Investigating the Causal Relationship of Gut Microbiota with Psoriasis and Psoriatic Arthritis: A Bidirectional Two-Sample Mendelian Randomization Study.
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Figure S1. MR leave-one-out sensitivity analysis for Gut microbiota abundance on Ps.(A) Leave-one-out sensitivity analysis of the effect of Alloprevotella on Ps; (B) Leave-one-out sensitivity analysis of the effect of Lactococcus on Ps; (C) Leave-one-out sensitivity analysis of the effect of Odoribacter on Ps; (D) Leave-one-out sensitivity analysis of the effect of Ruminiclostridium5 on Ps; (E) Leave-one-out sensitivity analysis of the effect of Eubacterium (fissicatena group) on Ps.
Abbreviations: Ps, Psriasis.
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Figure S2. Scatter plot of the 4 MR tests at the Gut microbes. SNP effects were plotted into lines for the IVW test (light blue line), MR-Egger regression (dark blue line), weighted median estimator (light green line), and Weighted mode (dark green line). The slope of the line corresponded to the causal estimation(A) Scatter plot of the effect of Alloprevotella on Ps; (B) Scatter plot of the effect of Lactococcus on Ps; (C) Scatter plot of the effect of Odoribacter on Ps; (D) Scatter plot of the effect of Ruminiclostridium5 on Ps; (E) Scatter plot of the effect of Eubacterium  (fissicatena group) on Ps.

Abbreviations: Ps, Psriasis.
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Figure S3. MR leave-one-out sensitivity analysis for Gut microbiota abundance on PsA.(A) Leave-one-out sensitivity analysis of the effect of Verrucomicrobiales on PsA; (B) Leave-one-out sensitivity analysis of the effect of Verrucomicrobiae on PsA; (C) Leave-one-out sensitivity analysis of the effect of Akkermansia on PsA; (D) Leave-one-out sensitivity analysis of the effect of Coprococcus1 on PsA; (E) Leave-one-out sensitivity analysis of the effect of Lachnospiraceae (ND3007 group) on PsA;(F) Leave-one-out sensitivity analysis of the effect of Lactococcus on PsA;(G) Leave-one-out sensitivity analysis of the effect of Odoribacter on PsA;(H) Leave-one-out sensitivity analysis of the effect of Rikenellaceae on PsA;(I) Leave-one-out sensitivity analysis of the effect of Verrucomicrobiaceae on PsA;(J) Leave-one-out sensitivity analysis of the effect of Clostridium (innocuum group) on PsA;(K) Leave-one-out sensitivity analysis of the effect of Marvinbryantia on PsA.
Abbreviations: PsA, Psriatic arthritis; MR, Mendelian randomization; SNP, single-nucleotide polymorphism.
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Figure S4. Scatter plot of the 4 MR tests at the Gut microbes. SNP effects were plotted into lines for the IVW test (light blue line), MR-Egger regression (dark blue line), weighted median estimator (light green line), and Weighted mode (dark green line). The slope of the line corresponded to the causal estimation(A) Scatter plot of the effect of Verrucomicrobiales on PsA; (B) Scatter plot of the effect of Verrucomicrobiae on PsA; (C) Scatter plot of the effect of Akkermansia on PsA; (D) Scatter plot of the effect of Coprococcus1 on PsA; (E) Scatter plot of the effect of Lachnospiraceae (ND3007 group) on PsA;(F) Scatter plot of the effect of Lactococcus on PsA;(G) Scatter plot of the effect of Odoribacter on PsA;(H) Scatter plot of the effect of Rikenellaceae on PsA;(I) Leave-one-out sensitivity analysis of the effect of Verrucomicrobiaceae on PsA;(J) Scatter plot of the effect of Clostridium (innocuum group) on PsA;(K) Scatter plot of the effect of Marvinbryantia on PsA.

