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Using fish as a model to explore the mechanisms of aging and lifespan diversity
in vertebrates

Kinoshita, Shigeharu
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Focusing on the diversity in aging exhibited by fish, we searched for

various genes that may be associated with longer and shorter life spans based on genome analysis. We
identified a group of transcription factors associated with the anti-aging properties of fish
muscle, and compared them with those of mammals, and showed that the function of these genes may
contribute to the unique lifetime muscle growth of fish. In addition, we showed that the
post-breeding mortality of ayu, a short-lived species, is similar to that of mammals, indicating
that this species has high potential as a new model for aging analysis. Furthermore, the genome of
the Greenland shark, which has been reported to be nearly 400 years old, was clarified for the first
time, and the characteristics of life span-related genes were elucidated.These results provide
important and unique insights into the genetic basis of the diverse aging and lifespan
characteristics of vertebrates.
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