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Supplementary Fig. 3. Genes significantly enriched with CpGs differentially methylated 

between obese and control individuals. The number in each cell is the number of the 

differentially methylated CpGs in the corresponding genomic region. Red and blue represent 

obese-hypermethylated and obese-hypomethylated CpGs, respectively. TSS1500, 1,500 bp 

regions upstream of the transcription start site; TSS200, 200 bp regions upstream of the 

transcription start site; UTR, untranslated region. 




