
logo MTHLNYKI
N
H
IKGSRSKEKTGATL IVVL I I LL IV I SVGVLAIRVAIVSLKVATNSQVGSQLNFQSSDTPLEL IVQMNPTTLTNIT

NTDB id 368241 E8E07 RS01735 WP 068526925.1 MTHL...IHKSRSKEKGATLIVVLIILLIVISVGVLAIRVAIVSLKVATNSQVSQLNFQSSDTPLELIVQMNPTTLTNIT 77
NTDB id 1065 ABD1 RS15735 WP 000149372.1 MTHLNYKNIKGRSKETGATLIVVLIILLIVISVGVLAIRVAIVSLKVATNSQVGQLNFQSSDTPLELIVQMNPTTLTNIT 80
consensus !!!!*** *! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo NVIGAALKAEHESNPGAEYNFCYKPTVSTASTVNSFAQTRGASLLRAGSANNAVVEDGGVAGFCDLTSDYGSNRQAVVTQVAVS IV
NTDB id 368241 E8E07 RS01735 WP 068526925.1 NVIGAALKEHESNPGAEYNFCYKPVSTATNFAQTRGASLLRAGSANNAVVEDGGVAGFCDLTSDYGSNRQAVVTQVAVSV 157
NTDB id 1065 ABD1 RS15735 WP 000149372.1 NVIGAALKAHESNPGAEYNFCYKPTSTSVSFAQTRGASLLRAGSANNAVVEDGGVAGFCDLTSDYGSNRQAVVTQVAVSI 160
consensus !!!!!!!! !!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo PTDAAMASDIPGSNLPRDGI
TNLTSEGTQLPKSMLSTQR IRVITTAFLPAYASTS ILENTLQFSDCLSTSSAKI SDNFDSTALTADKQTL

NTDB id 368241 E8E07 RS01735 WP 068526925.1 PTDAASDIPGSNLPRGTNTSEGTQLPKSMLSTQRIRVITTAFLPAYASTSIETLQSDCLSTSSAKISDNFDTALTAKQTL 237
NTDB id 1065 ABD1 RS15735 WP 000149372.1 PTDAMADIPGSNLPRDINLSEGTQLPKSMLSTQRIRVITTAFLPAYASTSLENLQFDCLSTSSAKISDNFDSALTDKQTL 240
consensus !!!! !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !! !!!!!!!!!!!!!!!*!!! !!!!

logo ADECLANHNVPFSTQVQEFNYTNKLTEQITAPGS
NTDB id 368241 E8E07 RS01735 WP 068526925.1 AECLANHNVPFSTQVQEFNYTNKLTQITAPGS 269
NTDB id 1065 ABD1 RS15735 WP 000149372.1 ADCLANHNVPFSTQVQEFNYTNKLTEITAPGS 272
consensus !*!!!!!!!!!!!!!!!!!!!!!!! !!!!!!
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