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NTDB id 313633 DVB37 RS23865 WP 371683091.1 ADAGLEATEKLLTALRARVKKERIEDPAKVKTALRQLLADHLRPLERGFNLTS.AKPLVVMIAGVNGAGKTTSIGKLAHT 152
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NTDB id 313633 DVB37 RS23865 WP 371683091.1 KKIRRVIGKADASAPHEVLLVVDGNTGQNALAQIRAFDAAINLTGLVVTKLDGTAKGGTLAAVAAGSQGVRPIPVYWIGV 312
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