Figure S1. Properties of ordered and disordered proteins. (a) The box-plot distributions of the average expression levels for the transcripts encoding the ordered and disordered proteins. (b) A box-plot of mRNA decay rates for the ordered and the disordered proteins. (c) The percentage of transcripts likely to be regulated by miRNA (y-axis) for the transcripts encoding ordered and disordered proteins. (d) The percentage of the proteins with one or more predicted ubiquitination sites (principal y-axis, burgundy bar chart) in the ordered, and the disordered datasets. The percentage of residues predicted as ubiquitination sites (secondary y-axis, navy line plot) in the ordered and disordered proteins.
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Figure S2. Biases in miRNA target prediction with increase in protein disorder. For miRNA targets, the logs odd-ratio (y-axis) discriminate categories as under and over represented in protein datasets considered with varying amounts of disorder. (a) The highly ordered and highly disordered categories; (b) the ordered and disordered categories; and (c) the percent disorder – where the disordered proteins (burgundy), the ordered proteins (mauve) and the proteome (yellow) are shown.
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	(a) See Figure 1c
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	(b) See Figure S1c
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	(c) See Figure 2c


Figure S3. Biases in ubiquitination prediction with increase in protein disorder. For proteins that have one or more ubiquitination sites, the logs odd-ratio (y-axis) versus the different datasets (x-axis) comprise varying amounts of disorder to highlight the disorder categories that are under represented and over represented. See key to Figure S2.
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	(a) See Figure 1d (bar chart)
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	(b) See Figure S1d (bar chart)
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	(c) See Figure 2d (bar chart)


Figure S4. Bias in ubiquitination prediction with increase in protein disorder. For the percent of predicted ubiquitination residues, the logs odd-ratio (y-axis) against the different datasets (x-axis) with varying amounts of disorder to highlight the disorder categories that are under represented and over represented in terms of ubiquitination. See key to Figure S2.
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	(a) See Figure 1d (line plot)

	
[image: image12]

	(b) See Figure S1d (line plot)
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	(c) See Figure 2d (line plot)


Figure S5. The predicted ubiquitination sites and lysine composition with increase in protein disorder. (a) The percent predicted ubiquitination sites (pink; primary axis) and the percent lysine composition (navy; secondary axis) in the five disordered categories. (b) The predicted ubiquitination sites normalised relative to the lysine frequency versus protein disorder.
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Figure S6. Significance distribution and the critical values for correlation coefficients. The Pearson correlation distribution for all the transcripts; the red line represents the mean of the correlation values and light red lines indicate the 5%, 1% and 0.1% critical regions of the distribution. The critical values of the correlation co-efficient are shown at the top of the graph in grey. 
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Figure S7. Receiver operating characteristic (ROC) curve for the new ubiquitination predictor. The x-axis represents the true positive rate and the y-axis represents the false positive rate.
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