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Associations between childhood plasma and stool HFRs and gut microbial transcriptomic functional pathways: six pathways
are associated with stool HFRs, while no significant associations were observed between plasma HFRs and functional pathways.
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* Models were adjusted for child’s sex, family income, antibiotics intake in the past year,
dietary patterns at the 8- to 12-year-old follow-up, and sequencing depth.
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