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Supplementary Figures 

Figure S1. Causal estimation of TSH on systolic blood pressure. a.) Plot of causal estimate. b.) Funnel plot showing estimates for single 
variants 
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Figure S2 Causal estimation of TSH on atrial fibrillation. a.) Plot of causal estimate. b.) 

Funnel plot showing estimates for single variants 
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Figure S4 Leave-one-out sensitivity analysis of TSH on AF 

Figure S3 Leave-one-out sensitivity analysis of TSH on SBP 


