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Table 1 The characteristics of different pretreatment methods in detection techniques for DNA methylation
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Fig. 1 Sketch of the high-throughput detection techniques for DNA methylation
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Table 2 The published results of human DNA methylation with high-throughput detection techniques
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Fig. 2 Sketch of the hypothetical mechanism why CpG islands are resistant to DNA methylation
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Abstract DNA methylation is an important epigenetic system. It plays many crucial roles in the gene regulation.
With the development of the high-throughput detection techniques, the bioinformatics study has been an active hot
topic in the research of DNA methylation. The major achievements and progress on the prediction of DNA
methylation status, the mechanism that the majority of CpG islands are resistant to DNA methylation, the
relationship between DNA methylation and other epigenetics, as well as the association between aberrant DNA

methylation and the tumorigenesis were reviewed in this article.
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