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To identify age-associated microglia (AAM) specific to the aging brain and elucidate their
contribution to brain aging, we performed integrative analysis of multiple public single-cell RNA-seq
datasets. Pseudotime analysis suggests that upregulation of ribosomal genes represents the earliest
transcriptional event triggering AAM emergence. Inflammatory AAM appearance was associated with
Af accumulation and neuroinflammation. Caloric restriction reduced the number of inflammatory

AAM, whereas exercise and parabiosis had no significant effect on AAM abundance.
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