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Figure S1. The MCC distribution of potential COPD genes.

(A) The MCC-values of each methylation, microRNA, and mRNA gene group. (B) The MCC-values of the overlap of methylation and microRNA dysfunctional gene groups. (C) The MCC-values of the overlap of methylation and mRNA dysfunctional gene groups. (D) The MCC-values of the overlap of microRNA and mRNA dysfunctional gene groups. (E) The MCC-values of the overlap of methylation, microRNA and mRNA dysfunctional gene groups. Boxplots showed that the MCC-values based on the potential COPD genes were significantly higher than random ones in most cases (one-directional-greater t-tests, p < 0.05). The red dots represent the MCC-values of 102 potential COPD genes.
