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NTDB id 99430 LINBF2 RS09555 WP 281888437.1 MFSFFKKKITGQ.PATETANNGNAA................................................VSPANT. 30
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
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NTDB id 99430 LINBF2 RS09555 WP 281888437.1 .......SAHAAASEATSSTSVTATATVMPAERPRASWMARLGNGLRRT....GQSISTVFTGTKIDDDLYEELETALLM 99
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
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NTDB id 99430 LINBF2 RS09555 WP 281888437.1 ADAGVQATEYLLKDLKQRVKDTSTTEPSAVKALLAASIAELLKPLEKPLTIGA.HKPTIIMVAGVNGAGKTTSIGKLTRH 178
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 99430 LINBF2 RS09555 WP 281888437.1 LSDSGASVLLAAADTFRAAAREQLAVWATRNTVEIVSQEGGDPASVSFDAVTAGRARGKDVVLVDTAGRLPTQLHLMEEL 258
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
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NTDB id 99430 LINBF2 RS09555 WP 281888437.1 KKIKRVVQKAEPTGPHEVLLVIDGNTGQNALAQVKAFDETLGLTGLIVTKLDGTAKGGVLAAIALWGQSRAAAGGSVVPV 338
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA.........SDRPVPV 391
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NTDB id 99430 LINBF2 RS09555 WP 281888437.1 YFIGVGEAVEDLETFSAQEFADALLG 364
NTDB id 1118 NGFG RS11455 WP 003696286.1 RYIGVGEGIDDLRPFDARAFVDALLD 417
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