
logo MNKPQLPDF IQDNKIDHFYI ENFYFIADINKNGKHLVLGKHQASPSDEDI I LQSNDYLASLANHPL IKAHRLAKSLLEEHQQSLFMSAI
SFL

NTDB id 406893 GPW74 RS16485 WP 001039905.1 MNKPQLPDFIQDKIDHFIENFIAINKNGKHLVLGKHASSEDIILQSNDYLSLANHPLIKAHLAKSLLEEHQSLFMSAIFL 80
NTDB id 1155 A1552VC RS17030 WP 001039912.1 MNKPQLPDFIQNKIDHYIENYFDINKNGKHLVLGKQASPDDIILQSNDYLALANHPLIKARLAKSLLEEQQSLFMSASFL 80
consensus !!!!!!!!!!! !!!!*!!!* !!!!!!!!!!!!*!!**!!!!!!!!!! !!!!!!!!!*!!!!!!!!*!!!!!!! !!

logo QNSDYDKPMPI EKSRLAKFTGFDKECLLSQSGWCNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAKQAIHPFMHNNCDHLRMT
NTDB id 406893 GPW74 RS16485 WP 001039905.1 QSDYDKPPIESRLAKFTGFKECLLSQSGWCANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAKIHPFMHNNCDHLRT 160
NTDB id 1155 A1552VC RS17030 WP 001039912.1 QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM 160
consensus ! !!!!!*!! !!!!!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo L IQRHYGPGI IAVVDS IYSTI
LGTI

LAPLATELVNR I SKQEFYGCALLVDESHSLGTHGPKNGASGLLAELGNLTDREVHFMTASLAKTFASY
NTDB id 406893 GPW74 RS16485 WP 001039905.1 LIQRYGPGIIAVDSIYSTIGTLAPLTELVRISQEYGCALLVDESHSLGTHGPKGSGLLAELNLTDEVHFMTASLAKTFSY 240
NTDB id 1155 A1552VC RS17030 WP 001039912.1 LIQRHGPGIIVVDSIYSTLGTIAPLAELVNISKEFGCALLVDESHSLGTHGPNGAGLLAELGLTREVHFMTASLAKTFAY 240
consensus !!!!*!!!!! !!!!!!!*!!*!!! !!! !! !*!!!!!!!!!!!!!!!!! ! !!!!!! !! !!!!!!!!!!!!! !

logo RAGAIWCNNEVNRCVPF I SYPAI FSSTLLPYEAAGLESTTLE I I ECSASDDNKRRKQHKLDERMASRKLR IGLSTQLGLTIRSESQI IGSL
NTDB id 406893 GPW74 RS16485 WP 001039905.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLESTLEIIECSDDKRKKLERMSRKLRIGLTQLGLTIRSESQIISL 320
NTDB id 1155 A1552VC RS17030 WP 001039912.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIESADNRRQHLDRMARKLRIGLSQLGLTIRSESQIIGL 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!* ! *! *!*!! !!!!!!!*!!!!!!!!!!!!! !

logo ETGDERNTEKVRDFYLESNGLVFGSVFCRPATSTKNKNI IRFLSLNSDVNTDEQIATKR I I E I
VCSDAVKNRYGSDFYFR

NTDB id 406893 GPW74 RS16485 WP 001039905.1 ETGDERNTEKVRDFLESNGLFGSVFCRPATTKNKNIIRFSLNSDVTDEQITRIIEICSDAVKRSDFYFR 389
NTDB id 1155 A1552VC RS17030 WP 001039912.1 ETGDERNTEKVRDYLESNGVFGSVFCRPATSKNKNIIRLSLNSDVNDEQIAKIIEVCSDAVNYGDFYFR 389
consensus !!!!!!!!!!!!!*!!!!!*!!!!!!!!!!*!!!!!!! !!!!!! !!!! *!!!*!!!!! !!!!!
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