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ABSTRACT: The PTPN22 gene codes for an intracellu-
lar lymphoid-specific phosphatase (Lyp) that has a nega-
tive regulatory effect on T-cell activation. Because Lyp is
an important molecule involved in the inflammatory re-
sponse, and its levels are increased in cells that participate
in the immune response against Mycobacterium tuberculosis,
we hypothesized that the functional PTPN22 C1858T
polymorphism could be a genetic factor predisposing to
the development of tuberculosis (TB). Accordingly, we
undertook an association study in which 113 patients
with pulmonary TB and 161 matched healthy controls
stratified by the tuberculin skin test (TST) were exam-
ined. Significant skewing was observed when T allele
frequencies of patients with TB and all controls were
compared (P � 0.04, odds ratio � 0.3; 95% confidence

interval � 0.08–1.04) and frequencies of patients with t

PBMC peripheral blood mononuclear cell
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B and TST� healthy controls were compared (P � 0.01,
dds ratio � 0.2; 95% confidence interval � 0.05–0.79).
o stratification was detected between patients and con-

rol samples. These results suggest that the T allele may
e a factor protecting against development of TB once the
mmune system recognizes M. tuberculosis (i.e., TST� in-
ividuals), whereas the C allele may be a risk factor for
evelopment of overt TB. The results also indicate that an
ssociation opposite that between the PTPN22 polymor-
hism and TB exists between TB and autoimmunity.
uman Immunology 66, 1242–1247 (2005). © American

ociety for Histocompatibility and Immunogenetics,
006. Published by Elsevier Inc.
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ABBREVIATIONS
Csk C-terminal Src tyrosine kinase
CI confidence interval
DC dendritic cell
DTH delayed-type hypersensitivity
Grb2 growth factor receptor-bound protein 2
NK natural killer
OR odds ratio
CR polymerase chain reaction
TPN22 protein tyrosine phosphatase nonreceptor 22
LE systemic lupus erythematosus
NP single-nucleotide polymorphism
1D type 1 diabetes
B tuberculosis
ST tuberculin skin test
NTRODUCTION
uberculosis (TB) remains one of the most common
auses of illness and mortality in humans, and it is
stimated that approximately one-third of the world’s
opulation has been infected with Mycobacterium tubercu-
osis [1]. The natural history of TB follows a variable
ourse after initial infection, with only 10% of those
nfected developing clinical disease. Although associated
llnesses, medical treatments, and malnutrition may in-

From the Instituto de Parasitología y Biomedicina, Granada, Spain
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rease the risk of developing disease, these conditions,
xcept for human immunodeficiency virus (HIV) infec-
ion, account for only a small proportion of TB cases
oday [1].

In the majority of infected individuals, active natural
nd acquired immune responses successfully control M.
uberculosis. Natural immune mechanisms such as den-
ritic cells (DCs), natural killer (NK) cells, macrophages,
nd neutrophils probably have an important role in the
rimary response to M. tuberculosis and may suffice to
ontrol infection in some individuals. In the majority of
ndividuals, however, acquired immune responses are
ecessary for the control of M. tuberculosis infection [2].

The PTPN22 (protein tyrosine phosphatase nonrecep-
or 22) gene maps to chromosome 1p13.3-p13.1 [3] and

ncodes an intracellular lymphoid-specific phosphatase

0198-8859/05/$–see front matter
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1243PTPN22 in Tuberculosis
nown as Lyp, which contains an N-terminal catalytic
omain and a noncatalytic C terminus with four proline-
ich domains [3]. Lyp dephosphorylates the kinases Lck,
yn, and Zap-70, all known to be important in T-cell
ignaling. An additional function of Lyp is to downregu-
ate activation of T cells by binding to C-terminal Src
yrosine kinase (Csk). Csk is an essential suppressor of
inases that mediates T-cell activation [3]. In addition,
yp binds to the adaptor molecule Grb2 (growth factor
eceptor-bound protein 2), and this interaction is
hought to play a negative regulatory function in T-cell
ignaling [4]. It is expressed primarily in hematopoietic
issues [3, 4], such as thymus, spleen, bone marrow, and
eripheral blood mononuclear cells (PBMCs). Recent
indings confirmed and extended these results in specific
BMC subsets as well as in NK cells, neutrophils, and
D8� cells [5], all of which can be detected in the

