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Assays & screens

Microarray-based 
method for high-
throughput analysis of 
CpG methylation

A microarray-based method for high-throughput analysis of CpG 
methylation patterns could help identify new disease biomarkers. Aberrant 
methylation of CpG sites on the genome is associated with cancer and other 
diseases. The method measured the methylation status of 145,148 CpG sites 
in 5,472 genes and generated reproducible data that correlated with standard 
sequencing results. Next steps could include using the method to compare 
CpG methylation patterns in genomes from normal and diseased cells.
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