003696286.1 RLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRP 388
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NTDB id 168680 AV541 RS08520 WP 008631687.1 VPIRFIGVGEGPDDLQPFDAEAFVEALLEA 304
NTDB id 1118 NGFG RS11455 WP 003696286.1 VPVRYIGVGEGIDDLRPFDARAFVDALLD. 417
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