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Single Nucleotide Polymorphisms (SNPs) of the TNF-a
(-238/-308) gene among TB and non TB patients:
Susceptibility markers of TB occurrence?*
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Background: Host genetic factors may play a role in the susceptibility to active tuberculosis (TB), and
several polymorphisms in different cytokine coding genes have been described and associated with diseases
to date.
Objectives: To investigate whether polymorphisms within the promoter region of the TNF-α (-238/-308) coding genes
are associated to the occurrence of active TB.
Methods: SNPs within the TNF-α gene were analyzed by PCR-RFLP among two groups of individuals: patients with TB
(n = 234, and patients non TB (n = 113).
Results: In this study, the presence of the -238A allele was associated with susceptibility to TB disease occurrence and
severity (p = 0,00002; OR = 0,15; IC = 0,06-0,36. On the contrary, the -308A allele was associated with protection
to the occurrence of another pulmonary diseases.
Conclusions: These results suggest the importance of genetics studies on TB occurrence. Further studies are needed
pursuing a better understanding of the human pathogenesis of M. tb.
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INTRODUCTION
The World Health Organization has estimated
that more than 1.7 billion people are infected with
Mycobacterium tuberculosis (Mtb), the causative
agent of tuberculosis (TB)(1). For individuals who
are infected but asymptomatic (latent TB), the risk
for developing the active form of the disease ranges
from 5% to 10%. In such individuals, the degree
of disease risk depends on the ability of their
immune system to prevent the dormant Mtb from
multiplying(2,3).
The immune response to Mtb depends on a
response mediated by cells, whose interaction with
lymphocytes and monocytes culminates in the
production of pro- and anti-inflammatory
mediators. Notable among the cytokines involved,
the tumor necrosis factor-alpha (TNF-α ) has been
characterized as one of the most important
molecules in inflammatory response promotion.
Smith et al.(4) demonstrated that the local role played
by TNF-α in the pulmonary response to Mtb
infection, especially in the production of
granulomas, is complex. In addition to aiding
bacterial clearance, TNF-α participates actively in
the modulation of pulmonary inflammation.
Inhibiting the activity of TNF-α in the lungs in
the initial phase of infection causes persistent
inflammation. Variations in cytokine production
among individuals may be related to various
genetic polymorphisms, thereby determining the
immune response to the disease. Different allelic
forms of various cytokine genes have been
identified, including single nucleotide
polymorphisms (SNPs) at positions -238(5) and 308 ( 6 ) in the TNF promoter region. A GA
substitution occurs in these polymorphisms,
resulting in mutations that seem to be related to
differences in gene expression and protein
secretion(7,8), although this is still controversial(9,10,11).
The presence of -308 SNP has been related to an
increase in TNF-α gene transcription(12,13). The
presence of the -308 A allele TNF2 has been related
to clinical susceptibility to various diseases, such
as cerebral malaria(14), mucocutaneous leishmaniasis
(15)
, and lepromatous leprosy(16). All of these diseases
have in common high levels of TNF-α circulating
in the peripheral blood. On the other hand, the
presence of this mutation has also been related to
protection against some diseases, such as severe
forms of leprosy(17,18,19). The SNP at position -238
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Siglas e abreviaturas utilizadas neste trabalho:
COPD – Chronic obstructive pulmonary disease
Mtb – Mycobacterium tuberculosis
SNP – Single nucleotide polymorphism
TB – Tuberculosis
TNF – Tumor necrosis factor
VDR – Vitamin-D receptor

