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NTDB id 1186 GTF74 RS01320 WP 000788426.1 KLISINFQDIPVRNVLQLIADYNGFNLVVSDSVVGNLTLRLDGVPWQQVLDIILQVKGLDKRVDGNVILIAPKEELDLR. 235
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NTDB id 1142583 DQL22 RS00935 WP 032995306.1 GLEVTPHISQDKQILLDLVVSQNAPGSRVAHGLGEVVSIDKQEINTQVFAKDGETIVLGGVFHDTITKNVDKVPLLGDIP 413
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