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Progress in DNA methylation in the diagnosis of

colorectal cancer
LI Jia, CHENG Caixia
(Department of Pathology, First Hospital of Shanxi Medical University, Taiyuan 030001, China)

With the development of research on DNA methylation in epigenetics, CpG island DNA methylation has been
found to play an important role in the clinical diagnosis of colorectal cancer (CRC). At present, numerous
researches have confirmed that the detection of abnormal methylation of genes in tissues, stool and blood of CRC
patients has high sensitivity and specificity for early CRC screening and diagnosis. This review summarizes the
methylation of five genes which have been investigated clearly, including septin 9 (SEPT9), syndecan 2 precursor
(SDC2), vimentin (VIM), p16, and long interspersed nucleotide element-1 (LINE-1), and their progress in
diagnosis of CRC.
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