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This study is mainly divided into three parts: data mining, experimental validation, and website development.
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Conclusion

. Our study explored the intricate relationships between dietary fibers, microbiota disturbances, and disease states,

introducing Bio-taxonomic Hierarchy Weighted Aggregation (BHWA) algorithm to analyze these interactions
across taxonomic levels and body sites.

. By treating microbiota disturbances as key intermediaries, we established connections between dietary fiber intake
and disease outcomes, generating a candidate list of dietary fibers with therapeutic potential.

(J launched an interactive webtool — mDiFiBank (https://mdifibank.org.cn/) — to enhance data accessibility and
facilitate the development of targeted dietary interventions.
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