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Abstract
decade. It can perform high-throughput sequencing of the genome, transcriptome, epigenome, proteome and even
multi-omics at the single cell level to reveal cellular heterogeneity. By analyzing the gene expression profiles of
cells in different tissues and organs, it helps us to better understand the cellular diversity of various tissues and or-
gans. Atherosclerosis is the main cause of pathology of many cardiovascular diseases, and its complications such
as myocardial infarction and stroke are important causes of global death. In recent years, single-cell sequencing
technology has been widely used in the study of atherosclerosis and has made important progress. This article

mainly reviews the latest application progress of single-cell sequencing technology in the study of atherosclerosis.
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