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[Abstract] Thyroid cancer(THCA) is a common malignant tumor of the head and neck,and the inci-
dence rate has increased year by year in recent years. The risk factors of THCA are not clear, and relevant
studies have shown that this may be related to demographic factors,environmental factors,genetic and epige-
netic factors,among which epigenetic factors are the research hotspots in the pathogenesis of THCA in recent
years. In this paper,RNA methylation factors in epigenetics were reviewed,in order to further reveal the path-
ogenesis of THCA ,understand its prognosis and hereditability,and provide a basis for the accurate and scien-
tific prevention and control of THCA.
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