uberculous granuloma [6].
Recent findings have demonstrated that a single-

ucleotide polymorphism (SNP) of PTPN22 (C1858T;
sSNP no, rs2476601, R620W) placed at the P1 motif
oes not bind Csk, preventing formation of the complex
nd, therefore, suppression of T-cell activation [7]. In
aucasians, the PTPN22 T allele is a risk factor for some
utoimmune diseases, such as rheumatoid arthritis, sys-
emic lupus erythematosus, autoimmune thyroid dis-
ases, and type 1 diabetes (T1D) [5, 7–10], but not for
thers, such as multiple sclerosis [9, 11]. In Colombians,
imilar results have been reported for SLE, primary
jögren’s syndrome, and T1D [12].

Because Lyp is an important molecule involved in the
mmune and inflammatory response and its levels are
ncreased in cells that participate in the immune response
gainst M. tuberculosis[5, 6], we hypothesized that the
unctional PTPN22 C1858T polymorphism could be an
mportant genetic factor predisposing to the develop-
ent of TB.

ATERIALS AND METHODS
atients
ne hundred and thirteen patients (96 women, 17 men)
ith pulmonary TB were enrolled in the study at the

ime of treatment for their disease. Their mean age was
0 � 15. TB was diagnosed by detection of alcohol-
esistant acid-fast bacilli in sputum or by isolation of M.
uberculosis in culture. In all cases, patients with TB were
egative for HIV 1/2 infection (by Axsym Assays, Ab-
ott Laboratories, Chicago, IL, USA). Patients had been
nrolled at the Corporación para Investigaciones Biológi-
as (CIB), Medellin, Colombia, as part of a project on the
mmunogenetics of TB [13]. Three patients with TB had
previous history of autoimmune hemolytic anemia, C
iscoid lupus erythematosus, or systemic lupus
rythematosus.

As a control population, we included 161 individuals
112 women, 49 men) older than 18 and from both sexes,
ithout inflammatory, autoimmune disease or a history
f chronic infectious disease, including TB and HIV
nfection. They were matched to patients with respect to
ender, ethnicity, and socioeconomic status and were
nrelated to the patients.

Historical and genetic evidence suggests that the re-
ently established population of Antioquia is potentially
seful for genetic mapping. This population was estab-
ished in the 16th to 17th centuries and flourished in
elative isolation until the late 19th century [14]. The
dmixture between Paisa and African or Amerindian
opulations has been historically documented as low
15]. The identity coefficient method has estimated the
ncestral ethnic components as 85% Caucasian and 15%
merindian [16]. The African contribution to the Paisa

ommunity was estimated as being not significantly
ifferent from zero [17].

This research was conducted in compliance with Res-
lution 008430 of 1993 of the Ministry of Health of
olombia, and was classified as research with minimal

isk. The local ethics committee approved the study.

uberculin Skin Test
ll control individuals underwent testing to assess the
elayed-type hypersensitivity (DTH) skin test response
o 0.1 ml (5 TU) of the purified protein derivative (PPD)
ntigen (Tuberculin PPD Powder, Master Lot No.
54616, from the Public Health Service, Centers for
isease Control and Prevention, Atlanta, GA, USA)

njected intradermally into the forearm, following the
antoux method [18]. The skin test response was mea-

ured as the diameter of induration 48–72 hours after
njection. We classified these subjects into those who
ere naturally infected with M. tuberculosis (i.e., diameter
f induration �10 mm) and those who were uninfected
t the time of DTH ascertainment (diameter of indura-
ion � 10 mm); 75 (�47%) subjects were considered to
e naturally infected, and 86 (�53%) were considered
ninfected, that is, tuberculin skin test-negative (TST-).
he mean age of these individuals was 45 � 16 for TST-
ealthy controls and 47 � 15 for TST� healthy controls.
ll of them were negative for TB disease.

enotyping
enomic DNA was isolated from 10-ml EDTA-

nticoagulated blood samples using the standard salting-
ut technique. Genotyping for PTPN22 C1858T was
arried out using a Custom TaqMan SNP Genotyping
ssays method (Applied Biosystems, Foster City,

