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Figure S4. Subgroup analysis according to publication year. “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). 

Vertical and horizontal lines represent ORs and the corresponding 95% CIs of each 

study. 95% CI = 95% confidence interval, OR = odds ratio. 


