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Abstract: Objective: To evaluate the susceptibility of pulmonary tuberculosis based on the single nucleotide poly-
morphism (SNP) of Toll like receptor 4 (TLR4) gene. Methods: We searched PubMed, Web of science, EMBASE, 
and Chinese National Knowledge Infrastructure (CNKI) databases using mesh words: “tuberculosis”, “pulmonary”, 
“TLR4”, “SNP”, “Toll like receptor 4”, “nucleotide polymorphism” for studies on the relations between TLR4 SNP 
polymorphism and the risk of pulmonary tuberculosis that were published before September 1st, 2021. Papers were 
selected according to the inclusion and exclusion criteria established in advance. The allele and genotype data of 
the four most widely studied SNP loci (rs4986791, rs4986790, rs11536889, rs10759932) in TLR4 gene were ex-
tracted and analyzed by Review Manager 5.3 software. Results: 20 studies including a total of 24727 patients were 
included in the final meta-analysis. Results of the meta-analysis showed that the C allele of rs10759932 increased 
the risk of pulmonary tuberculosis (odds ratio - OR: 1.144; 95% confidence interval (CI) 1.043-1.254, P = 0.004). 
Compared with TT genotype, CC+CT genotype of rs10759932 and CT alone genotype significantly increased the 
risk of pulmonary tuberculosis (OR = 1.218, 95% CI 1.084-1.369, P = 0.001; OR = 1.227, 95% CI 1.085-1.387, P 
= 0.001). However, rs4986790, rs4986791 and rs11536889 had no significant correlation with the susceptibility 
of pulmonary tuberculosis (P > 0.05). Conclusion: G allele GG+GA genotype, and the GA genotype of rs4986790; C 
allele, CC+CT genotype, and the CC genotype of rs10759932 increased the risk of pulmonary tuberculosis, and may 
potentially be used as a marker for pulmonary tuberculosis diagnosis and monitoring. 
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Introduction

Tuberculosis is a common infectious disease, 
and it has high rate of patient mortality and 
morbidity. According to the statistics of the 
World Health Organization global tuberculosis 
report in 2018, there are about 11 million new 
cases of tuberculosis every year in the world. 
Approximately one third of the global popula-
tion is in the latent infection state of tuberculo-
sis, and 5-10% of them may develop active pul-
monary tuberculosis [1]. Different individuals 
have different susceptibility to tuberculosis, 
which may be related to the differences of  
environment, diet, drug use and genetic back-

ground. Among those factors, the relationship 
between genetic polymorphism of Toll like re- 
ceptor (TLR) family genes and the susceptibility 
to pulmonary tuberculosis have been widely 
studied in the recent years [2]. As one of the 
main components of host pattern recognition 
receptor, TLRs play key role in innate immune 
response of various infectious agents by recog-
nizing pathogenic molecular patterns such as 
lipopolysaccharide, phosphoteichoic acid and 
surface lipoproteins, and activating nuclear  
factor kappa B signaling pathway [3]. As one of 
the most studied TLRs, TLR4 can recognize 
lipopolysaccharide and initiate MyD88 depen-
dent or independent pathways. The abnormali-
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ty of TLR4 can significantly affect the host’s 
susceptibility to mycobacterium tuberculosis 
[4], and TLR4 knockout models have also prov-
en the essential role of TLR4 in host’s resis-
tance to mycobacterium tuberculosis infection 
[5, 6]. 

In the past decade, scholars studied the corre-
lation of TLR4 gene polymorphism and the 
patient susceptibility for pulmonary tuberculo-
sis in different groups of populations, and 
found that single nucleotide polymorphism 
(SNP) site of TLR4 might be associated with the 
susceptibility to pulmonary tuberculosis. In the 
meanwhile, outcomes of those studies are not 
all consistent. Although various authors have 
carried out meta-analysis on the relations of 
SNP site of TLR4 and the susceptibility to pul-
monary tuberculosis [7-9], with the emerging 
new data that have been published in the 
recent years, it is necessary to include those 
data to reach more reliable conclusion. Here  
we carried out a meta-analysis to systemati-
cally analyze the association of genetic varia-
tions of TLR4 gene and patient susceptibility to 
pulmonary tuberculosis. 

