Supplementary Figure S2 Additional clustering data
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Figure S2A. Hierarchical clustering tree showing that replicate measurements (red brackets) cluster together. Clustering parameters as described in the text. Due to the presence of replicates, the order of the compounds is different than Fig. 3, although clusters are maintained.
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Figure S2B. Principal component analysis of all 10log IC50 cell profiling data. First and second principal components are displayed (PC1 and PC2). The PC1 axis shows a continuous scattering of compounds, with very potent ones on the right, and least potent ones on the left. PC2 is further analyzed in Fig. 4I.
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