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Comments

Thisis a good study in which the authors
evaluated VL is the most severe form of
leishmaniasis. Also they studied TNF
production with susceptibility to intracellular
infectious diseases. This study aimed to
examine whether polymorphic alleles
at these two loci are involved in the
susceptibility to VL in Moroccan children.
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1. Introduction

ABSTRACT

Objective: To examine whether polymorphic alleles at these two loci are involved in the
susceptibility to visceral leishmaniasis (VL) in Moroccan children.

Methods: We have genotyped polymorphisms by PCR-restricted fragment length
polymorphisms in 102 patients with VL, 92 asymptomatic carriers [positive skin test delayed-
type hypersensitivity (DTH+)] and 40 healthy controls (negative skin test delayed-type
hypersensitivity), with no history of Leishmania infection.

Results: Regression analysis showed no significant association between polymorphisms of
tumor necrosis factors-o. when comparing VL and DTH + group (P > 0.05). The associations
were detected between VL and negative skin test delayed-type hypersensitivity for the
heterozygote genotype (P = 0.021), the recessive model: /2 + 2/2 (P = 0.044) and the minor
alele 2 (P =0.019). The resistance to VL was found to be under the recessive model 1/2 + 2/2
of tumor necrosis factors-8, when comparing VL and DTH + group (odds ratios: 0.558, 95%;
confidenceinterval: 0.316-0.987; P = 0.044).

Conclusions: These results must be regarded to preliminary but suggestive that further study
with larger populationsis worthwhile.
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with strong cell-mediated immunity [positive skin test delayed-
type hypersensitivity (DTH+)][3]. Leishmaniasis due to L. infantum

Viscera leshmaniasis (VL) isthe most severe form of leishmaniasis
caused by Leishmania donovani and Leishmania infantum (L.
infantum)(chagas). Annua incidence of VL is approximately 500000
cases and the mortality rate in most endemic countries is almost
10%, even when trestment is available1,2]. Importantly, 80%—-90% of
human infections are subclinica or asymptomatic, usualy associated

infection is a zoonotic disease presented mainly in Mediterranean
basin, central Asia and Brazil. Signs and symptoms of VL include
prolonged fever, fatigue, weakness, anemia, enlarged lymph nodes,
splenomegaly, and hepatomegaly; if left untreated, it is almost
alwaysfatal[4.,5].

In Morocco, VL is exclusively caused by L. infantumi6,7]. The
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endemic area extends throughout the Rif Mountains, the pre-Rif
plateau, and other parts of the country. The disease continues to occur
sporadically and scatter. The current active foci are located mainly
in the following provinces. Fes, Taounate, Zouagha Moulay Yacoub,
Al Houceima, Chefchaouen, Sefrou, Taza and Meknes. Expansion
of arid areas and an increase in temperatures are thought to be
synergistic risk factors for increasing the incidence of leishmaniasis
in these regiond7]. Each year, 150 cases are recorded, 93% mostly
in children under 10 years old[7]. Asymptomatic infection is
prevalent in the endemic areas and was evaluated to 11.4%l8]. It
seems obvious that the asymptomatic infection is the rule, however,
this fact till remains unclear. One hypothesis is that differences in
genetic background could €licit different immune response resulting
in either resistance or susceptibility to the disease[3]. Tumor necrosis
factor-o. (TNF-a) (cachetin) is an inflammatory cytokine primarily
produced by activated macrophages and lymphocytes T and B. It is
involved in the innate phase of the immune response with a central
role in the defense against intracellular pathogend(9]. This cytokine
exerts a wide range of biological activities including proliferation
and differentiation, apoptosis, cytotoxicity, inflammation and
immunomodulation[10]. In fact, serum TNF-¢ level has been detected
in patients with VL and its presence has been related to disease
gravity[11]. The tumor necrosis factor-p (TNF-B) is a Thl cytokine,
primarily produced by activated lymphocytes T and B. TNF-
(lymphotoxin o) is also a key mediator in the initiation of a local
vascular inflammatory response.

