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NTDB id 1122841 EL216 RS01530 WP 085389724.1 .MPRFWLPLWVSGVVVSFALPAVPSWTVLAAVWLCLFAAAWRFRAAAWLLIAFSGALYGIWRTQSALEQQWPAVQTASVP 79
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus * *!**!!*!! !! !!!!!* !!*!* ! * *! ! !! !* *!* !! !!**!! !! !!*! !!

logo LTI
VEVATDLMPQRRSDDGKRRVQRFATAKRARVDGSAGGRETFYDRLLLSDYGKLRRDEWAPAVGSRWQR I

V
K
TARVHRPPVVGELVNLRGFLNREAWALASDNGI

VGGV
NTDB id 1122841 EL216 RS01530 WP 085389724.1 LTIEVADLPQRDDKRVRFTARARDGAGREYRLLLSDYGLRDWPAGSRWQVKARVRPPVGEVNLRGFNREAWALADGIGGV 159
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!*!! !*! ! *!! ! !*! ! *!! * !!!!!! !*!* !!!! * !!!*!*!!!*!!!! !!!!!!! !*!!!

logo GSTI
VGAKDERQVLPLHPEGGNRSAGGWGVI
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VSLRNRWRQATDATDGGRDGFLSDGI
LGLMRALS IVGEQSALRSAPGQLSWQAFRPLGLNTHLVS I SGLH

NTDB id 1122841 EL216 RS01530 WP 085389724.1 GSIGKERQPLPENRAGVLLRVREAVSLRWRQTDTGGRDFSDGLGLMRALSIGEQSALSAQSWQAFRPLGLNHLVSISGLH 239
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADG.GLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLH 239
consensus !**! *! *! * * ! *! !!! ! !* !!!*!!!!!!!*!!!!!! * !!!!!!!!! !!!!!!!!!

logo VGTMVAVLAFAGWLATKQRLLARCVLSPRLVPAKRPRAVWMVLAAGCLAAGALFYAGLLAGFSVPTQRSVLMLACAFLAWAWRWRGRSGALSAVWAGTWWQA
NTDB id 1122841 EL216 RS01530 WP 085389724.1 VGMVAVLAGWLTKQLLRVLPRVPKRPRVWMLAAGLAAALFYAGLAGFSVPTQRSVLMLCALAWAWWRGSGASVWAGWWQA 319
NTDB id 1128 NGFG RS01490 WP 020997305.1 VTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGR.LSAWATWWQA 318
consensus ! !!!!! *!! ! !! * !!*! !!! !*!!!!*!*!!!!! !!!!!!!!!!!!!!!*! !!!! !! * ! !! !!!!

logo LAAWVLLFDPLAVLGAVGFTWLSFGLVAGAL ILWAVCSAGRLNYEGRGKRWLQLTAVRGQWAAVSLVLSLVAVALLGSYLMFASLP I
L
I
VSPLVNALVAS IPWF

NTDB id 1122841 EL216 RS01530 WP 085389724.1 LAWVLLFDPLAVLGAGFWLSFGLVGALLWVSAGRLNERGWLLAVRGQWAVSLLSVAALGSMFASLPIISPLVNALAIPWF 399
NTDB id 1128 NGFG RS01490 WP 020997305.1 LAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWF 398
consensus !! !!!!!!!!!!! ! !!!!!!!*!!*! *!!!! ! !!!!!!! !*!!* !! *!!!!!**!!!!!!* !!!!

logo SWVLTVPLALLAGSLVLVPSFAGPWLQQWALAGAAFALAGEYTLMRFVLVWLVADEVYASPEFYAVAAASPLPPYLLPVLAVCLAAVLLML
VLLPRGLTGLWKRPLWAVWLLVL

NTDB id 1122841 EL216 RS01530 WP 085389724.1 SWVLVPLALLASLLSFGWLQWLAAAAGEYTMRVLVWVAEYAPEYAVAASPPYLLPLAVLAVLMVLLPRGTGWKPLAWLVL 479
NTDB id 1128 NGFG RS01490 WP 020997305.1 SWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLL 478
consensus !!!! !!!!!*!***!**!! *! *!!!*! !!!*!* !!*!!!! !**!!*!!!*! !**!!!!! ! *! ! !*!

logo AGFVLSYRPEPAPVEPEGNERALAKI
VTVWDAGQGLSVLMVQRTAKNHRHLLFDTGTEVAHAIANQATGQI LVPASLNAAGVRRLDAKLVLSHHDASDHDGGF

NTDB id 1122841 EL216 RS01530 WP 085389724.1 AGFVLYRPPPVEEGRLKITVWDAGQGLSVLMQTKNHHLLFDTGTEHIANAQILPALNAAGVRRLDALVLSHHDADHDGGF 559
NTDB id 1128 NGFG RS01490 WP 020997305.1 AGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGF 558
consensus !!!! !!!**!*! *!!!!!!!!!!!!* ! !*!!!!!!!! * !* !*! !!!!!!!!!! !!!!!!! !!!!!!
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NTDB id 1122841 EL216 RS01530 WP 085389724.1 VEIRRSKQPRRIWVGQPEFYQGAEFCRERQWQWDGVVFEFLRPSENSKTADDNEQSCVLRVLAGGQSLLVTGDLGKRGEL 639
NTDB id 1128 NGFG RS01490 WP 020997305.1 QAVGKI.PNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERK.NIDDNGKSCVLRVVAGGAALLVTGDLDTKGEE 636
consensus * * *** !* !!!!!! !! *! ! !!!!!! !!!!!!!! * !!! !!!!!!*!!! !!!!!!! *!!

logo

A
SLVEGKYGEGGNLYSQVLVLGHHGSDNTSSASGGVFLNAVSPEQYAVASSGYANAYKHPTETAVQNRVKRAHGI EKLLRTDLSGALQVFEGL

NTDB id 1122841 EL216 RS01530 WP 085389724.1 ALVEKYGEGLYSQVLVLGHHGSDTSSAGGFLNAVSPQYAVASSGYANAYKHPTTAVQNRVKAHGIELLRTDLSGALVFEL 719
NTDB id 1128 NGFG RS01490 WP 020997305.1 SLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGL 716
consensus !! !!! !!!!!!!!!!!!! !!! ! !!!!!!! !!!!!!!!!!!!!!!! !!!!!!*!!!! !!!!!!!!!! ! !

logo GARGEGEVKRAGQRLKRTVI
YKFPYWQKRKPFE

NTDB id 1122841 EL216 RS01530 WP 085389724.1 GAGEEVRAGRLKTIKPYWQRKPFE 743
NTDB id 1128 NGFG RS01490 WP 020997305.1 GRGG.VKAQRLRVYKFYWQKKPFE 739
consensus ! ! *!*! !!* !*!!!*!!!!

X non conserved
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X ≥ 50% conserved