has been associated with reduced TNF-α
transcription(17,19). The presence of the mutant 238A allele in patients with rheumatoid arthritis(13),
dengue with HIV(20), or cancer(21) has been related
to protection against and susceptibility to some
diseases, such as chronic hepatitis B and C (22),
multiple sclerosis(23) and psoriasis in males(24).
The objective of the present study was to
determine whether promoter region polymorphisms
of the gene encoding TNF-α (-238 and -308) are
related to the incidence of TB in patients treated
in hospitals in the state of Rio de Janeiro.
More ove r, we evaluated whether these
polymorphisms correlate with the various clinical
forms of TB and with HIV co-infection.
Patients, Materials and Method
Population studied. The study comprised 205
patients diagnosed with TB, admitted to the
Hospital Tuberculosis Control Program and treated
at two locations within the Universidade Federal
de Rio de Janeiro (UFRJ, Rio de Janeiro Federal
University) medical complex: the Instituto de
Doenças do Tórax (Institute for Thoracic Disease)
of the Hospital Universitário Clementino Fraga Filho
(HUCFF, Clementino Fraga Filho University
Hospital) and at the Hospital Estadual Santa Maria
(Santa Maria State Hospital). A diagnosis of TB was
considered confirmed if the culture tested positive
for mycobacteria and subsequent biochemical tests
of a clinical sample identified the species as
Mtb.Mean age was 48.5 ± 7.3 (range, 15 to 82),
and the group comprised 136 males and 69
females. In addition, 113 patients diagnosed with
lung diseases other than TB (45 with pneumonia,
5 with malignant carcinoma, 13 with COPD, 15
with meningitis, 12 with asthma, 3 with pulmonary
fibrosis and 20 with sepsis) were also included. In
this group, ages ranged from 18 to 81, and there
were 56 males and 57 females. The Research Ethics
Committee of the HUCFF-UFRJ approved this
project. All participants gave informed written
consent and completed a standardized

Jornal Brasileiro de Pneumologia 30(4) - Jul/Ago de 2004

questionnaire on demographic data and history of
diseases that could be related to the occurrence
of the polymorphisms analyzed in the present
study. Clinical samples were collected and stored
at -20°C for later use.
DNA extraction. We used a protocol based on a
commercial extraction kit (Invitrogen, Carlsbad, CA,
USA) and a DNA isolation reagent (DNAzol, Gibco BRL/
Life Technologies, Gaithersburg, MD, USA), adapted
for use on a small scale directly from total blood (fresh
or frozen) in our laboratory. In summation, after
thawing the samples, 300 µ L of blood were transferred
to a fresh test tube, and 1 mL of 0.9% NaCl solution
were added. After centrifugation, the resulting
sediment was resuspended in a hypotonic TE solution
(20 mM Tris-HCl; 10 mM EDTA) at 4°C. After another
centrifugation, DNAzol was added in order to break
down the sediment and liberate the DNA, which was
then precipitated with the addition of absolute ethanol.
The precipitate was dried at room temperature and
redissolved in 50 mL of alkaline solution (8 mM NaOH).
After having been redissolved, the DNA sample was
electrophoresed on a 1-% agarose gel, stained with
ethidium bromide to determine integrity and
concentration, and then stored at -20°C.
DNA amplification using polymerase chain
reaction and genotyping. The genotyping of the
polymorphism within the TNF-α promoter gene
was carried out as follows: for the -308 position,
after amplification of the region of interest (a 107bp fragment) as described by Wilson et al.(5), NcoI
enzyme was used for digestion; for the -238
position, after amplification of a 165-bp fragment,
BamHI enzyme was used for digestion. In short,
approximately 100 ng of the DNA extracted,
consisting of 50 mM of KCl, 10 mM of Tris-HCl pH
8.3, 1.5 mM of MgCl2, 200 µM of dNTP and 1.25
U of AmpliTaq Gold DNA Polymerase (Perkin-Elmer
Cetus, Norwalk, CT, USA), was added to each
polymerase chain reaction. Mutation-specific
oligonucleotides (1 µM for -308 and 12.5 pmol
for TNF -238) were also added, resulting in final
volumes of 50 µl (-308) and 40 µl (TNF -238). All
mixtures were incubated at 95°C for 10 minutes
and subsequently submitted to 38-cycle
amplifications: (for TNF -308) at 94°C for 1 minute,
at 57°C for 1 minute and at 72ºC for 1 minute;
(for TNF -238) at 60°C for 30 seconds, 72°C for
30 seconds, 94°C for 30 seconds and 72°C for 7
minutes.

