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ABSTRACT
Background: Tuberculosis is a chronic, systemic infectious disease caused by M. tuberculosis mostly infecting the 
lung to cause pulmonary tuberculosis or localize in alternate body sites leading to extra-pulmonary tuberculosis 
(EPTB).The P2X7 receptor expressed in a wide variety of normal and disease-associated cell types, activated 
by extracellular adenosine 5’-triphosphate results in numerous events including the release of pro-inflammatory 
mediators, cell proliferation or death, and killing of intracellular pathogens. A deficiency of P2X7-mediated control 
of mycobacterial infection within macrophages in the lung may permit spread to extrapulmonary sites where the 
infection progresses to post–primary TB disease.

Methods: One hundred and twenty tuberculosis patients with 46 apparently healthy controls were included 
for genotyping of the P2X7 polymorphism using Polymerase chain reaction and restriction fragment length 
polymorphism (PCR–RFLP) and confirmed by sequencing a subset of samples.

Results: This study found that the P2X7 1513A/C polymorphism is significantly associated with tuberculosis infection 
(CC, AC OR=4.615, 2.058). The pulmonary tuberculosis was the most predominant in the study population but the 
CC, AC allele had statistical significant association with the Extra-pulmonary tuberculosis infections (OR=2.65). 
Polymorphisms rs2230912 was detected from sequencing results may be associated with TB infections. 

Conclusion: The CC genotype is associated with susceptibility to TB infections among Sudanese patients and 
associated with the extrapulmonary TB.
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Introduction
Tuberculosis is a chronic, systemic infectious disease that 
occurs when the M. tuberculosis is inhaled causing pulmonary 
tuberculosis and can localize in alternate sites leading to extra-
pulmonary tuberculosis (EPTB) [1]. Extra-pulmonary TB accounts 
for approximately 10% of tuberculosis infections [2].

The incident new TB cases estimated by the WHO are 10.4 million 
worldwide, of which 5.9 million (90%) were adults, and 1.0 million 
(10%) among children till the year 2015 [3].

Candidate genetic variants and regions of the genome associated 
with tuberculosis risk have been identified from several linkage and 
association studies, but they have focused primarily on pulmonary 
disease. Because the pathophysiology of pulmonary and extra-
pulmonary disease appears to differ, and because extra-pulmonary 
disease in particular may be associated with an underlying immune 
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defect, it is important to assess for genetic variants specifically 
associated with extra-pulmonary tuberculosis [4].

Purinergic receptor P2X, Ligand-gated ion channel, 7 (P2X7) 
receptors, in human is a trimeric ligand-gated cation channel coded 
by the P2RX7gene located at chromosome position 12q24. P2X7 
is expressed in a wide variety of normal and disease-associated 
cell types. This receptor is activated by extracellular adenosine 
5’-triphosphate and results in numerous events including the 
release of pro-inflammatory mediators, cell proliferation or death, 
and killing of intracellular pathogens. P2X7 plays important 
roles in inflammation, immunity, bone homeostasis, neurological 
function and neoplasia [5].

P2X7 is present on macrophages, dendritic cells, monocytes, natural 
killer cells, B-lymphocytes, T-lymphocytes and erythrocytes [6-
9]. P2X7 is also present on human mast cells [10] microglia [11], 
osteoclasts [12] and eosinophils [13].

Activation of P2X7 on the macrophages causes an immediate 
opening of a cation selective channel, and the influx of Ca2_, 
resulting in the induction of the caspase cascade, with resultant 
apoptosis, as well as the activation of phospholipase D (PLD). 
PLD promotes phagosome-lysosome fusion, leading to the death 
of mycobacteria. Several single nucleotide polymorphisms (SNPs) 
were identified in P2X7 in whites that impair ATP mediated 
mycobacterial killing. The most common of these, the 1513A→C, 
causes an amino acid change, from glutamic acid at amino acid 
position 496 to an alanine in the C-terminus of P2X7 [14,15].This 
polymorphism in the P2X7 gene increases susceptibility to extra 
pulmonary tuberculosis [16]. Killing of Mycobacteria resides 
in phagosomes within macrophages, and this requires fusion 
of the phagosome with a lysosome. ATP stimulation of P2X7 
induces a range of cellular changes, including activation of PLD, 
phospholipase A2, and mitogen-activated protein kinase, which 
results in phagosome-lysosome fusion [17-19].

