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Supplementary Figure S3. Linkage disequilibrium (LD) of 18 biallelic sites across approximately 2.0 Mb genomic region at 12q24.1 by using single nucleotide varia-
tions (SNVs) data used in the present study. The diagram was depicted by the Haploview version 4.2. The SNVs with the minor allele frequency of < 0.01 were removed 
from the analysis. The hypertension-associated SNVs identified by the generalized estimating equation model are shown in a blue rectangle. A red diamond represents the 
LD between their SNVs.


