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NTDB id 1123709 EL276 RS00315 WP 107878557.1 MKNKILLAGILALAACTPAHEDLKTWTQETQQQAKAKIIPFEEPVINPPKPYTPPTHTGLNAFDNKRLNNAQQSANAPNM 80
NTDB id 1101 NMB RS09450 WP 002214522.1 MKHYALLISFLALSACSQGSEDLNEWMAQTRREAKAEIIPFQAPTLPVAPVYSPPQLTGPNAFDFRRMETDKKGENAPDT 80
consensus !!* !! !!! !!****!!! ! ! !!! !!!! ! ******!*!! *!!*!!!! *!* !!!
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PKETVLEGKFSLENLMKRYVGI
MLKKSDGNQKQTVSGFYI EAENGHYVYTVGHVGNYI

LGQNFYGHR I EQS ITVDPDKS I LVLNTELVI
VEDSTYGNWAVSYRKATE

NTDB id 1123709 EL276 RS00315 WP 107878557.1 NRPKEVLEGFSLENLKYVGMLKKDNQTSGYIEANGHVYTVHVGNYIGQNFGHIQSIVPDKILLTEVVEDSYGNWAYRKTE 160
NTDB id 1101 NMB RS09450 WP 002214522.1 KRIKETLEKFSLENMRYVGILKSGQKVSGFIEAEGYVYTVGVGNYLGQNYGRIESITDDSIVLNELIEDSTGNWVSRKAE 160
consensus !*!! !! !!!!!**!!!*!! * !!*!!! !*!!!!*!!!!*!!!*!*! !! *! !*! !**!!! !!! !! !

logo LLPLNSSGSDSEKKNNTETAQATAVAQNPANAKEQN
NTDB id 1123709 EL276 RS00315 WP 107878557.1 LPLSSGSEKNTATVQNNK... 178
NTDB id 1101 NMB RS09450 WP 002214522.1 LLLNSSDKNTEQAAAPAAEQN 181
consensus !*! ! * ***
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