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Supplementary Figure S2. Single-cell analysis of the expression of cell surface marker genes in a putative human SLCs popu-
lation. (A) UMAP plot of adult human testis cell clusters defined by scRNA-seq analysis. (B) PDGFRA" NGFR" subsets were selected from the
plot shown in (A). (€) The UMAP plot was generated from the subsets defined in (B) by clustering analysis. (D) The feature plots show the expres-
sion patterns of markers (the known SLCs markers PDGFRA and NGFR, the LCs markers HSD3B2 and CYP|7Al, the endothelial cell marker FLTI,
the myoid cell marker ACTA-2, the macrophage marker AIF|, the Sertoli cell marker SOX9 and the germ cell marker DDX4). Blue indicates high ex-
pression, and grey indicates low or no expression, as shown on the figure key. (E) The cell surface marker expression pattern from the differential ex-
pression test of cluster 0 shown in (C). The dot colour represents the P-value, and the dot size represents the percentage expression. ACTA-2, actin
alpha 2; AIFI, allograft inflammatory factor |; FLTI, fms-related receptor tyrosine kinase |; scRNA-seq, single-cell RNA sequencing; SLCs, stem
Leydig cells; SOX9, SRY-box transcription factor 9; UMAP, uniform manifold approximation and projection.





