
logo

MQQKTEGQKSRYLLMVEDTASVAALYRSYLTPLDGIDINIVGTGRDAI ES ILGNHRREIPSDL I LLDLRLPDMTGMDVLHYAVKEKKSHS
NTDB id 36117 VPBB RS09830 WP 015297058.1 MQQKTEGQKSRYLLMVEDTASVAALYRSYLTPLGIDINIVGTGRDAIESLNHRISDLILLDLRLPDMTGMDVLHAVKKSH 80
NTDB id 1157 A1552VC RS03895 WP 001888250.1 ..............MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKS 66
consensus **************!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!* *! *!!!!!!!!!!!!!!!!!!*!!! *

logo PDVP I IVFMTAHGS IDTAVEAMRHGASQDFL IKPCEADRLRVTVNNAIRKASTKLKNDEAVDNPGKNQNYQGF IGSSQTMQAQVYRT
NTDB id 36117 VPBB RS09830 WP 015297058.1 PDVPIIFMTAHGSIDTAVEAMRHGSQDFLIKPCEADRLRVTVNNAIRKATKLKNEADNPGNQNYQGFIGSSQTMQQVYRT 160
NTDB id 1157 A1552VC RS03895 WP 001888250.1 PDVPIVFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDN.KNQNYQGFIGSSQTMQAVYRT 145
consensus !!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!*!!!!* !!* !!!!!!!!!!!!!!! !!!!

logo IDSAASSKAS I F ITGESGTGKEVCAEAIHAASKRGDKPF IA INCAAIPKDL I ESELFGHVKGAFTGAANTDERQGAADEALADG
NTDB id 36117 VPBB RS09830 WP 015297058.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAANDRQGADELADG 240
NTDB id 1157 A1552VC RS03895 WP 001888250.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADG 225
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *!!!! ! !!!

logo GTLFLDELCEMDLDLQTKLLRF IQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRAE
NTDB id 36117 VPBB RS09830 WP 015297058.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRE 320
NTDB id 1157 A1552VC RS03895 WP 001888250.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRA 305
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RGDEDVI E IAYSLLGFYMSHKEEGKDNFVRFLSAQEVI
V
D
ERFNRQSYEWPGNVRQLQNVLRNI

VVVLNENGKRE ITLDMLPPPLNQMPLSADPR I
P
N
S

NTDB id 36117 VPBB RS09830 WP 015297058.1 RGEDVIEIAYSLLGYMSHEEGKNFVRFSQEVIDRFNSYEWPGNVRQLQNVLRNIVVLNNGKEITLDMLPPPLNQPLDRPS 400
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RGDDVIEIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQMSAPIN 385
consensus !!*!!!!!!!!!!!*!!*!!!! !!! ! !!**!! !!!!!!!!!!!!!!!!*!!!! !*!!!!!!!!!!!!!* **

logo

RA
V
L
S
K
PLAI EHEPKNAKMVSTVHSE I FMPLWMTEKMQAI EQAI EACDGNIPRAAGTYLDVSPSTIYRKLQATWNEGKEVEKERKQEKKVER

NTDB id 36117 VPBB RS09830 WP 015297058.1 .VSKLIEPKAMTVSEIMPLWMTEKMAIEQAIEACDGNIPRAAGYLDVSPSTIYRKLQAWNGKEERQKV.. 467
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RALPLAHENKVSVHEIFPLWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
consensus * *! ** **!*!! !!!!!!! !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! !! ! **

X non conserved

X similar

X ≥ 50% conserved


