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Figure S1: Pearson - Correlation matrix for the gene expression omic dataset that shows only the correlation value for the significant p-value < 0.05.
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Figure S2: Pearson - Correlation matrix for the CNA omic dataset that shows only the correlation value for the significant p-value < 0.05.
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Figure S3: Pearson - Correlation matrix for the DNA Methylation omic dataset that shows only the correlation value for the significant p-value < 0.05.
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