
logo

MMS
TPETRKQLKITDTVASAKKLDEKLHNLHTAWDLVLHLPLRYEDETHIMP I

L
K
QDAP I

VGVPCQVEGETVI
LHQEVMTFKPRKQL IVQI

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 .MTPETRKQLKITDTAAKKLEKLHLHTAWDLVLHLPLRYEDETHIMPLQDAPVGVPCQVEGTVLHQEVMFKPRKQLIVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *!*!!!!!!!!!!! !!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!* !!!*!!!!!!!! !*!!!! !!!!!!!!!!!

logo

A
GDGNASGNSVLFLRF IHFYAPSHQQKQLTAVGKR IRAVGE IKHGFYGDEMIHPKIRDAEGTGSGLAESLTPVYPTVNGLNQPTLRR I I

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 GDNAGNVLFLRFIHFYPSQQKQLAVGKRIRAVGEIKHGFYGDEMIHPKIRDAETSGLAESLTPVYPTVNGLNQPTLRRII 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus *! ! !!!!!!!!!!*!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo QTALDDVTPLHDTLPDALLCGRLKLPHLAESLRLLHASPPPSFLSTI
V
H
QQLSDGATLPAWQRLKFDELLAQQLSMRLARQKRIGSGQTA

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 QTALDDTPLHDTLPDALLGRLKLPHLAESLRLLHAPPPSLSVQQLSDGALPAWQRLKFDELLAQQLSMRLARQKRISGQA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!! ***!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! ! !

logo AAPLGTGDNGTLSTQAPLLRNQALPFALTDRAQEKAVLVASE ICRQRDMAQTFYPMHRLLQGDVGSGKTIVAALASALATAI
VEASGAQVAVMAPTE I

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 APLTGNGTLSQPLLNALPFALTRAQEKALAEIRQDMAQTFPMHRLLQGDVGSGKTIVAALAALAAVEAGAQVAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus !*! ! !!!*!*! *!!!!!!! !!!! * !!* !!!!!*!!!!!!!!!!!!!!!!!!!! !! !*! !!!!!!!!!!!!

logo LAEQHF IKFKQWFLDEPLGI
L
D
E
I
V
A
V
R
WLFSGSLQRKKAKDEAKAKQLASDGLSVKIAVGTHALFQSDDGVAFHQNLGLTVIVDEQHRFGVAQRL

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 LAEQHFIKFKQWFDPLGLDIAWLSGSQRKKAKDEAKAQLSDGLVKIAVGTHALFQDDVAFQNLGLVIVDEQHRFGVAQRL 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!!!!!!!! *!!!*** ! !! !!!!!!!!!! ! !! !!!!!!!!!!! ! !!!*!!!! !!!!!!!!!!!!!!

logo ALKNKGRDEVHQLMMSATP IPRTLAMSFFADLDVSLVIDELPPGRTP IKQTRLVNNSLVRRAEVEGFYLVLGNI
TCRKGQRQAYWVCPL I

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 ALKNKGRDVHQLMMSATPIPRTLAMSFFADLDVSLIDELPPGRTPIQTRLVNSLRRAEVEGYLLNICRKGQQAYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!! !!!!! *!!!!!!!**! !!!! !!!!!!!!!

logo EESETLQLQTAATETLAEQRLQTALPELNIGLVHGRMKAAEKAAEVMAERFASASGGRLNVLVATTVI EVGVDVPNAALMVI EHAERM
NTDB id 240325 CGZ77 RS10030 WP 009424916.1 EESETLQLQTATETLEQLQTALPELNIGLVHGRMKAAEKAAVMAEFAAGRLNVLVATTVIEVGVDVPNAALMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!! !!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GLAQLHQLRGRVGRGAAEKSVCVLLFAEPLGSELAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEEQ
NTDB id 240325 CGZ77 RS10030 WP 009424916.1 GLAQLHQLRGRVGRGAAKSVCVLLFAEPLSELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEQ 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!

logo DLHLLEHQARE I
TAPMQL I EQHNPDE IVEKAHLADRWLASGSRAEAGYLMGAV

NTDB id 240325 CGZ77 RS10030 WP 009424916.1 DLHLLEHAREIAPQLIEQHPDIVKAHLDRWLASRAAYMGA 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!!*!!! !! !!!!*!*!! !!! !!! ! *!*!

X non conserved

X similar

X ≥ 50% conserved


