
Supplementary Materials:
Supplementary Figure 1. Forest plots for MR analyses of the causal effects of 12 gut microbial taxa on prostate cancer (MR: Mendelian randomization; A: Class Verrucomicrobiae; B: Family Enterobacteriaceae; C: Family Verrucomicrobiaceae; D: Genus Eubacterium ruminantium group; E: Genus Akkermansia; F: Genus Butyrivibrio; G: Genus Candidatus Soleaferrea; H: Genus Odoribacter; I: Genus RuminococcaceaeUCG003; J: Genus Victivallis; K: Order Enterobacteriales; L: Order Verrucomicrobiales).
Supplementary Figure 2. Funnel plots of SNPs associated with 12 gut microbial taxa on prostate cancer (SNPs: single nucleotide polymorphisms; A: Class Verrucomicrobiae; B: Family Enterobacteriaceae; C: Family Verrucomicrobiaceae; D: Genus Eubacterium ruminantium group; E: Genus Akkermansia; F: Genus Butyrivibrio; G: Genus Candidatus Soleaferrea; H: Genus Odoribacter; I: Genus RuminococcaceaeUCG003; J: Genus Victivallis; K: Order Enterobacteriales; L: Order Verrucomicrobiales).
Supplementary Figure 3. Scatter plots for MR analyses of the causal effects of 12 gut microbial taxa on prostate cancer (MR: Mendelian randomization; SNPs: single nucleotide polymorphisms; A: Class Verrucomicrobiae; B: Family Enterobacteriaceae; C: Family Verrucomicrobiaceae; D: Genus Eubacterium ruminantium group; E: Genus Akkermansia; F: Genus Butyrivibrio; G: Genus Candidatus Soleaferrea; H: Genus Odoribacter; I: Genus RuminococcaceaeUCG003; J: Genus Victivallis; K: Order Enterobacteriales; L: Order Verrucomicrobiales).
Supplementary Table 1. The details of the IVs of gut microbiota on prostate cancer (IVs: instrumental variables).
Supplementary Table 2. Detailed MR results of the causal relationship between 196 gut microbial taxa and prostate cancer (MR: Mendelian randomization).
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