
logo

MML
SPEVHTQRKQLKITDETVSAKKLDEKLNLHNTAPWDLVVLHLPLRYEDETHIMP IAKDAP I

VGVPCQVEGETVI
THQEVTFKPRKQL IVVQI

NTDB id 1099468 ACM67E RS09565 WP 416191217.1 .MLPVHQKQLKITETSAKKLEKLNLNTPWDVVLHLPLRYEDETHIMPIADAPVGVPCQVEGTVTHQEVTFKPRKQLVVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *! ! * !!!!!!* !!!!!*!!!!*!*!!*!!!!!!!!!!!!!!!!! !!!*!!!!!!!! ! !!!!!!!!!!!!*!!!

logo ADGSGSVLFHLRF IHFYASHQKQMTAVGKR IRAVGE IKHGFHYGDEMIHPKIRDADEGHGTGLAESLTPVYPTVNGLNQPTLRR I IV
NTDB id 1099468 ACM67E RS09565 WP 416191217.1 ADGSGSVLHLRFIHFYASHQKQMAVGKRIRAVGEIKHGFHGDEMIHPKIRDADHTGLAESLTPVYPTVNGLNQPTLRRIV 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!** !!!!!!!!!!!!!!!!!!!!!!!!*

logo QTALDTVTVPLHDTLPDAELLCGRLKNLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
NGNTA

NTDB id 1099468 ACM67E RS09565 WP 416191217.1 QTALDTVPLHDTLPDELLGRLNLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRVNGNA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!! !!!!!!!! !!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* ! !

logo

A
N
A
PLGIGDNGKTLSTGQAKLLRNQALPFALTADAQEQKRVLVASE ICRRTDMAQTHYPMHRLLQGDVGSGKTIVAALASALTAI

VEASGACQVAVMAPTE I
NTDB id 1099468 ACM67E RS09565 WP 416191217.1 NPLIGNGKLSGKLLNALPFALTAAQQRVLAEIRTDMAQTHPMHRLLQGDVGSGKTIVAALAALTAVEAGCQVAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus *! ! ! !* ! *!!!!!!! !! *!* !!* !!!!!*!!!!!!!!!!!!!!!!!!!! !!!!*! !*!!!!!!!!!!

logo LAEQHFYI
TKFKQWFLEPSLGI

L
A
EVAVRWLFSGSLQRKKAEKDEETANKAAKI

L
A
SDGLSAVKP IAVGTHALFQSDDGVAFHQNLGLTVIVDEQHRFGVAQRL

NTDB id 1099468 ACM67E RS09565 WP 416191217.1 LAEQHYTKFKQWFESLGLAVAWLSGSQRKKEKETNKAAISDGLAPIAVGTHALFQDDVAFQNLGLVIVDEQHRFGVAQRL 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!* !!!!! !*!!* ! ! !! !!! !* !! * !! *!!!!!!!!! ! !!!*!!!! !!!!!!!!!!!!!!

logo ALKNKGRSDEVHQLMMSATP IPRTLAMSFFADLDVSVIDELPPGNRTP IKTRLVNNSLVRRAEVEGFVLGNTCRKGQRQAYWVCPL I
NTDB id 1099468 ACM67E RS09565 WP 416191217.1 ALKNKGSDVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPNRTPIKTRLVNSLRRAEVEGFVLNTCRKGQQAYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! *!!!!!!!!!! !!!!! !!!!!!!!!

logo EESETLQLQTAAVDETLAERLQTALPELNS IGLVHGRMKAPASEKAEVMAERFASASGGRLNVLVATTVI EVGVDVPNAASLMVI EHAERM
NTDB id 1099468 ACM67E RS09565 WP 416191217.1 EESETLQLQTAVDTLAELQTALPELSIGLVHGRMKPSEKAEVMAEFAAGRLNVLVATTVIEVGVDVPNASLMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! *!!! !!!!!!!! !!!!!!!!!* !!!!!!! ! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!



logo GLAQLHQLRGRVGRGAAAESAVCVLLFASEPLGSELAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE
NTDB id 1099468 ACM67E RS09565 WP 416191217.1 GLAQLHQLRGRVGRGAAASACVLLFSEPLSELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!! ! !!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHQLLEKQARE I
TAPKML I EEQNRPDE IVEAKHLADRWLSGSREGYLGV

NTDB id 1099468 ACM67E RS09565 WP 416191217.1 DLQLLEKAREIAPKLIEERPDIVEKHLDRWLSSREGYLGV 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!*!!! !!! !! !!! !*!!! !! !!!! !!!!!!!

X non conserved

X similar

X ≥ 50% conserved


