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| house validated. This gene list is not as
| thoroughly validated as the cross-
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Experimental control validation
Keep genes which are ouse validated (blue flow), and which have a
Pearson correlation 2 0.25 or < -0.25 for at least 2 of the 3 additional
gene expression datasets.

Acquire PharmacoDB pharmacogenomics data for the studied compound.
Keep genes which are significantly associated with drug response in the
PharmacoDB and have a Standardized Coefficient 2 0.1 or <-0.1.

If the compound is reported in multiple datasets within the PharmacoDB,
the score of the most significant association is used
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Cross compound validation
When multiple compounds of the same mechanistic class are available in
the PharmacoDB dataset
Apply the same workflow of in-house and experimental control validation
for compounds of the same mechanistic class. Keep only genes which
are also retained for these compounds

E Genes retained after this step are considered validated predictive drug
i response biomarkers for the studied compound. Fewer, but more

I thoroughly validated genes are reported in this gene list compared to in-
H house validated genes




