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Supplementary figures 

 



Fig. S1 Maximum Likelihood phylogenetic tree based on concatenated amino 

acid sequences of 120 conserved proteins. Bootstrap values (%) were based on 1000 

replicates and shown with more than 70% bootstrap support. Bar, 0.050 substitutions 

per amino acid position. 



 

Fig. S2 The standard curve of sulfide concentration. In seven 15 mL capped 

centrifuge tubes, different ratios of 10 mg/L sulfide standard solution (0, 0.1 mL, 0.2 

mL, 0.4 mL, 0.6 mL, 0.8 mL, 1.0 mL, respectively) and distilled water were added in 

turn to make the total volume to 10 mL. After the mixtures were thoroughly mixed, 

theirs absorbances were measured spectrophotometically at 670 nm using a diamine 

reagent. The equation was calculated by linear regression.  


