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Supplemental Figure 2. Global DNA methylation levels measures using WGBS. A) Box 
plots of whole genome methylation in young and old males and females. Box plots 
showing the methylation levels of cytosines mapped to all transposable element 
regions (B) or to speci�c transposable element families. Long interspersed nuclear 
repeats, LINEs (C), small interspersed nuclear repeats, SINEs (D), DNA transposons (E), 
and long terminal repeats, LTRs (F), n=3/group.


