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[bookmark: _GoBack]Supplementary Figure 1. Overview figure of the potential associations found between SNPs shown to be associated with the human gut microbiome and disease outcomes in the UK Biobank. Created with use of images from Smart Servier Medical Art (https://smart.servier.com/). Adobe Illustrator CC 2017 was used.


[image: ]
Supplementary Figure 2. The Mendelian Randomization effect size and standard error of exposure on outcome product are displayed on the X-axis. The different genetic variants for exposure are listed on the Y-axis.
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Supplementary Figure 3. Scatter plot including the MR estimates between exposure and outcome, in which a threshold of P < 1·10−8 was used for the selection of variants. The variants’ effect size and standard error on exposure are displayed on the X-axis, the variants’ effect size and standard error on outcome on the Y-axis.
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Supplementary Figure 4. The Mendelian Randomization effect size and standard error of exposure on outcome product are displayed on the X-axis. The different genetic variants for exposure are listed on the Y-axis.
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Supplementary Figure 5. Scatter plot including the MR estimates between exposure and outcome, in which a threshold of P < 1·10−8 was used for the selection of variants. The variants’ effect size and standard error on exposure are displayed on the X-axis, the variants’ effect size and standard error on outcome on the Y-axis.
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Supplementary Figure 6. The Mendelian Randomization effect size and standard error of exposure on outcome product are displayed on the X-axis. The different genetic variants for exposure are listed on the Y-axis.
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Supplementary Figure 7. Scatter plot including the MR estimates between exposure and outcome, in which a threshold of P < 1·10−8 was used for the selection of variants. The variants’ effect size and standard error on exposure are displayed on the X-axis, the variants’ effect size and standard error on outcome on the Y-axis.
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