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G Figure S8. Funnel plots of included studies. “A” represents allele (G vs. C); “B” 

represents homozygote (GG vs. CC); “C” represents heterozygote (CG vs. CC); “D” 

represents additive (GG vs. CG); “E” represents dominant (CG/GG vs. CC); “F” 

represents recessive (GG vs. CC/CG); “G” co-dominant model (CG vs. CC+GG). X- 

and Y-axes of the plots stand for odds ratios of each study and standard errors of the 

genetic effect estimates, respectively. Solid circles represent separate studies. The 

horizontal dashed lines represent the pooled odds ratios. 