A, USA). The primer sequences were 5=-CCAGCTTC-
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TCAACCACAATAAATG-3’(sense) and 5’-CAACT-
CTCCAAGGATAGATGATGA-3’ (antisense). The
aqman minor groove binder probe sequences were 5’-
aggtgtccatacagg-3’, and 5’-caggtgtccgtacagg-3=. The
robes were labeled with the fluorescent dyes VIC and
AM, respectively. Polymerase chain reaction (PCR) was
arried out in total volume of 12.5 �l using the follow-
ng amplification protocol: denaturation at 95°C for 10
inutes, followed by 40 cycles of denaturation at 92°C

or 15 seconds, and annealing and extension at 60°C for
minute. After PCR, each sample genotype was deter-
ined by measuring allele-specific fluorescence in the
BI Prism 7000 Sequence Detection System, using SDS
.1 software for allele discrimination (Applied Biosys-
ems). To confirm the genotype obtained by the Taqman
’-allele discrimination assay, PCR restriction fragment
ength polymorphism was performed on representative
amples from each genotype as previously described [7].
riefly, we used the forward primer 5=-TCACCAGCT-
CCTCAACCACA-3= and the reverse primer 5=-
ATAATGTTGCTTCAACGGAATTTA-3=. The geno-

ypes were identified by XcmI restriction endonuclease
igestion, which recognizes its target sequence only
hen the PTPN22 1858T allele is present. Digestion
roducts were resolved on 3% agarose gels.

tatistical and Genetic Analysis
llele and genotype frequencies of PTPN22 C1858T
ere obtained by direct counting. Data were managed
sing the GraphPad InStat V3.00 for Windows
GraphPad Software, San Diego, CA, USA) and Gene-
op v3.4 software (http://wbiomed.curtin.edu.au/

ABLE 1 Frequency of PTPN22 C1858T genotypes
and alleles with respect to TST status

TB
patients All controls TST� controls

TPN22 C1858T
genotype

(n � 113) (n � 161) (n � 75)

CC 110 (97.3)a 147 (91.3) 66 (88)
CT 3 (2.7) 14 (8.7)b 9 (12)c

TT 0 (0) 0 (0) 0 (0)
TPN22 C1858T allele (n � 226) (n � 322) (n � 150)
C 223 (98.7) 308 (95.7) 141 (94)
T 3 (1.3) 14 (4.3)d 9 (6)e

Number (%).

Comparison between patients and all controls for genotype CT versus geno-
ype CC: OR � 0.28, 95% CI � 0.08–1.02, p� 0.04.

Comparison between patients and TST� controls for genotype CT versus
enotype CC: OR � 0.2, 95% CI � 0.05–0.76, p� 0.01.

Comparison between patients and all controls for allele T versus allele C: OR
0.3, 95% CI � 0.08–1.04, p� 0.04.

Comparison between patients and TST� controls for allele T versus allele C:
R � 0.2, 95% CI � 0.05–0.79, p� 0.01.
enepop). Differences between allele and genotype fre- b
uencies were determined using the �2 test and the
wo-sided Fisher exact test as appropriate. Crude odds
atios (ORs) were calculated with 95% confidence in-
ervals (CIs). A p value �0.05 was considered statisti-
ally significant. Population heterogeneity among the
ase and control sets was examined using Wright’s F
tatistic according to the nonbiased method of Weir
nd Cockerham [19].

ESULTS
e examined the PTPN22 C1858T SNP in 113 patients

ith TB and in 161 healthy controls stratified by TST.
enotypic and allelic frequencies corresponding to
TPN22 C1858T SNP among patients with TB and
ontrols are listed in Table 1. Both patients and controls
ere in Hardy–Weinberg equilibrium. There was no

tratification between patients and control samples, be-
ause the Fst subdivision coefficient was not significantly
ifferent from zero (Table 2). Thus, patients and controls
ad a similar genetic background.