The TNF-a and the TNF-f3 genes are both located on the short arm of
chromosome 6 between the class | and class |1 regions of the human
leukocyte antigen complex. A striking feature of the entire human
leukocyte antigen complex is ahigh degree of genetic variation. Indeed,
genetic polymorphisms in TNF-a and TNF-f locus affect expression
level of their geneq12]. A guanine to adenosine transition at base pair
308 in the promoter region of TNF-a gene has been identified (termed
the A allele)[13]. A polymorphism in first intron of the TNF-f3 gene at
position +252 (A > G) leads to two dléelic forms; the common dleeis
TNF-B A and TNF-f G is variant alelef14]. Variant aleles of TNF2 and
TNF-B G seem to have a strange transcriptional activation, which leads
to their higher serum levelg15].

The aim of this study is to examine the implication of the
polymorphisms in the -308 position of the promoter region of gene
TNF-a and in intron 1 of +252 TNF-$ genes in the susceptibility
versus resistance to VL in children living in Moroccan leishmaniasis
endemic area.

2. Materialsand methods
2.1. Patientsand control groups

This study involved 102 children with active VL, admitted to the
Pediatric Department of Hassan || Hospital Center (Fez, Morocco).
They were diagnosed clinically by serological and parasitological
examinations. Two groups of controls comprised 132 unrelated children
from the same endemic region: 92 asymptomatic healthy volunteers,
with no history of leishmaniasis and positive leishmanin skin test
(DTH+); 40 healthy volunteers, with no history of leishmaniasis
and negative leishmanin skin test [negative skin test delayed-type
hypersensitivity (DTH-)]. Leishmanin skin test was performed by
intraderma injection of 0.1 mL Leishmania antigen (Pasteur Institute
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of Iran, Tehran, Iran)[16]. The induration was measured along two
diameters by the ball-point pen technique. The induration of = 5mm
in diameter was considered positive after 48-72 h. Approval for the
study was provided by the Ethical Committee of the Ingtitute Pasteur of
Morocco and with children’s parents consent.

2.2. dngle nucleotide polymor phisms (SNPS) genotyping

Genomic DNA was extracted from peripheral blood leukocytes
by phenol-chloroform procedure, as previously described[17]. The
blood samples were submitted to digestion in sodium dodecy! sulfate/
proteinase K buffer at 37 °C for 6 to 12 h, followed by phenol and
chloroform extractions. DNA was then ethanol-precipitated and
resuspended in TE buffer. Genotyping of the biallelic polymorphisms
in the promoter region at position —308 (G to A) of TNF-o gene and
inintron 1 at position +252A/G of TNF-f gene was performed by
PCR-restricted fragment length polymorphismg18]. Briefly, 0.5 pg
of DNA was added to 20 pL of reaction mixture containing 20 pmol
of each primer (TNF-a : 3> AGGCAATAGGTTTTGAGGGCCAT 5°; 3’
TCC TCCCTGCTCCGATTCCG 5’; TEN-B: 3° CCGTGCTTCGTGCTT
TGGACTA 57; 3° AGAGCTGGTGGGACATGTCTG 57), with an annealing
temperature of 60 °C for TNF-o and 65 °C for TNF-p. In afina volume
of 15 pL, 10 pL of the PCR products was digested by 5 IU of Ncol
(BioLabs, New England), for 3 h at 37 °C.

Restriction fragments were separated in 3% agarose gel
electrophoresis. For TNF-a gene, an amplified product of 107 bp,
containing the G to A transition at position -308, was obtained and
restriction digests generated products of 87 and 20 bp for TNF1 dlele
and 107 bp for TNF2 allele. For TNF-B gene, amplification followed by
Ncol digestion generated a fragment of 740 bp for allele 1 (TNF-f 2)
and 555 plus 185 bp for dlele 2 (TNF-B 1).

