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Gene expression regulation in hibernating chipmunks for elucidating cold
tolerance mechanisms in peripheral tissues
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RNA-seq

Mammalian hibernation is thought to be controlled by the readjustment of
common genes” expression and functions for hibernation, as no genes or proteins specific to
hibernating mammals have been discovered. This study tested the model that gene expression during
hibernation is regulated by readjusting the mechanisms of circadian gene expression control from
non-hibernating periods using the temperature variations between deep torpor and interbout arousals.

The main achievement was the establishment of an RNA-seq data analysis environment for chipmunks,
which lack reference data. Although this research did not lead to the identification of distinctive
gene groups, it has created an important foundation for future research.
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Impact of body temperature rhythm on gene expression during hibernation in the liver of chipmunk
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