
logo MFSFFKRKRKKPKPAQEATPADALEPAEAPQTPVPQAEPTAAKPAVEPESPAEPVAQRI
SVGNIKEDVE

FSLAPESSVWFKGRSAKEPASAEVETPVASGPAPVEQVAVAKEPATSVAVEPMVPSEPA
NTDB id 106720 ACAM57 RS04975 WP 369660889.1 MFSFFKKKPPAEAPDAPAPTPPAPAAPAPEPAPARSV.......FS.PSSWFGSKPAAEETPAPAP.VAAPASVPVPSPA 71
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVES.EVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
consensus !!!!!**!** ! ! * * ** *!!* * * *! !******* !** ! ! * ! !!* *!** * **!!*!
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NTDB id 106720 ACAM57 RS04975 WP 369660889.1 PAPATAPVVPPSPAAAPSATPAPAPTPVTAAPVAEPVIATERKGWFDKLKTGLRKTG....TGIQAVFVNAKIDEELYEE 147
NTDB id 1118 NGFG RS11455 WP 003696286.1 GE..AAERVES....AKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEE 153
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NTDB id 106720 ACAM57 RS04975 WP 369660889.1 LESALLMADTGVKATEYLLDDLRGRVKRQMATDASQVKALLAETVADLLKPLEKPLVIGQ.FTPTVIMVAGVNGAGKTTS 226
NTDB id 1118 NGFG RS11455 WP 003696286.1 LETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTS 233
consensus !!* !* *! !* !!!!!* !*!!!! !* *** ! ! * !!*!!!!!!!!** * ! !!!*!!*!!!!!!!!
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NTDB id 106720 ACAM57 RS04975 WP 369660889.1 IGKLTKHLADEGASVLLAAADTFRAAAREQLLVWADRNTVEIVSQEGGDPSAVSFDAVNAGRARGKDVVLVDTAGRLPTQ 306
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQ 313
consensus !!!! !* ! !!!!!!*!!!!!!!!!!! !* !! ! **!! !!* !!*!!!!*!**!!! !*!! !!!!!!!!!

logo LHLMDEE I
LKKI

VKRVLVQTKADIDPGTAPHE I
V
I
L
L
VVI

LDAGNI
TGQNALVANQVKAFDDEATLGLTGL IVVTKLDGTAKGGI

VLACAI
LARSDERP I

VPVRYFY
NTDB id 106720 ACAM57 RS04975 WP 369660889.1 LHLMDELKKIKRVVTKADDTAPHEVLLVIDGNTGQNALAQVKAFDETLGLTGLVVTKLDGTAKGGVLCAIARERPIPVYF 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 LHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRY 393
consensus !!!!*!*!!*!!!* !! * !!!!***!*!*! !!!!* !!!!!!* !!!!!!*!!!!!!!!!!!*!*!*! *!!*!! *
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NTDB id 106720 ACAM57 RS04975 WP 369660889.1 IGVGEKLEDLETFNAREFAQALLG 410
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!! **!! *! !! ! !!!
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