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NTDB id 70442 EL335 RS00665 WP 126443767.1 WLLDRLKAKVKKEKLESPADLRAALIDLMTELLEPLEAPLEV.GTHKPFIIMIAGVNGAGKTTSIGKLAHRFQNEGKRVLLAAGD 155
NTDB id 1118 NGFG RS11455 WP 003696286.1 YLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGD 254
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NTDB id 1118 NGFG RS11455 WP 003696286.1 TFRAAAREQLQAWGGRNNVTVISQT...........................TGDSAAVCFDAVQAAKARGIDIVLADTAGRLPT 312
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NTDB id 70442 EL335 RS00665 WP 126443767.1 QLNLMEEISKVRRVIQKAEPTGPHEVLLVLDANIGQNAIAQVKAFDKAIDVTGLIVTKLDGTAKGGVLAAIARQCPKPVRFIGVG 325
NTDB id 1118 NGFG RS11455 WP 003696286.1 QLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
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