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Sample clustering to detect outliers
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Supplementary Figure 1. Sample cluster analysis. (A) Sampleclusteringto detect outliers based onRNA data (the red line (cut height =
200 cm) was used as the filter to remove outlier samplesfromthe sample tree). (B) Sample dendrogram and clinical traitheatmapbased on
gene expression and clinical data. TNM =tumor, node, metastasis (classification).
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Supplementary Figure 2. IncRNA-miRNA-mRNA ceRNA and IncRNA-RBP-mRNA networks. (A) IncRNA-miRNA-mRNA ceRNA

networkbased on the co-expression Brown module. (B) IncRNA

mRNA network based on the co-expression Brown module.
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