
Supplementary Figure 1

Single cell RNASeq datasets from mouse (1) and human (2) fetal testicular cells
were investigated and explored using the Seurat (3) package
(https://satijalab.org/seurat/, R package v4.0.4). 1A. Data from mouse testis cells at
E18.5 days was retrieved from the Gene Expression Omnibus (GEO) repository
(Accession GSE130593). The left-hand panel indicates the clustering of mouse
testicular cells into specific cell lineages based on marker gene expression (1) and
the right-hand panel indicates the mRNA expression patterns of key steroidogenic
enzymes as indicated in Table 1. 1B. Data from human testis cells at 12, 15 and 16
weeks post-fertilization (14, 17 and 18 weeks gestation) was retrieved from the Gene
Expression Omnibus (GEO) repository (Accession GSE143356). The left-hand panel
indicates the clustering of human testicular cells into specific cell lineages based on
marker gene expression (2) and the right-hand panel indicates the mRNA expression
patterns of key steroidogenic enzymes as indicated in Table 1.
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UMAP of E18.5 mouse testis single cell
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Supplementary Figure 1A.



UMAP of fetal human testis single cells

Note: HSD3B1 not found
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Supplementary Figure 1B.
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