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Analysis on interindividual aging process in Caenorhabditis elegans
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Aging process is controlled by universal mechanisms, yew substantially
varies among individuals. In this study, we aim to understand this complex individual aging process
focusing on the difference in appearance and transcriptome using model organism <I>C. elegans</I>.
Our trained artificial intelligence displayed that the accuracy of age prediction based on
appearance changes differs between young and middle age. Individual RNA-seq analysis revealed that
the expression of genes related to metabolism and stress response changes during the aging process.
This is consistent with previous transcriptome analysis using population total RNA, which suggests
the effectiveness of individual differences in aging. We would like to further analyze the
differences in gene expression among individuals.
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