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Recent progresses in single-cell transcriptome analysis
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(Ministry of Education Key Laboratory of Cell Proliferation and Differentiation, Biodynamic Optical Imaging Center,
College of Life Sciences, Peking University, Beijing 100871, China)

Abstract: Standard transcriptome analysis approaches are not able to uncover gene expression heterogeneity among
individual cells, nor can they analyze a small number of cells. Single-cell transcriptome analysis approaches provide
powerful tools for these purposes. In this review, we discussed the history, recent progresses, strategies, methods

and applications of single-cell transcriptome analysis.
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