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NTDB id 1032632 AB8E30 RS06330 WP 369902506.1 KQYHVETFKKELPQTKKGMIQYLASDLFKGIGKRTAEKIVEHLGEHAITKIMDDPSALEGIV..NKQKAQEIYDTVLEHQ 158
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NTDB id 1032632 AB8E30 RS06330 WP 369902506.1 VSLQEGHVYMNKEQLVRETLELLNNQDVA...VTEDDVIACANVMQSEGKLIVEEERIYLASLYYSEKGIVKSVNRLMAQ 315
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NTDB id 1032632 AB8E30 RS06330 WP 369902506.1 TRSKKFLIICGEESAFQSGVNRLDDAMRQTTLCQRLQGKEEA........QEPIFVEVNGQEMDVENISPYDFM..... 780
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