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Supplementary Figure 1. “IceLogo” motif analysis of the KGG sites discovered using WaLP digestion from Hela and HCT116 cells. SUMO attachment at the “forward” sequence motif (ΨKX[E|D], where Ψ indicates a hydrophobic amino acid) (a) occurred in 31% of identified sites, at the “inverted” motif ([E|D]XK) (b) in 9% identified sites, and at other sites (c) in 60% of the identified sites.
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Supplementary Fig 2. Gene ontology enrichment analysis of all proteins identified with SUMOylation sites from Hela and HCT116 cells. Depicted is the -log10 enrichment of selected enriched GO-biological processes (top) or GO-cellular compartments (bottom) using the predicted human proteome as background.
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