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The purpose of this study was to find genes associated with social behavior
in Williams syndrome (WS) based on DNA methylation changes. First, we obtained a significant number
of blood samples from participants and performed comprehensive DNA methylation profiling. We then
applied co-methylation network analysis to identified DNA methylation genes, and by combining this
with clinical symptom evaluation, we were able to identify modules that were suggested to be
associated with social behavior in WS. Interestingly, the hub gene which located in central to this
network, were also significantly altered in the postmortem brains of WS patients. Thus, our study
identified a group of genes that may be involved in social behavior in WS.
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