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NTDB id 1030199 AB6N01 RS09245 WP 369327213.1 .......................................................................MQPTPEPE. 8
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NTDB id 1030199 AB6N01 RS09245 WP 369327213.1 ..PEIVPV....PAPQPDPAPAPTPEPEAAAPVVKTSWMARLKQGLSRTG....QSLSSLFVGAKVDETLFEELEDALLM 78
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
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NTDB id 1030199 AB6N01 RS09245 WP 369327213.1 ADAGVEATEKLITALRARVRKEKISDAAQVKQILCDILTDHLKPLEKSFPLE.SSKPLVVMIAGVNGAGKTTSIGKLAHT 157
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
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NTDB id 1030199 AB6N01 RS09245 WP 369327213.1 FQEQGAKVLLAAGDTFRAAAREQLIEWGTRNNVSVIAQDGGDPAAVAFDAVHAGRARDMGVVMVDTAGRLPTQLHLMEEL 237
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
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NTDB id 1030199 AB6N01 RS09245 WP 369327213.1 KKIKRVIGKADGQAPHEILLVVDGNTGQNAISQIRAFDAALGLTGLVVTKLDGTAKGGTLAAVAACAQGVRPIPVYWIGV 317
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALA....SDRPVPVRYIGV 396
consensus !!*!!!* !! * !!!!!**!*!*! !!!!* !**!!! !!!!!!!*!!!!!!!!!!! !!!*!**** !!*!! *!!!

logo GEGI
M
D
QDLQRAPFDVARAEFAVDSALLDGMNA

NTDB id 1030199 AB6N01 RS09245 WP 369327213.1 GEGMQDLQAFVAREFASALLGMNA 341
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEGIDDLRPFDARAFVDALLD... 417
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