
logo MNKPQLPDF IQNKIDHYI ENYFDINKNGKHLVLGKQASPDDI I LQSNDYLALANHPL IKARLAKSLLEEQQSLFMSASFL
NTDB id 1078998 ACKQF3 RS16435 WP 248426579.1 MNKPQLPDFIQNKIDHYIENYFDINKNGKHLVLGKQASPDDIILQSNDYLALANHPLIKARLAKSLLEEQQSLFMSASFL 80
NTDB id 1155 A1552VC RS17030 WP 001039912.1 MNKPQLPDFIQNKIDHYIENYFDINKNGKHLVLGKQASPDDIILQSNDYLALANHPLIKARLAKSLLEEQQSLFMSASFL 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM
NTDB id 1078998 ACKQF3 RS16435 WP 248426579.1 QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM 160
NTDB id 1155 A1552VC RS17030 WP 001039912.1 QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo L IQRHGPGI IVVDS IYSTLGTIAPLAELVNI SKEFGCALLVDESHSLGTHGPNGAGLLAELGLTREVHFMTASLAKTFAY
NTDB id 1078998 ACKQF3 RS16435 WP 248426579.1 LIQRHGPGIIVVDSIYSTLGTIAPLAELVNISKEFGCALLVDESHSLGTHGPNGAGLLAELGLTREVHFMTASLAKTFAY 240
NTDB id 1155 A1552VC RS17030 WP 001039912.1 LIQRHGPGIIVVDSIYSTLGTIAPLAELVNISKEFGCALLVDESHSLGTHGPNGAGLLAELGLTREVHFMTASLAKTFAY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RAGAIWCNNEVNRCVPF I SYPAI FSSTLLPYEAAGLETTLE I I ESADENRRQHLDRMARKLR IGLSQLGLTIRSESQI IGL
NTDB id 1078998 ACKQF3 RS16435 WP 248426579.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIESAENRRQHLDRMARKLRIGLSQLGLTIRSESQIIGL 320
NTDB id 1155 A1552VC RS17030 WP 001039912.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIESADNRRQHLDRMARKLRIGLSQLGLTIRSESQIIGL 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ETGDERNTEKVRDYLESNGVFGSVFCRPATSKNKNI IRLSLNSDVNSDEQIATKI I EVCSDAVNCYGDFYFR
NTDB id 1078998 ACKQF3 RS16435 WP 248426579.1 ETGDERNTEKVRDYLESNGVFGSVFCRPATSKNKNIIRLSLNSDVSDEQITKIIEVCSDAVNCGDFYFR 389
NTDB id 1155 A1552VC RS17030 WP 001039912.1 ETGDERNTEKVRDYLESNGVFGSVFCRPATSKNKNIIRLSLNSDVNDEQIAKIIEVCSDAVNYGDFYFR 389
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!*!!!!!!
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