
logo MFRRWFLPCWVVGVAVSFALPSVVPHWPFWLAAFAVFLAVLSARRFAGFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 MFRRWFLPCWVVGVAVSFALPVVPHWPFWLAAFAVFAVSARRFGFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
NTDB id 1128 NGFG RS01490 WP 020997305.1 MFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVP 80
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!! !! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LTVEVATDMPRSSDGRRSVQRFAAKAVDGSGKGRRTFDLLLSDYKQRREWATVGSKRWR ITARMVHRPVVGELNLRGLNREAWALSNGI
VGGV

NTDB id 1138939 DQM57 RS01785 WP 167395582.1 LTVEVADMPSSDGRSVRFAAKAVDGKGRRFDLLLSDYKQREWTVGSKWRITARMRPVVGELNLRGLNREAWALSNGIGGV 160
NTDB id 1128 NGFG RS01490 WP 020997305.1 LTVEVTDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGV 160
consensus !!!!! !!! !!!! ! !!!!!!! !! !!!!!!!!! !!! !!!*!!!!!!**!!!!!!!!!!!!!!!!!!!!!*!!!

logo GTVGADRVLLHDGGSGWGIAVWRSR I SRNWQRQADATDGGLSDGIGLMRALSVGEQSALRPEGLWQAFRPLGLTHLVS I SGLHV
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 GTVGADRVLLHDGSGWGIAVWRSRISRNWQQADTDGGLSDGIGLMRALSVGEQSALRPELWQAFRPLGLTHLVSISGLHV 240
NTDB id 1128 NGFG RS01490 WP 020997305.1 GTVGADRVLLHGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHV 240
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo TMVAVLFAWLAVKRRLFLAVCLSPRLPASRPRAVWI
VLAAGGCAGALCFYALLAGFSVPTQRSVLMLAAFASWAWRNRGRLRSAVWAVATWWQALAG

NTDB id 1138939 DQM57 RS01785 WP 167395582.1 TMVAVLFAWLVRRLFVCLPRLPSRPRVWILAGGCAGALCYALLAGFSVPTQRSVLMLAAFSWAWRNGRRSVWVAWWQALG 320
NTDB id 1128 NGFG RS01490 WP 020997305.1 TMVAVLFAWLAKRLLACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALA 320
consensus !!!!!!!!!! *!! ! !!!! !!! !*!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!! !!!! !! ! ! !!!!!*

logo AVLLFDPLAVLGVGTWLSFGLVAAL IWACASGRLGYEGKRRKQTAVRGQWAASVLSLVVLLGYLFASLPL IVSPLVNAVAS I LPWFSW
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACSGRLGEGRRKTAVRGQWAASVLSVVLLGYLFASLPLISPLVNAVAILWFSW 400
NTDB id 1128 NGFG RS01490 WP 020997305.1 AVLLFDPLAVLGVGTWLSFGLVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSW 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!*! !!!!!!!!!!!!!*!!!!!!!!!!!!*!!!!!!! !*!!!!

logo VLTPLALLGSVVPFAPLQQAAGAFLAEYTLRFLVWLADGVSPEFAVAAAPLPLLVLALVCAALFLLVLLPRGLGLRPWASAVALLVLAG
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 VLTPLALLGSVVPFAPLQQAAAFLAEYTLRFLVWLAGVSPEFAVAAAPLPLLVLALCAALFVLLPRGLGLRPWSAAVLAG 480
NTDB id 1128 NGFG RS01490 WP 020997305.1 VLTPLALLGSVVPFAPLQQAGAFLAEYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAG 480
consensus !!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!*!!!! *!!!!!!!!!!! *!!!

logo FVFSYRPEAVPREGNESAAEVI
TVWDAGQGLSVLVRTANHRHLLFDTGTAVASAAQTGIVPSLNAASGVRRYLDKRLVI

LSHHDSDHDGGFLQA
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 FVFYRPEAVRGNSAEVIVWDAGQGLSVLVRTANHHLLFDTGTASAAQTGIVPSLNASGVRYLDRLVISHHDSDHDGGLQA 560
NTDB id 1128 NGFG RS01490 WP 020997305.1 FVSYRPEAVPENEAAVTVWDAGQGLSVLVRTANRHLLFDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQA 560
consensus !! !!!!!!* ! ! ! !!!!!!!!!!!!!!!!*!!!!!!!! !!!!!!!!!!!! !!! !!*!!*!!!!!!!!!! !!



logo VGRKNIPDNGGI
MYAGQPEFYEGARAHCATEQRYWQRWDGVDFEFLRVPSERKNENI

SDDNGKSCVLRVTVAGGAALLVTGDLDTKGEESLVG
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 VRNIPDGGMYAGQPEFYEGARACTEQYWRWDGVDFEFLVPSERNESDDNGKSCVLRVTAGGAALLVTGDLDTKGEESLVG 640
NTDB id 1128 NGFG RS01490 WP 020997305.1 VGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDFEFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVG 640
consensus ! !! !!*!!!!!!!!!!!!*! !! ! !!!!!!!!! !!!! !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo KYGGNLYSQVLVLGHHGSNSTSSSGVFLNATVASPEYAVASSSGYAGNAYKHPTEAVQNRVRAHGIKLLRTDLSGALQVFGLGSQRDGG
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 KYGGNLYSQVLVLGHHGSNSSSSGVFLNTVAPEYAVSSSGYGNAYKHPTEAVQNRVRAHGIKLLRTDLSGALVFGLSQDG 720
NTDB id 1128 NGFG RS01490 WP 020997305.1 KYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSGYANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGG 720
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!! ! !!!!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !

logo VKAGQRLKRNVYKRFYWQKRKPFE
NTDB id 1138939 DQM57 RS01785 WP 167395582.1 VKAGRLKNYRFYWQRKPFE 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 VKAQRLRVYKFYWQKKPFE 739
consensus !!! !!* !*!!!!*!!!!
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