
logo MFKSGSLSKQLFRPRVEALGLE I
VGASASLKLVELVSGHNPPATLKRALYASTRPS ITPPGLTLVMVDEGMVVAREPAGATLAQE IKRELLALEARTKRKRYVV

NTDB id 110341 A0O31 RS06035 WP 071677089.1 MFSGLSKLFRPRVEALGLEVGASSLKLVELSGHPPTLRAYATRSIPPGTVVDGVVREPGTLAQEIRELLAEARTKKRYVV 80
NTDB id 1023 TT RS05125 WP 011173432.1 MFKSLSQLFRPRVEALGLEIGASALKLVEVSGNPPALKALASRPTPPGLLMEGMVAEPAALAQEIKELLLEARTRKRYVV 80
consensus !! !! !!!!!!!!!!!!*!!! !!!!!*!!*!! !*! !*!* !!! ***!*! !!* !!!!!*!!! !!!!*!!!!!

logo

S
TALVPSNLPALVI LRPTI

LQVPKMPLPKEMEEAVRWEAERYIPFP IDEVVLDFAPLDTPLASEVAQEGEQMVEQVMVAAARQEAVAGSLVI
LEAL

NTDB id 110341 A0O31 RS06035 WP 071677089.1 SAVPNPALILRTLQVPKMPPKEMEEAVRWEAERYIPFPIDEVVLDFAPLDPLAEVAEGEQMEVMVAAARQEAVASLIEAL 160
NTDB id 1023 TT RS05125 WP 011173432.1 TALSNLAVILRPIQVPKMPLKEMEEAVRWEAERYIPFPIDEVVLDFAPLTPLSEVQEGEQVQVMVAAARQEAVAGVLEAL 160
consensus *!**!*!*!!!**!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !! !!!!* !!!!!!!!!!!! **!!!

logo REGAGLTVPVVLDVKPFAGLYPLEAEERLANEREPDRTVFVLVAVLVDE IGAESTSLVLLTRGDKRPLAVRLVLTLSGKDFTEAIAKRSFGNLDFLLAT
NTDB id 110341 A0O31 RS06035 WP 071677089.1 REAGLTPVVLDVKPFAGLYPLEEELNREPDRTVVAVEIGAESTSLVLTRGDRPLAVRLLTLSGKDFTEAIAKSFGLDFLT 240
NTDB id 1023 TT RS05125 WP 011173432.1 RGAGLVPVVLDVKPFAGLYPLEARLAEEPDRVFLVLDIGAESTSLVLLRGDKPLAVRVLTLSGKDFTEAIARSFNLDLLA 240
consensus ! !!! !!!!!!!!!!!!!!!! ! !!!! * **!!!!!!!!!! !!!*!!!!!*!!!!!!!!!!!!!*!! !! !

logo AEDEVKRTYGLMATI
LPTEDEELLLDFDAERERYSPAGR IYDAIRPVLVELTQE I

LRRSLEFFR I
VQLEGDEAIQSPEMVGYLLYGGGSKRLR

NTDB id 110341 A0O31 RS06035 WP 071677089.1 AEDVKRTYGLATIPTEDEELLLDFDAERERYSPARIYDAIRPVLVELTQEIRRSLEFFRVQLGDIQPEVGYLYGGGSRLR 320
NTDB id 1023 TT RS05125 WP 011173432.1 AEEVKRTYGMATLPTEDEELLLDFDAERERYSPGRIYDAIRPVLVELTQELRRSLEFFRIQLEEASPEMGYLLGGGSKLR 320
consensus !!*!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!!!!!!!*!! * !!*!!! !!!!*!!

logo GLASSTLLTDTLGVNFELPVPVDNPWENAGVAQI
VDPKRFDELSEKQLQREAIGAPEFLAMVAPLVGLALRGVESPLD

NTDB id 110341 A0O31 RS06035 WP 071677089.1 GLSTLLTDTLGVNFLVPDPWNGVQIDPKRFDLEKLREAGAELMVPVGLALRGVSPLD 377
NTDB id 1023 TT RS05125 WP 011173432.1 GLASLLTDTLGVNFEPVNPWEAVAVDPKRFESEQLQEIGPEFAVALGLALRGVEPLD 377
consensus !! *!!!!!!!!!! ** !! *! *!!!!!* ! ! ! !*! !**!!!!!!! !!!

X non conserved
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X ≥ 50% conserved


