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Figure S1. Relative abundance of gut microbiota in APP/PS1 mice (APP/PS1_CTRL: n =7,

APP/PS1_CP: n=17). (A) Alpha diversity analysis of gut bacterial diversity and richness from

different mouse groups. (B) Bar plot showing changes in relative abundance of different

bacterial classes at the genus level in APP/PS1 mice treated with vehicle or capsaicin. All data

are the mean =SEM and the minimum significance value was considered as p < 0.05.
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Figure S2. Significant effects of capsaicin treatment were noted with respect to lipid
metabolism in APP/PS1 mice (all groups: n» = 5). All data are the mean =SEM and the minimum

significance value was considered as p< 0.05.



