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Supplemental Figure 3. Baseline gene body methylation is not di�erent in age-related di�erentially expressed 
genes from those the do not change with age. A-F) Line plots representing the average methylation across all 
genes that were not signi�cantly di�erentially expressed with aging (A,D), down-regulated with aging (B,E), 
and upregulated with aging (C,F) in females (A-C) and males (D-F). Black line represent young animals, red
 line represent old animals. Grey shading represent the 95% con�dence intervals. 
  


