
logo MNKRPQLPDF IQDNKIDNHYI ENYFDINKNGKHLVLGKHQASNPDDI I LQSNDYLALANHPL IKARLAKSLLEEQQSLFMSASFL
NTDB id 343671 EPB59 RS13960 WP 154173346.1 MNRPQLPDFIQDKINHYIENYFDINKNGKHLVLGKHASNDDIILQSNDYLALANHPLIKARLAKSLLEEQQSLFMSASFL 80
NTDB id 1155 A1552VC RS17030 WP 001039912.1 MNKPQLPDFIQNKIDHYIENYFDINKNGKHLVLGKQASPDDIILQSNDYLALANHPLIKARLAKSLLEEQQSLFMSASFL 80
consensus !!*!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QNDYDKPLMI
LEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGAIRYANAQAHPFMHNNCDHLRM

NTDB id 343671 EPB59 RS13960 WP 154173346.1 QNDYDKPLLEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGIRYANAQAHPFMHNNCDHLRM 160
NTDB id 1155 A1552VC RS17030 WP 001039912.1 QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM 160
consensus !!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!

logo L IQRHGPGI IVVDS IYSTI
LGTIAPLATELVKNI SKQEFGCALLVVDESHSLGTHGPKNGAGLLAELGNLTRSEHVHFMTASLAKTFAY

NTDB id 343671 EPB59 RS13960 WP 154173346.1 LIQRHGPGIIVVDSIYSTIGTIAPLTELVKISQEFGCALVVDESHSLGTHGPKGAGLLAELNLTSHVHFMTASLAKTFAY 240
NTDB id 1155 A1552VC RS17030 WP 001039912.1 LIQRHGPGIIVVDSIYSTLGTIAPLAELVNISKEFGCALLVDESHSLGTHGPNGAGLLAELGLTREVHFMTASLAKTFAY 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!! !!! !! !!!!!!*!!!!!!!!!!!! !!!!!!!! !! *!!!!!!!!!!!!!!

logo RAGAIWCNNEVNRCVPF I SYPAI FSSTLLPYEAAGLETTLE I I EQCSADNKRREQHLDERMARKLR IGLSTQLGI
LTIRSESQI IGL

NTDB id 343671 EPB59 RS13960 WP 154173346.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIQCADNKREHLERMARKLRIGLTQLGITIRSESQIIGL 320
NTDB id 1155 A1552VC RS17030 WP 001039912.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIESADNRRQHLDRMARKLRIGLSQLGLTIRSESQIIGL 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!*! !!*!!!!!!!!!!*!!!*!!!!!!!!!!!

logo ETGDERNTEKVRDFYLENSNGVFGSVFCRPATSKNKNI IRLSLNSDVNTDEEEQIASKI I EVCSDAVKNCYGDFYFR
NTDB id 343671 EPB59 RS13960 WP 154173346.1 ETGDERNTEKVRDFLENNGVFGSVFCRPATSKNKNIIRLSLNSDVTEEEISKIIEVCSDAVKCGDFYFR 389
NTDB id 1155 A1552VC RS17030 WP 001039912.1 ETGDERNTEKVRDYLESNGVFGSVFCRPATSKNKNIIRLSLNSDVNDEQIAKIIEVCSDAVNYGDFYFR 389
consensus !!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! *! ! !!!!!!!!!! *!!!!!!
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