e 4266 - HAREZ T A 2024 5 12 A% 40 %% 24 # ] Mod Med Health, December 2024, Vol. 40, No. 24

- BIEES
TNFSF15 EE USSR BHEE B REXERN meta 547

EEM, TARS L ELAN
(ERTHLEARERBEHLAH, K 400054)

(5§ ZE] BH Z4FNMAENBRLEFLRLAEKRN 15(TNFSF15) & B /£ rs3810936 4% %6 C/T
SAEMEFHELERX(UCO MR, Fix @it M % EMbase,PubMed, Ovid, Springer, ' B %= M |
T BF W YRR LR RS 6 S ACE R L R X T TNEFSF15 A B £ rs3810936 42,5 C/T $ &5
UC A X Meysmpl st BAT S Mk iR A AEZE 2024 F 2 A, W2 AR B34 Uk 5 ik . TR IR A
NFE R AR R e 3F M )5 42 8 Review Manager 5. 3.Stata 12. 0 2 # 47 meta 247, &R JHLHUN 9 IR 55 4
SRR 32173 4] UC EF CGRBI40) Fe 2 744 Bl e F (F B 40), TNFSF15 A B £ rs3810936 4% .% C/T
$AKLE UCKRRAKALAMER, HEH CCHCT.CCEARAF UCKBREHEHTF TTABR,#H CT+
TT ARA X UCA BRI T CCARR BEHF CEFLAAL UCARBRALS T THFEAR, £2FY A %t
FELEFH=1.25,1.41,0.82,1.17,95% T4 K 14 1.06~1.46,1.17~1.71,0.71~0.93.1. 08~1. 27,
P =0.006.<C0.001.0.003.<C0.001), &1 TNFSF15 4 A & rs3810936 426 C/T $4&aMKY5 UCKmA £,
HrFLAR C LM UCHEABRAE, BXAINHRUERRERN . ZLELENETRERERA GREGH
R AT I E
[E$A] MEFRLEAFRBRERR 15; FHEEME; ABHSA5E; Meta o
DOI:10. 3969/j. issn. 1009-5519. 2024. 24. 028 FEZESES R74.62
XEHS:1009-5519(2024)24-4266-06 X ERARIRAD ;A

Association between TNFSF15 gene polymorphism and
ulcerative colitis:a meta-analysis
CAO Guodong \WANG Weigiang” , TANG Guangming
(Department of Gastroenterology sChongqging Seventh People’s
Hospital sChongging 400054 ,China)

[Abstract] Objective To systematically evaluate the association between the C/T polymorphism at the
rs3810936 locus of the tumor necrosis factor superfamily member 15 (TNFSF15) gene and ulcerative colitis
(UC). Methods Databases including EMbase, PubMed, Ovid, Springer, CNKI, Wanfang Data, VIP Informa-
tion (Chinese Journal Service Platform),and others were searched for case-control studies on the association
between the C/T polymorphism at the rs3810936 locus of the TNFSF15 gene and UC, from inception to Feb-
ruary 2024, Two researchers independently screened the literature,extracted data,and assessed the risk of bias
in the included studies. Meta-analysis was conducted using Review Manager 5. 3 and Stata 12. 0 software. Re-
sults A total of 9 case-control studies were included, involving 2 173 UC patients (case group) and 2 744
healthy individuals (control group). The C/T polymorphism at the rs3810936 locus of the TNFSF15 gene was
associated with the risk of UC. Individuals carrying the CC+ CT and CC genotypes had a higher risk of UC
than those with the TT genotype. Those carrying the CT+ TT genotype had a lower risk of UC than those
with the CC genotype. Individuals carrying the C allele had a higher risk of UC than those with the T allele,
with statistically significant differences (odds ratios = 1.25,1.41,0.82,1.17;95% confidence intervals 1. 06
—1.46,1.17—1.71,0.71—0.93,1. 08—1. 27; P =0. 006,<C0. 001,0. 003,<C0. 001). Conclusion The C/T
polymorphism at the rs3810936 locus of the TNFSF15 gene is associated with the development of UC,and car-
rying the C allele increases the risk of UC. However,due to the limitations of the number and quality of the
included studies,this conclusion still needs to be verified by large-sample,high-quality studies.
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Meta-analysis estimates, given named study is omitted
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