Materials and methods

Data collection 

Inclusion criteria: 1) study type: prospective 
and retrospective case control studies; 2) pa- 
tient allocation: patients with confirmed diag-
nosis of pulmonary tuberculosis were located 
to the experimental group, while healthy popu-
lation with no genetic relationship with the 
experimental group were located to the control 
group; 3) risk factor: SNP of TLR-4 gene; 4) out-
come parameter: incidence of pulmonary tu- 
berculosis. Exclusion criteria: 1) pedigree ba- 
sed studies; 2) incomplete or unclear data; 3) 
the gene distribution of the control group did 
not conform to the Hardy-Weinberg Equilibrium 
(HWE); 4) allele or genotype frequency was not 
provided in the literature; 5) Newcastle Ottawa 
Scale (NOS) score less than 6. 

Literature search

Two authors independently searched PubMed, 
Web of science, EMBASE, and Chinese Na- 
tional Knowledge Infrastructure (CNKI) data-
bases using mesh words: “tuberculosis”, “pul-
monary”, “TLR4”, “SNP”, “Toll like receptor 4”, 

and “nucleotide polymorphism” for studies on 
the relations between TLR4 SNP polymorphism 
and the risk of pulmonary tuberculosis that 
were published before September 1st, 2021. 
When there was inconsistence between the 
two reviewers, the third author made the last 
decision on study inclusion. Final inclusion of 
studies was decided according to the inclusion 
and exclusion criteria established in advance. 

Evaluation of study quality and data extraction

Two researchers independently evaluated the 
quality of the included studies using Newcastle 
Ottawa Scale (NOS) [10]. When the disagree-
ment between the two researchers could not 
be solved by discussion, the third author made 
the last decision. Author’s name, year of publi-
cation, population, diagnosis, human immuno-
deficiency virus (HIV) infection, sample size, 
age, and SNP locus type were collected and 
recorded for each eligible literature. 

Statistical analysis 

The data on allele and genotype frequency in 
the two groups were extracted and were ana-
lyzed using Review Manager 5.3 software. The 
statistical difference was determined by Z test, 
the test level was α = 0.05, and the relation- 
ship between SNP and TB susceptibility was 
evaluated by odds ratio and 95% confidence 
interval (CI). Egger test was used to analyze the 
potential publication bias (P < 0.05).

Results 

Study inclusion 

Initial screening of Web of science, PubMed, 
CNKI and EMBASE resulted in 937 papers on 
the relationship between SNP and TB. 906 
papers were included in the title screening 
after the removal of duplications. 854 papers 
were further removed after title and abstract 
screening, and the full texts of the rest 52 
papers were analyzed for further inclusion. 
According to the preset criteria, 20 papers 
including 24727 patients were analyzed by 
RevMan5.3 software (Figure 1; Table 1) [11- 
30]. 

Quality assessment of the included studies 

Among the included 20 studies, SNP was mea-
sured by different typing methods, such as 
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ARMS-PCR, PCR-RFLP, TaqMan probe, MALDI-
TOFMS and sequencing. The average NOS 
score of the included studies was more than 7 
(Table 1).

Results of meta-analysis 

rs4986790 locus: 16 papers including 17122 
patients studied the rs4986790 locus of TLR4 
gene. In the allele (A allele vs G allele) and  
dominant model (AA vs GG+GA), heterogeneity 
was significant (I2 > 50%) between the groups, 
therefore, random effect analysis was carried 
out. In recessive (GG vs GA+AA), homozygous 
(GG vs AA) and heterozygote models (GA vs  
AA), heterogeneity was not significant (I2 < 
50%), and fixed effect analysis was performed 
on the data. Results of the analysis in allele 
model (G vs A) showed significant differences 
[OR = 1.15, 95% CI (1.03, 1.29), P = 0.01] 
between the case and control groups (Figure 
2A). Significant differences were also found 
concerning dominant model (GG+GA vs AA, 
Figure 2B) [OR = 1.36, 95% CI (1.04, 1.80),  

ed effect model was used for meta-analysis. 
Results of the meta-analysis showed that 
rs4986791 polymorphism was not significant 
between pulmonary tuberculosis patient group 
and the control group (P > 0.05). 

