
logo MFNSFLFNRKRKLFKKNRKAQETPAPNLTEEKAEPEQVQAASAPETAAPAVTNENVQAALKSVESTEVAQENTADEVPQAEAESTETAEENVQAA
NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 MFNLFNKLFNRKAETPPNTEKEPEQVQAASAPETAPAVTNENVQAALSVETEVAQENTADEVPQAEAESTETAEENVQAA 80
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKK..QETPA.LEEA..QVQ.....ETAA...........KVESEV........................... 32
consensus !! ! * ** !!!** ! **!!!*****!!!************ !!*!!***************************
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NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 LNAETEVAQENTVEAEPMRHSWATPVVEEVKETVQSAEQWAEDMAHAVAEKADELEMRAEILAEETSESVSHWAQGMAHA 160
NTDB id 1118 NGFG RS11455 WP 003696286.1 .......................AQIVGNIKEDVESL..............AESVKGRAESAVET........VSGAVEQ 67
consensus *********************** **! *!! ! ! **************!* * !!! ! ******** ! *

logo VEKEKTLVADELMEPMSERAGEAAEEI LRVDEESAKEAVAVESTVQTLEHALEGENALGPEAPEVGLLQPVEQEAPVAPTETAEEEHKSLGWATARLAKQRGLASKSRDNKQMA
NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 VEEKLDELEMRA...EILVDEAKEAVVESVQTLEHALEGENALPEPELLPEEPVAPEAEESLGWTARLARGLSKSRNQMA 237
NTDB id 1118 NGFG RS11455 WP 003696286.1 VKETVAEMPSEAGEAAERVESAKEAVAETV.............GEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMA 134
consensus ! ! * !** !*** !* !!!!! !*!**************!* * !*!!* !* !!! !!! !! !!! !!

logo KSLAGVFGGGKQIDGEDLYEELETVL ITGSDMGI
MEATEQYLMKNDEVRGNRVSLKGLKDGANELRGSALKDEAI

LYDL ILKPLEKQPLVLPDENT
NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 KSLAGVFGGGKIDEDLYEELETVLITSDMGIEATEQLMNEVRNRVSLKGLKDGAELRSALKDAIYDLLKPLEQPLVLPDN 317
NTDB id 1118 NGFG RS11455 WP 003696286.1 KSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPET 214
consensus !!!!!!!!!! ! !!!!!!!!!!!!! !!!*!!!! !! *!! !!!!!!!!!! !!! !!!*!*!!!*!!!! !!!!!*
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MAGINGAGKTTS IGKLAKYFQASQGKSVLMLAAGDTFRAAAREQLQAEWGAGRNNI
VTVI SQETKTGDSAAVCFDAVEQAA

NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 GQPFVIMMAGINGAGKTTSIGKLAKYFQSQGKSVMLAAGDTFRAAAREQLQEWGARNNITVISQEKGDSAAVCFDAVEAA 397
NTDB id 1118 NGFG RS11455 WP 003696286.1 KEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAA 294
consensus !!!!!*!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!! !!*!!!*!!!!! !!!!!!!!!!! !!

logo KARGKIDI
VVLADTAGRLPTQLHLMEE IKKVKRVLQKAS IMPDGAPHE I IMVVLDANIGQNAVNQVKVAFDDALGLVTGL IVTKLDGT

NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 KARKIDVVLADTAGRLPTQLHLMEEIKKVKRVLQKSMPDAPHEIMVVLDANIGQNAVNQVVAFDDALGVTGLIVTKLDGT 477
NTDB id 1118 NGFG RS11455 WP 003696286.1 KARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGT 374
consensus !!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!! *! !!!!!*!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!

logo AKGGI
VLAALASDSRAP I

VPVRYIGVGEGS IDDLRPFDNAKRAFVDALLDEWSA
NTDB id 1114868 KKKWG1 RS01550 WP 019390472.1 AKGGVLAALASSRAIPVRYIGVGESIDDLRPFNAKAFVDALLDEWSA 524
NTDB id 1118 NGFG RS11455 WP 003696286.1 AKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD.... 417
consensus !!!!*!!!!!! !**!!!!!!!!! !!!!!!! !*!!!!!!!!****
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