
logo

MQHNTQTQKSKYLLMVEDTASVAALYRSYLTPLDGIDINIVGTGRDAI ES ILGNFRRETPDL I LLDLRLPDMTGMDVLHYAVKEQKMS
NTDB id 79141 JV59 RS03625 WP 019275536.1 MQHNTQTQKSKYLLMVEDTASVAALYRSYLTPLGIDINIVGTGRDAIESLNFRTPDLILLDLRLPDMTGMDVLHAVKQKM 80
NTDB id 1157 A1552VC RS03895 WP 001888250.1 ..............MVEDTASVAALYRSYLTPLDIDINIVGTGRDAIESIGRREPDLILLDLRLPDMTGMDVLYAVKEKS 66
consensus **************!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!* ! !!!!!!!!!!!!!!!!!!!*!!! !

logo PDVP I
V
I
VFMTAHGS IDTAVEAMRHGAQDFL IKPCEADRLRVTVNNAIRKASTKLKNDEAVDNPGKNQNYQGF IGSSHQTMQAVYRT

NTDB id 79141 JV59 RS03625 WP 019275536.1 PDVPVIFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKATKLKNEADNPGNQNYQGFIGSSHTMQAVYRT 160
NTDB id 1157 A1552VC RS03895 WP 001888250.1 PDVPIVFMTAHGSIDTAVEAMRHGAQDFLIKPCEADRLRVTVNNAIRKASKLKNDVDN.KNQNYQGFIGSSQTMQAVYRT 145
consensus !!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!* !!* !!!!!!!!!!!*!!!!!!!!

logo IDSAASSKAS I F ITGESGTGKEVCAEAIHAASKRGDKPF IA INCAAIPKDL I ESELFGHVKGAFTGAATDERQGAAEALADG
NTDB id 79141 JV59 RS03625 WP 019275536.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATDRQGAAELADG 240
NTDB id 1157 A1552VC RS03895 WP 001888250.1 IDSAASSKASIFITGESGTGKEVCAEAIHAASKRGDKPFIAINCAAIPKDLIESELFGHVKGAFTGAATERQGAAEAADG 225
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!

logo GTLFLDELCEMDLDLQTKLLRF IQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRAE
NTDB id 79141 JV59 RS03625 WP 019275536.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRE 320
NTDB id 1157 A1552VC RS03895 WP 001888250.1 GTLFLDELCEMDLDLQTKLLRFIQTGTFQKVGSSKMKSVDVRFVCATNRDPWKEVQEGRFREDLYYRLYVIPLHLPPLRA 305
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo RGDDVI E IAYSLLGFMSKEEGKDFVRLASAPEVVESRFARQYEWPGNVRQLQNVLRNVVVLNENGERENI STLMDMLPPPLNQMPSVAENP I
Q
N

NTDB id 79141 JV59 RS03625 WP 019275536.1 RGDDVIEIAYSLLGFMSKEEGKDFVRLAPEVVSRFAQYEWPGNVRQLQNVLRNVVVLNNGENISMDMLPPPLNQPVENQ. 399
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RGDDVIEIAYSLLGFMSKEEGKDFVRLSAEVVERFRQYEWPGNVRQLQNVLRNVVVLNEGREITLDMLPPPLNQMSAPIN 385
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! *!!! !! !!!!!!!!!!!!!!!!!!!!!! ! !**!!!!!!!!!* * *

logo

I
R
A
R
L
V
D
PLAQDHEKDNKSFVSVHDE I FPLWLMTEKKQAI EQAI EQACDEGNIPKRAAGTYLDVSPSTI

LYRKLQNTWNETKEVKTEQKEKER
NTDB id 79141 JV59 RS03625 WP 019275536.1 IRVDLQDKDSFSVHDIFPLWLTEKKAIEQAIQACEGNIPKAAGYLDVSPSTLYRKLQNWNTKETQ..... 464
NTDB id 1157 A1552VC RS03895 WP 001888250.1 RALPLAHENKVSVHEIFPLWMTEKQAIEQAIEACDGNIPRAATYLDVSPSTIYRKLQTWNEKVKEKEKER 455
consensus **! * !!!*!!!!!*!!! !!!!!! !!*!!!!*!! !!!!!!!!*!!!!! !! ! *****

X non conserved

X similar

X ≥ 50% conserved