rs10759932 locus: 4 papers including 10304 
patients studied rs10759932 locus of TLR4 
gene. There was no significant heterogeneity  
(I2 < 50%) concerning allele model (C vs T, 
Figure 4A), recessive model (CC vs CT+TT, 
Figure 4B) and homozygous model (CC vs TT, 
Figure 4C), and fixed effect model was used for 
meta-analysis for those genetic models. There 
was significant heterogeneity (I2 > 50%) con-
cerning dominant model (TT vs CC+CT, Figure 
4D) and heterozygote model (CT vs TT, Figure 
4E), therefore random effect model was used 
for meta-analysis. Result of the meta-analysis 
in allele model (C vs T, Figure 4A) showed sig-
nificant differences [OR = 1.15, 95% CI (1.06, 
1.26), P = 0.002] concerning C and T allele of 
TLR-4 SNP rs10759932 in pulmonary tubercu-
losis patient group and control group. Similar 

Figure 1. Schematic chart for the process of patient inclusion. Among the 
937 papers initially included in title screening, 20 papers with 24727 pa-
tients were included in the final analysis.

P = 0.03] and heterozygote 
model (GA vs AA, Figure 2C) 
[OR = 1.27, 95% CI (1.02, 
1.59), P = 0.03]. Rs4986790 
polymorphism showed no sig-
nificant difference between 
the case and the control gr- 
oups in the recessive model 
(GG vs GA+AA, Figure 2D) and 
homozygous model (GG vs AA, 
Figure 2E) (P > 0.05).

rs4986791 locus: 11 papers 
including 13207 patients stu- 
died the rs4986791 locus of 
TLR4 gene. Heterogeneity was 
significant (I2 > 50%) among 
the included studies in the 
allele model (C allele vs T 
allele, Figure 3A), dominant 
model (CC vs TT+TC, Figure 
3B), and heterozygote model 
(TC vs CC, Figure 3C). There- 
fore, random effect models 
analysis was applied. In the 
recessive model (TC+CC vs  
TT, Figure 3D) and homozy-
gous model (CC vs TT, Figure 
3E), heterogeneity was not 
significant (I2 < 50%), and fix- 
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significance was observed in the recessive 
model (CT+TT vs CC, Figure 4B) [OR = 0.50, 
95% CI (0.41, 0.62), P < 0.001] and homozy-
gous model (CC vs TT, Figure 4C) model [OR = 
1.27, 95% CI (1.02, 1.59), P = 0.03]. There  
was no significant difference in the dominant 
model (TT vs CC+CT, Figure 4D) and heterozy-
gote model (CT vs TT, Figure 4E) (P > 0.05).

rs11536889 locus: 5 papers including 12102 
patients studied the rs11536889 locus of 
TLR4 gene. Heterogeneity was significant (I2 > 
50%) between the studies in the allele model  
(C allele vs G allele, Figure 5A), dominant mo- 
del (GG vs CC+CG, Figure 5B), and heterozy-
gote model (GG vs CG, Figure 5C), therefore 
random effect model was used for meta-analy-
sis. In the recessive model (CG+GG vs CC, 
Figure 5D) and homozygous model (CC vs  
GG, Figure 5E), heterogeneity was not signifi-
cant (I2 < 50%), and fixed effect model was 
used for meta-analysis. Results of the meta-
analysis showed no significant difference (P > 
0.05) concerning rs11536889 polymorphism 
between the pulmonary tuberculosis patient 
group and control group. 

Discussion 

There are numerous studies in the current liter- 
ature on the connections between TLR4 gene 
polymorphism and susceptibility to pulmonary 
tuberculosis in different group of populations. 
However, each study included small number of 
patients, and the conclusions were inconsis-
tent. Therefore, in order to get a more compre-
hensive and objective conclusion, here we car-
ried out the current meta-analysis to further 
confirm the relationship between the suscepti-
bility of pulmonary tuberculosis and polymor-
phism of the four most widely studied SNP loci 
in TLR4 gene.

