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Supplementary Figure 8: Characterisation of Treg cell subclusters in single cell

RNA sequencing analysis.

(A) UMAP plot showing cells expressing FOXPS3.

(B) Identification of subcluster 9 and 10 as Treg cell clusters based on the expression

of 8 different marker genes for Treg cCells.

(C) Heat map showing differential gene expression and portion of cells expressing

eight prominent Treg cell marker genes in VDZ- and VDZ* Treg and Tes cells.
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