2.3. Satistical analysis

The Hardy-Weinberg equilibrium was tested for each group, using
the Chi-square test. Statistical analysis was performed using Statistical
Package for the Socia Sciences (SPSS Inc., Chicago, IL, USA). The
odds ratio (OR) and P values were calculated for each allele and
genotype among case and control groups. Alldlic, genotypic frequencies
and the recessive model were compared by fisher’s exact test, ORs and
95% confidenceinterval (Cl) were estimated.

3. Resaults

There were no significant differences in the distribution of the mean
age and sex between cases and controls (P > 0.05), suggesting that
the matching based on these two variables was adequate. Molecular
identification of the causative agent of VL was done by ITSL PCR-
restricted fragment length polymorphisms for 55 patients; all were
found to be infected by L. infantum, the only species responsible for
viscera form of leishmaniasisin Morocco (data not shown).

The observed genotypes and alleles frequencies for TNF-a and
TNF-B genes in the present survey are shown in Tables 1, 2 and 3.
All SNPs were in Hardy-Weinberg equilibrium. Table 1 shows the
distribution of genotype and allele frequencies in TNF loci among
cases and asymptomatic carriers DTH+. No significant difference
was noted in genotype or alele frequencies of TNF-a and TNF-$ gene
polymorphisms between patients and DTH+ control group. Regarding
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the association between TNF-a promoter variants with the outcome of
L. infantum infection, associations were detected between group with
active VL and DTH- control group for the heterozygote genotype (P =
0.021), the recessive model: 1/2 + 2/2 (P = 0.006) and the minor alele
2 (P = 0.019) (Table 2). Another significant association was found
between DTH+ and DTH- for the heterozygote genotype 1/2 (P = 0.021)
(Table 3). The minor allele 2 frequencies in TNF-a promoter region are

21.6%inVL, 15.8% in DTH+ and 10.3% in DTH- groups.

Table1

Distribution of allelic and genotypic frequency of the -308 TNF-a and +252 TNF-f
polymorphismsin the VL versus DTH+ groups.

TNF VL DTH+ OR (CI) 95% P
Polymorphism
TNF-a 1 66 (64.71%) 67 (72.83%) 1
12 28(27.45%) 21(22.83%) 0.726(0.377-0.140) 0.336
212 8 (7.84%) 4(4.34%) 0.445(0.128-0.448) 0.190
Recessive 1 66 (64.71%) 67 (72.83%) 1
model 12+2/2 36(35.29%) 25(27.17%) 0.687 (0.376-1.256) 0.221
Allelic 1 0.784 £ 0.056 0.842 +0.053 1
frequency 2 0.216 £ 0.056 0.158 +0.053 0.675(0.331-1.379)  0.279
TNF-B 1 53 (51.96%) 61 (66.30%) 1
12 38(37.25%) 25(27.17%) 0.575(0.311-1.063) 0.076
212 11(10.78%) 6(6.52%)  0.501 (0.182-1.383)  0.177
Recessive U1 88 (51.96%) 61 (66.30%) 1
model 12+2/2 16(48.03%) 31(33.69%) 0.558(0.316-0.987) 0.044
Allelic 1 0.706 + 0.063 0.799 + 0.058 1
frequency 2 0.294 £ 0.063 0.201 +0.058 0.612(0.319-1.176) 0.138
Table 2

Distribution of alelic and genotypic frequency of the -308 TNF-a. and +252 TNF-|

polymorphismsin the VL versus DTH- groups.