Results of the current meta-analysis revealed 
that SNP locus of TLR4 gene G allele of 
rs4986790 increased the risk of pulmonary 
tuberculosis (OR = 1.15, P = 0.01), proving G 
allele of rs4986790 to be an independent risk 
factor for pulmonary tuberculosis, and may 
potentially be used as a marker for pulmonary 
tuberculosis diagnosis and monitoring. Our 
meta-analysis on dominant (GA vs AA+GG) and 
heterozygous model (AA vs GA) of rs4986790 

Table 1. Demographic characteristics of patients in the included studies, and the quality assessment 
of those studies

Studies Country, region and 
ethnicity 

Patient number Age Method of 
genotyping HIV tests NOS 

scoreCases Controls Cases Controls 
Fitness 2004 [11] Malawi 162  427 NA NA PCR-RFLP Positive 7

Jafari 2016 [12] Iran 96 122 51 ± 31 48 ± 27 ARMS-PCR Negative 8

Jahantigh 2013 [13] Southeastern Iran 124 149 51.1 ± 20.0 48.4 ± 14.7 PCR-RFLP Negative 7

Li 2016 [14] Chinese Han 238 310 52.0 ± 11.9 58.7 ± 11.5 TaqMan Negative 7

Li 2019 [15] Chinese Han 1601 1727 52.1 ± 17.7 55.0 ± 17.7 TaqMan Negative 8

Ma 2007 [16] USA (African origin) 339 194 46.5 ± 12.8 45.5 ± 10.6 DNA Sequencing Negative 7

Ma 2007 [16] USA (Caucasian origin) 180 110 51.7 ± 13.6 50.0 ± 10.0 DNA Sequencing Negative 7

Ma 2007 [16] USA (Hispanic origin) 375 114 42.3 ± 17.2 43.4 ± 11.0 DNA Sequencing Negative 7

Najmi 2010 [17] Indian 135   250 27.2 ± 11.4 NA PCR-RFLP Negative 7

Newport 2004 [18] Gambian 307 298 36 (19, 58) 32 (18, 50) ARMS-PCR Negative 8

Olesen 2007 [19] Guinea-Bissau 315 337 37.246 38.116 TaqMan Positive 7

Rosas-Taraco 2007 [20] Mexico 104    114 39.5 ± 17.9 26.3 ± 8.5 PCR-RFLP Negative 7

