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Figure 1. Study design. Peak VO2 = peak oxygen uptake, TP = time point.
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Figure 2. Median
1.38E+06 number of cf-mtDNA
fragments in healthy
volunteers (HV, n=4)
and heart failure (HF,
n=16) at three time
points (TP1, TP2, TP3)
for each group.
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Figure 3. Exercise-induced

RNA transcriptome

dynamics in health and HF.
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