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Research progress on the role of DNA

methylation in the occurrence and prognosis of lung cancer
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Abstract; Lung cancer is a leading cause of cancer-related morbidity and mortality in China. Early recurrence is

the main cause of poor prognosis. The existing prognostic indicators are insufficient. Thus, it is urgent to find relia-

ble prognostic indicators. DNA methylation is the most important epigenetic change in the development of lung canc-

er. With the development of high-throughput sequencing technology, DNA methylation has shown its great clinical

value in the prognosis prediction of lung cancer patients due to its stable and detectable features.
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