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Supplementary Figure 1: Couple selection summary. Flow chart shows a summary of
the couple determination and selection in the UKBB. “Excess relatives” refers to an
excessive number of relatives in the data set.
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Supplementary Figure 2: Spearman versus Pearson correlation in the UKBB.
Scatter plot shows Spearman correlation versus Pearson correlation for each trait
considered (n = 1278), color coded according to variable type. A reasonably good
agreement can be observed between the two correlation estimates regardless of variable

type.
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Exclude phenotypes with correlation
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Exclude phenotypes with < 5
independent IVs (based on
GW:-significance).

\

No evidence of sex-heterogeneity
among valid IVs
(179)

Exclude phenotypes with <5 IVs after
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correlation between phenotypes,
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field 6138) because data is better
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Supplementary Figure 3: Phenotype selection summary. Flow chart shows a
summary of the phenotype selection included in the pipeline, resulting in 118
phenotypes for analysis. SGG refers to the Statistical Genetics Group, data was used
from the corresponding internal UKBB database under application number #16389.