=

TNF Polymorphism VL DTH- OR (ClI) 95% P
TNF-a 1 66 (64.71%) 32 (82.05%) 1
12 28(27.45%) 6(15.38%) 0.440(0.216-0.896)  0.021
2/2 8 (7.84%) 1(256%) 0.297 (0.076-1.165)  0.065
Recessive 11 66 (64.71%) 32 (82.05%) 1
model 12+2/2 36(35.29%) 7(17.94%) 0.408(0.212-0.785)  0.006
Allelic 1 0.784 + 0.056 0.897 = 0.067 1
frequency 2 0.216 £ 0.056 0.103 = 0.067 0.394 (0.176-0.883)  0.019
TNF-B 11 53(51.96%) 23 (57.5%) 1
1/2 38 (37.25%) 16 (40%)  0.969 (0.541-1.736)  0.916
2/2 11 (10.78%) 1(25%) 0.245(0.065-0.925)  0.023
Recessive 171 88(51.96%) 23 (57.5%) 1
model 1/2+2/2 16(48.03%) 17 (42.5%) 0.803 (0.460-1.401)  0.440
Allelic 1 0.706 = 0.063 0.775 +0.092 1
frequency 2 0.294 £ 0.063 0.225 +0.092 0.722 (0.383-1.362)  0.313
Table3

Distribution of allelic and genotypic frequency of the -308 TNF-a and +252 TNF-§
polymorphisms in the DTH+ versus DTH- groups.

TNF DTH+ DTH- OR (CI) 95% P
Polymorphism
TNF-a 11  67(72.83%) 32(82.05%) 1
12 21(22.83%) 6 (15.38%) 0.607 (0.293-1.257)  0.021
2/2 4 (4.34%) 1(2.56%) 0.668 (0.145-3.083)  0.065
Recessive 1  67(72.83%) 32(82.05%) 1
model V2+2/2 25(27.17%) 7(17.94%) 0.593(0.302-1.165)  0.126
Allelic 1 0.842 +0.053 0.897 + 0.067 1
frequency 2 0.158 £0.053 0.103 +0.067 0.583 (0.251-1.357)  0.205
TNF-B 1  61(66.30%) 23 (57.5%) 1
12  25(27.17%) 16 (40%)  1.686 (0.923-3.079)  0.087
2/2 6 (6.529%0) 1(25%) 0.488(0.923-1.973) 0.297
Recessive 1  61(66.30%) 23 (57.5%) 1
model V2+2/2 31(33.69%) 17 (42.5%) 1.439(0.813-2.549) 0211
Allelic 1 0.799 + 0.058 0.775 = 0.092 1
frequency 2 0.201 £ 0.058 0.225+0.092 1.179 (0.600-2.318)  0.632
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Regarding the polymorphism of TNF-B, the frequencies of the minor
dlde 2 are 29.4% in VL, 20.1% in DTH+ and 22.5% in DTH- groups.
According to our statistica results, the dlelic frequencies distribution in
this SNP did not significantly differ between al groups. No association
was found in genotypic frequencies between patients and asymptomatic
group (DTH+). By using 1/1 genotype as the reference group, we
showed a significant association under a recessive model, when
comparing VL patients with DTH+ group (ORs: 0.558, 95% ClI: 0.316-
0.987; P = 0.044). The recessive genotype 2/2 was associated with VL
patients compared to DTH- group (ORs. 0.245, 95% Cl: 0.065- 0.925;
P =0.023).

