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HZeEERE4R (FEX)  Contribution of transcriptional corepressor ET02
to the epigenome formation in erythroblasts
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ZERC R OMEEE (3E30) @ Overexpression of ET02 as well as chromatin immunoprecipitation
analysis in K562 human erythroid cell line revealed that ETO2 directly represses

representative erythroid genes, including globin genes. Subsequently, we established

erythroid differentiation system from cord blood CD34-positive cells. By using the system,

we demonstrated that short hairpin RNA (shRNA) -mediated knockdown of ET02 in cord blood
CD34-positive cell-derived primary erythroblasts resulted in the significant

upregulation of globin genes.
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