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Elucidation of adiponectin _expression pathway based on the co-expression network
and epigenome data analysis
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i i Abnormal secretion of adiponectin is deeplg involved in the development of
lifestyle disease. The blood concentration is known to be affected by the genetic factors. However,
the variance of the concentration explained by genes previously identified as associated genes with

concentrations is very low.
In this study, we explored DNA methylation sites associated with the adiponectin based on a gene

co-expression network analysis and an integration analysis with DNA methylation level using the data
for 191 nondiabetic men from a general population and public available data sets. As a result, we
identified three sites for both adiponectin level and the expression level of ADIPOQ gene. One site
of them was located near a gene, which regulate of ADIPOQ. These results suggest new insights into
the regulation of adiponectin via effects on epigenetics.
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