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Figure S1. Pathogenicity assay on mushroom caps. Top of the pilei were inoculated with 20 μl
of Pseudomonas tolaasii (1×1013 CFU ml−1). Sterile water was used as a negative control.
Brown blotch on mushroom caps, 48h after inoculation (b), no blotch on a control (a).
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Figure S2. Zones of Inhibition due to P. putida (a, b) and P. tolaasii (c, d) supernatants on PDA
(b, d) and ME (a, c) plates inoculated with with 104 T. aggressivum conidia and wells filled with
50 µl of 96h SN, after 48h, 30 °C.
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Figure S3. Comparison of superimposed P. putida and P. tolaasii supernatant chromatographs.
Tolaasin Rt = 17.418 min. detected only in 96- and 120-hours P. tolaasii supernatants.

96h P. tolaasii,
154 µg tolaasin / 50 ml SN

120h P. tolaasii,
30 µg tolaasin / 50 ml SN 



Figure S4. PCA analysis. ◦ - P. putida group, ∆ - P. tolaasii group and ▫ - Control group.
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Figure S5. Gene Ontology analysis by
Blast2GO software tool. Biological process,
molecular function, and cellular components
significantly enriched within the proteome of
P. putida/tolaasii treated T. aggressivum.


