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Table 1. Significant associations in the replication series and/or final joint meta-analysis

Discovery Replication Combined
Nearest |Reference| Alternate | Effect Female Male Female Male Female Male
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** indicates association identified at <5% FDR and * indicates association identified at <30% FDR in the discovery series;

OR[95%Cl]= Odds Ratio [95% confidence interval]; Meta P-Value= Meta-analysis P-value; Het P-value= heterogeneity P-value among studies, HGVS=Human Genome Variation Society

## Reference and alternate alleles as given by dbSNP, # Allele for which the effect size was calculated




