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Venn diagram (A) and tables of DEG in TE_part and ICMandTE according to maternal age (B, C and D)

Table B presents DEGs in ICMandTE, Table C presents DEGS in TE_part and Table D presents DEGS in common in both
parts. Blue represents down regulated DEG (log2FC<0) while red show up regulated DEG (log2FC>0) in OM embryos
compared to YM embryos. DEGs are in Entrez Gene ID or Ensembl Equine Gene ID (ENSECAG) when Entrez Gene ID

was not available.

DEG: Differentially Expressed Genes (padj<0.05); log2FC: Fold change in log2; TE: Trophoblast; ICM: Inner Cell Mass;
OM: group of embryos produced by Old Multiparous mares; YM: group of embryos produced by Young Multiparous

mares
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Diagram of most perturbed GO and KEGG pathways (FDR < 0.05) in inner cell mass enriched part
(ICMandTE) of equine D8 blastocysts according to maternal age

Pink pathways are the most enriched pathways in embryos from old multiparous mares and purple pathways are the
most enriched pathways in embryos from young multiparous mares. Score represents False Discovery Rate using a
Gene Set Enrichment Analysis.
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Clustering of the most perturbed GO and KEGG terms in ICMandTE and TE according to mares’ age

Graph representing in nodes GO Biological process and KEGG representative terms in ICMandTE (circle) and TE_part
(star). Node size represents the size of the gene set. Blue nodes represented gene sets enriched in YM (NES < 0) while
red nodes represented gene sets enriched in OM (NES > 0). Edges represent the level of connection between
representative gene sets. This graph was performed using SUMER R package [55].

NES: Normalized Enrichment Score; ICM: Inner Cell Mass; OM: group of embryos produced by Old Multiparous
mares; YM: group of embryos produced by Young Multiparous mares