Statistical analysis: Statistical significance between
proportions of sociodemographic data and the
differences between genotypic and allelic frequencies
was determined using the chi-square test or, when
appropriate, Fisher’s exact test (Epi Info, version 6,
Centers for Disease Control and Prevention). The
magnitude of each correlation was estimated as an
odds ratio (OR), with its respective confidence interval
(CI). The level of significance adopted was 5%.
RESULTS
Genotypic and allelic distribution of -238G/A and 308G/A polymorphisms in the population studied
Patients with TB. The presence or absence of
SNPs in the gene encoding TNF-α was determined.
This determination was made for the -238 position
in 200 TB patients and for the -308 position in
205 TB patients. In the analysis of mutation at
positions -238 and -308, no significant differences
related to gender or HIV co-infection were
detected in the incidence of the mutant allele or
in any of the possible genotypes (data not shown).
Patients were stratified by clinical presentation
of the disease (pulmonary versus extrapulmonary
or disseminated). For the mutation at the -238
position, a significantly higher incidence of the
wild-type GG homozygote genotype was seen in
the group of patients with pulmonary forms of TB
than in those with extrapulmonary or disseminated
forms (p = 0.003; OR = 5.54; CI = 2.01-15.00). In
contrast, incidence of the mutant GA and AA
genotypes was significantly lower in the group with
pulmonary forms than in those with extrapulmonary
or disseminated forms ( p = 0.04; OR = 0.33; CI =
0.11-1.07 and p = 0.001; OR = 0.05; CI = 0-0.44,
respectively). A significant increase in the incidence
of the -238A allele was also observed in the group
of patients with the more severe (extrapulmonary
or disseminated) forms ( p = 0.00002; OR = 0.15;
CI = 0.06-0.36). Regarding the -308 position, no
significant differences in genotypic and allelic
frequencies were seen among the clinical
presentation forms of TB (data not shown).
Patients with other lung diseases. Genetic
variability at positions -238 and -308 of the gene
encoding TNF-α was evaluated in, respectively, 100
and 113 patients diagnosed with lung diseases
other than TB. After gender stratification, only 3
males were found to carry the -238A allele with a
heterozygote genotype. No female patients carried
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the -238A mutant allele. No HIV-negative patients
carried the -238A allele, and only 3 HIV positive
patients (6.7%) carried the mutant allele, all of
the GA genotype. Among the 113 patients in whom
the mutation at the -308 position of the TNF-α
gene was analyzed, no significant differences were
found in relation to gender or co-infection with
HIV (data not shown).
Distribution of -238 and -308 G/A
polymorphisms in TB and Non-TB patients
The distribution of genotypic and allelic
frequencies of polymorphisms at the -238 and 308 positions in the group of patients diagnosed
with TB and in the group diagnosed with lung
diseases other than TB is shown in Table 1. In the
group of patients with other diseases, a significant
increase in the incidence of the wild-type -238
GG genotype was observed. Inversely, the
frequency of the heterozygote GA genotype was
significantly higher in the group of patients with
TB, and no patients from the non-TB group
presented the mutant homozygote AA genotype.
The analysis of allelic frequency showed that the
incidence of the -238A allele was significantly
higher in the TB group than in those in the nonTB group ( p < 0.01).
Comparison of the genotypic distribution of SNP
in the position -308A between the groups showed
that, in the group of patients with TB, there was
significantly higher incidence of both the mutant

homozygote (AA) genotype and the -308A allele
(p = 0.04; OR = 2.48; CI = 0.93-0.97 and p =
0.02; OR = 1.94; CI = 1.07-3.58, respectively).
DISCUSSION
The participation of genetic background in
resistance and susceptibility to initial infection, and
in the progression from latent to active TB has
been elegantly demonstrated in various animal
models(25,26,27). Various studies with humans have
shown a genetic component to host susceptibility,
resistance to TB infection and conversion to active
TB(28). Concordance between monozygotic twins
in the development of active TB ranges from 65%
to 85%, compared with 20% to 35% for dizygotic
twins. Stead et al., in an innovative tuberculin
survey conducted in a home for the elderly in
Arkansas, reported that Afro-Americans became
infected with Mtb more often than Caucasians(29).
Other studies have shown that patients carrying
mutations in IFN-γ and IL-12 receptors present
infection with BCG and atypical mycobacteria more
frequently and develop more severe clinical
manifestations of the disease(30,31). More recently,
correlation studies have been carried out involving
the genes encoding various factors, such as
NRAMP1, vitamin-D receptor (VDR), IL-10, IL-1 and
IFN-γ , that are important in the pathogenesis of
TB (32,33,34) . Four polymorphisms, deletions or
mutations in the gene encoding NRAMP1 have
been correlated with susceptibility to TB in
populations in Gambia, Japan, Korea and

TABLE 1
Genotypic distribution of SNPs at the –238 and -308 positions in theTNF-α
promoter region in tuberculosis and non-tuberculosis patients

-238
GG
GA
AA
f (A)
-308
GG
GA
AA
f (A)

TB patients
n = 200
173 (86.5%)
20 (10%)
7 (3.5 %)
0.085
n = 205
n (%)
174 (84.8%)
06 (2.9%)
25 (12.1%)
0.13

