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Figure S1. Graph size vs correlation threshold for BioL.ayout analysis

The graph illustrates the relationship between the number of nodes and the number of edges
(Freeman et al., 2007; Theocharidis et al., 2009). The correlation threshold chosen for the
analysis was 0.92, indicated by the dotted black line. This included 5,640 nodes making 109,930
edges.
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Figure S2. Image of CAGE tags mapping to USPI6 taken from the ZENBU
viewer.

In A and B, the upper tracks show the Entrez gene and Gencode v22 transcripts for
USP16. The lower track shows the CAGE tags mapped to the region. Green
indicates tags mapped the forward direction; purple indicates tags mapped to the
reverse direction. USP16 reads in the forward direction and the promoter is indicated
by the peak of green tags on the left of the images. There is no indication of a second
promoter for this gene.

A. CAGE tags for the USP16 edited cells and wild type THP-1 cells.

B. CAGE tags for the whole FANTOMS dataset for human. This set consists of
approximately 1,000 tissues, primary cells, cancers and cell lines in varying stages of
differentiation and activation (Forrest et al., 2014; Arner et al., 2015).
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