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[bookmark: _GoBack]Fig. S1. Proteome-wide identification of lysine acetylation sites in F. graminearum. A, Mass error distribution of all identified peptides. B, Peptide length distribution.
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Fig. S2. GO-based enrichment analysis of acetylated proteins.
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Fig. S3. The MS/MS spectra and peak assignments for the acetylated peptides involved in pathogenesis of F. graminearum.
.
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Fig. S4. Interaction network of acetylated proteins associated with ribosome.
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Fig. S5. Interaction network of acetylated proteins associated with glycolysis/gluconeogenesis.
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Fig. S6. Interaction network of acetylated proteins associated with proteasome.
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