[bookmark: _GoBack]Supplemental Table Functional Analysis. Functional analysis of differentially expressed genes. The mouse genome was used as background for the analysis. Significantly enriched (FDR<0.05) gene ontology terms (GOTERM) and pathways (KEGG_PATHWAY) were identified with DAVID (http://david.abcc.ncifcrf.gov/). The columns in the table contain information from the DAVID Functional Annotation Chart Report: Category (source provenance for the Term); Term (gene set name); Count (number of genes associated with this gene set); P-value (modified Fisher Exact P-value); List Total (number of genes in your query list mapped to any gene set in this ontology); Pop Hits (number of genes annotated to this gene set on the background list); Pop Total (number of genes on the background list mapped to any gene set in this ontology); and false discovery rate (FDR).