When genotypes in a 2 � 2 contingency table were
ompared among patients with TB and all controls, an
ssociation with protection was observed in T allele-
arrying genotypes (C/T genotype vs C/C genotypes, P �
.04, OR � 0.28, 95% CI � 0.08–1.02). This statis-
ically significant difference was increased when T allele-
arrying genotypes of patients with TB were compared
ith TST� healthy controls (P � 0.01, OR � 0.2, 95%
I � 0.05–0.76).
This statistically significant skewing was also ob-

erved when T allele frequencies were compared between
B patients and all controls (P � 0.04, OR � 0.3, 95%
I � 0.08–1.04) and between TB patients and TST�
ealthy controls (P � 0.01, OR � 0.2, 95% CI �
.05–0.79). We could not detect individuals carrying
he TT genotype among patients and controls. In addi-
ion, the frequency of the T allele observed in our Co-
ombian sample set was very low (4.3%) compared with
hat observed in some Caucasian populations (�7%)
9, 10].

ABLE 2 Estimates of population subdivisiona

f F 	

ocusb 
0.0283 0.0070 
0.0355
eplicas 10000 10000 10000
5% CI 95.0 95.0 95.0

	, f, and F estimates represent the nonbiased estimates of Wright’s classic Fis,
it, and Fst subdivision coefficients; 95% CI � confidence interval of 95% of
he estimates after the bootstrap process of 10,000 replicas. As can be seen,
here was no subdivision at the individual–subpopulation, individual–total
opulation (patients and controls together), and subpopulation–total popula-
ion levels.
Corresponds to PTPN22 locus.

http://wbiomed.curtin.edu.au/genepop
http://wbiomed.curtin.edu.au/genepop
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1245PTPN22 in Tuberculosis
We also examined the influence of PTPN22 C1858T
ith respect to gender. There were no significant differ-

nces between PTPN22 C1858T alleles and genotypes
etween men and women (data not shown).

ISCUSSION
any studies, notably those on monozygotic and dizy-

otic twins, indicate that inherited genetic factors play a
ey role in determining susceptibility and resistance to
vert TB following infection [20–23]. The immune
nteractions between the host and the highly complex
olecular structure of M. tuberculosis are multifactorial.

rom the standpoint of the host, resistance to infection
epends on the ability of macrophages to phagocytose
nd destroy the bacilli; and this, in turn, is affected by
lass II HLA-determined antigen presentation, the acti-
ation of macrophages by T cell-derived cytokines and
itamin D [24], and granuloma formation. Several of the
enes involved in these processes have been identified,
otably the HLA-DR and HLA-DQB1 loci, which de-
ermine which mycobacterial antigens are presented to
elper T cells [25, 26]. Our results indicate that in
ddition to other non-HLA genes, such as NRAMP1,
itamin D receptor gene, and TNF [13, 27, 28],PTPN22
lso influences susceptibility/resistance to the develop-
ent of pulmonary TB.
The PTPN22 gene product (i.e., Lyp) is an important

ownregulator of T-cell activation and other cell subsets
uch as NK cells and neutrophils, in part through its
hysical interaction with Csk and probably through its
nteraction with the adaptor molecule Grb2 [4, 29].
everal reports have demonstrated that the T allele is a
isk factor for some but not all autoimmune diseases [5,
–12]. On the basis of animal models, PTPN22 may play
role in diseases characterized by lymphoproliferation.
TPN22 knockout mice display rather subtle changes in
number of immune parameters, such as enlargement of

he spleen and lymph nodes, that are accompanied by
pontaneous formation of germinal centers and higher
evels of antibodies [30]. Nevertheless, the majority of
ata on the role of this protein in T-cell activation stems
rom work on the mouse ortholog, PEP, which is only
0% homologous to Lyp [30].

To our knowledge, a role for the PTPN22 C1858T
NP in the susceptibility to acquire infectious diseases,
uch as TB, has not been reported. We believe that this
unctional SNP could influence the susceptibility to de-
elop TB, because Lyp is an important molecule involved
n the inflammatory response, and its levels are aug-
ented in cells that participate in the immune response

gainst M. tuberculosis [5]. Our results have shown that T
llele carriers are protected against disease once the im-

une system recognizes M. tuberculosis (i.e., TST� indi- a
iduals), whereas C allele carriers are prone to develop-
ent of overt TB.
The question that arises is how to translate this ge-

etic result into physiopathology. Because this SNP is
unctionally important and PTPN22 T allele carriers do
ot have the downregulatory effect of Lyp on T-cell
esponses, these individuals could respond better to M.
uberculosis and control the infection. In those individuals
ho are PTPN22 T allele carriers and are TST-, other
echanisms may play an additional role in resistance to
ycobacteria, or these persons may have never been in

