
logo MFSFFRRKKKQETPALEEAQI
VQETAAKAVESELVAQIVEGNIKEDAVESLAESVKGQRAVESAVETVSGAVEQVKETVAEML

PSEAEGEAAEK
NTDB id 21581 NMB RS00245 WP 002243928.1 MFSFFRRKKKQETPALEEAQIQETAAKAESELAQIVENIKEDAESLAESVKGQVESAVETVSGAVEQVKETVAEMLSEAEEAAEK 85
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEA... 82
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!! !!!*!!!! !!!!! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!!! !!***

logo

AAEQRVEASAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLATKSRDKMAKSLAGVFGGGQIDGEDLYEELETVL ITGSDMGME
NTDB id 21581 NMB RS00245 WP 002243928.1 AAEQVEAAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLTKSRDKMAKSLAGVFGGGQIDEDLYEELETVLITSDMGME 170
NTDB id 1118 NGFG RS11455 WP 003696286.1 .AERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGME 166
consensus *!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!!!

logo ATEYLMKDVRDGRVSLKGLKDGNELRGALKEALYDL IKPLEKPLVLPETKEPFVIMLAGINGAGKTTS IGKLAKYFQAQGKSVLLA
NTDB id 21581 NMB RS00245 WP 002243928.1 ATEYLMKDVRDRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLA 255
NTDB id 1118 NGFG RS11455 WP 003696286.1 ATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLA 251
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AGDTFRAAAREQLQAWGEGRNNVTVI SQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE IKKVKRVLQKAI
MPDGAPH

NTDB id 21581 NMB RS00245 WP 002243928.1 AGDTFRAAAREQLQAWGERNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAMPDAPH 340
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPH 336
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!

logo E I IVVLDANIGQNAVNQVKAFDDALGLTGL IVTKLDGTAKGGI LAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD
NTDB id 21581 NMB RS00245 WP 002243928.1 EIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 421
NTDB id 1118 NGFG RS11455 WP 003696286.1 EIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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