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Supplementary Figure 1. Consensus clustering of expression of EMT-related genes using Euclidean as distance metric with
Ward linkage. (A) and (C) Consensus Cumulative Distribution Function (CDF) plots to determine at what number of clusters, k, the CDF
reaches an approximate maximum. (B) and (D) Delta area plots show the relative change in area under the CDF curve comparing k and k-1.
They showed that the delta areas had no appreciable increase when k=4 and k=7 for sample clustering (B) and gene clustering (D),
respectively.
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Supplementary Figure 2. Gene ontology enrichment for expression quantitative trait methylation (eQTMs).
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Supplementary Figure 3. Frequent deleted areas of ccRCC genome and involved functions of expression quantitative trait
copy number (eQTCNSs). (A) The EDCGs located in the focal CN deletion peaks. False-discovery rates (q values) and scores generated by
GISTIC 2.0 for amplifications (x-axis) are plotted against chromosome locations (y-axis). Dotted lines indicate the centromeres. The green line
represents cut-off (q = 0.25) that determines statistical significance. (B) Deleted EDCGs involve GO functions. (C) Amplified EDCGs involve GO

functions.
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