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NTDB id 1018874 ABX013 RS01300 WP 371751678.1 MFGFFKRKKNTEPVAEQPVPAPH..QQENSE...QLQNIADDSAQAEVIPQPEPAISDPVAEKPEQADTAPVQPQAETEQ 75
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVE..........SLAESVKGRAESAV.ETVSGAVEQ.. 67
consensus !! !!*!!! !**! * * **** !!*** * !! *! ********** * **! **! ! * *! * ! **
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NTDB id 1018874 ABX013 RS01300 WP 371751678.1 DIIVPTAVDEPAAIAVTDDTASSVQTPVASENTVVIAAEPDTVSEQTEKPAKLSWAARLKQGLSKSRNQMAKSLASVFGG 155
NTDB id 1118 NGFG RS11455 WP 003696286.1 ..VKETVAEMPSEAGEAAERVESAKEAVAE..TVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGG 143
consensus *** *! * ! * * ! *!! **!! ! * ! **!! !!!!!!!!! !!! !!!!!! !!!!

logo GKQIDGEDLYEELETVL ILTGSDMGI
MEATEKYLLMAKDQVRGQRVSTLKGLKDNGDNELRGSALKEALYDEL ILKLPLDEKQPL IVLPDEDTKEKPFVIML

MA
NTDB id 1018874 ABX013 RS01300 WP 371751678.1 GKIDEDLYEELETVLLTSDMGIEATEKLLAQVRQRVTLKGLKNGDELRSALKEALYELLLPLDQPLILPDDKKPFVIMMA 235
NTDB id 1118 NGFG RS11455 WP 003696286.1 GQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLA 223
consensus ! ! !!!!!!!!!!!*! !!!*!!!! !* !! !!*!!!!! ! !!! !!!!!!!*!* !!* !!*!!* ! !!!!!*!

logo GI
VNGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAQWGEGRNNVTVIASQATSTGDSAAVCFYDALVEQAAKARGIDI

VVL
NTDB id 1018874 ABX013 RS01300 WP 371751678.1 GVNGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQQWGERNNVTVIAQASGDSAAVCYDALEAAKARGIDVVL 315
NTDB id 1118 NGFG RS11455 WP 003696286.1 GINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVL 303
consensus !*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !! !!!!!!! ! *!!!!!!!*!!* !!!!!!!!*!!
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NTDB id 1018874 ABX013 RS01300 WP 371751678.1 ADTAGRLPTQLHLMEEIKKVKRVLQKSLPDAPHEVMLVLDANVGQNAINQVVAFDDALGLTGLIVSKLDGTAKGGILAAL 395
NTDB id 1118 NGFG RS11455 WP 003696286.1 ADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAAL 383
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! *! !!!!***!!!!!*!!!!*!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo AASDKRPVPVRFYIGVGEGIDDLRPFDNARAFVDAL ILDEDE
NTDB id 1018874 ABX013 RS01300 WP 371751678.1 AAKRPVPVRFIGVGEGIDDLRPFNARAFVDALIEDE 431
NTDB id 1118 NGFG RS11455 WP 003696286.1 ASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.. 417
consensus ! !!!!!!*!!!!!!!!!!!!! !!!!!!!!****
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