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Figure S1. Bar charts reporting the counts of peptide groups abundances versus CV% values for α-sarcin-, BE27- and TBZ -
treated and untreated (CTR) P. digitatum samples.
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Figure S2. Volcano plots obtained from TMT-based quan6ta6ve proteomics analysis showing −Log10 p-values versus Log2 fold-
change values of TBZ, BE27 and α-sarcin treatments in P. digitatum with respect to control (CTR). Plots are referred to
unfiltered datasets. Iden6fied proteins with no changes in their regula6on levels are reported in grey. Up- and down-regulated
proteins (fold change ≥ 1.5) are indicated in red and green, respec6vely.


