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Reference: Basu, A., Bodycombe, N.E., Cheah, J.H., et al., An interactive resource to identify cancer genetic and lineage dependencies targeted by small molecules. Cell (2013) 154(5):1151-1161.

The package contains 9 data files, a README file that describes the data, and a COLUMNS file of descriptions of column headers shared by the 9 data files.

metadata files
· v10.M1.informer_set.txt: contextual compound information and annotation
· v10.M2.cell_line_info.txt: contextual cancer cell line information and annotation
· v10.M3.media_composition.txt: basal media names and short description of media additives
· v10.M4.media_component_list.txt: basal media names and list of all media components and concentrations

data files
· v10.D1.raw_viability_data.txt: raw viability values for each cancer cell line treated with compound for each concentration point tested for each replicate tested
· v10.D2.avg_pct_viability_data.txt: average percent viability values for each cancer cell line treated with compound for each concentration point tested
· v10.D3.area_under_conc_curve.txt: calculated area-under-concentration-response curve (AUC) values for each cancer cell line and each compound; AUCs < 3.5 are considered sensitive to compound treatment, AUCs > 5.5 are considered non-responsive to compound treatment (AUC values were used as inputs for all further analyses)

analysis files
· v10.A1.enrichment_analysis.txt: unpivoted table of enrichment scores from all cell-line subsets, cell-line exclusions, and genetic feature datasets with enrichment p-values less than 0.05 and FDR q-values less than 0.25 for 203 compounds
· v10.A2.correlation_analysis.txt: table of Spearman correlations between gene copy number variation or gene expression and AUC values of cell lines for each compound, filtered using a significance cutoff (p<0.01; |z|>2.33) obtained by permutation testing

