
logo MEKIKVCVADDNRELVGSLLSTEYI EGQEDMEVI
LGVAYNGQECLSTLFKDEKDEPDVLLVLDI IMPHLDGLAVLERLRENSNDELMKTKQ

NTDB id 154652 AMR71 RS08445 WP 008342226.1 MEKIKVCVADDNRELVGLLTEYIEGQEDMEVLGVAYNGQECLTLFKDKEPDVLLLDIIMPHLDGLAVLERLRENNEMTKQ 80
NTDB id 89 BSU 24220 NP 390302.1 MEKIKVCVADDNRELVSLLSEYIEGQEDMEVIGVAYNGQECLSLFKEKDPDVLVLDIIMPHLDGLAVLERLRES.DLKKQ 79
consensus !!!!!!!!!!!!!!!! !!*!!!!!!!!!!!*!!!!!!!!!!*!!!*!*!!!!*!!!!!!!!!!!!!!!!!!! *** !!

logo PNSVIMLTAFGQEDVTKKAVDLGASYF I LKPFDMENLVGHIRQVSGNAGSTQSVSTHRASPSS ISQNSS IV I
LRSSKQPEPKKRKNLDAS ITST

NTDB id 154652 AMR71 RS08445 WP 008342226.1 PSVIMLTAFGQEDVTKKAVDLGASYFILKPFDMENLVGHIRQVSGNGTQVSHRSSSIQNSVLR.SKPEPKRKNLDASITT 159
NTDB id 89 BSU 24220 NP 390302.1 PNVIMLTAFGQEDVTKKAVDLGASYFILKPFDMENLVGHIRQVSGNASSVTHRAPSSQSSIIRSSQPEPKKKNLDASITS 159
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!** !*!! *! ! !**!*! !!!!*!!!!!!!!*

logo I IHE IGVPAHIKGYLYLREAI SMVYNDI ELLGS ITKVLYPDIAKKFNTTASRVERAIRHAI EVAWSRGNIDS I SSLFGYT
NTDB id 154652 AMR71 RS08445 WP 008342226.1 IIHEIGVPAHIKGYLYLREAISMVYNDIELLGSITKVLYPDIAKKFNTTASRVERAIRHAIEVAWSRGNIDSISSLFGYT 239
NTDB id 89 BSU 24220 NP 390302.1 IIHEIGVPAHIKGYLYLREAISMVYNDIELLGSITKVLYPDIAKKFNTTASRVERAIRHAIEVAWSRGNIDSISSLFGYT 239
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VSMS
TKAKPTNSEF IAMVADKRLRLEHKRAS

NTDB id 154652 AMR71 RS08445 WP 008342226.1 VSMSKAKPTNSEFIAMVADRLRLEHRAS 267
NTDB id 89 BSU 24220 NP 390302.1 VSMTKAKPTNSEFIAMVADKLRLEHKAS 267
consensus !!!*!!!!!!!!!!!!!!!*!!!!!*!!
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