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Objectives Genetic mechanisms contribute to blood pressure regula-
tion. This study investigated whether CD36 gene single nucleotide
polymorphisms (SNPs) were associated with essential hypertension
in Chinese Han population residing in Jilin province.

Methods SNPs were detected using PCR-sequencing. The genotype
was determined by restriction fragment length polymorphism–

PCR (RFLP-PCR) or signal strand conformation polymorphism–

PCR (SSCP-PCR) in a total number of 589 unrelated participants
including 272 EH cases and 317 controls.
Results +216T/C, +273A/G, +132C/T, +217T/C, +212T/G and
+233T/C were identified. Distributions of genotypes AA, GA and
GG of +273A/G were significantly different (EH: AA58%, GA36%,
GG16%; the controls: AA70%, GA25%, GG5%, χ2: 10.578, p<0.01),
and G allelic frequency was higher in EHp<0.01, OR=1.629, 95%
CI 1.224 to 2.168). No statistically associations were found in the
other SNPs.
Conclusions +273A/G polymorphism in CD36 gene was associated
with EH, and +273G could be an independent predictor.
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