Supplementary Figure Legends
Supplementary Figure S1. Functional enrichment analysis of differentially expressed genes (DEGs) during 0–2 hours of reprogramming.
(A) Significantly enriched KEGG pathways among DEGs. (B) Significantly enriched Reactome pathways among DEGs. (C) KEGG pathways significantly upregulated during this interval. (D) Reactome pathways significantly upregulated during this interval. (E) KEGG pathways significantly downregulated during this interval. (F) Reactome pathways significantly downregulated during this interval. The TGF-β and BMP signaling pathways were among the most significantly altered pathways.
Supplementary Figure S2. Functional enrichment analysis of DEGs during 2–4 hours of reprogramming.
(A) Significantly enriched KEGG pathways among DEGs. (B) Significantly enriched Reactome pathways among DEGs. (C) KEGG pathways significantly downregulated during this interval. Cell cycle-related pathways were predominantly altered, and the TGF-β signaling pathway was significantly suppressed.
Supplementary Figure S3. Functional enrichment analysis of DEGs during 4–12 hours of reprogramming.
(A) Significantly enriched Reactome pathways among DEGs. (B) Reactome pathways significantly downregulated during this interval. Signaling by TGF-β family members was significantly downregulated at this stage.
Supplementary Figure S4. Functional enrichment analysis of DEGs during 12–24 hours of reprogramming.
(A) KEGG pathways significantly downregulated during this interval. (B) Reactome pathways significantly downregulated during this interval. Both TGF-β and BMP signaling pathways were significantly downregulated.
Supplementary Figure S5. Functional enrichment analysis of DEGs during 24–48 hours of reprogramming.
(A) Significantly enriched KEGG pathways among DEGs. (B) KEGG pathways significantly upregulated during this interval. The TGF-β signaling pathway was significantly altered, primarily showing activation.
Supplementary Figure S6. Functional enrichment analysis of DEGs during 48–72 hours of reprogramming.
KEGG pathways significantly upregulated during this interval. The TGF-β signaling pathway continued to be significantly activated, indicating its role in the late stage of reprogramming.
Supplementary Figures S7-S16. Full-length blots.

