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NTDB id 1017584 ABX022 RS03345 WP 198207398.1 MFGFFKRKKNTEPVAEKPVPAP..HQQENSE...QLQNIADDSAQTEVIPQPEPAISDPVAEKPEQADTASVQPQAETEK 75
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVE..........SLAESVKGRAESAV.ETVSGAVEQVK 69
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NTDB id 1017584 ABX022 RS03345 WP 198207398.1 DI..IVPTAVDEPAAIAVTDDTASPVQTPVASENTVVIAAEPDTVSEQTEKPAKLSWTARLKQGLSKSRNQMAKSLASVF 153
NTDB id 1118 NGFG RS11455 WP 003696286.1 ETVAEMPSEAGEAA......ERVESAKEAVA..ETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVF 141
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logo GGGKQIDGEDLYEELETVL ILTGSDMGI
MEATEKYLLMAKDQVRGQRVSTLKGLKDNGDNELRGSALKDEALYDEL ILKLPLDEKQPL IVLPDEDTKEKPFVIM

NTDB id 1017584 ABX022 RS03345 WP 198207398.1 GGGKIDEDLYEELETVLLTSDMGIEATEKLLAQVRQRVTLKGLKNGDELRSALKDALYELLLPLDQPLILPDDKKPFVIM 233
NTDB id 1118 NGFG RS11455 WP 003696286.1 GGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIM 221
consensus !!! ! !!!!!!!!!!!*! !!!*!!!! !* !! !!*!!!!! ! !!! !!!*!!!*!* !!* !!*!!* ! !!!!!

logo

L
MAGI

VNGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQAQWGEGRNNVTVIASQATSTGDSAAVCFYDALVEQAAKARGIDI
V

NTDB id 1017584 ABX022 RS03345 WP 198207398.1 MAGVNGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQQWGERNNVTVIAQASGDSAAVCYDALEAAKARGIDV 313
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDI 301
consensus *!!*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !! !!!!!!! ! *!!!!!!!*!!* !!!!!!!!*

logo VLADTAGRLPTQLHLMEE IKKVKRVLQKAS ILPDGAPHE I
V
I
M
L
VVLDANI

VGQNAI
VNQVKVAFDDALGLTGL IVSTKLDGTAKGGI LA

NTDB id 1017584 ABX022 RS03345 WP 198207398.1 VLADTAGRLPTQLHLMEEIKKVKRVLQKSLPDAPHEVMLVLDANVGQNAINQVVAFDDALGLTGLIVSKLDGTAKGGILA 393
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILA 381
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logo ALAASDKRPVPVRFYIGVGEGIDDLRPFDARAFVDAL ILDEDE
NTDB id 1017584 ABX022 RS03345 WP 198207398.1 ALAAKRPVPVRFIGVGEGIDDLRPFDARAFVDALIEDE 431
NTDB id 1118 NGFG RS11455 WP 003696286.1 ALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.. 417
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