
logo

MMS
TPEHTQRKLQLKITDTVASAKKLDEKLNLHTAPWDLVAVLHLPLRYEDETHIMP IKDAP IGVPCQVEGEVVI

T
H
LQEVQTFKPRKQL IVVQI

NTDB id 1123735 EL276 RS08040 WP 126304942.1 .MTPEHQKLLKITDTAAKKLEKLNLHTPWDVALHLPLRYEDETHIMPIKDAPIGVPCQVEGVVTLQEVQFKPRKQLVVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *!*!!* ! !!!!! !!!!*!!!!!!*!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! *!!! !!!!!!!*!!!

logo

A
QDGHSGSVLFLRF IHFYAPSHQKQMTAQVGKR IRAVGE IKHGFYGDEMIHPKIRDADEGNGSGSLAESLTPVYPTVNGLNQPTLRR I IV

NTDB id 1123735 EL276 RS08040 WP 126304942.1 QDHSGSVLFLRFIHFYPSHQKQMAQGKRIRAVGEIKHGFYGDEMIHPKIRDADNSSLAESLTPVYPTVNGLNQPTLRRIV 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !*!!!!!!!!!!!!!*!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!*

logo QTALDEAVLTPLHDTLPDAELLCGRLKLPHLAESLRLLHASPPPDSFYSTIHRQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGSGQTA
NTDB id 1123735 EL276 RS08040 WP 126304942.1 QTALEALPLHDTLPDELLGRLKLPHLAESLRLLHAPPPDYSIRQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRISGQA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!* !!!!!!!! !!*!!!!!!!!!!!!!!! !!! **!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !

logo AAPLGHGDTGETLWSTGQAKLLRNQALPFASLTDQAQEQKRVLVASE ICRARDMAQQTHYPMHRLLQGDVGSGKTIVAALASALTAI
VEASGASQVAVMAPTE I

NTDB id 1123735 EL276 RS08040 WP 126304942.1 APLHGTGEWSGKLLNALPFSLTQAQQRVLAEIRADMQQTHPMHRLLQGDVGSGKTIVAALAALTAVEAGSQVAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus !*!*! ! * ! *!!!! !! !! *!* !!* !! !!*!!!!!!!!!!!!!!!!!!!! !!!!*! ! !!!!!!!!!!

logo LAEQHFYI
LKFKQWFLEPLGI

L
E
SVAVRWLFSGSLQRKKAKDEEQANKAAKLASDGLSAVKP IAVGTHALFQSDEDGVAQFHNLGLTVIVDEQHRFGVAQRL

NTDB id 1123735 EL276 RS08040 WP 126304942.1 LAEQHYLKFKQWFEPLGLSVAWLSGSQRKKAKEQNKAALSDGLAPIAVGTHALFQEDVQFHNLGLVIVDEQHRFGVAQRL 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!**!!!!! !!!!* ! ! !! !!!!!* !! ! !! *!!!!!!!!! * ! !!!!!! !!!!!!!!!!!!!!

logo ALKNKGQRDEVHQLMMSATP IPRTLAMSFFADLDVSVIDELPPGNRTP IKQTRLVNNSQVRRAPEVEGFVLGNTCRKGRQAVYWVCPL I
NTDB id 1123735 EL276 RS08040 WP 126304942.1 ALKNKGQDVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPNRTPIQTRLVNSQRRPEVEGFVLNTCRKGRQVYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!! !!*!!!!!!! !!!!!!! !!!!!!!

logo EESETLQLQTAATETLQAARLQATALPELNS IGLVHGRMKAAEKAEQVMAKRFASASGGRLNVLVATTVI EVGVDVPNAASLMVI EHAERM
NTDB id 1123735 EL276 RS08040 WP 126304942.1 EESETLQLQTATETQAALQAALPELSIGLVHGRMKAAEKAQVMAKFAAGRLNVLVATTVIEVGVDVPNASLMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! !! ! !! !!!!! !!!!!!!!!!!!!! !!!*! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!



logo GLAQLHQLRGRVGRGAAAESTVCVLLFAEPLGSEKLAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE
NTDB id 1123735 EL276 RS08040 WP 126304942.1 GLAQLHQLRGRVGRGAAASTCVLLFAEPLSKLAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!! ! !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHLLEKQARE I
TAPMQL I EEQHNPDE IVEAHLANRWLASGSREGSYLGV

NTDB id 1123735 EL276 RS08040 WP 126304942.1 DLHLLEKAREIAPQLIEEHPDIVEAHLNRWLASRESYLGV 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!! !!! !! !!! *!*!!!!!! !!! !! !!!!

X non conserved
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X ≥ 50% conserved


