
 

 

Figure S1: Subsystem coverage of the strain BSE6.1 genes 
  



 

 

Figure S2: Gene clusters of secondary metabolites in the BSE6.1 genome 
  



 

Figure S3: Maximum-Likelihood tree of16S rRNA genes belonging to 208 Streptomyces 

species and strain BSE6.1. Outgroup: Staphylococcus aureus, Bootstrap value: 1000. 
  



 

Figure S4: Details of gene clusters which are >75% similar to existing ones. 

 

 

 



 

Figure S5. Details of gene clusters which are >75% similar to existing ones. 

 

 

 


