
 

Figure S1 – Growth under salt stress conditions: WT and AtMYB4oe (L18) calluses grown on 0 or 100 mM 
NaCl-medium for 21 days. 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S2 – Biochemical profiles of phenols and fatty acids: Typical chromatograms observed for the 
extracts of cardoon cell lines analyzed in this study and the mass specifications of the compounds of 
interest relative to phenolic compounds (separation via UHPLC, upper row) and typical chromatogram and 
peak identification for fatty acids (separation via GC, lower row). 

 

 

 

 

 

 

 

 

 



 

 

Figure S3 - Preliminary analyses on RNA-seq dataset: (a) Principal Component Analysis (PCA) of the 12 
samples used in RNA-seq of WT and AtMYB4oe lines (L1, L18 and L24). For the first two PC calculated (PCA1 
and PCA2) the percentage of explained variance of the dataset is visualized; (b) Volcano plots and (c) MA-
plots of the differentially expressed genes - DEGs (FDR<0,05) identified from the comparison L1 vs. WT, L18 
vs. WT and L24 vs. WT (green = upregulated, red = downregulated, grey = not significant). 

 

 

 

 

 

 



 

 

Figure S4 – Validation of RNA-seq expression levels via RT-qPCR.  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Figure S5 – Molecular structures of the main phenolic compounds identified in WT and transgenic 
cardoon lines.  

 