ontact with the infectious agent. Because not a single
ST- individual was immunosuppressed or had a chronic
isease, anergy is not a plausible explanation for their
TH status.
Increased accumulation of neutrophils in the granu-

oma and increased chemotaxis are two phenomena ob-
erved in TB [31]. At the site of multiplication of bacilli,
eutrophils are the first cells to arrive, followed by NK
ells, �/� T cells, and /� T cells [2]. Studies in humans
ave demonstrated that neutrophils provide agents such
s defensins, which are lacking in macrophage-mediated
illing [32]. NK cells are also the effector cells of innate
mmunity. These cells may directly lyse pathogens or can
yse infected monocytes. In vitro co-culture with live M.
uberculosis results in the expansion of NK cells, implying
hat they may be important responders to M. tuberculosis
nfection in vivo [33, 34]. During early infection, NK
ells are capable of activating phagocytic cells at the site
f infection [34]. However, because the influence of the
TPN22 C1858T polymorphism on protein production
ay differ with tissue and cell type [5], further studies

re needed to assess the relative influence of the PTPN22
1858T polymorphism in the local expression of Lyp in

he lung and in the tuberculous granuloma.
Noteworthy, the association of the PTPN22 polymor-

hism with disease in our population is opposite that
etween TB and autoimmunity [12], suggesting positive
election. Natural selection for resistance to a pathogen
an lead to decrease in the frequency of alleles that are
therwise deleterious [35]. If protection from infection is
stronger selective force than negatively selected pheno-

ype, the deleterious allele will accumulate in the pop-
lation as long as the infectious agent remains prevalent.
hus, infectious diseases such as TB may exert immu-
ological protection against autoimmunity (by homeo-
tatic competition, bystander suppression, or toll-like
eceptor stimulation) [36, 37], favoring at the same time
selective genetic pressure that would increase the risk of
utoimmune diseases [13, 35].

CKNOWLEDGMENTS

e thank our colleagues Paula A. Correa, Angela Restrepo,

nd Luciano Velez for outstanding assistance, and all the



p
f
T

R

1

1

1

1

1

1

1

1

1

1

2

2

2

2

2

1246 L.M. Gomez et al.
atients and participants in this study. L.M.G.’s work was
inanced in part by an educational grant from Misión Social-
CC, Colombia.

EFERENCES

1. Raviglione MC, Snider DE, Kochi A: Global epidemiol-
ogy of tuberculosis: morbidity and mortality of a world-
wide epidemic. JAMA 273:220, 1995.

2. North RJ, Jung YJ: Immunity to tuberculosis. Annu Rev
Immunol 22:599, 2004.

3. Cohen S, Dadi H, Shaoul E, Sharfe N, Roifman CM:
Cloning and characterization of a lymphoid-specific, in-
ducible human protein tyrosine phosphatase, Lyp. Blood
93:2013, 1999.

4. Hill RJ, Zozulya S, Lu YL, Ward K, Gishizky M, Jallal B:
The lymphoid protein tyrosine phosphatase Lyp interacts
with the adaptor molecule Grb2 and functions as a neg-
ative regulator of T-cell activation. Exp Hematol 30:237,
2002.

5. Begovich AB, Carlton VE, Honigberg LA, Schrodi SJ,
Chokkalingam AP, Alexander HC, Ardlie KG, Huang Q,
Smith AM, Spoerke JM, Conn MT, Chang M, Chang SY,
Saiki RK, Catanese JJ, Leong DU, Garcia VE, McAllister
LB, Jeffery DA, Lee AT, Batliwalla F, Remmers E, Cri-
swell LA, Seldin MF, Kastner DL, Amos CI, Sninsky JJ,
Gregersen PK: A missense single-nucleotide polymor-
phism in a gene encoding a protein tyrosine phosphatase
(PTPN22) is associated with rheumatoid arthritis. Am J
Hum Genet 75:330, 2004.

6. Bonecini-Almeida M da G, Werneck-Barroso E, Carvalho
PB, de Moura CP, Andrade EF, Hafner A, Carvalho CE,
Ho JL, Kritski AL, Morgado MG: Functional activity of
alveolar and peripheral cells in patients with human ac-
quired immunodeficiency syndrome and pulmonary tu-
berculosis. Cell Immunol 190:112, 1998.

