
logo MMS
TPETQRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMP IKDAP IGSVPCQVEGEVIHQEVTFKPRKQL IVQI

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 MMTPETQKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPISVPCQVEGEVIHQEVTFKPRKQLIVQI 80
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQI 80
consensus !!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!

logo ADGSGSVLFLRF IHFYASHQKQMTAAVGKR IRAVGE IKHGFYGDEMIHPKIRDAEGSGGLAESLTP I
VYPTVNGLNQPTLRR I I

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 ADGSGSVLFLRFIHFYASHQKQMAAGKRIRAVGEIKHGFYGDEMIHPKIRDAESGGLAESLTPIYPTVNGLNQPTLRRII 160
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ADGSGSVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRII 160
consensus !!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!*!!!!!!!!!!!!!!!!

logo QTALDVTPLHDTLPDALLCGRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
SGTA

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 QTALDVTPLHDTLPDALLGRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRVSGTA 240
NTDB id 1095 KZH42 RS10215 WP 002225638.1 QTALDVTPLHDTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTA 240
consensus !!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!

logo

A
PALGGDGTLTNQALRHQALPFALTDAQEKVVSE ICRDMAQTHYPMHRLLQGDVGSGKTIVAALSALTAI ESGAQVAVMAPTE I

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 PALGGDGTLTNALRHALPFALTDAQEKVVSEICRDMAQTHPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
NTDB id 1095 KZH42 RS10215 WP 002225638.1 AALGGDGTLTQALRQALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEI 320
consensus *!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LAEQHF IKFKQWLEPLGI
LEVVRWLFSGSLQRKKAKDEAKAKLADGSTVKIAVGTHALFSDDGVAEFHQNLGLTVIVDEQHRFGVAQRL

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 LAEQHFIKFKQWLEPLGLEVVWLSGSQRKKAKDEAKAKLADGTVKIAVGTHALFSDDVEFQNLGLVIVDEQHRFGVAQRL 400
NTDB id 1095 KZH42 RS10215 WP 002225638.1 LAEQHFIKFKQWLEPLGIEVVRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRL 400
consensus !!!!!!!!!!!!!!!!!*!!! ! !! !!!!!!!!!!!!!!!*!!!!!!!!!!!!! ! !*!!!! !!!!!!!!!!!!!!

logo ALKNKGRDEVHQLMMSATP IPRTLAMSFFADLDVSVIDELPPGRTP IKTRLVNNVRRATEVEGFVLGNI
TCRKGQRQAYWVCPL I

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 ALKNKGRDVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRTEVEGFVLNICRKGQQAYWVCPLI 480
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALKNKGREVHQLMMSATPIPRTLAMSFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLI 480
consensus !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!! !!!!!!!!!

logo EESETLQLQTAATETLAEQRLQATALPELNIGLVHGRMKAAEKAEVMAERFASASGGRLNVLVATTVI EVGVDVPNAALMVI EHAERM
NTDB id 1138936 DQM57 RS00850 WP 111726324.1 EESETLQLQTATETLEQLQAALPELNIGLVHGRMKAAEKAEVMAEFAAGRLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
NTDB id 1095 KZH42 RS10215 WP 002225638.1 EESETLQLQTAAETLARLQTALPELNIGLVHGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERM 560
consensus !!!!!!!!!!! !!! !! !!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GLAQLHQLRGRVGRGAAESVCVLLFAEPLGSELAKARLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKNLEE
NTDB id 1138936 DQM57 RS00850 WP 111726324.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLSELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFANLEE 640
NTDB id 1095 KZH42 RS10215 WP 002225638.1 GLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKARLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEE 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo DLHLLEQARE I
TAPML I EQNPE IVEAHLARWLSGSREGYLGV

NTDB id 1138936 DQM57 RS00850 WP 111726324.1 DLHLLEQAREIAPMLIEQNPEIVEAHLARWLSSREGYLGV 680
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!!
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