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[ Abstract] In the last decade, high-throughput sequencing technologies have developed rapidly, especially in the field of single-cell

transcriptomics. Single-cell RNA sequencing ( scRNA-seq ) detects gene expression information at the level of a single cell, thus revealing

information that would otherwise be obscured in tissue sample sequencing. This new sequencing technology has a good application prospect in

various fields,especially in tumor, immunity and other fields. It has developed rapidly in recent years. SCRNA-seq can distinguish between

different cell types and their subtypes to understand their gene expression, thus, this emerging technology has been widely used in the

exploration of models of heart development and disease. This article focus on the development of single-cell transcriptomics and its application

in the cardiovascular field.
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