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NTDB id 1017642 ABX024 RS07430 WP 370579342.1 MFGFFKRKKNTEPVAEQPVSAPH..QQENSE...QLQNIADDSAQTEVIPQPEPAISDPVAEKPEQA.DTVSVQPQTETE 74
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVE..........SLAESVKGRAESAVETVSGAVEQVKE 70
consensus !! !!*!!! !**! * **** !!*** * !! *! ********** * **! **! !**!!! * !
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NTDB id 1017642 ABX024 RS07430 WP 370579342.1 QDIIVPTAVDEPAAIAVTDDTASPVQTPVATENTVVIAAEPDTVSEQTEKPAKLSWTARLKQGLSKSRNQMAKSLASVFG 154
NTDB id 1118 NGFG RS11455 WP 003696286.1 TVAEMPSEAGEAA......ERVESAKEAVA..ETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFG 142
consensus *!* !*!******* * *!!** !! ! * ! **!! ! !!!!!!! !!! !!!!!! !!!

logo GGKQIDGEDLYEELETVL ILTGSDMGI
MEATEKYLLMAKDQVRGQRVSTLKGLKDNGDNELRGSALKEALYDEL ILKLPLDEKQPL IVLPDEDTKEKPFVIML

M

NTDB id 1017642 ABX024 RS07430 WP 370579342.1 GGKIDEDLYEELETVLLTSDMGIEATEKLLAQVRQRVTLKGLKNGDELRSALKEALYELLLPLDQPLILPDDKKPFVIMM 234
NTDB id 1118 NGFG RS11455 WP 003696286.1 GGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIML 222
consensus !! ! !!!!!!!!!!!*! !!!*!!!! !* !! !!*!!!!! ! !!! !!!!!!!*!* !!* !!*!!* ! !!!!!*

logo AGI
VNGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAQWGEGRNNVTVIASQATSTGDSAAVCFYDALVEQAAKARGIDI

VV
NTDB id 1017642 ABX024 RS07430 WP 370579342.1 AGVNGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQQWGERNNVTVIAQASGDSAAVCYDALEAAKARGIDVV 314
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIV 302
consensus !!*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !! !!!!!!! ! *!!!!!!!*!!* !!!!!!!!*!
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NTDB id 1017642 ABX024 RS07430 WP 370579342.1 LADTAGRLPTQLHLMEEIKKVKRVLQKSLPDAPHEVMLVLDANVGQNAINQVVAFDDALGLTGLIVSKLDGTAKGGILAA 394
NTDB id 1118 NGFG RS11455 WP 003696286.1 LADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAA 382
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! *! !!!!***!!!!!*!!!!*!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!

logo LAASDKRPVPVRFYIGVGEGIDDLRPFDNARAFVDAL ILDEDE
NTDB id 1017642 ABX024 RS07430 WP 370579342.1 LAAKRPVPVRFIGVGEGIDDLRPFNARAFVDALIEDE 431
NTDB id 1118 NGFG RS11455 WP 003696286.1 LASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.. 417
consensus !! !!!!!!*!!!!!!!!!!!!! !!!!!!!!****
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