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[Abstract] Objective To evaluate the relationship between the polymorphism of coagulation factor
XI gene (F11) rs2289252 and rs2036914 loci and susceptibility of venous thromboembolism (VTE) via Meta—
analysis. Methods A computer retrieval was carried out in American National Library to collect the case—control
studies related to the association between the locus polymorphism of F11 gene rs2289252 and rs2036914 and the
susceptibility of VTE from PubMed, Cochrane Library, EMBASE, Chinese biological and medical database (CBM),
Wanfang, China National Knowledge Infrastructure (CNKI) and Google Scholar from their data establishment to July
2015. The pooled odds ratio (OR) and corresponding 95% confidence interval (95%CI) of various gene models of
152289252, 152036914 loci in research and control groups were used as the effective indexes to assess the sirength of
the association, Statal2.0 soft ware was utilized for Meta analysis to evaluate the relationship between rs2289252 or
152036914 gene polymorphism and VTE, and funnel plots were applied to assess the publication biases. Results A
total of 14 case—control studies from 9 literatures were included. Among them 9 studies from 8 literatures were analyzed
for the relationship between rs2289252 polymorphism and VTE and the other 5 studies from 4 literatures were analyzed
for the relationship between rs2036914 polymorphism and VTE. The results of Meta—analysis showed that there was
correlation between genetic polymorphism of rs2289252 and VTE [allele model (T vs. C): OR = 1.32, 95%CI = 1.26 - 1.38,
P < 0.001], which indicated that allele T carriers could increase the risk of the VTE incidence. Dominant hereditary
model (TT+CT vs. CC): OR = 1.49, 95%CI = 1.37 - 1.61, P < 0.001; recessive hereditary model (TT vs. CC+CT): OR =
1.51, 95%CI = 1.38 - 1.65, P < 0.001; homozygous model (TT vs. CC): OR = 1.83, 95%CI = 1.65 - 2.03, P < 0.001;
heterozygous model (CT vs. CC): OR = 1.37, 95%CI = 1.26 — 1.49, P < 0.001]. There was correlation between genetic
polymorphism of rs2036914 and VTE [allele model (C vs. T) : OR = 1.28, 95%CI = 1.22 - 1.34, P < 0.001], which
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indicated that allele C carriers could increase the risk of VTE incidence. Dominant model (CC+CT vs. TT): OR = 1.49,
95%CI = 1.36 — 1.64, P < 0.001; Recessive model (CC vs. CT+TT): OR = 1.41, 95%CI = 1.31 - 1.53, P < 0.001;
Homozygous model (CC vs. TT): OR = 1.75, 95%CI = 1.57 - 1.94, P < 0.001; Heterozygous model (CT vs. TT): OR = 1.35,
95%CI = 1.22 - 1.49, P < 0.001]. And funnel plats suggested that there should be a low probability of publication bias in
various researches. Conclusions The polymorphism of F11 gene rs2289252 and rs2036914 is associated with VTE,
and rs2289252C/T and rs2036914T/C might be the genetic risk factors for VTE.
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