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Figure S1. Quantile-quantile plot of 1000 genomes phase 1 imputed Stage 1 results and their associations to adult BMI in men and women of African ancestry 
using all variants and only variants outside of known GWAS loci.  

 

 

 

*Known loci defined by +/-500kb around all lead SNPs reported in the literature.



 
 
 

Figure S2. Quantile-quantile plot of 1000 genomes phase 1 imputed Stage 1 results and their associations to adult Height in women only and men only of 
African ancestry using all variants and only variants outside of known GWAS loci.  

     
*Known loci defined by +/-500kb around all lead SNPs reported in the literature.



 
 
 

  Figure S3 Power analyses for Stage 1 plus Stage 2 sample and for validation in children.* 

 
* The solid lines represent power for the shown minor allele frequencies (MAF) in a sample size of 50,000 and genome-wide significance, representative of our 
Stage 1 plus Stage 2 African ancestry sample.  The dashed lines represent power for the shown minor allele frequencies (MAF) in a sample size of 7,000 and 
nominal significance that we used for our validation in children of African ancestry.   



 
 
 

Figure S4. Manhattan plot of 1000 genomes phase 1 imputed Stage 1 results and their associations to adult Height in men and women of African ancestry.  

 
† Known loci with P<5x10-08 in the Stage 1 results in men and women of African ancestry are shown with blue vertical lines. 
†† Novel loci with P<5x10-08 in the Stage 1 results in men and women of African ancestry are shown with red vertical lines; novel loci with P<5x10-08 in Stage 
1+2 results in men and women of African ancestry and results of men and women of European ancestry results from GIANT are indicated with the loci names. 
*RCCD1 (chromosome 15, position 91,500,296), G6PC3 (chromosome 17, position 42,148,205), CEP95 (chromosome 17, position 62,534,459) were genome-
wide significant after combining the African ancestry Stages 1+2 with men and women of European ancestry results from GIANT. 
 
 
  

 



 
 
 

Figure S5. Manhattan plot of 1000 genomes phase 1 imputed Stage 1 results and their associations to adult Height in men of African ancestry.  

 
 

† Known loci with P<5x10-08 in the Stage 1 results in men and women of African ancestry are shown with blue vertical lines. 
†† There were no novel loci with P<5x10-08 in men of African ancestry. 
 

  



 
 
 

Figure S6. Manhattan plot of 1000 genomes phase 1 imputed Stage 1 results and their associations to adult Height in women of African ancestry.  

 
† Known loci with P<5x10-08 in the Stage 1 results in men and women of African ancestry are shown with blue vertical lines. 
†† Novel loci with P<5x10-08 in the Stage 1 results in men and women of African ancestry are shown with red vertical lines; novel loci with P<5x10-08 in Stage 
1+2 results in men and women of African ancestry. 
* CRB1 (chromosome 1, position 197,274,118) was genome-wide significant after combining Stage 1+2 results in women of African ancestry.  



 
 
 

Figure S7.  Forest plots of variants with effect sizes >0.1 SD in the meta-analyses of stages 1 and 2 for sex-combined results (4 variants: panels A, B, C, D) and for women only 
results (1 variant: panel E). (Plots are sorted from studies with the largest to the smallest sample size). 

        

                                                   

 

 



 
 
 

                                   

       



 
 
 



 
 
 

Figure S8. Regression slope for lead variants from effect estimates in children by pubertal status and the effect estimates of stage 1 + 
stage 2 analyses. 
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Figure S9. Correlation of effect sizes (A) and effect allele frequencies (B) in European and African ancestry studies in SNP transferability analyses. 
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Figure S10. PC1-PC5 reflecting geographical or population structure in Europe, with a focus on PC1 and PC2 (small 
inset). PC1 and PC2 correspond to the North-South and Southeast-Southwest axes of variation, respectively. 
Specifically, British in England and Scotland (GBR-orange), Utah Residents with Northern and Western European 
Ancestry (CEU-blue), Iberian Population in Spain (IBS-green), Toscani in Italia (TSI-red). 

 

 

 

 


