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From results of this study, in the molecular pathophysiology of progeria

syndrome based on DNA damage, cells with its causative mutations can be considered by accounting for
the involvement of mitochondrial interactions via caloric restriction as well as rapamycin (mTOR
pathway inhibitor). It was suggested that autophagy level may be reduced to near normal level with
long-term use, and thereby the DNA damage accumulation may be reduced and subsequently cell
proliferation rate may be restored. Taken together, it is fully assumed that the p38MAPK inhibitor
would be useful as one of the drug discovery targets, and it was shown that the inhibitory effect
can be expected to reduce the accumulation of DNA damage and prolong the cell life.
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