
logo

MML
SPEVHTQRKQLKITDVSAKKLDEKLNLHTAPWDI

LVLHLPLRYEDETHIMP IAKDAPAIGTVPCQVEGEVI
LHQEVQTFKPRKQL IVQI

NTDB id 1120221 EL111 RS08435 WP 123794640.1 .MLPVHQKQLKITDVSAKKLEKLNLHTPWDIVLHLPLRYEDETHIMPIADAPAGTPCQVEGEVLHQEVQFKPRKQLIVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *! ! * !!!!!!!!!!!!!*!!!!!!*!!*!!!!!!!!!!!!!!!!! !!! ! !!!!!!!!*!!!! !!!!!!!!!!!

logo ADGSGSVLFHLRF IHFYAPSHQKQMTAVGKR IRAVGE IKHRGFYGDEMIHPKIRDAEGNGSGLAESLTPVYPTVNGLNQPTLRR I I
NTDB id 1120221 EL111 RS08435 WP 123794640.1 ADGSGSVLHLRFIHFYPSHQKQMAVGKRIRAVGEIKRGFYGDEMIHPKIRDAENSGLAESLTPVYPTVNGLNQPTLRRII 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !!!!!!!!*!!!!!!!*!!!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo QTALDEVTVPLHDTLPDAGLLCGRLKLPHLAESLRLLHASPPPSFTIHYQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
SGTA

NTDB id 1120221 EL111 RS08435 WP 123794640.1 QTALEVVPLHDTLPDGLLGRLKLPHLAESLRLLHAPPPSFTIYQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRVSGTA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!*! !!!!!!!!*!!*!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!

logo

A
K
A
SLGKEGDSGETLSTGQAKL IRQRASLPFATLTADAQEQKRVLVSE ICRARDLMAQTHYPMHRLLQGDVGSGKTIVAALSALTAI EASGACQVAVMAPTE I

NTDB id 1120221 EL111 RS08435 WP 123794640.1 KSLKESGELSGKLIRSLPFTLTAAQQRVLSEIRADLAQTHPMHRLLQGDVGSGKTIVAALSALTAIEAGCQVAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus ! ! !* ! !!! !! !! *!*!!!* !*!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!

logo LAEQHFYIKFKQWFLEPLMGI
L
A
EVAVRWLFSGSLQRKKAEKDEEQANKAAKLVASDGLSAVKP IAVGTHALFQSDDGVAQFHQNLGLTVIVDEQHRFGVAQRL

NTDB id 1120221 EL111 RS08435 WP 123794640.1 LAEQHYIKFKQWFEPMGLAVAWLSGSQRKKEKEQNKAAVSDGLAPIAVGTHALFQDDVQFQNLGLVIVDEQHRFGVAQRL 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!*!!!!!! !!*!* ! ! !! !!! !* !! * !! *!!!!!!!!! ! ! !*!!!! !!!!!!!!!!!!!!

logo ALKNKGQRDEVHQLMMSATP IPRTLAMSFFADLDVSVIDELPPGNRTP IKTRLVNNAVRRAEVEGFVLGNTCRKGQRQAYWVCPL I
NTDB id 1120221 EL111 RS08435 WP 123794640.1 ALKNKGQDVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPNRTPIKTRLVNNARRAEVEGFVLNTCRKGQQAYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!!!!! !!!!! !!!!!!!!!

logo EESEPTLQLQTAATETLAEARLQATALPELNS IVGLVHGRMKAAEKAEGVMAERFSASGGRLNVLVATTVI EVGVDVPNAASLMVI EHAERM
NTDB id 1120221 EL111 RS08435 WP 123794640.1 EESEPLQLQTATETLEALQAALPELSVGLVHGRMKAAEKAGVMAEFSAGRLNVLVATTVIEVGVDVPNASLMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!*!!!!!! !!! !! !!!!! *!!!!!!!!!!!!! !!! !! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!



logo GLAQLHQLRGRVGRGAAAESHVCVLLFAEPLGSELAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE
NTDB id 1120221 EL111 RS08435 WP 123794640.1 GLAQLHQLRGRVGRGAAASHCVLLFAEPLSELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!! !*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHLLEKQARETAPMQL I EQNRPDE IVEAHLAERWLSGSREGYLGV
NTDB id 1120221 EL111 RS08435 WP 123794640.1 DLHLLEKARETAPQLIEQRPDIVEAHLERWLSSREGYLGV 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!! !!!!!! !!!! !*!!!!!! !!!! !!!!!!!

X non conserved
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X ≥ 50% conserved


