
logo

MML
SPEVTYQRKLQLKI

VTDETVASAKKLDEKLNLHNTAPWDLVVLHLPLRYEDETHIMP IAKDAP I
VGVPCQVEGETVI

THQEVMTFKPRKQL IVVQI
NTDB id 237862 BG910 RS10435 WP 089037240.1 .MLPVYQKLLKVTETAAKKLEKLNLNTPWDVVLHLPLRYEDETHIMPIADAPVGVPCQVEGTVTHQEVMFKPRKQLVVQI 79
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus *! ! ! !!*!* !!!!*!!!!*!*!!*!!!!!!!!!!!!!!!!! !!!*!!!!!!!! ! !!!! !!!!!!!*!!!

logo ADGSGSVLFHLRF IHFYASHQKQMTAVGKR IRAVGE IKHGFHYGDEMIHPKIRDADEGNGTGLAESLTPVYPTVNGLNQPTLRR I IV
NTDB id 237862 BG910 RS10435 WP 089037240.1 ADGSGSVLHLRFIHFYASHQKQMAVGKRIRAVGEIKHGFHGDEMIHPKIRDADNTGLAESLTPVYPTVNGLNQPTLRRIV 159
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !!!!!!!!*!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!*

logo QTALDTVTVPLHDTLPDAELLCGRLKNLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
NGSTA

NTDB id 237862 BG910 RS10435 WP 089037240.1 QTALDTVPLHDTLPDELLGRLNLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRVNGSA 239
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!! !!!!!!!! !!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !*!

logo

A
N
A
PLGSGDNGKTLSTDQAKLLRNQALPFALTADAQEQKRVLVASE ICRRTDMAQTHYPMHRLLQGDVGSGKTIVAALASALTAI

VEASGACQAVAVMAPTE I
NTDB id 237862 BG910 RS10435 WP 089037240.1 NPLSGNGKLSDKLLNALPFALTAAQQRVLAEIRTDMAQTHPMHRLLQGDVGSGKTIVAALAALTAVEAGCQAAVMAPTEI 319
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus *! ! ! !* ! *!!!!!!! !! *!* !!* !!!!!*!!!!!!!!!!!!!!!!!!!! !!!!*! !*! !!!!!!!!

logo LAEQHFYAIKFKQWFLEPLGI
L
A
EVAVRWLFSGSLQRKKAEKDEETANKAAKLVASDGLSAVKP IAVGTHALFQSDDGVAFHQNLGLTVIVDEQHRFGVAQRL

NTDB id 237862 BG910 RS10435 WP 089037240.1 LAEQHYAKFKQWFEPLGLAVAWLSGSQRKKEKETNKAAVSDGLAPIAVGTHALFQDDVAFQNLGLVIVDEQHRFGVAQRL 399
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!* !!!!! !!!!* ! ! !! !!! !* !! * !! *!!!!!!!!! ! !!!*!!!! !!!!!!!!!!!!!!

logo ALKNKGQRDEVHQLMMSATP IPRTLAMSFFADLDVSVIDELPPGNRTP IKTRLVNNSLVRRAEVEGFVLGNTCRKGRQAYWVCPL I
NTDB id 237862 BG910 RS10435 WP 089037240.1 ALKNKGQDVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPNRTPIKTRLVNSLRRAEVEGFVLNTCRKGRQAYWVCPLI 479
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! *!!!!!!!!!! !!!!!!!!!!!!!!!

logo EESETLQLQTAATETLAQRTLQTALPELANIGLVHGRMKAPASEKAEVMADRFSASGGRLNVLVATTVI EVGVDVPNAASLMVI EHAERM
NTDB id 237862 BG910 RS10435 WP 089037240.1 EESETLQLQTATETLQTLQTALPELAIGLVHGRMKPSEKAEVMADFSAGRLNVLVATTVIEVGVDVPNASLMVIEHAERM 559
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! !!! !!!!!!!! !!!!!!!!!* !!!!!!! !! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!



logo GLAQLHQLRGRVGRGAAAESHVCVLLFAEPLGSELPAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE
NTDB id 237862 BG910 RS10435 WP 089037240.1 GLAQLHQLRGRVGRGAAASHCVLLFAEPLSEPAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 639
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!! !*!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHLLEQARE I
TAPKML I EEQNRPDE IVEAKHLADRWLGSGSREGYLGV

NTDB id 237862 BG910 RS10435 WP 089037240.1 DLHLLEQAREIAPKLIEERPDIVEKHLDRWLGSREGYLGV 679
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!!!!!! !! !!! !*!!! !! !!! !!!!!!!
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