NTB patients
n = 100
97 (97%)
3 (3%)
0 (0%)
0.015
n = 113
n (%)
102 (90.3%)
05(4.4%)
06 (5.3%)
0.084

p value

OR

0.004
0.031

0.20
3.59

0.05-0.71
0.98-15

0.0007

6.10

1.77-25

0.17
0.34
0.04
0.02

0.61
0.65
2.48
1.94

0.27-1.32
0.93
0.93
1.07-3.58

CI

TB: tuberculosis; NTB: non-tuberculosis; n : number of patients studied; OR: odds ratio; CI: confidence interval; GG:
wild-type homozygote genotype; GA: heterozygote genotype; AA: mutant homozygote genotype; f: frequency

464

Jornal Brasileiro de Pneumologia 30(4) - Jul/Ago de 2004

Guinea(32,33). The SNPs found in the IL-1 gene cluster
and in the VDR gene have been related to
susceptibility to TB in patients in India(34,35). Selvaraj
et al.(39), in a recent case-control study, reported
no correlation between the -238 and -308
polymorphic sites of TNF-α promoter gene and
the development of pulmonary TB. However, the
authors did not compare the incidence of these
polymorphisms with the various clinical forms of
TB. In the present study, we analyzed the possible
correlations between these polymorphisms and the
severity of the various forms of TB. In addition,
we investigated potential correlations between
these polymorphisms and various clinical and
demographic characteristics, such as severity of
clinical manifestation, gender and HIV co-infection.
Polymorphisms in the TNF-α promoter region and
their correlation with TB: severity and infection
In the present study, only 8% of patients in the
non-TB group carried the -238A allele, whereas
15% of patients in the TB group presented this
mutation (p d 0.01). These results confirm data
found in the literature, when comparing patients
with TB to those who have been in contact with
TB patients and test positive on tuberculin tests,
since the presence of this allele (-238A) can be
considered a marker of susceptibility to TB(40) . The
correlation of the -238A allele incidence with
extrapulmonary and disseminated TB, as evidenced
in the present study, has never before been reported
in the literature. Future studies evaluating this
correlation and Mtb virulence may confirm its
usefulness as a marker of clinical severity, especially
in recently infected patients who are at risk for
developing the forms of TB that present high rates
of morbidity and mortality.
One of the principal limitations of our study was
that patients diagnosed with lung diseases other than
TB were not submitted to tuberculin tests. Therefore,
in our analysis of mutant allele correlations, we could
not compare non-TB to TB patients.
However, when the distribution of mutation at
the -308 position was studied in combination with
increased gene transcription and the consequent
higher protection against the incidence of a given
disease, we observed significantly higher incidence
of this allele and of AA genotype in TB patients
than in non-TB patients. A possible explanation for
this discrepancy is that the non-TB group comprised

some patients diagnosed with diseases related to
high TNF-α production, which is characteristic of
carriers of such alleles. Therefore, this group cannot
be considered a “clean” control group. It is also
known that the TNF-α gene is regulated at various
transcriptional and post-transcriptional levels (38).
Therefore, another possibility is that some patients
diagnosed with TB and carrying the -308 allele (and
therefore functionally more able to produce TNFα ) also carry mutations in other anti-TB immuneregulatory genes, such as that encoding IFN-γ , or
even in the TNF receptor itself. Therefore, although
these patients would present a mutation that
induced greater TNF -α production, the absence of
receptor malfunction would prevent this cytokine
from exerting its inflammatory action, thereby
favoring the development of TB.
The immune response, whether protective against
TB development (or even TB severity) or not, is related
to a network of cytokines produced over the course
of the infection. Therefore, identifying the molecular
mechanisms that precede the production of these
cytokines may represent a powerful tool for
researching new vaccines and therapeutic drugs.
REFERENCES
1. OMS. Global tuberculosis control - surveillance
planning, financing. [citado em 2002]. Disponível em:
http://www.who.org.
2. Aisu T, Raviglione MC, van Praag E, Erick P, Narain J,
Barugahare L, et al. Preventive chemotherapy for HIVassociated tuberculosis in Uganda: an operational
assessment at a voluntary counseling and testing
centre. AIDS. 1995;9:267-73.
3. Narain J, Raviglione MC, Kochi A. HIV associated
tuberculosis in development countries: epidemiology
and strategies for interventions. Tubercle Lung Dis.
1992;73:311-21.
4. Smith S, Liggitt D, Jeromsky E, Tan X, Skerrett SJ, Wilson
CB. Local role for tumor necrosis factor alpha in the
pulmonary inflammatory response to Mycobacterium
tuberculosis infection. Infect Immun. 2002;70:2082-9.
5. Wilson AG, di Giovine FS, Blakemore AIF, Duff GW.
Single base polymorphism in the human tumor necrosis
factor (TNF) alpha gene detectable by NcoI restriction
of PCR product. Hum Mol Genet. 1992;1:353.
6. Kaluza W, Reuss E, Grossmann S, et al. Different
transcriptional activity and in vitro TNF-α production
in psoriasis patients carrying the TNF- 238A promoter
polymorphism. J Invest Dermatol. 2000;114:1180-3.
7. Hajjeer AH. Influence of TNFa gene polymorphisms on
TNFa production and disease. Hum Immunol.
2001;62:1191-9.
8. D’Afonso SPMR. An intragenic polymorphism in the
human tumor necrosis factor alpha (TNFA) chainencoding gene. Immunogenetics. 1996;44:32.

