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Supplemental Figure S2. mRNA and protein correlations of functionally-related groups

Correlation distributions for functional gene pairs based on Reactome (genes coding
proteins involved in consecutive steps in metabolic pathways and direct complexes)
and Uniprot (genes coding proteins with same subcellular localisation). In each group
protein-level correlations were significantly stronger than on mRNA level (P < 0.0001,
Kolmogorov—-Smirnov test). Both mRNA and protein correlations for functional pairs
were significantly higher than for random pairs (shuffled).



