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Development of novel biomarkers on exercise, stress and aging and their
functional analyses
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Using aging-model mice and young mice together with acute exercise model
mice and endurance exercise model mice, grobal mRNA sequence and ribosome profiling were performed
using next-generation sequencer. Changed variables and factors based on the analyses were further
confirmed by real-time PCR and western blotting, and messages and proteins were quantified. In
addition, gene network analyses were performed to capture changes at the system level of skeletal
muscle, and found interesting genes and their potentially new functions.
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