2021 2023

Comﬁrehensive epigenomic analysis of endometriosis using small cell epigenomics
technology .-
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Human endometrial specimens were collected, and 100s to thousands of
endometrial glandular epithelium and stromal cells were purified and recovered from the lesions, and
epigenomic (H3K27ac, H3K27me3, DNA methylation) and transcriptomic analyses were performed by ChILT
method on a pilot basis. As a result, we found gene expression changes characteristic of the
disease group and correlated epigenomic alterations. These gene expression changes and their
epigenomic alterations were expected to serve as new markers of disease pathogenesis or therapeutic
targets.
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