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SUPPLEMENTARY FIGURES 
 

 

 
 

Supplementary Figure 1. QQ Plots comparing the GCC model to the kinship and LME models in Danish (upper plot) and 
Chinese (lower plot) data. The x-axis in both the left and right plots shows -log10 of p-values from GWAS using the LME and Kinship 

models, respectively. The y-axis in both plots shows -log10 of p-values from GWAS using the GCC model. 
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Supplementary Figure 2. Scatter plot comparing SNP p-values from the GCC GWAS to SNP p-values from the LME model 
GWAS in both Danish (upper plot) and Chinese (lower plot) data. The x-axis in both plots shows -log10 of SNP p-values from the LME 

GWAS. The y-axis in both plots shows -log10 SNP p-values from the GCC model GWAS. 
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Supplementary Figure 3. Manhattan plots of the GCC, Kinship and LME GWAS results for the discovery data (A) and the replication data 

(B). The Manhattan plots in each plot from top to bottom are GCC GWAS, Kinship GWAS and LME GWAS, respectively. 
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Supplementary Figure 4. Post-GWAS summary from FUMA of SNPs and mapped genes for the GCC GWAS in the Danish 
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have corresponding 

functional annotation assigned by ANNOVAR. Bars are colored log2 (enrichment) related to all SNPs in the reference panel. (B) The table 
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which 
could contain more than one independent lead SNPs. 
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Supplementary Figure 5. Post-GWAS summary from FUMA of SNPs and mapped genes for the GCC GWAS in the Chinese 
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs which have corresponding 

functional annotation assigned by ANNOVAR. Bars are colored log2(enrichment) related to all SNPs in the reference panel. (B) The table 
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which 
could contain more than one independent lead SNPs. 
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Supplementary Figure 6. Post-GWAS summary from FUMA of SNPs and mapped genes for the Kinship and LME GWAS in the 
Danish sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have 

corresponding functional annotation assigned by ANNOVAR. Bars are colored log2(enrichment) related to all SNPs in the reference panel. (B) 
The table shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic 
loci which could contain more than one independent lead SNPs. 
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Supplementary Figure 7. Post-GWAS summary from FUMA of SNPs and mapped genes for the Kinship GWAS in the Chinese 
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have corresponding 

functional annotation assigned by ANNOVAR. Bars are colored log2(enrichment) related to all SNPs in the reference panel. (B) The table 
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which 
could contain more than one independent lead SNPs. 
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Supplementary Figure 8. Post-GWAS summary from FUMA of SNPs and mapped genes for the LME GWAS in the Danish 
sample. (A) The histogram shows the proportion of SNPs that are in LD with independent significant SNPs, which have corresponding 

functional annotation assigned by ANNOVAR. Bars are colored log2 (enrichment) related to all SNPs in the reference panel. (B) The table 
shows summary of the number of SNPs and genes. (C) The histogram shows summary of results per genomic risk loci and genomic loci which 
could contain more than one independent lead SNPs. 


