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Supplementary Fig. 1.The cell surface makers detected by flow cytometry. (A-F)DPSCs from young donors; (G-L)DPSCs from old donors. In each panel, the peak, which divides the positive and negative sides, depicts the cell population stained with an appropriate antibody.
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Supplementary Fig. 2. The GO terms that were connected with the most functional terms in the top 500 lncRNA–functional term pairs. The pairs were sequenced by the q-value.
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Supplementary Fig. 3. The pathway terms that connected the most functional terms in the top 200 lncRNA-functional term pairs. The pairs were sequenced by the q-value.[image: image3.jpg]path:hsa03010|Ribosome
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Supplementary Fig. 4. The transcription factors (TFs) that connected the most functional terms in the top 200 lncRNA-TF correlation pairs. The pairs were sequenced by the q-value.
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Supplementary Fig. 5. The binary relation network diagram of the top 100 lncRNA-TF correlation pairs according to the q-value. The blue nodes represent TFs, and the red nodes represent lncRNA.
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