[bookmark: _GoBack]Supplementary Figure 1: Results of meta-analysis showing risk imposed by GC alleles and genotypes. Forest plots for alleles (a) GC1S, (b) GC2, and genotypes (c) GC1F/1S, (d) GC1F/2, (e) GC1S/1S, (f) GC1S/2, and (g) GC2/2.  
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Supplementary Figure 2: Funnel plots for GC1F, GC1S, GC2 alleles and GC1F/1F, GC1F/1S, GC1F/2, Gc1S/1S, GC1S/2 and GC2/2 genotypes. 
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(a)
)Supplementary Figure 3: Linkage disequilibrium plots of CEU, GIH, JPT and YRI. (a) Overall LD background around 50kb window on both the sided around rs7041. The blue bar shows the exact location of rs4588 and rs7041, which corresponds with GC-1F, GC-1S and GC-2 alleles. (b) Different haplotypes reconstituted for this region.  
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(g)	Assessment	of	risk	for	2/2	genotype		










(g)	Assessment	of	risk	for	2/2	genotype		
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a. 1F allele
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b. 1S allele
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c. 2 allele
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d. 1F/1F genotype
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e. 1F/1S genotype
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f. 1F/2 genotype
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g. 1S/1S genotype
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h. 1S/2 genotype
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i. 2/2 genotype
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(a)	Assessment	of	risk	for	1S	allele		










(a)	Assessment	of	risk	for	1S	allele		
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(b)	Assessment	of	risk	for	2	allele	










(b)	Assessment	of	risk	for	2	allele	


image3.emf



(c)	Assessment	of	risk	for	1F/1S	genotype		










(c)	Assessment	of	risk	for	1F/1S	genotype		
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(d)	Assessment	of	risk	for	1F/2	genotype		










(d)	Assessment	of	risk	for	1F/2	genotype		
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(e)	Assessment	of	risk	for	1S/1S	genotype		










(e)	Assessment	of	risk	for	1S/1S	genotype		
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(f)	Assessment	of	risk	for	1S/2	genotype		










(f)	Assessment	of	risk	for	1S/2	genotype		


