Supporting Information Figure S1: Total peptide intensity for proteases and peptidases. a, Sum of
total intensities of 49 proteins in the secretome identified as glucanases and glucosidases (4 replicates) b,
Sum of total intensities of 78 proteins in the secretome identified as Proteses and carboxypeptidases (4
replicates). Error bars indicated £SD of the mean.
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Supporting Information Figure S2: Functional analysis of gene expression by MapMan. Bins for genes
related to hormones (a) and transcription (b) for Desirée, Sarpo Mira and SW-1015 at 6, 24 or 72 hpi with
an adjusted p-value of <0.05 are shown.
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SW-1015 — transciption factors
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Figure S2b

Desiree — hormones and signalling
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Sarpo Mira — hormones and signalling
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