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Figure 2. Data upload. The user can use the batch import form to upload a spreadsheet, e.g. from Microsoft Excel (a). STITCH will then show the
first five rows of the spreadsheet and ask the user to identify columns that contain the name, chemical structure or a numerical readout (b). Selected
columns are highlighted in green. STITCH uses heuristics to suggest which kind of information the columns contain, e.g. by identifying SMILES
strings as structural descriptors.
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Figure 3. User data and the STITCH network. For four compounds that are part of the example data set from Figure 2, interacting proteins are
shown. The numerical readout has been converted to a color on a red-blue gradient. Instead of the normal chemical names used by STITCH, the full
names provided in the data set are used, enabling the user to easily recognize the studied chemicals.

interactive network viewer and enriched GO terms among
the proteins can be computed (5,37). The set of all inter-
actions is also available for download under Creative
Commons licenses (with separate commercial licensing
for a subset). In this way, STITCH can be used to drive
large-scale studies. Many research groups have already
used STITCH 3 in this way; a few examples illustrating
different utilities follow: STITCH has been used to deter-
mine which proteins cause side effects during drug treat-
ment (38,39) by combining the STITCH network with
data from a side effect database (40). The database has
also been instrumental for the identification of druggable
proteins to predict polypharmacological treatment of
diseases on the basis of network topology features (41).
For a method that predicts drug targets based on
chemogenetic assays in yeast, STITCH has been chosen
as a benchmark set (42). Lastly, STITCH has also been
integrated into other tools, for example ResponseNet2.0
and QuantMap (43,44).
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