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Posttranscriptional regulation of iron metabolism via RNA methylation
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In this study, we investigated the roles of a novel RNA m6A
methyltransferase METTL16 in the regulation of iron metabolism. We revealed that the mice that lack
METTL16 specifically in erythroblasts lead to embryonic death due to severe anemia. Moreover,
METTL16-deficient erythroblasts failed to express erythroid transcription factors GATA-1 and KLF1,
and iron-related genes including transferrin receptor. Next, we investigated the molecular
mechanisms that act downstream of METTL16 and revealed that MTR4-nuclear exosome is critically
involved in the mRNA regulation mediated by METTL16. These findings establish the novel mechanisms
of gene expression of iron-regulatory transcripts mediated by METTL16.
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