4, Discussion

Molecular studies could contribute to a better understanding of
pathogenic processes that cause major infectious diseases. TNF, an
important proinflammatory cytokine, playsarolein innate and adaptive
immune responses, and is also implicated in awide variety of infectious
and autoimmune human diseases. Several studies have attempted
to show links between susceptibility to leishmaniasis and TNF gene
polymorphisms. Controversia results from these studies prompted us
to search for eventual associations of TNF variants with susceptibility
versus resistance to L. infantum infection. In the present work, we
analysed, thus, two biallelic polymorphisms at position —308 (G: TNF1
dleleto A: TNF2 dlele) of TNF-a and in intron 1 at position +252 of
TNF-B. No association was found in genotypic and dlélic frequencies
of TNF-a and TNF-f between patient group and asymptomatic infected
group (DTH+). Associations were detected between VL patients and
DTH- control group for the heterozygote genotype, the minor allele2
and the recessive model for TNF-a, and for homozygote genotype 2/2
of TNF-B, but due to smaller number of DTH- cases, this result must
be regarded as preliminary. These associations however, point out the
need for further studies with a larger sample size of control groups. A
few studies with controversid results have been performed to evduate
the TNF polymorphisms in different clinica types of leishmaniasis. In
Brazil, an association was found between the outcome of Leishmania
chagas infection and aleles at TNF locus. The strongest association
was found between asymptomatic infection DTH+ and a polymorphism
in the TNF locus and haplotypes containing TNF2 were associated with
symptomatic VL[19]. In agreement with this finding, a case control
study of 46 patients with mucocutaneous |leishmaniasis caused by
Leishmania brazlilens's suggested that the frequency of dllele 2 at the
-308 TNF-o¢ gene polymorphism is significantly higher in patient than
asymptomatic group[20]. Other studies showed that TNF polymorphisms
are not responsible for the resistance versus susceptibility to cutaneous
leishmaniasis[20,21]. In Tunisia, Meddeb-Garnaoui failed to find
associations between either the -308 of TNF-a, gene polymorphism
or the first intron of TNF-f3 gene polymorphisms and susceptibility to
Mediterranean VVL[22].

A number of groups have set out to determine whether the
polymorphism -308 TNF-a could affect TNF transcription and
expression levels. Many studies showed that the rare allele 2 TNF-
a is strongly associated with elevated serum TNF levels and a more
severe outcome in infectious diseases, such as cerebral malaria
and mucocutaneous leishmaniasis[20,23]. In addition, individuals
homozygous for this allele are more likely to die or suffer severe
neurological complications due to cerebral malaria. This allele
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is overrepresented in diseases where increased TNF-a levels are
associated with poor prognosig(23]. Contrariwise, other studies have
failed to show any functional difference between the two allelic
formg24,25], but dthough controversia, the mgjority of the data support
adirect role for the -308 TNF2 dlelein the elevated TNF level s observed
in TNF2 homozygoteg[15].

Concerning the +252 TNF-f, Naresh et al. reported that the
genotype-phenotype analysis of TNF-f revealed a higher expression
levels in patients with GG and AA genotypes as compared to
controls, while, the genotype TNF-p +252A/G was associated with
vitiligo susceptibility and influence the TNF-f expression[26]. TNF
seems to be especially important during infection with intracellular
pathogens. In order to assess the importance of TNF for protection
against leishmaniasis, several studies were reported both on humans
and on experimental models. Indeed, in some rheumatic disease
patients under anti-TNF therapy, the consequence of blocking TNF
was a reoccurrence of the clinical symptoms of |eishmaniasig27-
29]. Other argument supporting the central role of TNF in the anti-
Leishmania immune response has been strengthened by observations
in Leishmania major (L. major) (strain BNI) infected B6. TNF—/—
mice, which were not able to develop an efficient immune response
against parasites and died 6-8 weeks after infection from visceral
leishmaniasis[30]. Conversely, Ritter et al. showed that infection
of B6. TNF—/— mice with L. major (strain FRIEDLIN) resulted in
an attenuated form of disease, even though the animals were not
able to resolve the local lesions but developed a chronic form of
cutaneous leishmaniasis. Thus, in addition to the extensively studied
host factors, the biological properties of Leishmania strains play an
important role in the outcome of leishmaniasig31]. Oliveira, et al.
showed that L. major-infected TNF-receptor-1 KO mice (C57BL/6)
can control parasite replication, but fail to resolve lesions. Indeed,
the intense inflammatory process was observed even after 20 weeks
of infection, while wild-type mice completely heal[32]. On the
other hand, no significant difference in the levels of TNF mRNA
expression was found in both strains. The information resulting
from these investigations supports the notion that, in vivo, TNF is not
the decisive factor responsible for the resistant versus susceptible
phenotype in Leishmania infection.

