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The example: is Obesity a cause of Ovarian Cancer?

2-Sample Mendelian Randomization (2SMR)

1. GWAS results for BMI (instrument)

2. GWAS results for Ovarian Cancer

R PACKAGES

STEPS 2SMR Meta-Analysis Other

Data Preparation X
Harmonisation TwoSampleMR

Estimation TwoSampleMR X
Visualization TwoSampleMR X X
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R package: TwoSampleMR
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Conclusions on Mendelian randomization

Pros

I Easy to perform in R

I Genetic information is important

I Data availability

Cons

I Large sample sizes needed

I Assumptions!

Questions? mariosad@fellows.iarc.fr
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