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S5 Fig. Analysis of transcriptomic and proteomic data using PIANO method. The heatmap
shows the result obtained by applying the PIANO tool to gene (A) and protein (B) datasets separately.
In particular, the top 10-ranked pathways associated to each comparison, NF/N and TF/T, are shown.
The different color of the heatmap represents the rank position of the pathway in the two different
comparisons.



