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Abstract: More and more studies have shown that there is widespread heterogeneity between cells. Tradi-
tional transcriptome sequencing takes a large number of cells or tissues as research samples, which reflects the
overall transcriptome characteristics of cells and cannot analyze the gene expression of a single cell. The devel-
opment of single cell transcriptome sequencing (sc RNA-seq) provides an effective method for revealing the
characteristics of single cell transcriptome, and further discovering gene alternative splicing and new tran-
scripts,especially for the further study of rare numbers,such as early embryonic cells,stem cells and the mo-

lecular mechanism of disease. This paper summarizes the methods and applications of scRNA-seq technology.
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