

Figure S1. Leave-one-out sensitivity analyses for MR estimates. Each plot shows causal estimates after sequentially excluding one SNP at a time, with horizontal lines indicating 95% CIs. The vertical red line marks the overall MR estimate using all SNPs. Panels A–C show results for gout, and Panels D–F for SUA, with exposures of RA, SNRA, and SPRA, respectively. Abbreviations: CI, Confidence Interval; MR, Mendelian Randomization; RA, Rheumatoid Arthritis; SNRA, Seronegative RA; SPRA, Seropositive RA; SNP, Single Nucleotide Polymorphism; SUA, Serum Urate.



Figure S2. Funnel plots of SNPs used in MR analyses. Each point represents the causal estimate from an individual SNP plotted against its precision (inverse of the standard error). The vertical line indicates the overall causal estimate derived from the IVW method. Symmetry of the plots suggests no strong evidence of directional pleiotropy. Panels A–C show results for gout, and Panels D–F for SUA, with exposures of RA, SNRA, and SPRA, respectively. Abbreviations: IVW, Inverse-Variance Weighted; MR, Mendelian Randomization; RA, Rheumatoid Arthritis; SNRA, Seronegative RA; SPRA, Seropositive RA; SNP, Single Nucleotide Polymorphism; SUA, Serum Urate.




Figure S3. Single-SNP forest plots of MR analyses. Each point represents the causal estimate from an individual SNP with horizontal lines indicating 95% CIs. The vertical red dashed line indicates the null (β = 0). Panels A–C show results for gout, and Panels D–F for SUA, with exposures of RA, SNRA, and SPRA, respectively. Abbreviations: β, Regression Coefficient; CI, Confidence Interval; MR, Mendelian Randomization; RA, Rheumatoid Arthritis; SNRA, Seronegative RA; SPRA, Seropositive RA; SNP, Single Nucleotide Polymorphism; SUA, Serum Urate.
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