Supplemental Figure Legends

SFigure 1. Quantile-Quantile Plot. Distribution of observed versus predicted p values
under the null hypothesis of no association, from Stage 1 meta-analysis of genome-

wide association studies of age at menarche in 18,089 African-American women.

SFigure 2. Manhattan Plot. —log10 p values from meta-analysis of genome-wide
association studies of age at menarche in 18,089 African-American women, by
chromosome. Each point indicates the p value for the additive association of each of

~2.5 million imputed SNPs in the analysis.

SFigure 3. Regional association of meta-analysis results. Regional association plots
of the 20 top SNPs from the Stage 1 meta-analysis of age at menarche genome-wide
association studies are presented showing linkage disequilibrium with the top SNP

(named and indicated by purple diamond) using the 1IKGP AFR reference panel.

SFigure 4. Regional association in African American women of 42 previously
reported menarche loci. Regional association plots of 42 previously reported
menarche loci with age at menarche in African American (AA) women showing linkage
disequilibrium with the index SNP (hamed and indicated by purple diamond) using the

1KGP EUR reference panel.



SFigure 5. Statistical Power of the Meta-Analysis (Stage 1). Power to detect an
additive association between a SNP (varying in MAF from 0.05 to 0.50) and age at
menarche (continuous), over a range of expected effect sizes (in weeks), in a sample of

18,089 unrelated individuals, assuming two-sided p =5 x 1078,

SFigure 6. Statistical Power of the Replication Study (Stage 2). Power to detect an
additive association between a SNP (varying in MAF from 0.05 to 0.50) and age at
menarche (continuous), over a range of expected effect sizes (in weeks), in a sample of

2,850 unrelated individuals, assuming two-sided p = 0.05/20.
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