ATP mediated killing of mycobacteria by macrophages is 
independent of a range of other anti-mycobacterial mechanisms, 
such as ROI, RNI, SCL11A1, Fas ligation, and complement-
mediated lysis [20]. The source of ATP in-vivo is unclear, but 
infection of macrophages with M. tuberculosis does result in 
increased ATP levels within the extracellular medium [21]. 
The1513A→C polymorphism causes an amino acid change, from 
glutamic acid at amino acid position 496 to an alanine in the 
C-terminus of P2X7 that leads to reduced receptor function on the 
macrophage surface, which reduces the response of P2X7 to ATP, 
and reduces ATP-mediated mycobacterial killing.

After inhalation of M. tuberculosis, initial control of infection in 
alveolar macrophages may rely in part on the activation of P2X7 
receptors. A deficiency of P2X7-mediated control of mycobacterial 
infection within macrophages in the lung may permit spread to 
extra pulmonary sites where the infection either progresses to 
post–primary TB disease, or is controlled by the emerging specific 
T-cell response. With later waning of T-cell immunity, reactivation 

of LTBI may result in increased frequency of extra pulmonary TB 
in subjects with non-functioning SNPs in P2X7 [22,23].

Material and Methods
Hospital based case control study conducted at the National 
Center for Neurological Sciences (NCNS) and Faculty of Medical 
Laboratory Sciences and Al-Neelain University from 2014 to 
2017 in Khartoum, Sudan. All patients diagnosed clinically and 
radiologically having pulmonary or extra-pulmonary tuberculosis 
and verified with positive PCR for M.tuberculosis from blood 
specimens were included in this study. Ethical clearance was 
obtained from the Ethical Review Board of National Center for 
Neurological Sciences and verbal consent was obtained from 
each patient. PCR-RFLP was used for genotyping for the DNA 
extracted from five mL of venous blood that was collected into 
K3EDTA anticoagulant.

The DNA was extracted using saturated salt methods then a 
reaction mix of 23 μl for the PCR was prepared using 4 μl of 
5x PCR buffer (master mix ready to use from Solis BioDyne, 
(ESTONIA), from the primers 0.75µl of each forward and reverse 
(10 pmol each). 3 µl the DNA sample was completed to 23 µl by 
distilled water. For the amplification DNA was denatured for 3 min 
at 94°C; 35 amplification cycles were performed with an automated 
thermal cycler (ESCO HEALTHCARE). Each cycle consisted of 
denaturation at 94°C for 30 sec, annealing of primers at 63°C for 
30 sec, extension at 72°C for 45 sec and primer final extension 
at 72°C for 5 min finally holding temperature 4°C. The product 
band size is 319bp. The restriction Enzyme used was HaeII (New 
England Biolabs (UK) Ltd) and applied as instructed. Five μl of 
the digested mixture was loaded into 2% (agarose gel) containing 
ethidium bromide and visualized using gel documentation system 
UV transilluminator (Syngene). The sizes were determined using 
100-bp ladder (SOLIS BIODYNE, ESTONIA).

Primers used for the amplification of P2X7 1513A→C

Forward 5′CAACCAAGACTACAAGTACCGCGTCAGTGA 3′

Reverse 5′-AACCAGCGGAAGAGGTCAAGGG-3

When the restriction enzyme cuts the product to 200 &119bp then 
the genotype is homozygous for the mutant CC allele, if No cut so 
still 319 it is AA and if there was 319, 200 &119 it is heterozygous 
AC.

Statistical analysis
For statistical analysis IBM SPSS Statistics version 19 was used 
[24,25]. P value of 0.05 was considered significant and Odds ratio 
(OR) assessment with 95% confidence limits were calculated by 
logistic regression.

