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Post-stroke cognitive impairment exhibits ancestry-specific DNA methylation and epigenetic ageing patterns, highlighting the need for diverse populations in

« Vascular cognitive impairment and dementia (VCID) is a major contributor to
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the global dementia burden and frequently follows stroke. .
Cognitive outcomes are disproportionately poorer among people of African — i
ancestry, yet the epigenetic mechanisms underlying post-stroke cognitive ' '
impairment (PSCI) remain largely unexplored in these populations.
We examined ancestry-specific epigenetic signatures of PSCI and their T s
relationship with biological aging. = =
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CONCLUSION

observed for all clocks except DunedinPACE.

 PSCIlis characterised by distinct ancestry-specific DNA methylation profiles and differences in epigenetic ageing dynamics.

 These findings underscore the importance of ancestry-inclusive epigenetic research for improving the understanding of VCID and dementia risk
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