Metabolic syndrome

Genome-wide

association study Affymetrix SNP array

Cases: 2,657
Controls: 5,917

SNPs : 352,227

Association results

= Genome-wide significant association SNPs
-(p<5x10%):2 SNPs

= Genome-wide suggestive SNPs
- (5x108<p<1x10°): 8 SNPs

-(1x10° <p< 1x104):2 SNPs

=Calculation the proportion of phenotypic variance [V(P)]
explained by genotypes[V(G)]
- The SNP size were increased from 100 to 1,000 by
100 SNP intervals and from 1,000 to 5,000 by 1,000

= Borderine functional vanants (eQTL or Nonsynonymous SNPs) SNP intervals

= Select SNP cutoff based on the V(G)/V(P) values

Literature search for the Search linkage disequilibrium
associated 12 SNPs SNPs which were previously

reported (15 SNPs) =Extracts the functional variants from the selected SNP

whether it approximate to the Korean heritability of
METS (0.5)

pool

Gene region and functional annotations

Draw the pathway to find the interaction genes with the significantly assocaited SNP genes

Supplementary Fig. 1. Overall study design to understand the metabolic syndrome (METS) risk genetic factors in Korean. SNP, single

nucleotide polymorphism.





