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[ Abstract }

Single—cell RNA sequencing (scRNA-seq) is a new technique to amplify and sequence the whole

transcriptome at the single cell level. Studies have shown that, in addition to revealing cardiovascular cell diversity, identifying

stem cell differentiation tracks and clarifying cellular communication, scRNA-seq can also describe cardiac development

and genetic maps, thus contributing to breakthroughs in cardiovascular research. This article reviews scRNA-seq processes,

application extensions, and comparison with other single—cell technologies and the advances in its application in cardiovascular

diseases, in order to provide reference for the study of pathogenesis and therapeutic targets of cardiovascular diseases.
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Figure 1 Amplification method classification of single cell sequencing technology
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Figure 2  Classification of spatial transcriptome techniques
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