
logo

MQHNYTPQKAKYLLMVEDTAVSVAALYRSYLTPLDE IDINIVGTGRDEAI ES IAGARREPDL I LLDLRLPDMTGMDVLHYAVKEQKS
NTDB id 89218 OCV04 RS10485 WP 102940163.1 MQHNYTPQKAKYLLMVEDTVSVAALYRSYLTPLEIDINIVGTGREAIESIAAREPDLILLDLRLPDMTGMDVLHAVKQKS 80
NTDB id 1157 A1552VC RS03895 WP 001888250.1 ..............MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKS 66
consensus **************!!!!! !!!!!!!!!!!!!*!!!!!!!!!!*!!!!!* !!!!!!!!!!!!!!!!!!!!!*!!! !!

logo PDEVP I
V
I
VFMTAHGS IDTAVEAMRHGAQDFL IKPCEADRLRVTVNNAIRKASKLKNDAVDGNLKNNQNYQGF IGSSQTMQAVYRT

NTDB id 89218 OCV04 RS10485 WP 102940163.1 PEVPVIFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDADGLNNQNYQGFIGSSQTMQAVYRT 160
NTDB id 1157 A1552VC RS03895 WP 001888250.1 PDVPIVFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDN.KNQNYQGFIGSSQTMQAVYRT 145
consensus !*!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! * !!!!!!!!!!!!!!!!!!!!

logo IDSAASTSKAS I F ITGESGTGKEVCAEAIHAASKRGDKPF IA INCAAIPKDL I ESELFGHVKGAFTGAAATDERQGAAEALADG
NTDB id 89218 OCV04 RS10485 WP 102940163.1 IDSAATSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAAADRQGAAELADG 240
NTDB id 1157 A1552VC RS03895 WP 001888250.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADG 225
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!! !!!

logo GTLFLDELCEMDLDELQTKLLRF IQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRAE
NTDB id 89218 OCV04 RS10485 WP 102940163.1 GTLFLDELCEMDLELQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRE 320
NTDB id 1157 A1552VC RS03895 WP 001888250.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRA 305
consensus !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RGSDDVI E IAYSLLGFYMSKEEGKDGFVRLSAPEVVERFKRQRYEWPGNVRQLQNVLRNVVVLNEGKRE ITLQDMLPPPLNLQMPQSAEPR I
V
E
N

NTDB id 89218 OCV04 RS10485 WP 102940163.1 RSDDVIEIAYSLLGYMSKEEGKGFVRLSPEVVERFKRYEWPGNVRQLQNVLRNVVVLNEGKEITQDMLPPPLNLPQERVE 400
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RGDDVIEIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQMSAPIN 385
consensus ! !!!!!!!!!!!!*!!!!!!! !!!!!*!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!*!!! !!!!!!!! * **
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TVHE I FPLWMTEKQAI EKQAI EACDGNIPKRAAGTYLDVSPSTI

LYRKLQTWNEKEVKEKSERKER
NTDB id 89218 OCV04 RS10485 WP 102940163.1 .SVDMPMSGPITVHEIFPLWMTEKQAIEKAIEACDGNIPKAAGYLDVSPSTLYRKLQTWNEKEKESR... 466
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RALPLAHENKVSVHEIFPLWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
consensus * ***** ***!!!!!!!!!!!!!!!! !!!!!!!!!!*!! !!!!!!!!*!!!!!!!!!! !! ***

X non conserved

X similar

X ≥ 50% conserved


