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NTDB id 108410 ABXH22 RS01570 WP 353553494.1 MFSFFKRFKGSKAPDDTPEAPQADSGADV.............DMQHVAEPEAP.....AAARSQAVPDSADAPEFDPNYV 62
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQE.TAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
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NTDB id 108410 ABXH22 RS01570 WP 353553494.1 PD.AADFEDADDEA........AEIIPPPVPEAAEKRSWLTRLRSGLSKT....SSSITGIFVGAKIDEDLYEELETALL 129
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
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NTDB id 108410 ABXH22 RS01570 WP 353553494.1 MSDAGVDATEFLLEALREKVRAERLTDPQQVKSALRTLLVDLLKPLEKSLTLGH.YQPTVMMIAGVNGAGKTTSIGKLAK 208
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
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NTDB id 108410 ABXH22 RS01570 WP 353553494.1 HMQHFNQSVLLAAGDTFRAAAREQLAIWGQRNNVTVVQQESGDPAAVIFDAVGAARARKINVVMADTAGRLPTQLHLMEE 288
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
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NTDB id 108410 ABXH22 RS01570 WP 353553494.1 LRKVKRVVGKAMDGAPHEVLLVIDANTGQNALAQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGEK 368
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
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NTDB id 108410 ABXH22 RS01570 WP 353553494.1 VEDLQPFSAEEFSDALLG 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
consensus **!! !! ! ! !!!!

X non conserved

X similar

X ≥ 50% conserved