Considering numerous genetic variations, that influence the
apparently divergent findings, our data show that -308 TNF-a and
+252 TNF-f genotypes do not influence susceptibility versus resistance
to viscera leishmaniasis. However, some associations were detected
between VL patients and DTH- control group, but due to smaller
number of DTH- cases, these results should be interpreted with caution.
Well-designed studies with larger population are needed to understand
the specific role of TNF that confer protection against leishmaniasis.
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Comments

Background

VL isthe most severe form of leishmaniasis caused by L. donovani
and L. infantum (chagasi). Annual incidence of VL is approximately
500000 cases and the mortality rate in most endemic countries
is amost 10%, even when treatment is available. The signs and
symptoms of VL include prolonged fever, fatigue, weakness,
anemia, enlarged lymph nodes, splenomegaly, and hepatomegaly;
if left untreated, it is almost always fatal. TNF (cachetin) is an
inflammatory cytokine primarily produced by activated macrophages
and lymphocytes T and B. It is involved in the innate phase of
the immune response with a central role in the defense against
intracellular pathogens.

Research frontiers

This study examine the implication of the polymorphisms in the
-308 position of the promoter region of gene TNF-o and in intron 1
of +252 TNF-B genes in the susceptibility versus resistance to VL
in children living Moroccan leishmaniasis endemic area. The study
involved 102 children with active VL admitted between 2005 and
2007. Two groups of controls comprised 132 unrelated children from
the same endemic region: 92 asymptomatic healthy volunteers, with
no history of leishmaniasis and positive leishmanin skin test (DTH+);
40 hedlthy volunteers, with no history of leishmaniasis and negative
leishmanin skin test (DTH-).

Related reports

No significant difference was noted in genotype or allele
frequencies of TNF-a and TNF-f gene polymorphisms between
patients and DTH+ control group. The polymorphism of TNF-p and
the frequencies of the minor allele 2 are 29.4% in VL, 20.1% in
DTH+ and 22.5% in DTH- groups. A few studies with controversial
results were reported to evaluate the TNF polymorphisms in different
clinical types of leishmaniasis. However, this study in agreement
with Cabera et al., (1995), 46 patients with mucocutaneous
leishmaniasis caused by Leishmania brazililensis suggested that
the frequency of allele 2 at the -308 TNF-a gene polymorphism is
significantly higher in patient than asymptomatic group.

Innovations & breakthroughs

Their data show that -308 TNF-a and +252 TNF-B genotypes do
not influence susceptibility versus resistance to VL. However, some
associations were detected between VL patients and DTH- control
group, but due to smaller number of DTH- cases, these results should be
interpreted with caution. TNF seems to be especially important during
infection with intracellular pathogens.

Applications

To examine whether polymorphic alleles at these two loci are
involved in the susceptibility to VL in children. These results must be
regarded as preliminary but further study with larger populationsisvery
important and worthwhile. VL in Morocco is exclusively caused by L.
infantum, but can be apply in other counties also.
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Peer review

Thisis a good study in which the authors evauated VL is the most
severe form of leishmaniasis. Also they studied TNF production and
with susceptibility to intracellular infectious diseases. This study aimed
to examine whether polymorphic alleles at these two loci are involved
in the susceptibility to VL in Moroccan children.

References

[1] World Health Organization. Control of the leishmaniases: report of a
meeting of the WHO Expert Commitee on the control of |eishmaniases.
Geneva: World Health Organization; 2010. [Onling] Available from: http:/
apps.who.int/irigbitstream/10665/44412/1/WHO_TRS 949 _eng.pdfua=1
[Accessed on 10th March, 2014]

[2] Alvar J, Vélez ID, Bern C, Herrero M, Desjeux P, Cano J, et al.
Leishmaniasis worldwide and global estimates of its incidence. PLoS One
2012; 7: €35671.