Salie 2015 [21] South Africa 421 287 35.0 ± 12.8 32.6 ± 11.1 ARMS-PCR Negative 8

Sanchez 2012 [21] Colombia 466 300 39 (26, 51) 42 (2, 54) MALDITOFMS Negative 8

Selvaraj 2010 [23] Southern India 206 212 34.9 ± 11.4 32.3 ± 9.8 PCR-RFLP NA 7

Singh 2018 [24] India 309 96 34.1 ± 13.5 34.2 ± 13.4 PCR-RFLP Negative 8

Torres-García 2013 [25] Mexico 90   90 46.9 ± 17.8 42.9 ± 15.9 TaqMan NA 8

Varzari 2019 [26] Moldova 272 251 40.7 ± 12.7 47.6 ± 14.1 MALDI-TOF Negative 8

Wang 2016 [27] Chinese Han 1601 1526 52.1 ± 17.7 52.4 ± 17.0 TaqMan Negative 7

Wang 2017 [28] Chinese Han 310  622 58.3 ± 14.9 57.6 ± 15.3 PCR-RFLP Negative 7

Wu 2015 [29] Chinese Han 109 422 45.0 ± 12.6 45.0 ± 18.7 PCR-RFLP Negative 8

Zaki 2012 [30] Sudan 207 395 30.0 ± 11.6 28.5 ± 6.1 PCR-RFLP Negative 8
Age of patients was recorded as mean ± standard deviation. PTBL: pulmonary tuberculosis; HWEP: Hardy-Weinberg equilibrium P value; PCR-RFLP: polymerase chain 
reaction restriction fragment length polymorphism; ARMS-PCR: amplification refractory mutation system polymerase chain reaction; MALDITOFMS: matrix-assisted laser 
desorption ionization time of flight mass spectrometry; MALDI-TOF: matrix-assisted laser desorption/ionization time-of-flight.
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Figure 2. Associations between polymorphism 
of rs4986790 locus of TLR4 gene and the 
susceptibility to pulmonary tuberculosis. Sig-
nificant differences were found concerning al-
lele model (P = 0.01, A), dominant model (P = 
0.03, B), and heterozygote model (P = 0.03, C). 
Rs4986790 polymorphism showed no signifi-
cant difference between the case and the con-
trol groups in the recessive model (P = 0.14, 
D) and homozygous model (P = 0.08, E) model.
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Figure 3. Relations between polymorphism of rs4986791 lo-
cus and the susceptibility to pulmonary tuberculosis. No sig-
nificant differences were found concerning allele model (P = 
0.73, A), dominant model (P = 0.39, B), heterozygote model 
(P = 0.47, C), recessive model (P = 0.43, D) and homozygous 
model (P = 0.36, E) model. 
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Figure 4. Relations between polymorphism of rs10759932 locus and the susceptibility to pulmonary tuberculosis. Significant differences were found concerning 
allele model (P = 0.002, A), recessive model (P < 0.0001, B), and homozygous model (P = 0.03, C). Rs4986790 polymorphism showed no significant difference 
between the experimental and the control groups in the dominant model (P = 0.51, D) and heterozygote model (P = 0.09, E).
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Figure 5. Relationship between polymorphism of rs11536889 locus and the susceptibility to pulmonary tuberculosis. No significant differences were found concern-
ing allele model (P = 0.33, A), dominant model (P = 0.33, B), heterozygote model (P = 0.50, C), recessive model (P = 0.08, D) and homozygous model (P = 0.06, E) 
model.
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also showed that GG+GA genotype increases 
the susceptibility to pulmonary tuberculosis 
(OR = 1.36, P = 0.03), and the GA genotype 
alone increases the susceptibility to tuberculo-
sis compared with AA genotype (OR = 1.27,  
P = 0.03), indicating that GG+GA genotype and 
GA genotype of rs4986790 may also be the 
potential markers for diagnosis and monitoring 
of pulmonary tuberculosis. In the meanwhile, 
no significant differences were found in any 
allele or genetic model of rs4986791. While 
the results of rs4986791 locus are similar to 
the previous publications, results concerning 
rs4986790 locus are inconsistent from some 
authors. Zhao and Schurz et al. [31, 32] sh- 
owed that polymorphism of rs4986790 and 
rs4986791 had no significant correlation with 
pulmonary tuberculosis. In the meanwhile, 
Najmi et al. [17] reported that the G allele of 
rs4986790 increased the susceptibility to pul-
monary tuberculosis. Jafari et al. [12] also re- 
ported that the gene polymorphism of rs4986- 
790 and rs4986791 is significantly correlated 
with pulmonary tuberculosis. Our results, with 
significantly more participants than the previ-
ous reports, provide new information on the 
correlation between polymorphism of rs4986- 
790 and pulmonary tuberculosis.  

Results of the current study also showed that C 
allele of rs10759932 increased the risk of pul-
monary tuberculosis (OR = 1.15, P = 0.002), 
suggesting that the C allele of rs10759932 
may be an independent risk factor for pulmo-
nary tuberculosis, and may potentially be used 
as a marker for pulmonary tuberculosis diag- 
nosis and monitoring. However, studies carried 
out by Zaki and Wu et al. [29, 30] found no sig-
nificant difference in the distribution of rs107- 
59932 alleles C and T between the pulmonary 
tuberculosis patients and normal controls. It 
could be because of the small patient size in 
those studies that made them susceptible to 
patient selection bias. In the study of Wang et 
al. [27], there were 1601 cases with tuberculo-
sis and 1526 cases in the control group. Meta-
analysis on rs10759932 recessive (CT+TT vs 
CC) and homozygous model (TT vs CC) showed 
that CC+CT genotype is related to higher risk of 
pulmonary tuberculosis (OR = 2.0, P < 0.001), 
and the CC genotype alone increased the sus-
ceptibility of tuberculosis compared with TT 
genotype (OR = 1.27, P = 0.03), indicating that 
CC+CT genotype and CC genotype of rs1075- 

9932 locus can be used as indicators in diag-
nosing and monitoring pulmonary tuberculo- 
sis. There was no significant difference in the 
distribution of any genetic models of rs1153- 
6889 locus, suggesting that polymorphism of 
rs11536889 may not be related to the risk of 
pulmonary tuberculosis. Wu and Wang et al. 
[27, 29] also found no correlation between 
rs11536889 and pulmonary tuberculosis, 
which were similar to our results. However, 
there seem to be difference concerning reces-
sive (CG+GG vs CC) (R = 1.23, P = 0.08) and 
homozygous model (GG vs CC) (R = 1.87, 0.06) 
of rs11536889. It is possible that the differ-
ence could be significant when more patients 
are included.

