
logo MKHNKYAI LLAIGSFI LALASACSTPQAGHSEDLKNETWMTAQEQTQRQREQAKAEKI IPFEQAEPTVI
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NTDB id 1122858 EL216 RS05880 WP 085389157.1 MKNKILLAGILALAACTPAHEDLKTWTQETQQQAKAKIIPFEEPVINPPKPYTPPAHTGLNAFDNKRLNNAQQGANAPNM 80
NTDB id 1101 NMB RS09450 WP 002214522.1 MKHYALLISFLALSACSQGSEDLNEWMAQTRREAKAEIIPFQAPTLPVAPVYSPPQLTGPNAFDFRRMETDKKGENAPDT 80
consensus !!* !! !!! !!****!!! ! ! !!! !!!! ! ******!*!! *!!*!!!! *!* ! !!!
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PKETVLEGKFSLENLMKRYVGI
MLKKSDGNQKQTVSGFYI

VEAENGHYVYTVGHVGNYI
LGQNFYGHR I EQS ITVDPDKS I LVLNTELVI

VEDSTYGNWTVSYRKATE
NTDB id 1122858 EL216 RS05880 WP 085389157.1 DRPKEVLEGFSLENLKYVGMLKKDNQTSGYVEANGHVYTVHVGNYIGQNFGHIQSIVPDKILLTEVVEDSYGNWTYRKTE 160
NTDB id 1101 NMB RS09450 WP 002214522.1 KRIKETLEKFSLENMRYVGILKSGQKVSGFIEAEGYVYTVGVGNYLGQNYGRIESITDDSIVLNELIEDSTGNWVSRKAE 160
consensus !*!! !! !!!!!**!!!*!! * !!**!! !*!!!!*!!!!*!!!*!*! !! *! !*! !**!!! !!! !! !

logo LLPLNSSGSDSEKKNNTETAQATAVAQNPANAKEQN
NTDB id 1122858 EL216 RS05880 WP 085389157.1 LPLSSGSEKNTATVQNNK... 178
NTDB id 1101 NMB RS09450 WP 002214522.1 LLLNSSDKNTEQAAAPAAEQN 181
consensus !*! ! * ***

X non conserved
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X ≥ 50% conserved


