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Table S1. Cellular fatty acid profiles of strains J5BT and M52T, grown on at 45°C. Content of each 

fatty acid is presented as % of total. Minor fatty acids (<1% in all samples) are not shown. Summed 

features consist of fatty acids that could not be separated, as follows: summed feature 3, C16 : 17c 

and/or C16 : 16c; summed feature 8, C18 : 17c and/or C18 : 16c. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Table S2. Pairwise AAI values (%) between type strains in the family Sterolibacteriaceae. Strains: 1, 

J5BT; 2, M52T; 3, Sterolibacterium denitrificans Chol-1ST; 4, Denitratisoma oestradiolicum AcBE2-

1T; 5, Methyloversatilis universalis FAM5T; 6, M. thermotolerans 3tT; 7, M. discipulorum FAM1T; 8, 

Georgfuchsia toluolica G5G6T; 9, Sulfuritalea hydrogenivorans sk43HT; 10, Sulfurisoma sediminicola 

BSN1; 11, Rugosibacter aromaticivorans Ca6T.   

 

  1 2 3 4 5 6 7 8 9 10 11 

1 -  89.9  66.4  67.4  63.5  63.2  63.4  67.0  69.1  71.1  67.0  

2  -  66.2  68.1  63.6  63.6  63.5  67.3  69.6  71.5  67.8  

3   -  66.9  62.9  62.3  62.5  65.3  67.2  67.5  65.9  

4    -  64.1  63.8  63.9  70.0  69.8  70.4  68.6  

5     -  81.0  86.3  63.2  63.7  64.0  63.3  

6      -  81.3  62.7  63.3  63.3  63.1  

7       -  63.0  63.6  63.8  63.0  

8        -  68.2  68.9  67.1  

9         -  71.6  73.3  

10          -  68.7  

11                     -  

Fatty acid 
J5BT / 

autotrophic 

J5BT / 

heterotrophic 

M52T /  

heterotrophic 

C14:0 0.98 1.54 3.13 

C16:0 44.93 51.47 43.97 

C18:0 1.24 0.90 0.58 

 
 

  

C10:0 3OH   2.86 2.70 2.37 

 
 

  

cyclo-C18:0 5.77 10.87 13.33 

    

Summed feature 3 35.52 26.98 32.61 

Summed feature 8 8.40 4.13 3.44 



 

Fig S1. Full version of Fig. 1 showing names of all strains included in the analysis. 
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Fig. S2. Genome-based maximum likelihood tree of the family Sterolibacteriaceae, constructed with 

the 92 single-copy genes. The phylogenetic inference was conducted by using the ezTree with 

default settings, and resulting tree in newick format was visualized and rooted with the outgroup, by 

using the MEGA 11. Numbers on nodes represent absolute bootstrap values of 1,000 replicates. 
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