Despite relatively large patient size, reliability  
of our study may suffer from several disadvan-
tages. Only the papers published in English  
and Chinese were analyzed in our study, and 
the unaccountability of literature in other lan-
guages or unpublished literature could lead to 
publication bias. There are various SNP typing 
methods such as PCR-RFLP, ARMSPCR, Taq- 
Man, MALDI-TOFMS and Sequencing used in 
the literature included in the study. Sensitivity 
of those techniques could be different and  
may lead to heterogeneity. Without subgroup 
analysis of potential confounding factors such 
as race, age, other illnesses, HIV infection sta-
tus as well as SNP typing techniques, the real 
cause of heterogeneity may be missed, affect-
ing the reliability of the meta-analysis. There- 
fore, it is necessary that conclusions of this 
study be treated with caution. In the mean-
while, rigorous large sample case-control stud-
ies can be carried out to confirm the conclu-
sions of our study before using them in clinical 
practice. 

Conclusion

Results of the current study indicate that, G 
allele GG+GA genotype and the GA genotype  
of rs4986790, C allele and CC+CT genotype,  
as well as the CC genotype of rs10759932 
increased the risk of pulmonary tuberculosis, 
while rs4986791 and rs11536889 polymor-
phism may not be a risk factor for pulmonary 
tuberculosis.

Disclosure of conflict of interest

None.



TLR-4 gene polymorphism and pulmonary tuberculosis

3902	 Am J Transl Res 2022;14(6):3893-3903

Address correspondence to: Dr. Maihemuti Yakufu, 
Department of Orthopaedics, Sixth Affiliated Hos- 
pital of Xinjiang Medical University, 39 Wuxing Nan 
Rd, Tianshan District, Urumqi 86830001, Xinjiang, 
China. E-mail: mhmtykf@yeah.net; Zhaohui Luo, 
Department of Nursing, Sixth Affiliated Hospital of 
Xinjiang Medical University, 39 Wuxing Nan Road, 
Tianshan District, Urumqi 86830001, Xinjiang, 
China. E-mail: luozhaohuil@163.com

References

[1]	 Glaziou P, Floyd K and Raviglione MC. Global 
epidemiology of tuberculosis. Semin Respir 
Crit Care Med 2018; 39: 271-285.

[2]	 Fouad NA, Saeed AM and Mahedy AW. Toll like 
receptor-4 gene polymorphism and suscepti-
bility to pulmonary tuberculosis. Egypt J Immu-
nol 2019; 26: 1-10.

[3]	 Tartey S and Takeuchi O. Pathogen recognition 
and Toll-like receptor targeted therapeutics in 
innate immune cells. Int Rev Immunol 2017; 
36: 57-73.

[4]	 Ravesloot-Chávez MM, Van Dis E and Stanley 
SA. The innate immune response to mycobac-
terium tuberculosis infection. Annu Rev Immu-
nol 2021; 39: 611-637. 

[5]	 Liu B, Zhang N, Liu Z, Fu Y, Feng S, Wang S, Cao 
Y, Li D, Liang D, Li F, Song X and Yang Z. RP105 
involved in activation of mouse macrophages 
via TLR2 and TLR4 signaling. Mol Cell Biochem 
2013; 378: 183-93.

[6]	 Mortaz E, Adcock IM, Tabarsi P, Masjedi MR, 
Mansouri D, Velayati AA, Casanova JL and 
Barnes PJ. Interaction of pattern recognition 
receptors with mycobacterium tuberculosis. J 
Clin Immunol 2015; 35: 1-10.

[7]	 Faridgohar M and Nikoueinejad H. New find-
ings of Toll-like receptors involved in Mycobac-
terium tuberculosis infection. Pathog Glob 
Health 2017; 111: 256-264. 

