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NTDB id 1129046 FX095 RS01140 WP 088859900.1 MFSFFKRKSKPDPQTGHEAAPPAPASEAPASSENTISQPAATELPVTTPAM..QEEAAVV....AVEPEPQ...TIPEPE 71
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVG.NIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
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VL IL
NTDB id 1129046 FX095 RS01140 WP 088859900.1 PEPAAPVAA.......VEPSPV.PAVVASEATAPRKQSWSERLKAGLSKTRDKLGKQLAGLFGGGQIDEDLYDELETILL 143
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
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logo TGSDMGMVAEATEQHYLLMEKDVRGRRVSLKGLKDAGNSEQLKRDGALKEASLMYDL IGKPLEKPLDVLDPEHTKSEGPFLVIML
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VNGAGKTTS IGKLAK
NTDB id 1129046 FX095 RS01140 WP 088859900.1 TSDMGVAATQHLLEDVRRRVSLKGLKDASQLKDALKESLMDLIGPLEKPLDLDH.SGPLVIMMAGVNGAGKTTSIGKLAK 222
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus ! !!!* !! *!* !!! !!!!!!!!!* !* !!!! ! !!! !!!!!! !*** ! !!!*!!*!!!!!!!!!!!!!!

logo YFQAGHQGRKSVLLAAGDTFRAAAREQLAQAEWGGTRNNQVTVI SQQTGTGDASAAVCFDAVQAAKQARGKIDIVLADTAGRLPTQLHLMEE
NTDB id 1129046 FX095 RS01140 WP 088859900.1 YFQGHRKSVLLAAGDTFRAAAREQLAEWGTRNQVTVISQQGGDAAAVCFDAVQAAQARKIDIVLADTAGRLPTQLHLMEE 302
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
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NTDB id 1129046 FX095 RS01140 WP 088859900.1 IRKVKRVISKALPQAPHEILLVLDANTGQNALAQVKAFDDALGLTGLILTKLDGTAKGGVIAAIARERPVPMYFVGVGET 382
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
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NTDB id 1129046 FX095 RS01140 WP 088859900.1 LDDLRPFSAREYVDALFD 400
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
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