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[Abstract] Objective To explore the relationship between I1.26 gene polymorphism and the susceptibility and se-
verity of tuberculosis in Han Chinese. Methods A case-control study was undertaken, wherei n 1137 tuberculosis pa-
tients treated in the inpatient wards of West China Hospital, Sichuan University from January 2013 to December 2020
were designated as the case group. This group comprised 579 cases of mild tuberculosis and 558 cases of severe tuberculo-
sis. For comparison purposes, a control group of 581 healthy individuals undergoing physical examinations was selected.
Both groups underwent peripheral blood DNA extraction and 1.26 gene typing. Results No statistical differences were
observed in the age and gender composition between the case group and the healthy control group. The frequency distri-
bution of the three Tag SNPs sites (rs3741809, rs10784693, rs741344) within the ILL26 gene, as well as the genetic mod-
el analysis (encompassing allele model, additive model, codominant model, recessive model), revealed no significant sta-
tistical variance between either the tuberculosis group or the healthy control group. Similarly, no significant differences
were found between the mild tuberculosis group and the severe tuberculosis group (P>0.05). These findings remained
consistent both before and after adjusting for age and gender variables. Conclusion No significant correlation is observed
among the three Tag SNPs sites of the 1L.26 gene (rs3741809, rs10784693, and rs741344) and the susceptibility or sever-
ity of tuberculosis in Chinese Han population.
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Table 1 Baseline characteristics of tuberculosis patients and healthy con-

trols
gl et 1 % IR 4
5 X IR 4
TiH E S5 %R BB RE 25 K% 95 (n=581)
(n=558) (n=579)
) 27.92+8. 254 27.97+6.093 0.899
4 51 0. 604
W 606(53. 3) 302(52)
s 531(46.7) 279(48)
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rs741344 FER BRI A I3 A 22 S T g it 2 B (P> B 1126 JE [N 2 25 1 5 45 4% 5 J&vk = 1) 1 Al DG 1k 78
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S0 DB RS PR Y | P RS TR B R RO R A B SN 5 R Z AR A G LA 2,
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Table 2 Analysis of IL26 gene polymorphism susceptibility between tuberculosis group and healthy control group

FE R AL A . [ ZE ekt B o) R 4 OR ] . .
SNPs i s P %Mz o p OR*(95% CI) P
rs3741809(TA) T 1194(52.5) 605(52.2) 1 Reference 1 Reference
C 1080(47.5)  555(47.8) 0.989(0. 859~1. 140) 0.881  0.989(0.859~1. 140) 0. 883
TT 316(27.8) 158(27.2) 1 Reference 1 Reference
TC 562(49.4)  291(50.1) 0.966(0. 761~1. 225) 0.773  0.967€0. 762~1. 226) 0. 780
CcC 259(22.8)  132(22.7) 0.981(0.739~1.303) 0.895  0.981€0. 738~1. 304) 0. 896
Jink g A 2CC+TCvsTT 0. 989(0. 859~1. 139) 0.882  0.989(0.859~1.140) 0. 883
S AR TC+CCvsTT 0.970(0. 776~1. 214) 0.793  0.971€0. 776~1. 215) 0. 798
e e AL A CCvsTT+TC 0.989(0. 917~1. 067) 0.777  0.989(0.917~1.067) 0.784
rs10784693(CA) C 1290(56. 7) 641(55.2) 1 Reference 1 Reference
A 984(43.3)  521(44.8) 0.938(0. 814~1.082) 0.382  0.938(0.814~1.082) 0. 379
cC 360(31.7) 182(31.3) 1 Reference 1 Reference
AC 570(50. 1)  277(47.7) 1.040(0.827~1. 308) 0.735  1.042(0.829~1. 310) 0.726
AA 207(18.2)  122(21.0) 0.858(0. 644~1.142) 0.293  0.857¢0. 643~1.140) 0. 289
AR 2AA+ ACvsCC 0. 938(0. 814~1. 082) 0.382  0.938(0.813~1.082) 0. 379
i A A AC+ AAvsCC 0. 985(0. 794~1. 221) 0.887  0.985(0.794~1.222) 0. 891
e A 7 AAvsCC+AC 1. 025(0. 952~1. 104) 0.508  1.026(0.953~1.104) 0. 499
rs741344(AG) A 1532(67. 4) 807(69.4) 1 Reference 1 Reference
G 742(32.6)  355(30.6) 1.101(0.945~1. 282) 0.216  1.101(0.945~1. 283) 0.215
AA 511(44.9) 273(47.0) 1 Reference 1 Reference
GA 510(44.9)  261(44.9) 1.044(0. 847~1. 287) 0.687  1.044(0. 847~1. 288) 0. 685
GG 116(10. 2) 47¢8.1) 1.319(0.911~1. 908) 0.142  1.319€0.912~1. 909) 0.142
i A A 2GG+GAvsAA 1. 105(0. 946~1. 290) 0.209  1.105(0.946~1.291) 0. 208
. A TR GA+GGvsAA 1. 086 (0. 889~1. 327) 0. 421 1. 086 (0. 889~1. 327) 0. 419
e A 7 GGvsGA+AA 1. 009(0. 941~1. 082) 0. 794 1. 009(0. 941~1. 082) 0.792