Cycle sequencing
The genotyping results for RFLP-PCR were further confirmed 
by sequencing a subset of samples (no=14\86) 16% of the 
studied group. Standard sequencing was performed for both 
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strands of P2X7 gene by Macrogen Company (Seoul, Korea). 
Chromatograms were showen by FinchTV programs. Sequences 
were submitted and given accession numbers from GenBank at 
NCBI database.

Bioinformatics Analysis
The chromatogram sequences were visualized through Finch 
TV program version 1.4.0 [26]. The nucleotides sequences of 
the P2X7 gene were searched for sequences similarity using 
nucleotide BLAST [27]. NCBI (https://www.ncbi.nlm.nih.gov/) 
and subjected to multiple sequence alignment using BioEdit 
software version 7.2.5 [28].

Results
One hundred and twenty patients were diagnosed having 
tuberculosis, pulmonary TB were 66 patients (55%) and the 
remaining 54 patients were extra pulmonary TB, including 39 
patients (32.5%) Pott’s disease, 13 (10.8%) with brain tuberculomata 
and 2 (1.7%) with other types of TB. Fifty-two patients (60.5%) of 
the patients had the genotype AA, while 8 (9.3%) had the mutant 
genotype CC and 26 (30.2%) were heterozygous with the genotype 
AC. The control group included 46 apparently healthy subjects. 
Thirty-seven patients (80%) had the genotype AA, 1 (2.2%) had 
the mutant genotype CC and 8 (17.4%) were heterozygous with 
the genotype AC (Table 2), (Figures 1, 2 and 3)

Type of tuberculosis 

Type

Pulmonary Tuberculosis 66 55.0%

Pott's disease 39 32.5%

Brain tuberculomata 13 10.8%

Others TB 2 1.7%
Table 1: Distribution of tuberculosis type among the studied group.

Gene Genotype Pulmonary 
Tuberculosis

Pott's 
disease

Brain 
tuberculomata

Others 
TB P-value

P2X7

AA 29 20 3 0

.034CC 3 2 2 1

AC 14 6 6 0

Table 2: Association of P2X7 genotype with type of TB.

Table 3

P2X7 
1513A/C

Case

Patients (n:61) Control (n:46)

Count (86) Column N % Count (46) Column N% P-value

AA 52 60.5% 37 80.4%

0.064CC 8 9.3% 1 2.2%

AC 26 30.2% 8 17.4%

The mutant genotype CC and CA are associated with TB infection 
Odd Ratio OR= (4.615) & (2.058) respectively at the gene P2X7
There is an association between the studied polymorphisms P2X7 
and the type of TB infection P-value (.034) as shown in table (2), 
Genotype CC is associated with extra pulmonary TB OR= (2.65) 
(Tables 4 and 5).

Figure 1: The product band size is 319bp for P2X7 polymorphism 1513 
A/C among the studied patients group ((NCNS) 2014-2017, n: 120).

Figure 2: The restriction Enzyme used for P2X7 SNP was HaeII.
Lane 1: DNA ladder 100bp
Lane 5 & 8: Show 319, 200 &119 it is heterozygous AC allele.
Lane 6: Shows 200 & 119bp CC homozygous mutant allele.

P2X7 
1513A/C

Case
Odd 
RatioPatients n:120 Control n:48

Count Column N% Count Column N% P-value

AA
Present 52 60.5% 37 80.4%

.020 .372
Absent 34 39.5% 9 19.6%

CC
Present 8 9.3% 1 2.2%

.161 4.615
Absent 78 90.7% 45 97.8%

AC
Present 26 30.2% 8 17.4%

.108 2.058
Absent 60 69.8% 38 82.6%

Table 4: Distribution of P2X7 1513A/C genotypes in patients and controls 
((NCNS) 2014-2017, n: 120).

