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Toward understanding regulatory system of spatial gene expression
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For tissue-specific gene expression and epigenomics analysis, specific cell
populations from individuals and organs must be "isolated" with high purity. However, laser
microdissection is difficult to isolate small cell populations, and cell sorting inevitably causes
damage when cells are suspended by enzymatic treatment. In this study, we developed a completely new

method, Photo-Isolation Chemistry, which is different from such "sorting," and succeeded in
transcriptome analysis limited to the photo-irradiaterd area.
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