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[ Abstract] As a rare malignant solid tumor in children , hepatoblastoma (HB) is more common in infants
aged 0 to 2 years,accounting for 60% —85% of pediatric liver tumors. The prognosis of advanced HB is rather
poor. RNA m6A ( N6-methyladenosine, m6A) is an ubiquitous epigenetic modification in eukaryotic RNA. It is
extensively implicated in various biological processes of tumors. Many studies have demonstrated that m6 A mod-
ification plays some vital roles in the occurrence and development of HB. Therefore selecting appropriate detec-
tion methods and elucidating the molecular mechanisms of m6A modification are significant for proper manage-
ments of HB. Summarizing the latest researches of m6A modification in HB,this review examined its potential val-
ue of biological markers or therapeutic targets for HB and provided rationales for new management tools for HB.
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Jig 410 4 FH . Wt/ B-catenin {55 5 38 % AH ¢ 2 1
5 miR-186 1 METTL3 &3k 7KF-43 il £ 5 AH SCHIIE
A2, $275% miR-186/METTL3 i o] f238 3 T i Wnt/
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