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NTDB id 373593 FNU76 RS07670 WP 223879262.1 .......MSDSQTPQD.......SQAGWG...KKLWKALNTDVGSLV...GGSAPAPAAPVAP....PAPAAAPEPAPLA 56
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus ******* !! ******** ! *** * * !! !! *** ! !* * *! ****** * !* ! * *
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NTDB id 373593 FNU76 RS07670 WP 223879262.1 TANAPVVEEKSFWQKTVEVLNTDVTVL..AKDVAQASKEVWQYKLKAGLAKTRDKLGKELAALFGGGQIDEDLYEELETV 134
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKE...AVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETV 157
consensus ! *! ! *** ! * ! ***! *! ! *!! !!!!*!!!**! !!**!!!!!! !!!!!!!!!!

logo L ILTAGDMGMVDEATEVHYLLMKDVRGQRVSLAKGLKDAGNSELRGALKEGALTYDL IAKPLEKPLVLVEPEGTHKEKPF IV IML
VAGI

VNGAGKTTS IGKL
NTDB id 373593 FNU76 RS07670 WP 223879262.1 LLTADMGVDATVHLLKDVRQRVSLAGLKDASELRGALKGALTDLIAPLEKPLVVE.GHKPFIIMVAGVNGAGKTTSIGKL 213
NTDB id 1118 NGFG RS11455 WP 003696286.1 LITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKL 237
consensus !*!*!!!**!! *!*!!!! !!!! !!!!* !!!!!!! !! !!! !!!!!!!*** * !!*!!*!!*!!!!!!!!!!!!

logo AKYFQAGQGKSVLLAAGDTFRAAAREQLAQAWGEGRNNVTVIASQDTGTGDSAAVCFDAI
V
N
QAAKRARGIDIVLADTAGRLPTQLHLM

NTDB id 373593 FNU76 RS07670 WP 223879262.1 AKYFQGQGKSVLLAAGDTFRAAAREQLAAWGERNNVTVIAQDGGDSAAVCFDAINAARARGIDIVLADTAGRLPTQLHLM 293
NTDB id 1118 NGFG RS11455 WP 003696286.1 AKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLM 317
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!! ! !!!!!!!!!!**!!*!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 373593 FNU76 RS07670 WP 223879262.1 DEIAKVKRVIAKADPTGPHEILLVLDANTGQNALQQVKAFDDALGLTGLVLTKLDGTAKGGVIAGIAKQKAIPLRFIGVG 373
NTDB id 1118 NGFG RS11455 WP 003696286.1 EEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVG 397
consensus *!! !!!!!* !! ! *!!!!**!!!!! !!!!**!!!!!!!!!!!!!!**!!!!!!!!!!**!**! ***!*!*!!!!

logo EGIDDLRPFDEAARADFYVDAL ILDE
NTDB id 373593 FNU76 RS07670 WP 223879262.1 EGIDDLRPFEAADYVDALIE 393
NTDB id 1118 NGFG RS11455 WP 003696286.1 EGIDDLRPFDARAFVDALLD 417
consensus !!!!!!!!!*! *!!!!**
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