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NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
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NTDB id 160874 CAter10 RS02560 WP 061532161.1 SDAGVEATHFLLNALKKKVKEDKLTEAPQVKAALRTLLIDLLTPLQKPLVLDQ.HQPLVMMIAGVNGAGKTTTIGKLAKH 196
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 160874 CAter10 RS02560 WP 061532161.1 KKIKRVIGKGMATAPHEVLLVIDGNTGQNALTQVKVFDDALGLTGLVITKLDGTAKGGVLAAIATNRAIPVYFIGVGEQI 356
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
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NTDB id 160874 CAter10 RS02560 WP 061532161.1 EDLQPFDATEFVDALLT 373
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD 417
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