T :OR95 % CD) (P 45 1% 21 15 fekt BT HE 20 2R 358 15 45 0 R 590 119 BU A 1L s OR® (95 %6 C) P il 25 4% 21 5 e e % M 21 8 10 4 8 R S35 1 L AR LG

2.3 I1L26 A ZEMSERMBMmEREMWCR K FEL(P>0.05), 785 B AR5 Hr v, 4 Fp gk 5 B
SN T AR S A AR S5 A UEAT T 4y R CRE A B R ASE AR | A AR | I A R R B A )
B W3 3, 3/~ Tag SNP fi i rs3741809,rs10784693 VIR e BL5 G5 0% ™ B R AR AR QR .

rsT41344 25 He A BB S 3 A AE AL b 25 R B g it

R3 BEFREEESFREASERBESESHRERERSF

Table 3 Frequency distribution of genotypes and genetic model analysis between mild tuberculosis group and severe tuberculosis group

— - \
SNPs %f;ﬂ FER/ HE R R fﬁ’ﬁﬁ) %E{%ﬁ OR(95%CD P OR*(95% CD pe
rs3741809(TA) T 587(52.6) 607(52.4) 1 Reference 1 Reference

C 529(47.4)  551(47.6) 0.993(0.842~1.170) 0.931  0.975(0. 826~1.152) 0. 769
TT 153(27. 4) 163(28.2) 1 Reference 1 Reference
TC 281(50.4)  281(48.5) 1.065(0. 809~1. 404) 0.653  1.061(0.803~1.402) 0. 675
cC 124(22.2)  135(23.3) 0. 979(0. 704~1. 360) 0.897  0.943€0.677~1.315) 0. 730
AR 2CC+TCvsTT 0.993(0. 843~1.170) 0.932  0.976(0.827~1.151) 0. 769
i AR R TC+CCvsTT 1. 073(0. 800~1. 345) 0.783 1. 023(0. 787~1. 329) 0. 867
S AL 7Y CCvsTT+TC 1. 025(0. 939~1. 120) 0.576 1. 027(0. 940~1. 123) 0. 550
rs10784693(CA) C 626(56. 1) 664(57.3) 1 Reference 1 Reference
A 490(43.9)  494(42.7) 1.052€0. 891~1. 242) 0.548  1.057(0.894~1. 250) 0.517
CcC 172(30. 8) 188(32.5) 1 Reference 1 Reference
AC 282(50.5)  288(49.7) 1.070(0. 822~1. 394) 0.614  1.104€0. 846~1. 442) 0. 466
AA 104(18.6)  103(17.8) 1.104(0. 784~1. 554) 0.572  1.104€0. 782~1. 560) 0.573
T R 2AA+ ACvsCC 1. 053(0. 891~1. 246) 0.544  1.058(0.893~1. 254) 0.512
A R AC+ AAvsCC 1. 079(0. 840~1. 386) 0.551  1.104€0. 858~1.422) 0. 441
e A 7Y AAvsCC+AC 1. 018(0. 934~1.108) 0. 688 1. 029(0. 944~1.122) 0.516
rs741344(AG) A 753(67.5) 779(67.3) 1 Reference 1 Reference
G 363(32.5)  379(32.7) 0.991(0.831~1.181) 0.918  0.993(0. 832~1. 186) 0. 942
AA 250(44. 8) 261(45.1) 1 Reference 1 Reference
GA 253(45.3)  257(44.4) 1.028(0.804~1. 314) 0.827  1.030€0. 804~1.319) 0.815
GG 55(9.9) 61(10.5) 0.941€0. 629~1. 409) 0.769  0.947€0. 630~1.423) 0. 792
AR 2GG+GAvsAA 0.991(0. 830~1. 183) 0.917  0.993(0.831~1.188) 0. 941
S AR GA+GGvsAA 1. 011€0. 800~1. 277) 0.926  1.014(0.801~1. 284) 0. 908
S A T GGvsGA+AA 1. 011(0. 932~1. 096) 0.797 1. 011(0. 932~1. 098) 0.788

TE:ORS % CD (P, f2IE 45 B4 5 FAE S5 A% 4R BEIE AR IR AN PE 3 1 LU B 1L s OR* (95 20 CD) | P AR RE S5 1% 21 5 7 0 45 A% 20 B LE AR 8 A0 1 s 1 LU (1L
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S5l b e WUBLEE 4E 40 B b TL6 A TL8 45 48 i H
mRNA Rk 2R 1L-26 2 5 1 4 Pk 1 i 1 A= 31 28
AR T ANENR M 2 BT R B I TE R TL-26 K
- i T R A, & B TL-26 1] DLAE A PR
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