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Figure S1. Hi–C contact heatmap for S. bovinus.  



 

 

 
Figure S2. The circular genome diagram of S. bovinus. 
 



 

 

 
Figure S3. Terpenoid biosynthesis pathway of S. bovinus. 
Note: The different colors of the boxes indicate the number of corresponding genes. Blue 

represents 1 gene, green represents 2 genes, yellow 4-9 genes, and red represents more than 10 genes, 
while white means not. 
  



 

 

 
Figure S4. Sesquiterpenoid and triterpenoid biosynthesis pathway of S. bovinus. 
Note: The different colors of the boxes indicate the number of corresponding genes. Blue 

represents 1 gene, green represents 2 genes, yellow 4-9 genes, and red represents more than 10 genes, 
while white means not. 

 
 

  



 

 

 
Figure S5. Ubiquinone and other terpenoid quinone biosynthesis pathway of S. bovinus. 
Note: The different colors of the boxes indicate the number of corresponding genes. Blue 

represents 1 gene, green represents 2 genes, yellow 4-9 genes, and red represents more than 10 genes, 
while white means not. 

 
 