[8]	 Varshney D, Singh S, Sinha E, Mohanty K, Ku-
mar S, Barik S, Patil S and Katara P. System-
atic review and meta-analysis of human Toll-
like receptors genetic polymorphisms for 
susceptibility to tuberculosis infection. Cyto-
kine 2022; 152: 155791. 

[9]	 Sepehri Z, Kiani Z, Kohan F and Ghavami S. 
Toll-like receptor 4 as an immune receptor 
against mycobacterium tuberculosis: a sys-
tematic review. Lab Med 2019; 50: 117-129.

[10]	 Stang A. Critical evaluation of the Newcastle-
Ottawa scale for the assessment of the quality 
of nonrandomized studies in meta-analyses. 
Eur J Epidemiol 2010; 25: 603-5. 

[11]	 Fitness J, Floyd S, Warndorff DK, Sichali L, 
Malema S, Crampin AC, Fine PE and Hill AV. 
Large-scale candidate gene study of tuberculo-

sis susceptibility in the Karonga district of 
northern Malawi. Am J Trop Med Hyg 2004; 71: 
341-349.

[12]	 Jafari M, Nasiri MR, Sanaei R, Anoosheh S, 
Farnia P, Sepanjnia A and Tajik N. The NRAMP1, 
VDR, TNF-α, ICAM1, TLR2 and TLR4 gene poly-
morphisms in Iranian patients with pulmonary 
tuberculosis: a case-control study. Infect Genet 
Evol 2016; 39: 92-98.

[13]	 Jahantigh D, Salimi S, Alavi-Naini R, Emamdadi 
A, Owaysee OH and Farajian MF. Association 
between TLR4 and TLR9 gene polymorphisms 
with development of pulmonary tuberculosis in 
Zahedan, Southeastern Iran. ScientificWorld-
Journal 2013; 2013: 534053.

[14]	 Li Y, Li D, Zhang J, Liu S, Chen H and Wu K. As-
sociation between toll-like receptor 4 and oc-
currence of type 2 diabetes mellitus suscepti-
ble to pulmonary tuberculosis in Northeast 
China. Stem Cells Int 2016; 2016: 8160318.

[15]	 Li Z, Mao X, Liu Q, Song H, He B, Shi P, Zhang 
Q, Li X and Wang J. Functional variations of the 
TLR4 gene in association with chronic obstruc-
tive pulmonary disease and pulmonary tuber-
culosis. BMC Pulm Med 2019; 19: 184. 

[16]	 Ma X, Liu Y, Gowen BB, Clark AG and Musser 
JM. Full-Exon resequencing reveals Toll like re-
ceptor variants contribute to human suscepti-
bility to tuberculosis disease. PLoS One 2007; 
2: e1318. 

[17]	 Najmi N, Kaur G, Sharma SK and Mehra NK. 
Human toll-like receptor 4 polymorphisms 
TLR4 asp299Gly and Thr399Ile influence sus-
ceptibility and severity of pulmonary tuberculo-
sis in the Asian Indian population. Tissue Anti-
gens 2010; 76: 102-109.

[18]	 Newport MJ, Allen A, Awomoyi AA, Dunstan SJ, 
McKinney E, Marchant A and Sirugo G. The 
Toll-like receptor 4 Asp299Gly variant: no influ-
ence on LPS responsiveness or susceptibility 
to pulmonary tuberculosis in The Gambia. Tu-
berculosis (Edinb) 2004; 84: 347-352.

[19]	 Olesen R, Wejse C, Velez DR, Bisseye C, Sode-
mann M, Aaby P, Rabna P, Worwui A, Chapman 
H, Diatta M, Adegbola RA, Hill PC, Østergaard 
L, Williams SM and Sirugo G. DC-SIGN (CD209), 
pentraxin 3 and vitamin D receptor gene vari-
ants associate with pulmonary tuberculosis 
risk in West Africans. Genes Immun 2007; 8: 
456-467.

[20]	 Rosas-Taraco AG, Revol A, Salinas-Carmona 
MC, Rendon A, Caballero-Olin G and Arce-Men-
doza AY. CD14 C(-159)T polymorphism is a risk 
factor for development of pulmonary tubercu-
losis. J Infect Dis 2007; 196: 1698-1706.

