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S1 Estimation. GREML estimation procedure.

Height, BMI, EduYears, and self-rated health are treated as quantitative traits. CurrCigt and CurrDrinkFreq are

treated as binary outcomes. In each study, (after aggregating across waves, if applicable) we regress quantitative

phenotypes on age, squared age, sex, and an intercept. The residuals from the regression are standardized to have a

sample-mean equal to zero and variance equal to one. For both binary and quantitative traits, the aforementioned

covariates are also included in the GREML estimation. In addition, in bivariate GREML and pooled GREML

estimation (i.e., considering multiple studies jointly), the intercept is replaced by indicator variables for the respective

studies, capturing study-specific fixed effects. Finally, 20 principal components from the phenotype-specific genomic-

relatedness matrix are added to the set of control variables in the GREML estimation, in order to correct for

population stratification [1].
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