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Fungal volatile compounds induce production of the secondary metabolite Sodorifen in Serratia plymuthica PRI-2C
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Figure S1: qPCR validation of the RNA-seq data at two time points (t1 and t2); 011535 (Putative terpene synthase), 015265 (Flagellin), 015275 (Flagellar protein FliS), 011530 (Arabinose operon regulatory protein), 023425 (Isocitrate lyase). Log2 fold changes determined from the relative Ct values of the five genes were compared to those detected by RNA-seq. All Ct values were normalized to two housekeeping genes (rpoB and gyrB). Positive values correspond to higher expression and negative values to lower expression in S. plymuthica PRI-2C samples. 
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