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Elucidating the regulatory mechanisms of potential pluripotency in primordial
germ cells by spatial single-cell RNA-sequencing

Ikeda, Hiroki
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In this study, we developed a method for single-cell transcriptome analysis
from fixed tissue sections. Using this method, we analyzed mouse ovaries and obtained new insights
into molecular mechanisms related to oocyte maturation. These findings shed light on a part of the
quality control mechanism of oocytes in an ovary, and further detailed analysis may lead to
applications in assisted reproductive technology. In addition, the method we developed can be
applied not only to ovaries but also to other organs and preserved pathological samples. It is
expected to be a basic technology for obtaining new insights into the pathogenesis of diseases,
especially those accompanied by tissue lesions.
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