[21]	 Salie M, Daya M, Lucas LA, Warren RM, van 
der Spuy GD, van Helden PD, Hoal EG and 
Möller M. Association of toll-like receptors with 
susceptibility to tuberculosis suggests sex-spe-

mailto:mhmtykf@yeah.net
mailto:luozhaohuil@163.com


TLR-4 gene polymorphism and pulmonary tuberculosis

3903	 Am J Transl Res 2022;14(6):3893-3903

cific effects of TLR8 polymorphisms. Infect 
Genet Evol 2015; 34: 221-229.

[22]	 Sanchez D, Lefebvre C, Rioux J, García LF and 
Barrera LF. Evaluation of toll-like receptor and 
adaptor molecule polymorphisms for suscepti-
bility to tuberculosis in a Colombian popula-
tion. Int J Immunogenet 2012; 39: 216-223.

[23]	 Selvaraj P, Harishankar M, Singh B, Jawahar 
MS and Banurekha VV. Toll-like receptor and 
TIRAP gene polymorphisms in pulmonary tu-
berculosis patients of South India. Tuberculo-
sis (Edinb) 2010; 90: 306-310.

[24]	 Singha P, Rajputa R, Sarinb R and Tayalc D. 
Significance of CCL2 (-2518A/G), CCR2 
(190G/A) and TLR4 polymorphisms (896A/G 
and 1196C/T) in tuberculosis risk in Indian 
population. Meta Gene 2018; 18: 184-190.

[25]	 Torres-García D, Cruz-Lagunas A, García-San-
cho FM, Fernández-Plata R, Baez-Saldaña R, 
Mendoza-Milla C, Barquera R, Carrera-Eusebio 
A, Ramírez-Bravo S, Campos L, Angeles J, Var-
gas-Alarcón G, Granados J, Gopal R, Khader 
SA, Yunis EJ and Zuñiga J. Variants in toll-like 
receptor 9 gene influence susceptibility to tu-
berculosis in a Mexican population. J Transl 
Med 2013; 11: 220.

[26]	 Varzari A, Deyneko IV, Vladei I, Grallert H, 
Schieck M, Tudor E and Illig T. Genetic variation 
in TLR pathway and the risk of pulmonary tu-
berculosis in a Moldavian population. Infect 
Genet Evol 2019; 68: 84-90.

[27]	 Wang M, Xu G, Lü L, Xu K, Chen Y, Pan H, Bur-
strom B, Burstrom K and Wang J. Genetic poly-
morphisms of IL-17A, IL-17F, TLR4 and miR-
146a in association with the risk of pulmonary 
tuberculosis. Sci Rep 2016; 6: 28586.

[28]	 Wang XH, Ma AG, Han XX , Chen L, Liang H, 
Litifu A, Ablez A and Xue F. Relationship be-
tween Toll-like receptor 4 and type-2 diabetes 
mellitus complicated by tuberculosis. Int J Tu-
berc Lung Dis 2017; 21: 910-915.

[29]	 Wu L, Hu Y, Li D, Jiang W and Xu B. Screening 
toll-like receptor markers to predict latent tu-
berculosis infection and subsequent tubercu-
losis disease in a Chinese population. BMC 
Med Genet 2015; 16: 19.

[30]	 Zaki HY, Leung KH, Yiu WC, Gasmelseed N, El-
wali NE and Yip SP. Common polymorphisms in 
TLR4 gene associated with susceptibility to 
pulmonary tuberculosis in the Sudanese. Int J 
Tuberc Lung Dis 2012; 16: 934-940.

[31]	 Zhao L, Liu K, Kong X, Tao Z, Wang Y and Liu Y. 
Association of polymorphisms in Toll-like re-
ceptors 4 and 9 with risk of pulmonary tuber-
culosis: a meta-analysis. Med Sci Monit 2015; 
18: 1097-106

[32]	 Schurz H, Daya M, Möller M, Hoal EG and  
Salie M. TLR1, 2, 4, 6 and 9 variants associat-
ed with tuberculosis susceptibility: a system-
atic review and meta-analysis. PLoS One 2015; 
10: e0139711.


