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Supplementary Fig. 2. Heatmap of relative expression levels of the top 20 marker genes for each cell subpopulation in the brown
adipose tissue stromal vascular fraction. ASPC, adipose stem/progenitor cell; FB, fibroblast; SMC, smooth muscle cell; EC, endo-
thelial cell; MAC, macrophage; NK, natural killer; DC, dendritic cell.

https://e-dmj.org  Diabetes Metab J 2024;48:885-900





