Supplemental Figure 6. RNA-seq GO enrichment results. Pairwise differential gene expression
analysis was performed by comparing RNA-seq data for each of the cases with their matched
controls (see Methods). Genes with 1.5-fold changes or greater in three or more pairs were
identified. Pathway enrichment analysis was performed on these gene sets. The top five enriched
GO biological pathways and GO molecular function categories are indicated within the top and
bottom tables, respectively.
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