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Supplemental Figure S1.  Global Tumor Gene Expression.  For this heat map, rows are transcripts and columns are samples.  Sample are grouped by bladder cancer (BLCA), glioblastoma multiforme (GBM), low grade glioma (LGG), ovarian cancer (OV), and thyroid carcinoma (THCA).  Red indicates higher gene expression while green indicates lower expression.  Transcripts were clustered on the y-axis using the clustergram Matlab function.   
