2019 2020

Comprehensive analysis of the pathogenic mechanism of endometriosis focusing on
the abnormal differentiation of endometrial stromal cells

Miyazaki, Kaoru
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In normal endometrial stromal cells, the gata2 gene regulates a group of
genes involved in decidualization, and it is known that the expression of the gata2 gene is
decreased in endometriotic stromal cells.Since impairment of the stem cell differentiation mechanism

may contribute to the pathogenesis of endometriosis, we narrowed down the candidates of
transcription factors that may be involved in the progression of endometriosis based on the gene
expression changes during the differentiation of human iPS cells into endometrial stromal cells. By
knocking down the gata? gene in endometrial stromal cells, we identified candidate transcription
factors that suppress or promote the development of endometriosis in response to gata2.
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Role of WNT/CTNNB1 pathway in differentiation of human induced pluripotent stem cells to endometrial stromal fibroblasts
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