
logo MKKLWGLTVI
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LFLVASAF ILGI LGVACASGNKKQDQTATKSGNEQKLKVVAVTNS I ILADITKNIAGDNKIDLHS IVP I

VGKQDPHEYEPLPAEDVEKKTST
NTDB id 110885 A9256 RS07555 WP 000759087.1 MKKWLVIVSCFVAFLGLGACA.NKQDQAKNEKLKVVVTNSILADITKNIAGNKIDLHSIVPVGKDPHEYEPLPADVEKTT 79
NTDB id 439 SPR RS07420 WP 000733056.1 MKKLGTLLVLFLSAIILVACASGKKDTTSGQKLKVVATNSIIADITKNIAGDKIDLHSIVPIGQDPHEYEPLPEDVKKTS 80
consensus !!! ** *!* * ! !!!* ! ! !!!!! !!!!*!!!!!!!!! !!!!!!!!!*! !!!!!!!!! !! !!*

logo

E
QADL IVFYNGINLETGGNAWFTKL IVEKNAKKKTDENKDYFAVSDGVDVIYLENGQNSEGKGKEDPHAWLNLENGI I FYASKNIAKQL ISA

NTDB id 110885 A9256 RS07555 WP 000759087.1 QADLVFYNGINLETGGNAWFTKLIKNAKKKDNKDYFAVSDGVDVIYLNGQSGKGKEDPHAWLNLENGIIYSKNIAKQLIA 159
NTDB id 439 SPR RS07420 WP 000733056.1 EADLIFYNGINLETGGNAWFTKLVENAKKTENKDYFAVSDGVDVIYLEGQNEKGKEDPHAWLNLENGIIFAKNIAKQLSA 160
consensus !!!*!!!!!!!!!!!!!!!!!!* !!!! *!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!* !!!!!!! !

logo KDPKNNKAEFTYEKNLRDKAEYTVADKLDEKLDKEASKDSKFNAKIPAENKKL IVTSEGACFKYFSKAYGVPSAYIWE INTEEEGTPDEQIKTSTLV
NTDB id 110885 A9256 RS07555 WP 000759087.1 KDPKNKATYEKNRDAYVAKLEKLDKEAKSKFNAIPANKKLIVTSEGCFKYFSKAYGVPSAYIWEINTEEEGTPDQITSLV 239
NTDB id 439 SPR RS07420 WP 000733056.1 KDPNNKEFYEKNLKEYTDKLDKLDKESKDKFNKIPAEKKLIVTSEGAFKYFSKAYGVPSAYIWEINTEEEGTPEQIKTLV 240
consensus !!! !! !!!! ! !!*!!!!! ! !!! !!! !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!! *!!

logo

E
KKLKRQTVKRPVPSASLFVESSVDDKRPMKSTVSQRDESTGNIP IYAEQI FTDS IAEKKQGKQEKGDSYYASMMKW

YNLDKIAEGLAK
NTDB id 110885 A9256 RS07555 WP 000759087.1 KKLKQVRPSALFVESSVDKRPMKSVSRESGIPIYAEIFTDSIAKKGQKGDSYYAMMKWNLDKIAEGLAK 308
NTDB id 439 SPR RS07420 WP 000733056.1 EKLRQTKVPSLFVESSVDDRPMKTVSQDTNIPIYAQIFTDSIAEQGKEGDSYYSMMKYNLDKIAEGLAK 309
consensus !!*! *** !!!!!!!! !!!!*!! ** !!!!! !!!!!!! ! !!!!! !!!*!!!!!!!!!!!
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X ≥ 50% conserved


