
logo MAFRWRFWFVLPACWVVGVAVLVSFALPSFVVPHPWPWFVWLAAVFIAIGVALALAVLACRKRFAFVAGWLMVLACVCLAVGAMAFYGVFWRTEGALAVLASASQWPRAVEGAEAVSAGKVPV
NTDB id 1154746 OGY80 RS03005 WP 263337382.1 MAWRFVLPAWVVGVVLSFALPFVPPWWVWLAVIIGALALCRKFAVAWLVLAVCVGMAFGVWRTGLVLAAQWPVGEASAKV 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus ! !* !!*!!!!! *!!!!* !! !* !!! !*!*!! ! !*!*!* ! !*!!*!! ! !!* !* *

logo LTVEVATDMPRDSDGRRVQFAAKRAVWDESGRGQRATFDLLMLSDYKQRRDEWAVGSRWRS IVSTARVHRPVI
VGELVNALRGLNREATWALASNGI

V
D
GGMV

NTDB id 1154746 OGY80 RS03005 WP 263337382.1 LTVEVADMPRDDGRRVQFAARAWDERGQAFDLMLSDYQRRDWAVGSRWSVSARVRPVIGEVNARGLNRETWALANGIDGM 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !!!! !!!!!!!!!*! ! ! !!!*!!!! !!*!!!!!!! **!!!*!!*!!*! !!!!!! !!! !!* !*

logo GTLVGARDRKVLLMHRGQGGSGFWGI
LANVMWRDSAR I

VSRNSWQRGQATADAKDYGPEGFLSDGIGLMRALS IVGEQSALRPGPLWQAFRPLGLTHLVS I SGLH
NTDB id 1154746 OGY80 RS03005 WP 263337382.1 GTLGRDRKLMRQGGGFGLANMRDAVSRSWQGTADKYPEFSDGIGLMRALSIGEQSALRPPLWQAFRPLGLTHLVSISGLH 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQA.DADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLH 239
consensus !!*! !! !** ! !*!*! ! *!! ! *! * !!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!!

logo VTMVAVLFAWLAIKR I
L
F
L
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L
SPRWI

LPAKRPRAVWI
VLAAGGCVAGSALFYALLAGFSVPTQRSVLMLAAFAWAWRWHRGRSGGLSAGWATATWWQA

NTDB id 1154746 OGY80 RS03005 WP 263337382.1 VTMVAVLFAWLIKRIFRYLPWIPAKPRVWILAGGVASALFYALLAGFSVPTQRSVLMLAAFAWAWWHGSGGSGWTAWWQA 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 VTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGR.LSAWATWWQA 318
consensus !!!!!!!!!!! !!* * ! *!!*!! !*!!*!*! !!!!!!!!!!!!!!!!!!!!!!!!!!!! *! * !*! !!!!

logo LAAVVLLFLDPLAVLGVGTWLSFGLVAAL IWACSASGRLKYEGSGKRWQRLTAVRGQWAASTVLSLVVLLGYLFASLPLLVSPLVNALVAS IPWF
NTDB id 1154746 OGY80 RS03005 WP 263337382.1 LAVVLLLDPLAVLGVGTWLSFGLVAALIWASSGRLKESGWRLAVRGQWAATVLSVVLLGYLFASLPLLSPLVNALAIPWF 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 LAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWF 398
consensus !! !!! !!!!!!!!!!!!!!!!!!!!!!!* !!! ! !!!!!!!!*!!!*!!!!!!!!!!!!*!!!!!!* !!!!

logo SWVLTPLALLGSVFVPSFAELPLVQLQAVAGAVFLAEYTLRFGLVWLADTVSPEFAVAAAPLVPLLVLAMVCMAALLLLLPKRGLMGLKRPWACVLLVL
NTDB id 1154746 OGY80 RS03005 WP 263337382.1 SWVLTPLALLGSVFSFELVQLVAVFLAEYTLRGLVWLATVSPEFAVAAAPVPLLVLAMMAALLLLLPKGMGLKPWACLVL 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 SWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLL 478
consensus !!!!!!!!!!!!! *! **! * !!!!!!!! !!!!! !!!!!!!!!!!*!!!!!!**!!!!!!!!*!*!!*!!!*!*!

logo

A
L
G
SFVFSYRPAEAKLVEPEGNEVAARVTVMWDAGQGLSVL IVQRTARNRHNLLFDTGTEVAQAVAQTGIVPSLNAAMGVRRLDKSL IVLSHHDI

SDHDGGF
NTDB id 1154746 OGY80 RS03005 WP 263337382.1 LSFVFYRPAKLEEGVARVTVMDAGQGLSVLIQTRNRNLLFDTGTEQVAQTGIVPSLNAMGVRRLDSLILSHHDIDHDGGF 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 AGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGF 558
consensus !! !!! **! ! !!! !!!!!!!!!* ! !!*!!!!!!! !!!!!!!!!!! !!!!!! !*!!!!! !!!!!!



logo QASVAGAKI
V
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L
YAGQPEFYEPGNAERFHCAQEDQKRWQWDGVDFEFLLRPSENRAKGNI

K
D
EDNDGKRSCVLRVVAGNGAKALL IVTGDLDGTVKGEAEGSL

NTDB id 1154746 OGY80 RS03005 WP 263337382.1 QSVAAVGTDKLLAGQPEFYPNAEFCQEDKWQWDGVDFELLRPSENAGKEDNDRSCVLRVVANGKALLITGDLGVKGEAGL 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 QAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESL 638
consensus ! !* ** * !!!!!!!* ! *! ! *!!!!!!!!! !!!!! *!! *!!!!!!!! ! !!!*!!!! !!! !

logo

I
V
E
GKYGGNANLYSQVLVLGHHGSNSTASSSGSVFLHNATVSPEQYAVASSGYANAYKHPTEVAVQNRVRAHGIKTLLRTDLSGALQVFAGLGQR

NTDB id 1154746 OGY80 RS03005 WP 263337382.1 IEKYGNALYSQVLVLGHHGSSTASSGSFLHTVSPQYAVASSGYANAYKHPTVAVQNRVRAHGITLLRTDLSGALVFALGQ 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGR 718
consensus * !!! !!!!!!!!!!!!! ! !!! !!* !!! !!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!! !*!!

logo

D
G
D
G
I
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F
K
A
Q
G
QRLKRKVDYKFYWQKKPFE

NTDB id 1154746 OGY80 RS03005 WP 263337382.1 DDIFQGRLKKDKFYWQKKPFE 741
NTDB id 1128 NGFG RS01490 WP 020997305.1 GGVKAQRLRVYKFYWQKKPFE 739
consensus * !!* !!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