465

9. Abraham LJ, Kroeger KM. Impact of the -308 TNF
promoter polymorphism on the Transcriptional
regulation of the TNF gene: relevance to disease. J
Leukoc Biol. 1999;66:562-6.
1 0 . Kroeger KM, Steer JH, Joyce DA, Abraham LJ. Effects of
stimulus and cell type on the expression of the -308
tumour necrosis factor promoter polymorphism.
Cytokine. 2000;12:110-9.
11. Bayley JP, de Rooij H van den Elsen PJ, Huizinga TW, Verweij
CL. Functional analysis of linker-scan mutants spanning the
-376, -308, -244, and -238 polymorphic sites of the TNFalpha promoter. Cytokine. 2001;14:316-23.
1 2 . Kroeger KM, Carville KS. The -308 Tumor necrosis factorpromoter polymorphism effects transcription. Mol
Immunol. 1997;34:391-9.
1 3 . Kaijzel E, van Krugten M, Brinkman Bec. Functional
analysis of a human tumor necrosis factor alpha (TNFalpha) promoter polymorphism related to damage in
rheumatoid arthritis. Mol Med. 1998;4.
14. McGuire W, Hill AV, Allsopp CE,Greenwood BM,
Kwiatkowski D. Variation in the TNF alpha promoter
region associated with susceptibility to cerebral malaria.
Nature. 1994;371:508-10.
1 5 . Cabrera M, Shaw MA, Sharples C, Williams H, Castes M,
Convit J, et al. Polymorphism in tumor necrosis factor
genes associated with mucocutaneous leishmaniasis.
J Exp Med. 1995;182:1259-64.
1 6 . Roy S, McGuire W, Mascie Taylor CG, Saha B, Hazra SK,
H i l l A V, e t a l . Tu m o r n e c ro s is f a c t o r p ro m o t e r
polymorphism and susceptibility to lepromatous
leprosy. J Infect Dis. 1997;176:530-2.
17. Santos A, Almeida A, Suffys PN, Moraes MO, Filho VF, Mattos
HJ, et al. Tumor necrosis factor promoter polymorphism
(TNF2) seems to protect against development of severe forms
of leprosy in a pilot study in Brazilian patients. Int J Lepr
Other Mycobact Dis. 2000;68:325-7.
1 8 . Santos A, Suffys P, Vanderborght P, Moraes M, Vieira L,
Cabello P, et al. Role of tumor necrosis factor alpha
and interleukin-10 promoter gene polymorphism. J
Infect Dis. 2002;186:1687-91.
19. Shaw MA, Donaldson IJ, Collins A, et al. Association and
linkage of leprosy phenotypes with HLA class II and tumor
necrosis factor genes. Genes Immun. 2001;2:196-204.
2 0 . Hill AVS, Ruwende C, McGuire W, Bellamy R, Coleman
E, Ali S, et al. Association of the TNF-238 promoter
polymorphism with susceptibility to tuberculosis and
malaria in Africa. Hum Immunol. 1996;47:118.
21. Jang W, Yang Y, Yea Sec. The- 208 tumor necrosis factoralpha promoter polymorphism is associated with decreased
susceptibility to cancers. Cancer Lett. 2001;166:41-6.
2 2 . Hohler T, Schaper T, Schneider P, Meyer Z, Buschenfelde
K, E M-H. Association of different tumor necrosis
factor alpha promoter allele frequencies with
ankylosing spondylitis in HLA-B27 positive
individuals. Arthritis Rheum: 1998;41:1489-92.
2 3 . Huizinga T, Westendorp R. TNF-alpha promoter
polymorphism production and susceptibility to
multiple sclerosis in different groups of patients. J
Neuroimmunol. 1997;72:149-53.
24. Reich K, Westphal G, Schulz Tec. Combined analysis of
polymorphisms of the tumor necrosis factor-alpha and

