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NTDB id 997736 KZZ19 RS05690 WP 237979809.1 DNTIFFELVDRYTSDRSDDDLQRMILALHTESRAHPNPEKWLDKLVKAYDVEGK.TIEDLVYASYLLEDVKFQLETAEAH 239
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NTDB id 997736 KZZ19 RS05690 WP 237979809.1 ..SDNAFIKKLRAPIRTRPRFMEKKGLTYAERGTAVHAVMQHVDLKKPITEEVIREQIAGMVNKELLTFEQAEEIAIEKV 1114
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NTDB id 997736 KZZ19 RS05690 WP 237979809.1 QAKTILEDRYKVQLSLYAKALEKSLQHPVKEKCLYFFDGNHVVKVEE 1241
NTDB id 119 BSU 10630 NP 388944.2 GAAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL.. 1232
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