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Association study between TNFSF4 and coronary heart disease
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Abstract: Previous studies suggest that TNFSF4 is a susceptibility gene of atherosclerosis. But case-control association
analysis in Swedish population and German population provided inconsistent, even opposite results. In order to explore the
relationship between this gene and coronary heart disease (CHD) in Chinese Han population, we collected 498 cases and
509 controls from Qilu hospital of Shandong University and analyzed the association between five single-nucleotide poly-
morphisms (SNPs) (rs1234314, rs45454293, rs3850641, rs1234313, and rs3861950) of TNFSF4 and CHD. On the basis of
using traditional statistical analysis methods based on single SNP and haplotypes, we introduced principal component
score-based logistic regression analysis to deal with the data. The results suggested that in Armitage trend test, only
rs3861950 was significant, when used the Bonferroni correction, and all of the five SNPs were not statistically significant.
In the logistic regression analysis which adjusts the confounding factors, all of the five SNPs were not statistically signifi-
cant. In haplotype analysis, the frequencies of six haplotypes were significantly different in cases and controls (CTAGT
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(P=0.0006), CTAAC (P=0.0123), CCAGT (P=0.0004), GTGGT (P=0.0329), GCGAC (P<0.0001), and GCAAC
(P=0.0173)). In principal component score-based logistic regression analysis, the first principal component has statistical
significance (P=0.0236). These results indicate that TNFSF4 is a susceptibility gene of CHD in Chinese Han population.

Keywords: TNFSF4 gene; coronary heart disease; principal component analysis; logistic regression analysis; association
analysis
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Armitage
SNP b Bonferroni
rs1234314 cc 96 0.1928 100 0.1965 1.073 0.3003
CG 217 0.4357 242 0.4754
GG 185 0.3715 167 0.3281
rs45454293 TT 12 0.0241 11 0.0216 0.936 0.3332
CT 101 0.2028 121 0.2377
CcC 385 0.7731 377 0.7407
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£ 3 PEERBLEEZEH logistic BT LR
Wald P OR 95%
-10.9110 1.2816 72.4791 <0.0001
SEX 0.0315 0.2126 0.0219 0.8823 1.032 (0.680, 1.565)
AGE -0.0022 0.0091 0.0570 0.8112 0.998 (0.980, 1.016)
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BMI -0.0254 0.0173 2.4025 0.1211 0.974 (0.943, 1.007)
SBP 0.0579 0.0087 45.4354 <0.0001 1.061 (1.043, 1.079)
DBP -0.0200 0.0122 2.7080 0.0998 0.980 (0.957, 1.004)
TC -0.7527 0.1099 47.0194 <0.0001 0.470 (0.379, 0.584)
TG 3.1637 0.2594 147.1570 <0.0001 23.545 (14.133, 39.224)
GLU 0.9828 0.1296 60.4567 <0.0001 2.743 (2.127, 3.537)
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