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Supplementary Figure 1 Clustering of the samples to detect outliers in the gene co-expression
network analysis. The red line indicates the cutoff for outliers.
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Supplementary Figure 2 No correlation was observed between the co-expressionmodules and the
tissue of cancer origin. The y-axis shows the value of eigengenes of each module representing the
expression levels. Each line represents one sample.
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Supplementary Figure 3 The magnitude of age- and cancer-related changes were different
between the up- (module turquoise) and down-regulated (module blue) genes. This figure is the same
as Figure 7, but the Spearman correlation coefficients and log2 fold changes of down-regulated genes
(module blue) were inverse (multiplied by -1).
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Supplementary Figure 4 Heatmap of the expression levels of the 120 vlinRNAs which are
differentially expressed between then cancer and normal samples of the training dataset and used to
build the vlinc-classifier. The expression levels were Z-scores of variance stabilizing transformed read
counts.
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