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Figure.   S1.   Phylogenic   relatedness   of   Neisseria   spp.   based   on  
concatenated   sequences   of   53   ribosomal   protein   genes   (rps).   The  
concatenated  rps  sequences  of  21  representatives  of  different  Neisseria  
spp.   (1)   and   the   two   Neisseria   cinerea   strains   AM1601   and   SH43-‑3  
(indicated  by  asterisk),  which  were  species  verified  in  the  present  study,  
were   analyzed   using   neighbor-‑joining   method.   The   percentages   of  
replicate  trees   in  which  the  associated  taxa  were  clustered  together   in  
the  bootstrap  test  (500  replicates)  are  included.  
  
Method  
Ribosomal  protein  sequence  (rps)  comparison.  To  species  identify  the  
N.  cinerea  strains,  53  rps  sequences  derived  from  the  WGS  sequences,  
including  previously  described  WGS  sequences  from  Neisseria  species  
(1),  were  used.  Briefly,   the   SNPs  of   the   53   rps   alleles  were   extracted  
and   imported   into  MEGA   version   7   software   (2),   and   a   phylogenetic  
tree  was  constructed  using  the  neighbor  joining  method  (2).  
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