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Application of single-cell sequencing in research of

cancer-associated fibroblasts
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Abstract: Cancer-associated fibroblast (CAFs) subsets, an important component of the tumor matrix, play
the important role in tumor development. The heterogeneity of CAFS can affect the behavioral characteristics
of the tumor cell. Single-cell sequencing technology is the sequencing of genetic information at the individual
cell level. The development of the technology provides unprecedented advantages to learn more about tumor
microenvironment, explore new CAFs subtypes and functions. Currently, few targeted CAFs-targeting drugs
are developed. But with the deepening of our understanding of the pathophysiology of tumor stromal
microenvironment, this situation will be improved. This paper reviews the principle and the development of
single-cell sequencing technology, summarizes findings in the CAFs study to provide novel insights into
cancer monitoring and promising therapeutic targets for precision treatment.
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