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Elucidation of the mechanism of obesity development and progression by
comprehensive epigenome analysis of obesity susceptibility genes
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We analyzed the changes in lipid and protein profiles and DNA methylation
that occur during the differentiation and maturation of cultured human subcutaneous white
preadipocytes into mature adipocytes. Methylation levels of specific CpG regions of obesity
susceptibility genes were significantly altered during differentiation and maturation. Lipidome
analysis showed that 145 lipid species and proteome analysis showed that 381 proteins were
significantly altered. 167 GO terms were significantly enriched by Gene Ontology (GO) term

enrichment analysis and 14 pathways were significantly enriched by Kyoto Encyclopedia of Genes and
Genomes pathway enrichment analysis.
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