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V
F
WRTEQASALESQSQWPRAEVAQTVASGSVP

NTDB id 1123726 EL276 RS04770 WP 126304558.1 .MPRFWLPLWVSGVVVSFALPAVPSWTVLAAVWLCLFAAAWRFRAAAWLLIAFSGALYGIWRTQSALEQQWPAVQTASVP 79
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus * *!**!!*!! !! !!!!!* !!*!* ! * *! ! !! !* *!* !! !!**!! !! !!*! !!

logo LTI
VEVATDLMPQRRSDDGKRRVQRFATAKRARVDDSAGGRETFYDRLLLSDYGKLRRDEWAPVGSRWQR I

V
K
TARVHRPPVVGELVNLRGFLNREAWALASDNGS IVGGV

NTDB id 1123726 EL276 RS04770 WP 126304558.1 LTIEVADLPQRDDKRVRFTARARDDAGREYRLLLSDYGLRDWPVGSRWQVKARVRPPVGEVNLRGFNREAWALADSIGGV 159
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!*!! !*! ! *!! ! !*! ! *!! * !!!!!! !*!*!!!!! * !!!*!*!!!*!!!! !!!!!!! *!!!

logo GSTI
VGAKDERQVLPLHPEGGNRSAGGWGVI
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VSLRNRWRQATDATDGGRDGFLSDGIGLMRALS IVGEQSALRSAPGQLSWQAFRPLGLNTHLVS I SGLH
NTDB id 1123726 EL276 RS04770 WP 126304558.1 GSIGKERQPLPENRAGVLLRVREAVSLRWRQTDTGGRDFSDGIGLMRALSIGEQSALSAQSWQAFRPLGLNHLVSISGLH 239
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADG.GLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLH 239
consensus !**! *! *! * * ! *! !!! ! !* !!!!!!!!!!!*!!!!!! * !!!!!!!!! !!!!!!!!!

logo VGTMVAVLAFAGWLATKQRLLARCLLSPRLVPAKRPRAVWMVLAAGCLAAGALFYAGLLAGFSVPTQRSVLMLACAFLAWAWRWRGRSGALSAVWAGTWWQA
NTDB id 1123726 EL276 RS04770 WP 126304558.1 VGMVAVLAGWLTKQLLRLLPRVPKRPRVWMLAAGLAAALFYAGLAGFSVPTQRSVLMLCALAWAWWRGSGASVWAGWWQA 319
NTDB id 1128 NGFG RS01490 WP 020997305.1 VTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGR.LSAWATWWQA 318
consensus ! !!!!! *!! ! !! * !!*! !!! !*!!!!*!*!!!!! !!!!!!!!!!!!!!!*! !!!! !! * ! !! !!!!

logo LAAWVLLFDPLAVLGSAVGFTWLSFGLVAGAL ILWAVCSAGRLNYEGRGKRWLQLTAVRGQWAAVSLVLSLVAVALLGSYLMFASLPL IVSPLVNALVAS IPWF
NTDB id 1123726 EL276 RS04770 WP 126304558.1 LAWVLLFDPLAVLSAGFWLSFGLVGALLWVSAGRLNERGWLLAVRGQWAVSLLSVAALGSMFASLPLISPLVNALAIPWF 399
NTDB id 1128 NGFG RS01490 WP 020997305.1 LAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWF 398
consensus !! !!!!!!!!!! ! !!!!!!!*!!*! *!!!! ! !!!!!!! !*!!* !! *!!!!!!*!!!!!!* !!!!

logo SWMVLTVPLALLAGSLVLVPFAGPWLQQWALAGAAFALAGEYTLMRFVLVWLVADEVYASPEFYAVAAASPLPPYLLPVLAVCLAAVLLML
VLLPRGLTGLWKRPLWAVWLLVL

NTDB id 1123726 EL276 RS04770 WP 126304558.1 SWMLVPLALLASLLPFGWLQWLAAAAGEYTMRVLVWVAEYAPEYAVAASPPYLLPLAVLAVLMVLLPRGTGWKPLAWLVL 479
NTDB id 1128 NGFG RS01490 WP 020997305.1 SWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLL 478
consensus !!*! !!!!!*!**!!**!! *! *!!!*! !!!*!* !!*!!!! !**!!*!!!*! !**!!!!! ! *! ! !*!

logo AGFVLSYRPEPAPVPVEGNERALAKVTVWDAGQGLSVLMVQRTAKNHRHLLFDTGTEVAHAIANQATGQI LVPASLNAAGVRRLDAKLVLSHHDASDHDGGF
NTDB id 1123726 EL276 RS04770 WP 126304558.1 AGFVLYRPPPVVEGRLKVTVWDAGQGLSVLMQTKNHHLLFDTGTEHIANAQILPALNAAGVRRLDALVLSHHDADHDGGF 559
NTDB id 1128 NGFG RS01490 WP 020997305.1 AGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGF 558
consensus !!!! !!!**!*! !!!!!!!!!!!!!* ! !*!!!!!!!! * !* !*! !!!!!!!!!! !!!!!!! !!!!!!
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R IWYAGQPEFYEQGAERFHCAGEQRQRWQWDGTVDVFEFLRPSENRLKNTAIDDNEGKQSCVLRVLVAGGAQASLLVTGDLDGKTKRGEEL

NTDB id 1123726 EL276 RS04770 WP 126304558.1 AEISRSKQPRRIWAGQPEFYQGAEFCGERQWQWDGTVFEFLRPSENLKTADDNEQSCVLRVLAGGQSLLVTGDLGKRGEL 639
NTDB id 1128 NGFG RS01490 WP 020997305.1 QAVGKIP.NGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSER.KNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEE 636
consensus * * *** !*!!!!!!! !! *!*! !!!!! !!!!!!!! *! !!! !!!!!!*!!! !!!!!!! *!!

logo

A
SLVEGKYGEGGNLYSQVLVLGHHGSDNTSSASGGVFLNAVASPEQYAVASSGYANAYKHPATAEAVQNRVKRAHGI EKLLRTDLSGALQVFEGL

NTDB id 1123726 EL276 RS04770 WP 126304558.1 ALVEKYGEGLYSQVLVLGHHGSDTSSAGGFLNAVAPQYAVASSGYANAYKHPAAAVQNRVKAHGIELLRTDLSGALVFEL 719
NTDB id 1128 NGFG RS01490 WP 020997305.1 SLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGL 716
consensus !! !!! !!!!!!!!!!!!! !!! ! !!!!! ! !!!!!!!!!!!!!!! !!!!!!*!!!! !!!!!!!!!! ! !

logo GARGEGEVKRAGQRLKRTVI
YKFPYWQKRKPFE

NTDB id 1123726 EL276 RS04770 WP 126304558.1 GAGEEVRAGRLKTIKPYWQRKPFE 743
NTDB id 1128 NGFG RS01490 WP 020997305.1 GRGG.VKAQRLRVYKFYWQKKPFE 739
consensus ! ! *!*! !!* !*!!!*!!!!
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X ≥ 50% conserved