P2X7 
1513A/C

TB

Odd 
Ratio

Pulmonary 
Tuberculosis

Extra-pulmonary 
Tuberculosis

Count Column N% Count Column N% P-value

AA
Present 29 63.0% 23 57.5%

.600 1.261
Absent 17 37.0% 17 42.5%

CC
Present 3 6.5% 5 12.5%

.464 .488
Absent 43 93.5% 35 87.5%

AC
Present 14 30.4% 12 30.0%

.965 1.021
Absent 32 69.6% 28 70.0%

Table 5: Frequency distribution binary P2X7 Genotypes in types of TB 
((NCNS) 2014-2017, n: 120).



Volume 2 | Issue 3 | 4 of 6Microbiol Infect Dis, 2018

Odd Ratio

Odd 
Ratio

Extra pulmonary 
Tuberculosis

Pulmonary 
Tuberculosis

Count Column 
N% Count Column 

N%

P2X7 
AA

Present  23 57.5% 29 63.0%
0.65

Absent 17 42.5% 17 37.0%

CC
Present 5 12.5% 3 6.5%

2.65
Absent 35 87.5% 43 93.5%

AC
Present 14 30.0% 12 30.4%

0.98
Absent 28 70.0% 32 70.0% 

69.6%

Table 6: Association of P2X7 genotype with type of Extra-pulmonary.

Bioinformatics analysis
Substitution from A>C rs3751143 was confirmed as detected 
by RFLP in tuberculosis patients (Figure 3), in the position 
12:121184501 of the gene sequence from gene bank (Refseq. 
NC_000012.12).

Substitution from A>G in the position 121184393 of the same 
gene rs2230912 was detected in 21% (3/14) of the samples sent for 
sequencing (Figure 4). Alignments by BioEdit software version 
7.0.9.0 were carried out among the nucleotides of the P2X7 gene in 
patients, gene sequence from gene bank (Refseq. NC_000012.12).

Nucleotide Sequence Accession Numbers
The nucleotide sequences of the P2X7 gene deposited in 
the GenBank database (National Center for Biotechnology 
Information; (https://www.ncbi.nlm.nih.gov/) under the following 
accession numbers: MG367653, MG367654, MG367655, 
MG367656, MG367657, MG367658, MG367659, MG367660, 
MG367661, MG367662, MG367663, MG367664, MG367665.

The detected mutations were analyzed using bioinformatics tools 
HOPE (www.cmbi.ru.nl/hope/method/), the information regarding 
the detected SNPs were obtained from National Center for 
Biological Information (NCBI).

The figure below shows the schematic structures of the original 
(left) and the mutant (right) amino acid for the mutation of a 
glutamic acid into an alanine at position 496 detected in this study. 
The backbone, which is the same for each amino acid, is colored 
red. The side chain, unique for each amino acid, is colored black.

Each amino acid has its own specific size, charge, and 

hydrophobicity-value. The original wild-type residue and newly 
introduced mutant residue often differ in these properties. The 
mutant residue is smaller than the wild-type residue, the wild-type 
residue was negatively charged, the mutant residue is neutral, and 
the mutant residue is more hydrophobic than the wild-type residue.

The mutated residue is located in a domain that is important for 
binding of other molecules. Mutation of the residue might disturb 
this function.

SIFT software for Predicting damaging amino acid substitutions, 
Polyphen-2 software for Prediction of functional modification was 
used (PolyPhen-2, v.2.2.2; http://genetics.bwh.harvard.edu/pph) 
and Provean software (http://provean.jcvi.org) was also used.

Mutation
Nucleotid/

Amino 
acid

SIFT
Polyphen 

score/ 
prediction

Provean 
score

Prediction 
(cutoff= 

-2.5)

rs3751143 A > C, 
E496A Damaging

0.995/
Probably 

Damaging
-2.117 Neutral

rs2230912 A> G, 
Q460R Tolerated 0.003/ 

Benign -0.855 Neutral

Figure 3: A>C substitution sequence chromatogram rs3751143 in 
Tuberculosis patients, was shown by FinchTV program. 
B. BioEdit multiple sequence alignment showed: First the gene 
sequence from gene bank (Refseq. NC_000012.12).
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Figure 4: A > G substitution sequence chromatogram rs2230912 in 
Tuberculosis patients, was shown by FinchTV program. B. BioEdit 
multiple sequence alignment showed: First the gene sequence from gene 
bank (Refseq. NC_000012.12).

