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Figure S1. Rarefaction curves. Chaol index is plotted against the sequences obtained on each sample.
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Figure S2. Relative abundance of the main fungal genera in grape samples, based on the metagenomic analysis of ITS2
sequences. Only the taxa with a taxonomic attribution at the level of genus which appear at least with abundance higher
than 0.5% are included. The rest genera are grouped as “Others”.
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Figure S3. Colony growth of A. parasiticus (above) and A. carbonarius (below) on control plates and when incubated in the
presence of H. uvarum Ul.