7. Bottini N, Musumeci L, Alonso A, Rahmouni S, Nika K,
Rostamkhani M, MacMurray J, Meloni GF, Lucarelli P,
Pellecchia M, Eisenbarth GS, Comings D, Mustelin T: A
functional variant of lymphoid tyrosine phosphatase is
associated with type I diabetes. Nat Genet 36:337, 2004.

8. Kyogoku C, Langefeld CD, Ortmann WA, Lee A, Selby S,
Carlton VE, Chang M, Ramos P, Baechler EC, Batliwalla
FM, Novitzke J, Williams AH, Gillett C, Rodine P,
Graham RR, Ardlie KG, Gaffney PM, Moser KL, Petri M,
Begovich AB, Gregersen PK, Behrens TW: Genetic asso-
ciation of the R620W polymorphism of protein tyrosine
phosphatases PTPN22 with human SLE. Am J Hum
Genet 75:504, 2004.

9. Criswell LA, Pfeiffer KA, Lum RF, Gonzales B, Novitzke
J, Kern M, Moser KL, Begovich AB, Carlton VE, Li W,
Lee AT, Ortmann W, Behrens TW, Gregersen PK: Anal-
ysis of families in the multiple autoimmune disease ge-
netics consortium (MADGC) collection: the PTPN22
620W allele associates with multiple autoimmune phe-

notypes. Am J Hum Genet 76:561, 2005.
0. Orozco G, Sanchez E, Gonzalez-Gay MA, Lopez-Nevot
MA, Torres B, Caliz R, Ortego-Centeno N, Jimenez-
Alonso J, Pascual-Salcedo D, Balsa A, de Pablo R, Nunez-
Roldan A, Gonzalez-Escribano MF, Martin J: Association
of a functional single-nucleotide polymorphism of
PTPN22, encoding lymphoid protein phosphatase, with
rheumatoid arthritis and systemic lupus erythematosus.
Arthritis Rheum 52:219, 2005.

1. Matesanz F, Rueda B, Orozco G, Fernandez O, Leyva L,
Alcina A, Martin J: Protein tyrosine phosphatase gene
(PTPN22) polymorphism in multiple sclerosis. J Neurol
252:994, 2005.

2. Gomez LM, Anaya JM, Gonzalez CI, Pineda-Tamayo R,
Otero W, Arango A, Martin J: PTPN22 C1858T poly-
morphism in Colombian patients with autoimmune dis-
eases. Genes Immun 6:628, 2005.

3. Correa PA, Gomez LM, Cadena J, Anaya JM: Autoimmu-
nity and tuberculosis.: opposite association with TNF
polymorphism. J Rheumatol 32:219, 2005.

4. Carvajal-Carmona LG, Soto ID, Pineda N, Ortiz-Barrien-
tos D, Duque C, Ospina-Duque J, McCarthy M, Montoya
P, Alvarez VM, Bedoya G, Ruiz-Linares A: Strong Am-
erindian/white sex bias and a possible Sephardic contri-
bution among the founders of a population in northwest
Colombia. Am J Hum Genet 67:1287, 2000.

5. Parsons JJ: Antioqueño colonization in western Colombia.
2nd rev. ed. Berkeley: Univ. of California Press; 1968.

6. Bravo ML, Valenzuela CY, Arcos-Burgos OM: Polymor-
phisms and phyletic relationships of the Paisa community
from Antioquia [Colombia]. Gene Geogr 10:11, 1996.

7. Jimenez I, Mora O, Lopez G, Jimenez ME, Zuluga L, Isaza
R, Sanchez JL, Uribe CS, Valenzuela CY, Blanco R,
Arcos-Burgos M: Idiopathic epilepsy with generalized
tonic clonic seizures in Antioquia, Colombia: is the joint
Amerindian and Negroid racial admixture the cause of its
high prevalence? Biol Res 29:297, 1996.

