
logo MFGSFFKRRKKKNQTEPTPVAELEQEPAVPQAVPQEHTAAQKQEVENSEVAQI
Q
L
V
G
QNIAKDEDSVVQTEVIPQPEE

P
A
S
I
L
A
S
D
E
P
SVAKEGKRAPEQSADVTAEPTVQSGPAQAVEQTEVK

NTDB id 1017659 ABX026 RS01805 WP 371751085.1 MFGFFKRKKNTEPVAEQPVPAPH..QQENSE...QLQNIADDSVQTEVIPQPEPAISDPVAEKPEQADTAPVQPQAETEK 75
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDV..........ESLAESVKGRAESAV.ETVSGAVEQVK 69
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NTDB id 1017659 ABX026 RS01805 WP 371751085.1 DI..IVPTAVDEPAAIAVTDDTASPVQTPVANENTVVIAAEPDTESEQTEKPAKLSWTARLKQGLSKSRNQMAKSLASVF 153
NTDB id 1118 NGFG RS11455 WP 003696286.1 ETVAEMPSEAGEAA......ERVESAKEAVA..ETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVF 141
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MEATEKYLLMAKDQVRGQRVSTLKGLKDNGDNELRGSALKEALYDEL ILKLPLDEKQPL IVLPDEDTKEKPFVIM

NTDB id 1017659 ABX026 RS01805 WP 371751085.1 GGGKIDEDLYEELETVLLTSDMGIEATEKLLAQVRQRVTLKGLKNGDELRSALKEALYELLLPLDQPLILPDDKKPFVIM 233
NTDB id 1118 NGFG RS11455 WP 003696286.1 GGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIM 221
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NTDB id 1017659 ABX026 RS01805 WP 371751085.1 MAGVNGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLQQWGERNNVTVIAQASGDSAAVCYDALEAAKARGIDV 313
NTDB id 1118 NGFG RS11455 WP 003696286.1 LAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDI 301
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NTDB id 1017659 ABX026 RS01805 WP 371751085.1 VLADTAGRLPTQLHLMEEIKKVKRVLQKSLPDAPHEVMLVLDANVGQNAINQVVAFDDALGLTGLIVSKLDGTAKGGILA 393
NTDB id 1118 NGFG RS11455 WP 003696286.1 VLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILA 381
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logo ALAASDKRPVPVRFYIGVGEGIDDLRPFDNARAFVDAL ILDEDE
NTDB id 1017659 ABX026 RS01805 WP 371751085.1 ALAAKRPVPVRFIGVGEGIDDLRPFNARAFVDALIEDE 431
NTDB id 1118 NGFG RS11455 WP 003696286.1 ALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.. 417
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