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NTDB id 161319 ATN07 RS05975 WP 000572302.1 DNTIFFELVDRYTSDRSDDDLQRMILALHTESRAHPNPEKWLDKLVEAYDVEGK.TIEDLVYASYLLEDVKFQLETAEQH 239
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NTDB id 161319 ATN07 RS05975 WP 000572302.1 IRKATELAMLPDGPAPRVETLQADVALLGTLSSAARESWTSVYEAMQNVSWQTLKRIKKSDYNEDVVKQVDSLRNKAKDE 319
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NTDB id 161319 ATN07 RS05975 WP 000572302.1 VKKLQEELFSRKPESFLRDFQDMHPVLEKLVQLVKVFTERFQAMKRDKGMVDFTDLEHFCLQILSEQSENGEMNPSAVAF 399
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NTDB id 161319 ATN07 RS05975 WP 000572302.1 MAQRIKAMVDSGYEVYDRKTDSMRPVQYRDFVILLRSMPWAPQIMEELKLQGIPVYADLATGYFEATEVNIMMNVFRVID 639
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NTDB id 161319 ATN07 RS05975 WP 000572302.1 .SDNAFIKKLRTPIKTRPRFMEKKGLTYAERGTAVHAVMQHVDLKKPITVEVLQEQIAGMVNKELLTFEQAEEIAIEKVI 1115
NTDB id 119 BSU 10630 NP 388944.2 SGRAPVKPADGSILYRRPAFMMKKGLTAAEKGTAMHTVMQHIPLSHVPSIEEAEQTVHRLYEKELLTEEQKDAIDIEEIV 1109
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NTDB id 161319 ATN07 RS05975 WP 000572302.1 SFFDSDLGKRVLAAKSVEREVPFTMMLAAEEAYQDWQGKSEETILVQGVIDCMIEEEDGITLIDFKTDTIEGKFPGGFEQ 1195
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NTDB id 161319 ATN07 RS05975 WP 000572302.1 AKPILEDRYKVQLSLYAKALEKSLQHPVKEKCLYFFDGNHVVNIEE 1241
NTDB id 119 BSU 10630 NP 388944.2 AAPILKKRYETQIQLYTKAVEQIAKTKVKGCALYFFDGGHILTL.. 1232
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