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Introduction

Single-cell RNA sequencing (scRNA-seq) has emerged as a vital Arterial Tissue Cleaning and Enzymatic Digestion Immunofluorescence Staining of Vascular cells in the Single-cell Suspension

method for investigating the composition and functionality of cells B Average Length (mm) B
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the transcriptomes at the individual cell level. However, the success Aortic Arch 4

of scRNA-seq experiments relies heavily on the quality of single-cell Descending Aorta 12.66667

suspensions obtained from enzymatic digestion of the tissues. In 38%

this study, with a particular focus on the vascular tissues and cell
populations, our primary objective is to examine whether varying
incubation time during enzymatic digestion could improve the cell
vield and viability of our single-cell suspensions. Our specific aim is
to refine the enzymatic digestion condition on different segments
of the arterial tree and validate the presence of vascular cell types,
including endothelial cells and smooth muscle cells in the single-cell
solution.

Figure 2: (A) Arterial tissues were harvested
from the carotid bifurcation to the abdominal
aorta. Cleaned vessels were sectioned into 3
distinct regions of interest, reflecting their
susceptibility or resistance to cardiovascular
disease: the carotid arteries, aortic arch, and
descending aorta. (B) The dimension of each
vessel segment.
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Figure 3: (A) The cells isolated from the arterial paraformaldehyde and subsequently subject to immunofluorescence staining
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conducting the scRNA-seq experiments. We will employ flow
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