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NTDB id 400661 GJ672 RS01115 WP 154295483.1 LLLMADVGVDATRSIIDDLTARLKRNELADTEALRLALREDMLRILEPVAHPLELPEQDGPVVVLTVGVNGAGKTTTIGK 144
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGK 236
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NTDB id 400661 GJ672 RS01115 WP 154295483.1 LAARLKDQGHGVMLAAGDTFRAAAVEQLQAWGERTGVPVISQPTGADSASVVFDAHQSAVARGVDVMIADTAGRLHTQSN 224
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTG.DSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLH 315
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NTDB id 400661 GJ672 RS01115 WP 154295483.1 LMEELRKIHRVLGKQDERAPHEVLLVLDAGTGQNALAQAEQFQQAVSVTGLVLTKLDGTAKGGVIFAMAKRFGLPVYFIG 304
NTDB id 1118 NGFG RS11455 WP 003696286.1 LMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIG 395
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NTDB id 400661 GJ672 RS01115 WP 154295483.1 VGEGVDDLRPFDAEAFVDALLDQAGQSSDGP 335
NTDB id 1118 NGFG RS11455 WP 003696286.1 VGEGIDDLRPFDARAFVDALLD......... 417
consensus !!!!*!!!!!!!! !!!!!!!!*********

X non conserved

X similar

X ≥ 50% conserved


