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NTDB id 1099437 ACM67E RS00060 WP 416192786.1 ..AEESALETAWDSTFPEAETAGNQAAEAEPAQVSEKQEILEIEPVSSSGSAQSMPSENIAQAAAAAATAATTQSLPEDD 154
NTDB id 1118 NGFG RS11455 WP 003696286.1 KGRAESAVETV...................SGAVEQVKETVAEMPSEAGEAAERVESAKEAVAE.TVGEAVGQVQEAVAT 110
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NTDB id 1099437 ACM67E RS00060 WP 416192786.1 GAQTKLSWASRLKQGLTKSRDKMAKSLAGVFGGGKIDEDLYEELETVLITSDMGMEATNYLMKDVRNRVSLKGLKDGEEL 234
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logo RGALKEAI
LYDL IKPLEKRPLVLPESTKEPFVIMLAGINGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAEWGEGR

NTDB id 1099437 ACM67E RS00060 WP 416192786.1 RGALKEAIYDLIKPLERPLVLPESKEPFVIMLAGINGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQEWGER 314
NTDB id 1118 NGFG RS11455 WP 003696286.1 RGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGR 270
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logo NNVTVI SQSTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE IKKVKRVLQKAI
MPDGAPHE I IVVLDANIGQNA

NTDB id 1099437 ACM67E RS00060 WP 416192786.1 NNVTVISQSTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAMPDAPHEIIVVLDANIGQNA 394
NTDB id 1118 NGFG RS11455 WP 003696286.1 NNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNA 350
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logo VNQVKAFDDEALGLTGL IVTKLDGTAKGGI LAALASDRP I
VPVRYIGVGEGR IDDLRPFDARAFVDALLD

NTDB id 1099437 ACM67E RS00060 WP 416192786.1 VNQVKAFDEALGLTGLIVTKLDGTAKGGILAALASDRPIPVRYIGVGERIDDLRPFDARAFVDALLD 461
NTDB id 1118 NGFG RS11455 WP 003696286.1 VNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
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