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Supplementary information, Fig. S5 RNA-seq analysis of CLOCK-/- hMSCs. a 

Scatter plots showing the correlation between RNA-seq replicates from late-passage 

CLOCK+/+ and CLOCK-/- hMSCs (P9). b Top, representative tracks showing the RNA 

level of CLOCK in late-passage CLOCK+/+ and CLOCK-/- hMSCs (P9). Bottom, gene 

editing sites for CLOCK (exon 5) using CRISPR/Cas9-mediated HR with its flanking 

region zoomed. c Scatter plot showing the GO biological process terms enriched in 

downregulated genes in CLOCK-/- hMSCs compared to CLOCK+/+ hMSCs at late-

passage (P9). d Heatmap showing the Z-score normalized expression levels of genes 

associated with “Condensed chromatin” and “Chromosome” in CLOCK-/- hMSCs 

compared to CLOCK+/+ hMSCs at late-passage (P9). 
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