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NTDB id 405549 GNK04 RS13055 WP 168212296.1 LMKDGGRKSIKKEEIEKQGTHIPYTFQPRIDYLKIIDKMYFS....... 200
NTDB id 117 BSU 22310 NP 390112.1 RKEKNGRKSIRKDELEETAYPISLGYAPRIDYISIIEQLYFSPSSGAKG 206
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