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NTDB id 1067903 ACG1BZ RS22820 WP 282934620.1 MADVGVEATSEIVERLTERVSRRELADGDALYKALQQELADLLDSVDAPLEIDISKKPYVILVVGVNGVGKTTTIGKLAH 133
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NTDB id 1067903 ACG1BZ RS22820 WP 282934620.1 ELSKVRRVMGKLDPSAPHEVLLVLDAGTGQNAINQASQFREAAGVTGLVLTKLDGTAKGGVIFALARRFGIPVRFIGVGE 293
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