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NTDB id 1099539 ACM67C RS04535 WP 082790398.1 MDSAKPPASSALLRYLLPCWIAGVAASFALPFIPPWPLWAGAFVLSAAAALKRPAWLLLPVFLIGAGYGVWRTEAALAAQ 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 ..........MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQ 70
consensus ********** !* !!!!* !!! !!!!* *! !! ! *!! * ! ! * * !*** ! !!*!!!*!!!!!! !

logo WPRALEQARAVASGQTVAPLTVEVATDMPHRSDGKRRVQFATAKRAQVDESGRGQRATFDTLLQLSDYKQLRRDEWAPVGSRWR I STAKRVHRP I
V
I
VGELVNLRGFLNREA

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 WPLQRAAQTALTVEVADMPHSDGKRVQFTARAQDERGQAFTLQLSDYQLRDWPVGSRWRISAKVRPIIGEVNLRGFNREA 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 WRAEAVSGVPLTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREA 150
consensus !* *!!!!! !!!*!!!*!!!! !*! ! ! ! ! !!!! !*!*!!!!!!!*!*!*!**!!*!!!! !!!!

logo WALASNGI
V
D
GGQVGTVGADRVLLHGGSGWGIAVWRSR I SRNWRQADADGD

G
F
LSDGIAGLMRALS IVGEQSALRPSEGLWQAFRPLGLT

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 WALANGIDGQ....................................DFSDGIALMRALSIGEQSALRSELWQAFRPLGLT 204
NTDB id 1128 NGFG RS01490 WP 020997305.1 WALSNGVGGVGTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLT 230
consensus !!! !!* ! ************************************ !!!!*!!!!!!*!!!!!!!* !!!!!!!!!!!

logo HLVS I SGLHVTMI
VALVLFAGW

Y
A
LAKRRLLAYCLLSPRLTPAKRPRALWVLALATGCLASGALFVYAGLLMAGFGSVPTQRSVLMLAAFAWAWRWRAGRGLQ

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 HLVSISGLHVTMIALLFGYAARRLLYLLPRTPAKPRLWVLLTGLSGALVYAGMAGFGVPTQRSVLMLAAFAWAWWRARGQ 284
NTDB id 1128 NGFG RS01490 WP 020997305.1 HLVSISGLHVTMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGR.L 309
consensus !!!!!!!!!!!!*!*!!** !*!!! * !! !!*!! !!! !* !!! !! *!!! !!!!!!!!!!!!!!!!! !*!*

logo SALWASGTWLWQALAAVLLFLDPLAVLAGPVGTWLSFGLVAAL IWAGCGAGRLKYENGNAKRQATATLVRGQWAASVCLSLVVLLGYLFAASLPL IVSPL
NTDB id 1099539 ACM67C RS04535 WP 082790398.1 SLWSGWLQALAAVLLLDPLAVLAPGTWLSFGLVAALIWGGAGRLKNNARQATLRGQWAASVCSVVLLGYLFAALPLISPL 364
NTDB id 1128 NGFG RS01490 WP 020997305.1 SAWATWWQALAAVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPL 389
consensus ! ! ! !!!!!!!! !!!!!!**!!!!!!!!!!!!!!**!!!! !! *!!!!!!!!*!*!!!!!!!! !!!*!!!

logo

A
VNALVAS IPWFSWVLATPLALLAGSAVLVPFVAPLQQWAFAGAFMLAGEYTLRFLLLVLWLADI

V
A
SPEFWAPVAAAPLPLLLVALATVACAAL ILLLLTPRGLG

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 ANALAIPWFSWVLAPLALLASALPVAPLQWFAAMLGEYTLRLLLLLADIAPEWPVAAAPLPLLLAATAAALILLTPRGLG 444
NTDB id 1128 NGFG RS01490 WP 020997305.1 VNAVSIPWFSWVLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLG 469
consensus !!* !!!!!!!! !!!!!*! *! !!!! *! !*!!!!! !* !!!* !!**!!!!!!!!!* ! *!!!*!! !!!!!

logo LRPWAVWLLVLAAGF IVCSYRPEAKVEPEPGNERALAKI
V
M
TVMWDAGQGLSVLWMVQRTANRHSLLFDTAGTAVAASAGQSTAGI IVPSLHNAAGVKRRLDAKLVLSH

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 LRPWAWLVLAAFICYRPEKVEPGRLKIMVMDAGQGLSVWMQTANRSLLFDTATAASAGSAIIPSLHAAGVKRLDALVLSH 524
NTDB id 1128 NGFG RS01490 WP 020997305.1 LRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSH 549
consensus !!!!! !*!!*!**!!!! !** * ! !!!!!!!! * !!!!*!!!!!*! ! ! **!*!!!*!!!!*!!! !!!!!



logo HDSTDHDGGFQTAVAGAKAIKKPNPAGAGIWYAGQPEFYEPGHARHPCASEQRWQWDGVDWFEFLRPPSAERYKTANI
R
D
EDNDGKQSCVLRVTVAGNGAEALLLVTG

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 HDTDHDGGFTAVAAAKKPAAIWAGQPEFYPHARPCSEQRWQWDGVWFEFLRPPAYTAREDNDQSCVLRVTANGEALLLTG 604
NTDB id 1128 NGFG RS01490 WP 020997305.1 HDSDHDGGFQAVGKI.PNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTG 628
consensus !!*!!!!!! !!* *****!*!!!!!!!**!! ! !!!!!!!!! !!!!!!* *!! !!!!!! ! ! !!!*!!

logo DLDGQTKGEERASLLVDGKYYGGSNRLYSHQI
VLVLGHHGSNSTASSSGAVFLNATVASPELYAVASSGYANAYKNHPTEPAVQRNRVRSAHGIKTLLRTDLR

NTDB id 1099539 ACM67C RS04535 WP 082790398.1 DLGQKGERALLDYYGSRLYSHILVLGHHGSNSASSGAFLNTVAPLYAVASSGYANAYNHPTPAVRNRVSAHGITLLRTDR 684
NTDB id 1128 NGFG RS01490 WP 020997305.1 DLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDL 708
consensus !! !!! !* !! !!!**!!!!!!!!!* !!! !!! ! ! !!!!!!!!!!!! !!!*!! !!! !!!! !!!!!

logo SGALLQFEGLGRSGGNPVKYAQGQRLKRTVYKFPYWQKKPFDEKDDVP
NTDB id 1099539 ACM67C RS04535 WP 082790398.1 SGALLFELGSGNPYQGRLKTYKPYWQKKPFDKDDVP 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 SGALQFGLGRGGVKAQRLRVYKFYWQKKPFE..... 739
consensus !!!! ! !! ! * !!* !!*!!!!!!!******
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