[3] Blackwell M, FakiolaM, Ibrahim ME, Jamieson SE, Jeronimo SB, Miller
EN, et a. Genetics and viscerd leishmaniasis: of mice and man. Parasite
Immunol 2009; 31: 254-66.

[4] Deseux P Leishmaniasis: current situation and new perspectives. Comp
Immunol Microbiol Infect Dis2004; 27: 305-18.

[5] Murray HW, Berman JD, Davies CR, Saravia NG. Advances in
leishmaniasis. Lancet 2005; 366: 1561-77.

[6] AmroA, Hamdi S, Lemrani M, Mouna |, Mohammed H, Mogtafa S, et al.
Moroccan Leishmania infantum: genetic diversity and population structure
asreveded by multi-locus microsatellite typing. PLoS One 2013; 8: e77778.

[7]1 Ministry of Health, DMT, DHM. [Department of Epidemiology and the
fight against diseases - guide activities]. Morocco: Ministry of Hedlth; 1997.
[Online] Available from: http://www.sante.gov.mal/Publications/Guides-
Manuels/Documents/pal udisme/Gui de%620des%620activit%C3%A 9s%20
de%20l utte%20contre%e20l es%620l ei shmanioses.pdf [Accessed on 10th
March, 2014] French.

[8] Hamdi S, Faouzi A, Ejgha R, Laamrani A, Amarouch H, Hassar M, et d.
Socio-economic and environmental factors associated with Montenegro
skin test positivity in an endemic area of visceral leishmaniasisin northern
Morocco. Microbiol Res2012; 3: 28-33.

[9] Engwerda CR, Ato M, Kaye PM. Macrophages, pathology and parasite
persistence in experimental viscera leishmaniasis. Trends Parasitol 2004;
20: 524-30.

[10] Bradley JR. TNF-mediated inflammatory disease. J Pathol 2008; 214(2):
149-60.

[11] Barra-Netto M, Badaré R, Barral A, Almeida RP, Santos SB, Badaré F,
et a. Tumor necrosis factor (cachectin) in human visceral leishmaniasis. J
Infect Dis 1991; 163: 853-7.

[12] Ibrahim A, Abdel Rahman H, Khorshied M, Sami R, Nasr N, Khorshid
O. Tumor necrosis factor adpha-308 and lymphotoxin apha+252 genetic
polymorphisms and the susceptibility to non-Hodgkin lymphomain Egypt.
Leuk Res 2012; 36: 694-8.

[13] Wang N, Li GN, Wang XB, Liang T, Hu L. TNF-a promoter single
nucleotide polymorphisms and haplotypes associate with susceptibility of
immune thrombocytopenia in Chinese adults. Hum Immunol 2014; 75(9):
980-5.

[14] Kdlaur AR, OliveiraSR, Siméo AN, deAlmeida ER, Morimoto HK, Alfieri
DF, et d. Tumor necrosis factor betaNcol polymorphism is associated with
inflammatory and metabolic markersin multiple sclerosis patients. J Neurol
i 2014; 346: 156-63.

Rajaa Ejghal et al./Asian Pac J Trop Dis 2015; 5(5): 380-384

[15] Kothari N, Bogra J, Abbas H, Kohli M, Maik A, Kothari D, et a. Tumor
necrosis factor gene polymorphism results in high TNF level in sepsis and
septic shock. Cytokine 2013; 61(2): 676-81.

[16] Sassi A, Ben Salah A, Hamida NB, Zaatour A. Age related efficiency
of the leishmanin skin test as a marker of immunity to human visceral
leishmaniasis. Arch Inst Pasteur Tunis 2012; 89(1-4): 23-31.

[17] Wang XY, Yu CX. [Research advances on DNA extraction methods from
peripheral blood mononuclear cells]. Zhongguo Shi Yan Xue Ye Xue Za Zhi
2014; 22(5): 1495-8. Chinese.

