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NTDB id 1003941 ABHF54 RS08925 WP 347887919.1 ....TRMFS.......IFKSKKNPDEKNPAQVETGPVSFTDKIRQGLTRTRQQLGKQLSGLFGGRKIDEDLYEELETALL 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
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NTDB id 1003941 ABHF54 RS08925 WP 347887919.1 TADTGIEATNRLLESLRTRVRRDALDDSEQLKTVLQDVLTELLQPLERPLVTT.GHTPFVIMIAGVNGVGKTTTIGKLAH 159
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
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NTDB id 1003941 ABHF54 RS08925 WP 347887919.1 YFQSQGHSVLLAAGDTFRAAAQEQLKVWGERNQITVISQESDPGKKSDPAAVIFDAINAAIARKIDIVLADTAGRLTTQL 239
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTT.....GDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQL 314
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NTDB id 1003941 ABHF54 RS08925 WP 347887919.1 HLMEEIRKIKRVIAKAIPDAPHEVLLVLDANTGQNAISQLKAFNDALGVTGLVMTKLDGTARGGVIAAIAAQFTDTPPAL 319
NTDB id 1118 NGFG RS11455 WP 003696286.1 HLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA...SDRPVPV 391
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NTDB id 1118 NGFG RS11455 WP 003696286.1 RYIGVGEGIDDLRPFDARAFVDALLD 417
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