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Supplementary figure 1: Comparison of the percentage of missense mutations in
experimentally validated SLiMs that change the physicochemical properties of SLiM residues.
Amino acids are grouped according to the following physicochemical properties: chemical
(aliphatic, aromatic, sulphur, hydroxyl, basic, acidic, or amide); charge (positive charged,
negative charged, or uncharged); hydrogen donor/acceptors (donor, acceptor, donor and
acceptor, or neither); hydropathy (hydrophobic, hydrophilic, or neutral); polarity (polar or non-
polar); volume (very small, small, medium, large, or very large).
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Supplementary figure 2: Comparison of the frequencies of the transitions in the
physicochemical properties of experimentally validated SLiM residues caused by mutations
overlapping the SLiMs. X-axis denotes the physicochemical property of the wild type residue and
the Y-axis denotes the physicochemical property of the mutant residue. Circle sizes are
proportional to the -log;o(p-value). Red circles denote that ratio of mutations that cause the
corresponding transition is higher in the 1000GP dataset compared to the OMIM dataset and vice
versa for the green circles. Squares around the circles denote significant differences between the

compared datasets.
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Supplementary figure 3: Comparison of the frequencies of the transitions in the
physicochemical properties of experimentally validated SLiM residues caused by mutations
overlapping the SLiMs. X-axis denotes the physicochemical property of the wild type residue and
the Y-axis denotes the physicochemical property of the mutant residue. Circle sizes are
proportional to the -log;o(p-value). Red circles denote that ratio of mutations that cause the
corresponding transition is higher in the 1000GP dataset compared to the COSMIC dataset and
vice versa for the green circles. Squares around the circles denote significant differences between
the compared datasets.
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