
logo MFSFFKRKRKKPKSAQEATPADALEPAEAPQTPVPQAEPTAAKPAVEPESPAEPVAQRI
SVFGNIKEDVESLAPESSVWFKGRSAKEPASAEVETPVASGPAVEPQVTVKTEPATSVAVEPMVPSEPA

NTDB id 1007803 ABL838 RS26205 WP 418122633.1 MFSFFKKKPSAEAPDAPAPTPPAPAAPAPEPAPARSVF.......S.PSSWFGSKPAAEETPAPA.PVTTPASVPVPSPA 71
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVES.EVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEA 79
consensus !!!!!**!* ! ! * * ** *!!* * * *! ! *******!** ! ! * ! !!* *!** * **!!*!
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NTDB id 1007803 ABL838 RS26205 WP 418122633.1 PAPAATPVVPSSPAPAPSATPAPAPTPVAAAPVAEPVIATERKGWFDKLKTGLRKTG....TGIQAVFVNAKIDEELYEE 147
NTDB id 1118 NGFG RS11455 WP 003696286.1 G..EAAERVESA....KEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEE 153
consensus *** ! * !*! ***** ! * * * *!* * ! * ** !! *!! !! !* **** * *!! * ! !*!!!!
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NTDB id 1007803 ABL838 RS26205 WP 418122633.1 LESALLMADTGVKATEYLLEDLRGRVKRQMATDASQVKALLAETVADLLKPLEKPLVIGQ.FTPTVIMVAGVNGAGKTTS 226
NTDB id 1118 NGFG RS11455 WP 003696286.1 LETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTS 233
consensus !!* !* *! !* !!!!!* !*!!!! !* *** ! ! * !!*!!!!!!!!** * ! !!!*!!*!!!!!!!!

logo IGKLATKHYFLAQADEQGAKSVLLAAAGDTFRAAAREQLLQAVWAGDGRNNTVETI
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NTDB id 1007803 ABL838 RS26205 WP 418122633.1 IGKLTKHLADEGASVLLAAADTFRAAAREQLLVWADRNTVEIVSQEGGDPSAVSFDAVNAGKARGKDVVLVDTAGRLPTQ 306
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQ 313
consensus !!!! !* ! !!!!!!*!!!!!!!!!!! !* !! ! **!! !!* !!*!!!!*!*!!!! !*!! !!!!!!!!!

logo LHLMDEE I
LKKI

VKRVLVQTKADIGPGTAPHE I
V
I
L
L
VVI

LDAGNI
TGQNALVANQVKAFDDEATLGLTGL IVVTKLDGTAKGGI

VLACAI
LARSDERP I

VPVRYFY
NTDB id 1007803 ABL838 RS26205 WP 418122633.1 LHLMDELKKIKRVVTKADGTAPHEVLLVIDGNTGQNALAQVKAFDETLGLTGLVVTKLDGTAKGGVLCAIARERPIPVYF 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 LHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRY 393
consensus !!!!*!*!!*!!!* !! * !!!!***!*!*! !!!!* !!!!!!* !!!!!!*!!!!!!!!!!!*!*!*! *!!*!! *

logo IGVGEGKI
L
D
EDLERPTFDNARAEFAVDQALLDG

NTDB id 1007803 ABL838 RS26205 WP 418122633.1 IGVGEKLEDLETFNAREFAQALLG 410
NTDB id 1118 NGFG RS11455 WP 003696286.1 IGVGEGIDDLRPFDARAFVDALLD 417
consensus !!!!! **!! *! !! ! !!!
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