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Abstract

Single-cell sequencing (SCS) is a second-generation sequencing method designed to analyze differences in genetic and protein
information between cells, obtain genetic information about microorganisms that are difficult to culture at the single-cell level, and
better understand their specific roles in the microenvironment. By sequencing the whole genome, transcriptome and epigenome
of individual cells, the complex heterogeneous mechanisms involved in the occurrence and progression of diseases can be
revealed, further improving the diagnosis of diseases, prognostic prediction and monitoring of the effects of drug therapy. This
review introduces the principle of single cell sequencing and its application in biomedical research, and looks forward to its future
development prospects.
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