Supplementary Figure 11. Schematic representation of the DMR identified by each method at the /fitm3 locus. WGBS of bone
marrow derived macrophages from WKY and LEW rats were independently analyzed using ABBA, DSS, BSmooth, MethylKit and
MethylSig. For each method we report the location of the DMR identified at 5% FDR level. Only ABBA, DSS and BSmooth identified
differential methylation at the /fitm3 locus. MethylKit identified a signal for differential methylation which was not genome-wide
significant. Amongst the methods that detected significant differential methylation at this locus, only ABBA and DSS identified
differential methylation specifically overlapping with /fitm3 promoter where the TFBS and differential ChiP-seq signals were also
identified (see Figure 3g). In contrast, BSmooth reported a large and rather unspecific region with differential methylation between
WKY and LEW macrophages.
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