466

interleukin-10 promoter regions and polymorphic
xenophobic metabolizing enzymes in psoriasis. J Invest
Dermatol. 1999;113:214-20.
2 5 . Lurie M, Abramson S, Heppleston A. On the response
of genetically resistance and susceptible rabbits to
the quantitative inhalation of human-type tubercle
bacilli and the nature resistance to tuberculosis. J
Exp Med. 1952;95:119-34.
26. Vidal S, Malo D, Vogan K, Skamene E, Gros P. Natural
resistance to infection with intracellular parasites:
isolation of a candidate for BCG. Cell. 1993;73:469-85.
27. Flynn JL, Goldstein M, Chan J, Triebold K, Pfeffer K,
Lowestein C, et al. Tumor necrosis factor alpha is required
in the protective immune response against Mycobacterium
tuberculosis in mice. Immunity. 1995;2:251-72.
2 8 . Stead WW. Variation in vulnerability to tuberculosis in
America today: random, or legacies of different ancestral
epidemics? Int J Tuberc Lung Dis. 2001;5:807-14.
2 9 . Stead WW, Senner J, Reddick W, Lofgrien J. Racial
differences in susceptibility to infection by M.
tuberculosis. N Engl J Med. 1990;322:422-7.
30. Newport M, Huxley C, Huston S, Hawrylowicz C, Oostra B,
Williamson R, et al. A mutation in the interferon-gammareceptor gene and susceptibility to mycobacterial
infection. N. Engl J Med. 1996;335:1941-5.
31. Altare F, Duarandy A, Lammas D, et al. Impairment of
mycobacterial immunity in human interleukin-12
receptor deficiency. Science. 1998;280:1432-5.
32. Bellamy R, Hill AVS. Genetic susceptibility to
mycobacteria and other infectious pathogens in
humans. Curr Opin Immunol. 1998;10:483-7.
3 3 . Ryu S, Park Y, Bai G, Kim S, Park S, Kang S. 3´UTR
polymorphism in the NRAMP1 gene is associated with
susceptibility to tuberculosis in Koreans. Int J Tuberc
Lung Dis. 2000;4:577-80.
3 4 . Bellamy R, Ruwende C, Corrh T, McAdam HPWJ, Thursz
M, Whittle HC, et al. Tuberculosis and chronic hepatitis
B virus infection in Africans and variations in vitamin
D receptor gene. J Infect Dis. 1999;179:721-4.
35. Selvaraj P, Narayanan P, Reetha A. Association of vitamin
D receptor genotypes with the susceptibility to pulmonary
tuberculosis in female patients & resistance in female
contacts. Indian J Med Res. 2000;111:172-9.
36. Orme IM. The immunopathogenesis of tuberculosis: a new
working hypothesis. Trends Microbiol. 1993;6:94-8.
3 7 . Roy S, McGuire W, Mascie Taylor CG, Saha B, Hazra SK,
H i l l A V, e t a l . Tu m o r n e c ro s is f a c t o r p ro m o t e r
polymorphism and susceptibility to lepromatous
leprosy. J Infect Dis. 1997;176:530-2.
38. Makhatadze N. Tumor necrosis factor: Genetic
organization and biological implications. Hum
Immunol. 1998;59:571-9.
3 9 . Selvaraj P, Sriram U, Mathan Kurian S, Reetha AM,
Narayanan PR. Tumour necrosis factor alpha (-238 and
-308) and beta gene polymorphisms in pulmonary
tuberculosis: haplotype analysis with HLA-A, B and DR
genes. Tuberculosis. 2001;81:335-41.
4 0 . Oliveira MM, Fonseca da Costa J, Almeida AS, Amim
LHV, Loredo CCS, Rabahi MF, Mello FCQ, Lapa e Silva
JR, Kritski, AL, Santos, AR. TNF- að e a conversão ao
teste tuberculínico: papel dos polimorfismos de base
única - -238/-308. Pulmão, RJ. 2003;12:148-54.

Jornal Brasileiro de Pneumologia 30(4) - Jul/Ago de 2004

467