8. Lee E, Holzman RS: Evolution and current use of the
tuberculin test. Clin Infect Dis 34:365, 2002.

9. Weir BS, Hill WG: Estimating F-statistics. Annu Rev
Genet 36:721, 2002.

0. Comstock GW: Tuberculosis in twins: a re-analysis of the
Prophit survey. Am Rev Respir Dis 117:621, 1978.

1. Hill AV: The genomics and genetics of human infectious
disease susceptibility. Annu Rev Genom Hum Genet
2:373, 2001.

2. Bellamy R: Genetic susceptibility to tuberculosis. Clin
Chest Med 26:233, 2005.

3. Van de Vosse E, Hoeve MA, Ottenhoff TH: Human
genetics of intracellular infectious diseases: molecular and
cellular immunity against mycobacteria and salmonellae.
Lancet Infect Dis 4:739, 2004.

4. Denis M: Killing of Mycobacterium tuberculosis within hu-
man monocytes: activation by cytokines and calcitriol.

Clin Exp Immunol 84:200, 1991.



2

2

2

2

2

3

3

3

3

3

3

3

3

1247PTPN22 in Tuberculosis
5. Bothamley GH, Beck JS, Schreuder GM, D=amaro J, de
Vries RR, Kardjito T, Ivanyi J: Association of tuberculosis
and M. tuberculosis-specific antibody levels with HLA.
J Infect Dis 159:549, 1989.

6. Goldfeld AE, Delgado JC, Thim S, Bozon MV, Uglialoro
AM, Turbay D, Cohen C, Yunis EJ: Association of an
HLA-DQ allele with clinical tuberculosis. JAMA 279:
226, 1998.

7. Bellamy R, Ruwende C, Corrah T, McAdam KP, Thursz
M, Whittle HC, Hill AV: Tuberculosis and chronic hep-
atitis B virus infection in Africans and variation in the
vitamin D receptor gene. J Infect Dis 179:721, 1999.

8. Bellamy R, Ruwende CR, Corrah T, McAdam KP, Whit-
tle HC, Hill AV: Variations in the NRAMP-1 gene and
susceptibility to tuberculosis in West Africans. N Engl
J Med 338:640, 1998.

9. Cloutier JF, Veillette A: Cooperative inhibition of T-cell
antigen receptor signaling by a complex between a kinase
and a phosphatase. J Exp Med 189:111, 1999.

0. Hasegawa K, Martin F, Huang G, Tumas D, Diehl L,
Chan AC: PEST domain-enriched tyrosine phosphatase
(PEP) regulation of effector/memory T cells. Science 303:

685, 2004.
1. Edwards D, Kirkpatrick CH: The immunology of myco-
bacterial diseases. Am Rev Respir Dis 134:1062, 1986.

2. Ogata K, Linzer BA, Zuberi RI, Ganz T, Lehrer RI,
Catanzaro A: Activity of defensins from human neutro-
philic granulocytes against Mycobacterium avium–Mycobac-
terium intracellulare. Infect Immun 60:4720, 1992.

3. Esin S, Batoni G, Kallenius G, Gaines H, Campa M,
Svenson SB, Andersson R, Wigzell H: Proliferation of
distinct human T cell subsets in response to live, killed or
soluble extracts of Mycobacterium tuberculosis and Mycobac-
terium avium. Clin Exp Immunol 104:419, 1996.

4. Ratcliffe LT, Lukey PT, MacKenzie CR, Ress SR: Re-
duced NK activity correlates with active disease in HIV-
patients with multidrug-resistant pulmonary tuberculo-
sis. Clin Exp Immunol 97:373, 1994.

5. Dean EM, Carrington M, O’Brien SJ: Balanced polymor-
phism selected by genetic versus infectious human disease.
Annu Rev Genom Hum Genet 3:263, 2002.

6. Cooke A, Zaccone P, Raine T, Philips J, Dunne D:
Infection and autoimmunity: are we winning the war,
only to lose the peace?. Trends Parasitol 20:316, 2004.

7. Feillet H, Bach JF: On the mechanism of the protective
effect of infections on type 1 diabetes. Clin Dev Immnol

11:191, 2004.


	Genetic Influence of PTPN22 R620W Polymorphism in Tuberculosis
	INTRODUCTION
	MATERIALS AND METHODS
	Patients
	Tuberculin Skin Test
	Genotyping
	Statistical and Genetic Analysis

	RESULTS
	DISCUSSION
	ACKNOWLEDGMENTS
	REFERENCES


