
logo MMSPETQRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMP IKDAP IGVPCQVEGEVIHQEVTFKPRKQL IVQIADGSG
NTDB id 80940 HT079 RS07605 WP 010356693.1 MMSPETQKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQIADGSG 85
NTDB id 1095 KZH42 RS10215 WP 002225638.1 MMSPETRKQLKITDVSAKKLDKLNLHTAWDLVLHLPLRYEDETHIMPIKDAPIGVPCQVEGEVIHQEVTFKPRKQLIVQIADGSG 85
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SVLFLRF IHFYASHQKQTAVGKR IRAVGE IKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRR I IQTALDVTPLH
NTDB id 80940 HT079 RS07605 WP 010356693.1 SVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRIIQTALDVTPLH 170
NTDB id 1095 KZH42 RS10215 WP 002225638.1 SVLFLRFIHFYASHQKQTAVGKRIRAVGEIKHGFYGDEMIHPKIRDAEGGGLAESLTPVYPTVNGLNQPTLRRIIQTALDVTPLH 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DTLPDALLCRLKLPHRLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRI
V
G
SGTAAALGRGDGTLTQALRQ

NTDB id 80940 HT079 RS07605 WP 010356693.1 DTLPDALLCRLKLPRLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRVSGTAAALRGDGTLTQALRQ 255
NTDB id 1095 KZH42 RS10215 WP 002225638.1 DTLPDALLCRLKLPHLAESLRLLHSPPPSFTIHQLSDGTLPAWQRLKFDELLAQQLSMRLARQKRIGGTAAALGGDGTLTQALRQ 255
consensus !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!! !!!!!!!!!!!

logo ALPFALTDAQEKVVSE ICRDMAQTHYPMHRLLQGDVGSGKTIVAALSALTAI ESGAQVAVMAPTE I LAEQHF IKFKQWLEPLGI EV
NTDB id 80940 HT079 RS07605 WP 010356693.1 ALPFALTDAQEKVVSEICRDMAQTHPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEILAEQHFIKFKQWLEPLGIEV 340
NTDB id 1095 KZH42 RS10215 WP 002225638.1 ALPFALTDAQEKVVSEICRDMAQTYPMHRLLQGDVGSGKTIVAALSALTAIESGAQVAVMAPTEILAEQHFIKFKQWLEPLGIEV 340
consensus !!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VCRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLSTIVDEQHRFGVAQRLALKNKGREVHQLMMSATP IPRTLAM
NTDB id 80940 HT079 RS07605 WP 010356693.1 VCLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLSIVDEQHRFGVAQRLALKNKGREVHQLMMSATPIPRTLAM 425
NTDB id 1095 KZH42 RS10215 WP 002225638.1 VRLFGSLRKKAKDEAKAKLADGSVKIAVGTHALFSDGVAFHNLGLTIVDEQHRFGVAQRLALKNKGREVHQLMMSATPIPRTLAM 425
consensus !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SFFADLDVSVIDELPPGRTP IKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPL I EESETLQLQTAAETLARLQTALPELPNIGLV
NTDB id 80940 HT079 RS07605 WP 010356693.1 SFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLIEESETLQLQTAAETLARLQTALPEPNIGLV 510
NTDB id 1095 KZH42 RS10215 WP 002225638.1 SFFADLDVSVIDELPPGRTPIKTRLVNNVRRAEVEGFVLGTCRKGRQAYWVCPLIEESETLQLQTAAETLARLQTALPELNIGLV 510
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo HGRMKAAEKAEVMAERFASASGGRLNVLVATTVI EVGVDVPNAALMVI EHAERMGLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKA
NTDB id 80940 HT079 RS07605 WP 010356693.1 HGRMKAAEKAEVMAEFAAGRLNVLVATTVIEVGVDVPNAALMVIEHAERMGLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKA 595
NTDB id 1095 KZH42 RS10215 WP 002225638.1 HGRMKAAEKAEVMARFSSGGLNVLVATTVIEVGVDVPNAALMVIEHAERMGLAQLHQLRGRVGRGAAESVCVLLFAEPLGELAKA 595
consensus !!!!!!!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RLKVIYEHTDGFE IARQDLNIRGPGEFLGARQSGVPMLRFAKLEEDLHLLEQARETAPML I EQNPE IVEAHLARWLSGREGYLGV
NTDB id 80940 HT079 RS07605 WP 010356693.1 RLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEEDLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
NTDB id 1095 KZH42 RS10215 WP 002225638.1 RLKVIYEHTDGFEIARQDLNIRGPGEFLGARQSGVPMLRFAKLEEDLHLLEQARETAPMLIEQNPEIVEAHLARWLSGREGYLGV 680
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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