
logo

MQQKSEGPKSRYLLMVEDTASVAALYRSYLTPLDGIDINIVGTGRDAI ES ILGNHRREIPDL I LLDLRLPDMTGMDVLHYAVKEKKSHS
NTDB id 35646 VEA RS07070 WP 012841576.1 MQQKSEGPKSRYLLMVEDTASVAALYRSYLTPLGIDINIVGTGRDAIESLNHRIPDLILLDLRLPDMTGMDVLHAVKKSH 80
NTDB id 1157 A1552VC RS03895 WP 001888250.1 ..............MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKS 66
consensus **************!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!* *! !!!!!!!!!!!!!!!!!!!*!!! *

logo PDVP I IVFMTAHGS IDTAVEAMRHGASQDFL IKPCEADRLRVTVNNAIRKASTKLKNDEAVDNPGKNQNSYQGF IGSSQTMQAQVYRT
NTDB id 35646 VEA RS07070 WP 012841576.1 PDVPIIFMTAHGSIDTAVEAMRHGSQDFLIKPCEADRLRVTVNNAIRKATKLKNEADNPGNQSYQGFIGSSQTMQQVYRT 160
NTDB id 1157 A1552VC RS03895 WP 001888250.1 PDVPIVFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDN.KNQNYQGFIGSSQTMQAVYRT 145
consensus !!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!* !!* !! !!!!!!!!!!!! !!!!

logo IDSAASSKAS I F ITGESGTGKEVCAEAIHAASKRGDKPF IA INCAAIPKDL I ESELFGHVKGAFTGAANTDERQGAAEALADG
NTDB id 35646 VEA RS07070 WP 012841576.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAANDRQGAAELADG 240
NTDB id 1157 A1552VC RS03895 WP 001888250.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADG 225
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!!!! !!!

logo GTLFLDELCEMDLDLQTKLLRF IQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRAE
NTDB id 35646 VEA RS07070 WP 012841576.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRE 320
NTDB id 1157 A1552VC RS03895 WP 001888250.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRA 305
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RGDEDVI E IAYSLLDGFYMSHKEEGKDSFVRFLASAPDEVI
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NTDB id 35646 VEA RS07070 WP 012841576.1 RGEDVIEIAYSLLDYMSHEEGKSFVRFAPDVIDRFNSYEWPGNVRQLQNVLRNIVVLNNGKEITLDMLPPPLNQPLDRPS 400
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RGDDVIEIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQMSAPIN 385
consensus !!*!!!!!!!!!! *!!*!!!! !!! **!**!! !!!!!!!!!!!!!!!!*!!!! !*!!!!!!!!!!!!!* **
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NTDB id 35646 VEA RS07070 WP 012841576.1 SVAKFIEPKVMTASEIMPLWMTEKMAIEQAIEACDGNIPRAAGYLDVSPSTIYRKLQAWNGKEERQKV.. 468
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RALPLAHENKVSVHEIFPLWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
consensus * ** ** *!! !!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! !! ! **

X non conserved

X similar

X ≥ 50% conserved


