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Technical development of single-cell multi-omics

Sasagawa, Yohei

3,000,000

1 RNA

RNA RNA single-cell RNA-seq
RNA ChlP-seq
cell barcoding

In this study, we tried to develop technology for simultaneous detection of
epigenome and transcriptome from one cell. We separated cytosol and nucleus from a single-cell using
pipet tip. We tried to use nucleus for detection of epigenome. Moreover, we succeeded to develop
single-cell RNA-seq method, which detect non-poly-A RNA iIncluding nascent RNA. Moreover, we tried to
develop cell-barcoding method using random primer for high-throughput detection of RNA.
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