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DNA methylation profile, the flowing melody of life:
Marking the 70th anniversary of discovering DNA double helix
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(Abstract] Seven decades ago, the discovery of double helix structure announced the genetic era of human beings; at the
beginning of the century, human genomic sequencing, study of transcriptome, proteome, and epigenetics marked the post—genomic
era; in recent years, the study of DNA methylation signifies the era of mysterious epigenetics. DNA methylation profile is composed
of numerous DNA methylation markers in human blood. As the integrated parameter, it resembles the flowing melody of life, and
reflects the physiological or pathological statues of the cells. The methylation profile can diagnose diseases such as cancer at its
early stage, evaluate healthy status and constitution, classify the patterns of Chinese medicine, and standardize the diagnosis of
Chinese medicine. In addition, it can help trace, identify and improve the Chinese medicines. To mark the 70th anniversary of
discovering double helix structure, this paper introduces the biomedical significance of methylation profile.
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