[18] Kieszko R, Krawczyk P, Chocholska S, Dmoszy ska A, Milanowski J.
TNF-apha and TNF-beta gene polymorphisms in Polish patients with
sarcoidosis. Connection with the susceptibility and prognosis. Sarcoidosis
Vasc Diffuse Lung Dis 2010; 27(2): 131-7.

[19] Karplus TM, Jeronimo SM, Chang H, Helms BK, Burns TL, Murray JC,
et a. Association between the tumor necrosis factor locus and the clinical
outcome of Leishmania chagas infection. Infect Immun 2002; 70: 6919-25.

[20] Cabrera M, Shaw MA, Sharples C, Williams H, Castes M, Convit J,
et a. Polymorphism in tumor necrosis factor genes associated with
mucocutaneous leishmaniasis. J Exp Med 1995; 182: 1259-64.

[21] Kamali-Sarvestani E, Rasouli M, Mortazavi H, Gharesi-Fard B.
Cytokine gene polymorphisms and susceptibility to cutaneous
leishmaniasisin Iranian patients. Cytokine 2006; 35: 159-65.

[22] Meddeb-Garnaoui A, Gritli S, Garbouj S, Ben Fadhel M, El Kares R,
Mansour L, et al. Association analysis of HLA-class Il and class 111
gene polymorphisms in the susceptibility to mediterranean visceral
leishmaniasis. Hum Immunol 2001; 62: 509-17.

[23] Mazier D, Nitcheu J, Idrissa-Boubou M. Cerebral malaria and
immunogenetics. Parasite Immunol 2000; 22(12): 613-23.

[24] Song GG, Kim JH, Lee YH. Associations between TNF-a -308 A/
G and lymphotoxin-o. +252 A/G polymorphisms and susceptibility to
sarcoidosis; ameta-analysis. Mol Biol Rep 2014; 41: 259-67.

[25] Feng Y, Zhou J, Gu C, Ding Y, Wan H, Ni L, et a. Association of six
well-characterized polymorphisms in TNF-a and TNF-g genes with
sarcoidosis; ameta-analysis. PLoS One 2013; 8(11): e80150.

[26] LaddhaNC, Dwivedi M, Gani AR, Mansuri MS, Begum R. Tumor necrosis
factor B (TNFB) genetic variants and itsincreased expression are associated
with vitiligo susceptibility. PLoS One 2013; 8(11): e81736.

[27] De Leonardis F, Govoni M, Lo Monaco A, Trotta F. Visceral
leishmaniasis and anti-TNF-alpha therapy: case report and review of the
literature. Clin Exp Rheumatol 2009; 27: 503-6.

[28] Franklin G, Greenspan J, Chen S. Anti-tumor necrosis factor-alpha
therapy provokes latent leishmaniasis in a patient with rheumatoid
arthritis. Ann Clin Lab Sci 2009; 39: 192-5.

[29] Guedes-Barbosa LS, Pereira da Costa I, Fernandes V, Henrique da
Mota LM, de Menezes |, Aaron Scheinberg M. Leishmaniasis during
anti-tumor necrosis factor therapy: report of 4 cases and review of the
literature (additional 28 cases). Semin Arthritis Rheum 2013; 43: 152-7.

[30] Wilhelm P, Ritter U, Labbow S, Donhauser N, Rallinghoff M, Bogdan
C, et d. Rapidly fatal leishmaniasis in resistant C57BL/6 mice lacking
TNF. J Immunol 2001; 166(6): 4012-9.

[31] Ritter U, Mattner J, Rocha JS, Bogdan C, Korner H. The control of
Leishmania major by TNF in vivo is dependent on the parasite strain.
Microbes Infect 2004; 6(6): 559-65.

[32] Oliveira CF, Manzoni-de-Almeida D, Mello PS, Natale CC, Santiago
HDC, Miranda LDS, et . Characterization of chronic cutaneous lesions
from TNF-receptor-1-deficient mice infected by Leishmanin major. Clin
Dev Immunol 2012; doi: org/10.1155/2012/865708.



