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In this stud¥, since we have identified Insulin-like growth factor gIGF)
-binding proteins (IGFBPs) as molecule involved in cellular senescence in mouse fibroblast (MEFsS) by
DNA microarray analysis, we investigated the role of IGFBPs in replicative senescence in MEFs. We
found that IGFBP5 is the largest change and decreased among the IGFBP family by cellular senescence,
that it induces cellular senescence via activation of ERK2, and that extracellularly secreted

IGFBP5 may inhibit cellular senescenec.
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