(®)
2016 2018

1 RNA-Seq

Establishment of the analysis method to identify cell type contained in
single-cell RNA sequencing data
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In this study, we will establish a versatile data analysis method to detect
cell types contained in cell populations. In recent years, the single-cell RNA-Seq has been
introduced to measure the gene expression level at the single-cell level, and it has become possible
to accurately measure the heterogeneity of the cell population. However, it is difficult to
identify which data point of single-cell RNA-Seq data corresponds what kind of cell type because the
cell type is often unknown in advance. Therefore, in this study, we try to establish a data
analysis method to identify the cell type of single-cell RNA-Seq data.
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https://github.com/bicyclel885/CellFishing.jl
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