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Supplementary Figure 2. Compound target gene expression analysis in breast cancer cell lines. 
RNAseq gene expression data from 72 breast cancer cell lines from the Cancer Cell Line Encyclopedia 
were analysed for protriptyline (P) and triflupromazine (T) target gene expression. Database was subset 
for cell lines and genes of interest and overlaid on a boxplot of the expression data for all 72 breast 
cancer cell lines in the database. Upper and lower “hinges” correspond to the first and third quartiles. 
Whiskers extend 1.5 × (interquartile range) of the hinge. Data points beyond the end of the whiskers are 
outliers.
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