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Comprehensive high 
throughput array–based 
methylation analysis 
to identify variably 
methylated regions 
(VMRs) associated with 
disease risks

Genetic studies suggest that methylation signatures of certain genes 
could help predict disease susceptibility. A longitudinal analysis of 74 
patients over 11 years identified 227 regions in which DNA methylation 
was highly variable. Of those, 119 had stable methylation patterns in 
the individuals over the course of the study. Four of the stable regions 
were associated with body mass index and were located near obesity-
related genes, suggesting that variability in methylation could be used to 
determine disease risk. Next steps include replicating the findings.
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