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Supplementary Figures 

Supplementary Figure 1: Correlations plots depict the pairwise Pearson correlation of core clock 

genes in spaceflight and aging datasets. a) Correlation plot in long-term spaceflight datasets (37-days), 

and b-c) extreme age groups from the two aging datasets b) GSE129643 and c) GSE97084. The size of 

the circles in the correlation plot represents the degree of correlation between specific gene pairs (large 

circles: strong correlation; small circles: weak correlation). 
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Supplementary Figure 2: Histogram depicts the up- and down-regulation among differentially expressed genes 

in exercise datasets retrieved from mouse skeletal muscle. Differentially expressed genes were obtained using 

the criteria of logFC ≥ |0.2| and p < 0.05. Histogram depicts the distribution of differentially expressed genes 

identified between high vs. basal intensity (left panel), moderate vs. basal intensity (middle panel), and high vs. 

moderate intensity (right panel) at (a) ZT14 and at (b) ZT22.  
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Supplementary Figure 3: Histogram depicts the up- and down-regulation among differentially expressed genes 

in exercise datasets retrieved from human skeletal muscle. Differentially expressed genes were obtained using 

the criteria of logFC ≥ |0.2| and p < 0.05. All subjects underwent 12-weeks of exercise and their molecular profile 

was compared to the pre-exercise state. Histogram depicts the distribution of differentially expressed genes 

identified in resistance exercise (left panel), high-intensity exercise (middle panel), and combined exercise (right 

panel) in (a) young subjects and in (b) older subjects.  

 

 

 

 


