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Figure S1: Phenotypes of patchoulol-overproducing PAT1 and PAT2 strains. The cell 
pellet of 10 mL of main culture is shown. PAT1: ΔcrtEΔidsA (pECXT-ispA_PcPS)(pEKEx3); 
PAT2: ΔcrtOPΔcrtB2I’I2ΔidsA (pECXT-ispA_PcPS)(pVWEx1). 

 

 



 

Figure S2: GC-MS analysis of patchoulol. a.) Extracted ion chromatogram (mass ranges 
93.0, 138.50, 222.0) of PAT3 sample (black/ upper) and patchoulol standard (red/lower) 
supplemented with internal standard α-humulene. b.) Mass spectrum of patchoulol peak from 
PAT3 sample (black/upper) and patchoulol standard (red/lower). 

 

 


