
Supplementary Figure 1: A pipeline for the identification of miRNA and their mRNA and protein 
targets in GBM data. The details of the analysis are described under ‘Results and discussion’ and given in 
Supplementary Tables 1 and 2. 
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Supplementary Figure 2: A pipeline for the identification of miRNA and their mRNA and protein 
targets in cell proliferation (A) and invasion (B) networks. The details of the analysis are described 
under ‘Results and discussion’ and given in Supplementary Tables 3 and 4. 
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