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Figure S1. a, Transmission electron micrograph of cells of Sulfurimonas diazotrophicus HSL1-7T; b, 
Transmission electron micrograph of cells of Sulfurimonas microaerophilic HSL3-1T. 

Figure S2. Neighbor joining phylogenetic tree based on 16S rRNA gene sequences showing the 
relationship between strains HSL1-7T and HSL3-1T with other members within the genus 
Sulfurimonas.  

Figure S3. Minimum-evolution phylogenetic tree based on 16S rRNA gene sequences showing the 
relationship between strains HSL1-7T and HSL3-1Twith other members within the genus 
Sulfurimonas.  

Table S1. The average nucleotide identity (ANI) and digital DNA-DNA hybridization values 
(dDDH) between strains HSL1-7T and related strains of the genus Sulfurimonas. 

Table S2. The average nucleotide identity (ANI) and digital DNA-DNA hybridization values 
(dDDH) between strains HSL3-1T and related strains of the genus Sulfurimonas. 



 

Figure S1. Transmission electron micrograph of cells of Sulfurimonas diazotrophicus HSL1-7T(a) and 
Sulfurimonas microaerophilic HSL3-1T (b). Bars, 1 µm (a)/0.5 µm (b). 

  



 

Figure S2. Neighbor joining phylogenetic tree based on 16S rRNA gene sequences showing the 
relationship between strains HSL1-7T and HSL3-1T with other members within the genus Sulfurimonas. 
Bootstrap values based on 1000 replicates (> 70%) are shown at branch nodes. The bold font represents 
the novel species identified in this study. Bacillus subtilis DSM10 (JQ424889) as the out group. Bar, 0.02 
substitutions per nucleotide position. 



 
Figure S3. Minimum-evolution phylogenetic tree based on 16S rRNA gene sequences showing the 
relationship between strains HSL1-7T and HSL3-1Twith other members within the genus Sulfurimonas. 
Bootstrap values based on 1000 replicates (> 70%) are shown at branch nodes. The bold font represents 
the novel species identified in this study. Bacillus subtilis DSM10 (JQ424889) as the out group. Bar, 0.02 
substitutions per nucleotide position. 

  



Table S1. The average nucleotide identity (ANI) and digital DNA-DNA hybridization values (dDDH) 
between strains HSL1-7T and related strains of the genus Sulfurimonas.  

 S. marina B2T S. lithotrophica GSYZ_1T S. xiamenensis 1-1NT S. gotlandica GD1T 

ANI (%) 89.2 72.4 71.5 72.04 

dDDH(%) 36.9 19.4 19.4 19.3 

  



Table S2. The average nucleotide identity (ANI) and digital DNA-DNA hybridization values (dDDH) 
between strains HSL3-1T and related strains of the genus Sulfurimonas. 

 S. marina B2T S. lithotrophica GSYZ_1T S. crateris SN118T S. xiamenensis 1-1NT 

ANI (%) 67.4 67.0 67.0 67.2 

dDDH(%) 23.7 26.1 26.1 32.4 

 


