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Regulation of erythroid differentiation by RNA methylation
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The purpose of this study was to elucidate the role of METTL16, an RNA
methyltransferase, in erythropoiesis. Erythroblast-specific METTL16-deficient mice exhibit severe
anemia, leading to embryonic lethality. We found that micronuclei, a marker of DNA damage, are
frequently observed in METTL16-deficient erythroblasts. Furthermore, METTL16 enables erythroid
differentiation by depositing RNA modifications to mRNAs encoding genes related to DNA repair and
positively regulating the expression of these genes. These results suggest that RNA modifications
mediated by METTL16 play an important role in the regulation of hematopoiesis in mammals.
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