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NTDB id 1064771 ACHMXE RS16750 WP 395350272.1 ADAGVKATEYLLDDLRRRVKSQMATDASQVKRLLAEAIADLLRPLEKPLEIGR.HTPTVIMVAGVNGAGKTTSIGKLTKH 136
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 1064771 ACHMXE RS16750 WP 395350272.1 LANEGASVLLAAADTFRAAAREQLLVWADRNTVEIVSQEGGDPSAVSFDAVNAGKARGKDVVLVDTAGRLPTQLHLMDEL 216
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NTDB id 1064771 ACHMXE RS16750 WP 395350272.1 RKIKRVVTKADATAPHEVLLVIDGNTGQNALAQVKAFDETLGLTGLVVTKLDGTAKGGVLCAIARERPIPVYFIGVGEKL 296
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
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NTDB id 1064771 ACHMXE RS16750 WP 395350272.1 EDLETFDAREFAQALLGN 314
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD. 417
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