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[bookmark: OLE_LINK115]Figure S3.  GO enrichment analysis and marker gene expression of immune cell subpopulations between reproductive and non-reproductive stages. (a) Gene Ontology (GO) enrichment analysis of genes up-regulated in lymphoid cells during the reproductive stage. (b) Gene Ontology (GO) enrichment analysis of genes up-regulated in lymphoid cells during the non-reproductive stage. (c) UMAP visualization of lymphoid cells colored by reproductive and non-reproductive stages.  (d) UMAP visualization of macrophages colored by reproductive and non-reproductive stages.
(e) Dot plot showing the expression of classic marker genes across the two annotated sub-clusters (T/NK cells and mast cells). Dot size indicates the percentage of cells expressing each gene; color indicates average expression level. (f ) Dot plot showing the expression of classic macrophage marker genes across the four annotated macrophage subclusters (inflammatory, tissue-resident, antigen-presenting, and metabolic macrophages). Dot size indicates the percentage of cells expressing each gene; color indicates average expression level. (g) Stacked bar plot showing the proportion of T/NK cells and mast cells in non-reproductive versus reproductive stages. (h) Stacked bar plot showing the proportion of macrophage subclusters in non-reproductive versus reproductive stages.
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