











Figure 3. PTMcode offers the exploration of post-translational regula-
tion within thousands of proteins. (A) Interactive graphical display of
functional associations between PTMs within the human EGF receptor
(EGFR). The protein is represented by the grey line at the top with
globular domains and unstructured regions taken from the database
SMART. Below this, PTM hotspots are shown as red lines (in
EGFR, three hotspots were identified). At the bottom, the different
PTMs are mapped and by clicking at one, the functional associations
with any other PTM are shown by arches coloured according to the
five evidence channels. All functional associations for a particular PTM
can be further explored from a table (B) that is interactively displayed.
The conservation score for the PTMs that are predicted to be
associated is listed in the table together with all the evidences that
support the prediction. Clicking on each of the evidences will show a
pop-up with more detailed information, for example, alignments or
mapping of PTM pairs onto three dimensional structures.
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