
 

Figure S1. Neighbor-joining phylogenetic tree showing the relationship between Firmicutes isolates and closely related species 
based on 16S rRNA gene sequence comparison. Accession numbers are shown in parentheses. Bootstrap values based on 10000 
replicates are shown. Bar, 0.05 substitutions per nucleotide position. The sequence of Halomonas salina was used as the outgroup. 



 

Figure S2. Neighbor-joining phylogenetic tree showing the relationship between Proteobacteria-Actinobacteria isolates and closely 
related species based on 16S rRNA gene sequence comparison. Accession numbers are shown in parentheses. Bootstrap values 
based on 10000 replicates are shown. Bar, 0.1 substitutions per nucleotide position. The sequence of Haloterrigena turkmenica was 
used as the outgroup. 



 

Figure S3. Neighbor-joining phylogenetic tree showing the relationship between Archaeal isolates and closely related species based 

on 16S rRNA gene sequence comparison. Accession numbers are shown in parentheses. Bootstrap values based on 10000 replicates 
are shown. Bar, 0.05 substitutions per nucleotide position. The sequence of Methanomicrobium mobile was used as the outgroup. 

 

 

 

 

 

 

 

 

 


