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NTDB id 411802 GSR16 RS18480 WP 159879936.1 MFSFFKKKPKPVETPVIEPQTEASSAPLVESSPP........APTD............IATPIPATDPVATPVADI.... 56
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAA.KVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
consensus !!!!!**!*!* *** !*! * !* !!! ********** * ************* !* *! **! *!!******
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NTDB id 411802 GSR16 RS18480 WP 159879936.1 .................AASAPQAEVDEPEEAPARKLSWTERLKAGLSKTRDKLGKSLAGLFGGGKIDEDLYEELETVLL 119
NTDB id 1118 NGFG RS11455 WP 003696286.1 GEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLI 159
consensus ***************** * !* * * * *!! ! !!! !! !*!!!**!!!!!*!!!! ! !!!!!!!!!!!*

logo TAGDMGMDEATEVHYLLMKQDVREGRVSLKGLKDGNSELKRGALKDEASLNYDQL IHKPLEKPLDVLVPSEGTKEKPFVIML
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VNGAGKTTS IGKLAK
NTDB id 411802 GSR16 RS18480 WP 159879936.1 TADMGMDATVHLLQDVRERVSLKGLKDGSELKGALKDSLNQLIHPLEKPLDVS.GKKPFVIMMAGVNGAGKTTSIGKLAK 198
NTDB id 1118 NGFG RS11455 WP 003696286.1 TGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAK 239
consensus !*!!!!*!! *!* !!! !!!!!!!!!! !!*!!!!* ! !!*!!!!!! *** ! !!!!!*!!*!!!!!!!!!!!!!!

logo YFYQALQGKSVLLAAGDTFRAAAREQLMQAWGEGRNNVTVIASQQTGTGDASAAVCFYDAI
VQAAI

KARDGIDIVLADTAGRLPTQLHLMEE
NTDB id 411802 GSR16 RS18480 WP 159879936.1 YYQLQGKSVLLAAGDTFRAAAREQLMAWGERNNVTVIAQQGGDAAAVCYDAIQAAIARDIDIVLADTAGRLPTQLHLMEE 278
NTDB id 1118 NGFG RS11455 WP 003696286.1 YFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEE 319
consensus !*! !!!!!!!!!!!!!!!!!!!!! !!! !!!!!!! ! !! !!!!*!!*!!! !! !!!!!!!!!!!!!!!!!!!!!
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NTDB id 411802 GSR16 RS18480 WP 159879936.1 IKKVKRVIQKALPDAPHEVILVLDANIGQNAISQVKVFDDALGLTGLILTKLDGTAKGGVIAAIAKQRPIPLRFVGVGES 358
NTDB id 1118 NGFG RS11455 WP 003696286.1 IKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEG 399
consensus !!!!!!!*!!!*! !!!!*!*!!!!!!!!!!* !!! !!!!!!!!!!!*!!!!!!!!!!**!!*! !!*!*!**!!!!

logo IDDLRPFDSASKRADFYVDALFLD
NTDB id 411802 GSR16 RS18480 WP 159879936.1 IDDLRPFSSKDYVDALFD 376
NTDB id 1118 NGFG RS11455 WP 003696286.1 IDDLRPFDARAFVDALLD 417
consensus !!!!!!! * *!!!! !
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