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NTDB id 1472 PAKAF RS23995 WP 016253893.1 MRAERLRLSEEQGQRILRLYHLYRLTIGLVLVLLISSELEDQVLKLVHPELFHVGSWCYLVFNILVALFLPPSRQLLPIF 80
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NTDB id 1095986 ACMYQ0 RS14075 WP 415753524.1 QTLHLQTSSGSIQTRMDPHQLTQVLSNLVENGLRYSAQKNKQGQVWLNLFRDPDSELPVLEVLDDGPGVAEEQLHHLFEP 479
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