CTRP & CCLE Data set

The second data set used in this study [1] was obtained from two sources i.e.,
Cancer Cell line Encylopedia CCLE [2] and Cancer Theraupetic Response Por-
tal (CTRP) version release vl 2013 [3] by BROAD Institute. The pathways
(and gene sets) information was extracted from Molecular Signature database
MSigDB [4].

NB: If you use this data set in your study, remember to cite the
original sources of the data [2, 3, 4] in addition to this study [1]. You
find the citation information below.

Data Descrition

From the study [1], the data set is provided in two formats
e R data format in RData folder
e Matlab format in matData folder

where in each folder, the following data objects can be found
1. DataViews is a list and contains two objects

(a) DataViews : the input data matrices (or kernels). In paper these are
denoted by {Kyx m}

(b) DataViewsNames : the names of the views (i.e., pathways)
2. DrugResponse is also a list and contains three objects

(a) DrugResponse: the output matrix , in paper denoted by Y.
(b) CelllineNames: names of the cell lines (denoting to the rows of Y)

(¢) DrugNames: names of the drugs (denoting to the columns of Y)
3. DrugTargets: names of the primary targets.

4. 5Folds_CVIndexes_* : Cross-Validation(CV) indexes for 5 folds. There
are 10 sets of these CV indexes
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