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¢ Many pathways have been identified as associated with ageing, including PISK and mTOR signalling, e The aim of this study was to identify an RNA biomarker signature of ageing within clinical plasma
autophagy and cell senescence; however the mechanisms underlying ageing are still poorly understood samples collected from individuals aged below 45 and above 65
e Elucidation of these mechanisms will help us to better understand the ageing process and provide e Patient medical history was used to exclude individuals suffering from chronic conditions
potential drug targets to prevent or treat age-associated multimorbidity, as well as other (such as cancer, diabetes and autoimmune diseases) from the study
age-associated diseases such as arthritis and Alzheimer’s disease
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Figure 2: KEGG pathway map of the cellular senescence pathway in humans.
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