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Recent progress and future prospects on mechanisms and interventions of aging
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[Abstract]  The mechanism of health span regulation has gradually become one of the most advanced directions in the field of
aging research. Recently, the emergence of new strategies and technologies has provided completely new insights into the
molecular mechanism of health span. For example, the use of parabiosis methods has demonstrated how the circulatory system
affects the aging process, providing new ideas for aging interventions; single-cell sequencing analysis technology enables
scientists to analyze the temporal and spatial changes of gene expression in tissues, organs and organisms during aging at the
single cell level; multi-omic bioinformatics analysis technology has assisted in discovering genetic elements and environmental
factors related to health and longevity in the long-lived population. The application of these new technologies has brought new
opportunities for aging research.
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