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Aberrant micro RNA expression via RNA methylation in multiple myeloma cells
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i i We analyzed m6a methylation of mature miRNAs in multiﬂle myeloma (MM) cell
lines with a focus on miR-137. Treatment of proteasome inhibitors increased the m6A methylation

ratio of miR-137 and maintained the expression level of miR-137. mRNA expression of m6A
methyltransferase METTL3 was low in the MM cell line, while mRNA expression of m6A demethylase FTO

and ALKBH5 was maintained. In addition, the addition of proteasome inhibitors decreased the mRNA
expression of m6A demethylases. Our results suggested that the regulation of m6A methylation in MM

cells is regulated by the expression of m6A demethylases.
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