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Figures S1-S7. Classification of proteins and pathways. Quantigene (3 panels: cancer pathway, stress &

toxicity and epigenetic and chromatin modification) (S1-S3), The Attagene-cis-factorial (S4), nCounter Pan

Cancer (S5), Trusight Pan Cancer (S6), BC Screen model (S7) transcriptomics-based assays were described

using the PANTHER (Protein ANalysis THrough Evolutionary Relationships) Classification System

[http://www.pantherdb.org/; (Mi et al. NAR 2013; Thomas et al., Genome Research 2003)]. PANTHER Analysis

allowed a preliminary classification of proteins (and their genes) of each single transcriptomics-based assay. a)

Percent representation of pathways; b) Percent representation of biological processes, based on GO

annotations. c) Percent representation of protein classes. Red boxes identify most represented pathways,

biological processes or protein classes within each single assay.


