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GLPCWVFVGVALVSFALPSAVVPHPLWPWAFWLASAAFAGI

VLALAVALARWRFWAKFPALGMALMVLCVLAGATAYGVFWRTEASALASRSQWPRALAEAQTVGSGSAVAP
NTDB id 1099462 ACM67E RS07290 WP 416190805.1 .MLRYGLPCWVFGVLVSFALPAVPPLWAWLSAAGILLAAAWRWKPLMAVLCVLAGTAYGVWRTESALARQWPLAQTGSAA 79
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus * !* !!!!! !! !!!!!* !! * !! ! **! ! !* * *!!!!!! !!!!*!!! !! !!* *

logo LTVEVDTDLMPRRSDEGRRVQFAAKRAVWDKSGGRETFYDRLLMLSDYKQLRRDEWAPVGSRWR I
V
S
TARVHRPAVVGELVNLRGLNREAWALASNGVDGGMV

NTDB id 1099462 ACM67E RS07290 WP 416190805.1 LTVEVDDLPRRDERRVQFAARAWDKGGREYRLMLSDYQLRDWPVGSRWRVSARVRPAVGEVNLRGLNREAWALANGVDGM 159
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !*!! ! !!!!!!!*! ! !!! * !*!!!! !*!*!!!!!!**!!!*! !!!*!!!!!!!!!!!! !!! !*

logo GSTLVGAKDGRVLPLEHGAGGSGRLWGNI
M
A
TVWRESR I SRNWQRQATDNALDYGHDGFLSDGIAGLMCRALGS IVGEQSALRPTEGLWQAFRPLGLTHLVS I SGLH

NTDB id 1099462 ACM67E RS07290 WP 416190805.1 GSLGKGRVPLEGAGRLNMTVWRERISRNWQQTNLYGHDFSDGIALMCALGIGEQSALRTELWQAFRPLGLTHLVSISGLH 239
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADG.GLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLH 239
consensus !**! !!*!*!* * !!! !!!!!! ! !* !!!!*!!*!! *!!!!!!!* !!!!!!!!!!!!!!!!!!!!

logo VTMVAVLWCFAGFWLAVKLRLLARCTLSPSFRLVPAKRPKRALWVLAAGGCVALGALFLYAGLLAGFGSVPTQRSVLMLAAFAW
YAWRWRGRGGRLSAPWATGTWWQA

NTDB id 1099462 ACM67E RS07290 WP 416190805.1 VTMVAVWCGFLVKLLLRTLSFVPKRPKLWVLAGGVLGALLYAGLAGFGVPTQRSVLMLAAFAYAWWRGGGLSPWTGWWQA 319
NTDB id 1128 NGFG RS01490 WP 020997305.1 VTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWR.RGRLSAWATWWQA 318
consensus !!!!!! ***! ! !! * * *! !!* !!!!*!* !!! !! !!!! !!!!!!!!!!!!!!*!! * ! !!*! !!!!

logo LAAVLLFDPLSAAVLGVGLTWLSFGLVAAL IGWASCSAGRLKYEGRGKRWQRLTAVWRGQWAASTLVLSLVVLLGYLFASLPLLVSPLVNALVAS IPWF
NTDB id 1099462 ACM67E RS07290 WP 416190805.1 LAAVLLFDPSAALGVGLWLSFGLVAALIGSSAGRLKERGWRLAWRGQWAATLLSVVLLGYLFASLPLLSPLVNLVAIPWF 399
NTDB id 1128 NGFG RS01490 WP 020997305.1 LAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWF 398
consensus !!!!!!!!! ! !!!! !!!!!!!!!!! *!!!! ! ! !!!!!!**!!*!!!!!!!!!!!!*!!!!! ! !!!!

logo SWVLTPLALLGSAVLVPFAPLQQWAPAGAAFLAGEYTLRFLLVRWLADFVSPEFAVAAAPLWPLLVVLAMVCVAALWL ILLLPRGLTGLKRAPWAVWLLVL
NTDB id 1099462 ACM67E RS07290 WP 416190805.1 SWVLTPLALLGSALPFAPLQWPAAALGEYTLRLLVRLADFSPEFAVAAAPWPLVVLAMVAAWLILLPRGTGLKAWAWLVL 479
NTDB id 1128 NGFG RS01490 WP 020997305.1 SWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLL 478
consensus !!!!!!!!!!!! *!!!!!! **! !*!!!!! !! !!! !!!!!!!!!! !!*!!!**!! !*!!!!! !!**!! !*!

logo AGFVFSYRLPEQAPLVPEGNERALAKVTWVWDAGQGLSVLMVQRTARNHRHNLLFDTGTAVAQAAGQATGIVPSLNSAALGVRRLDKLVLSHHDSTDHDGGFY
NTDB id 1099462 ACM67E RS07290 WP 416190805.1 AGFVFYRLQPLPEGRLKVWVWDAGQGLSVLMQTRNHNLLFDTGTAQAAGAGIVPSLSALGVRRLDKLVLSHHDTDHDGGY 559
NTDB id 1128 NGFG RS01490 WP 020997305.1 AGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGF 558
consensus !!!! !!* **!! ! !!!!!!!!!!!* ! !**!!!!!!! !! !!!!!! ! !!!!!!!!!!!!!!*!!!!!*
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GI LYAGQPEFYELGQAERFHCAREQSQRWEQWDGVDQFEFLLRPSEKRKYNSEIDDNEGKQSCVLRAVVAGGAQAFLLVTGDLMDGQTKGEELDSL

NTDB id 1099462 ACM67E RS07290 WP 416190805.1 PAVSHLRPSEILAGQPEFYLQAEFCRESQWEWDGVQFELLRPSEKYSEDDNEQSCVLRAVAGGQAFLVTGDMGQKGELDL 639
NTDB id 1128 NGFG RS01490 WP 020997305.1 QAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESL 638
consensus *!! **** ! !!!!!!! ! *! ! ! !!!! !! !!!!!* !!! !!!!! !!!! ! !!!!!* !!! !

logo

A
V
E
GKYGDGANLYSQVLVLGHHGSNTASSASGAVFLNAVSPEYAVASSGYANASYGKHPTAEAVQRNKRVARAHGAI EKLLRTDLSGALQVFEGLGGR

NTDB id 1099462 ACM67E RS07290 WP 416190805.1 AEKYGDALYSQVLVLGHHGSNTASAGAFLNAVSPEYAVASSGYANSYGHPTAAVRNKVAAHGAELLRTDLSGALVFELGG 719
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGR 718
consensus !!! !!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!! ! !!! !! !*! !!! !!!!!!!!!! ! !!

logo GGEVVFKAQGQRLKRRVDYKFYWQKKPFDE
NTDB id 1099462 ACM67E RS07290 WP 416190805.1 GGEVFQGRLKRDKFYWQKKPFD 741
NTDB id 1128 NGFG RS01490 WP 020997305.1 GGV.KAQRLRVYKFYWQKKPFE 739
consensus !! * !!* !!!!!!!!!*
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X ≥ 50% conserved


