Table S1 Reverse MR results between gut microbiota and HF
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Table S2: Mendelian analyses results between gut microbiota and heart failure with Finngen database.
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Table S3: Mendelian analyses results between differentially expressed genes and heart failure.
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Figure S1 Sensitivity analysis of LOO plots in the MR analysis between gut microbiota and HF
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Figure S2 Sensitivity analysis of scatter plots in the MR analysis between plasma metabolites and
HF
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Figure S3 Sensitivity analysis of LOO plots in the MR analysis between plasma metabolites and
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Figure S4: GO enrichment results.
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Figure S5: KEGG enrichment results
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