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Supplementary Figure 1: Distribution of the unweighted height genetic score (GS) in UKBB
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Supplementary Figure 2: Distribution of the weighted height genetic score (WGS) in UKBB
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Supplementary Figure 3: Observational and Instrumental variable Estimates (using GS) of the
Effect of height on Cardiometabolic disease status after removing variants nominally associated
with BMI, lipids or blood pressure. a. CAD and b. Type 2 Diabetes.

Effect estimates represent the beta coefficients OR (95% CI)
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Supplementary Figure 4a: MR- Egger regression scatterplots for height on coronary artery
disease. The red line shows the results of standard MR analysis (inverse-variance weighted (IVW), the
green line shows the results from the IVW method with corrected SE, the black line the weighted
median method (WM) and the blue line shows the pleiotropy adjusted MR-Egger regression line. The
estimated slope of the MR-Egger regression, expressed as an OR, was 0.86 (95% Cl= 0.79 to 0.94).
The estimated MR-Egger intercept term was -0.001, 95% Cl=-0.001 to 0012).
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Supplementary Figure 4b: Funnel plot for height on Coronary Artery Disease. Each SNP 1/SE
(GYIGX) is plotted against its Wald MR estimate (GY/GX). GY: association with outcome, GX:
association with exposure. Similar to the use of funnel plots in the meta-analysis literature, this plot can
be used for visual inspection of symmetry, where any deviations can be suggestive of pleiotropy. We

note that the plot appears generally symmetrical.
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Supplementary Figure 5a: MR- Egger regression scatterplots for height on Type 2 Diabetes. The
red line shows the results of standard MR analysis (inverse-variance weighted (IVW), the green line
shows the results from the VW method with corrected SE, the black line the weighted median method
(WM) and the blue line shows the pleiotropy adjusted MR-Egger regression line. The estimated slope
of the MR-Egger regression, expressed as an OR, was 0.86 (95% CIl=0.79 to 0.94). The estimated MR-
Egger intercept term was -0.001, 95% Cl=-0.001 to 0012).
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Supplementary Figure 5b: Funnel plot for height on Coronary Artery Disease. Each SNP 1/SE
(GYIGX) is plotted against its Wald MR estimate (GY/GX). GY: association with outcome, GX:

association with exposure. Similar to the use of funnel plots in the meta-analysis literature, this plot can



be used for visual inspection of symmetry, where any deviations can be suggestive of pleiotropy. We
note that the plot appears generally symmetrical.
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.
Instrumental Variable {IV) assumptions:
PRI 1. Gshould be associated with X
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Supplementary Figure 6: Mendelian Randomisation Study Design
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Supplementary Figure 7: Estimated power of the analyses for alpha: 0.05. Calculations were

performed using mRnd (http://cnsgenomics.com/). Lines represent the different values of the proportion



http://cnsgenomics.com/

of variance explained for the association between the SNP or allele score and the exposure variable
(R2x2)