Discussion
In this study statistical significant association for the mutant CC 
with tuberculosis infection was confirmed. Within the types of 
tuberculosis, it is statistically associated with extra pulmonary 
tuberculosis 2.65 Odd ratio. To the best of our knowledge this is the 
first report in Sudan to detect the P2X7 1513A→C polymorphism 
among tuberculosis patients. Several studies linked the 1513A→C 
polymorphism with extra pulmonary. Since Macrophages play 
an important role in the immunopathogenesis of tuberculosis 
and extracellular ATP induces macrophage bactericidal activity 
through activation of the purinergic P2X7 receptor [5-9,17,18]. In 
support of our results, Tekin et al. found 1513A→C polymorphism 
is associated with extra pulmonary tuberculosis in children, Also 
Fernando et al that allele associated with reduced killing of 
Mycobacterium tuberculosis and strongly associated with extra 
pulmonary, but not pulmonary TB (odds ratio, 3.8) [29]. Jiangdong 
Wu et al investigated the association between single nucleotide 
polymorphisms (SNPs) in P2X7 gene and serum immunoglobulin 
G (IgG) responses to Mycobacterium tuberculosis in TB patients 
they found P2X7 SNPs, 1513A>C, may be associated with the 
susceptibility to tuberculosis [30]. Sambasivan et al assessed 
the association of −762 T/C, 1513A/C and 1729T/A P2X7 
polymorphisms in patients with PTB and healthy controls to 
establish association if any with risk of developing the disease 
but they found the 1513A/C polymorphism did not show any 
significant association in Asian Indians [31].

From the sequencing result the rs2230912 A/G was detected in 
(3/14) 21% of cases a finding that calls for further studies to assess 
the association of the SNP with the tuberculosis.

Acknowledgment
This study was conducted at the research laboratory in the National 

Center for Neurological Sciences (NCNS) Sudan. Authors would 
like to thank the Center and their patients for participation. Special 
thanks to Dr. Sawsan Eldaif. I am grateful to Dr. Elshibli Mohamed 
Elshibli statistical advice and to my colleges at research laboratory 
at the NCNS.

This study was part of research for fulfillment of Ph.D degree for 
the student Hajir Sir Elkhatim Hamid Mukhtar from Al-Neelain 
University, Sudan in collaboration with the National Center for 
Neurological Sciences, Sudan.

References
1. Tandon PN. Tuberculous meningitis. In Vinken PJ, Bruyn 

GW (ed.), Handbook of clinical neurology. North Holland 
Publishing Co. Amsterdam, The Netherlands. 1978; 195-200.

2. Verettas D, Kazakos C, Tilkeridis C, et al. Polymerase Chain 
Reaction For The Detection Of Mycobacterium Tuberculosis 
In Synovial Fluid, Tissue Samples, Bone Marrow Aspirate 
And Peripheral Blood. Acta Orthopædica Belgica. 2003; 69: 
5.

3. http://www.who.int/tb/publications/global_report/en/ 
4. Noffisat O Oki, Alison A Motsinger-Reif Antas, Paulo RZ 

Antas, et al. Novel human genetic variants associated with 
extrapulmonary tuberculosis: a pilot genome wide association 
study. BMC Research Notes. 2011; 4: 28.

5. Ronald Sluyter, Leanne Stokes. Significance of P2X7 receptor 
variants to human health and disease. Recent Patents on DNA 
& Gene Sequences. 2011; 5: 41-54.

6. Georgiou JD, Skarratt KK, Fuller SJ, et al. Human epidermal 
and monocyte-derived Langerhans cells express functional 
P2X7 receptors. J Invest Dermatol. 2005; 125: 482-490.

7. Gu BJ, Zhang WY, Bendall LJ, et al. Expression of P2X7 
purinoceptors on human lymphocytes and monocytes: 
evidence for nonfunctional P2X7 receptors. Am J Physiol Cell 
Physiol. 2000; 279: C1189-C1197.

8. Sluyter R, Wiley JS. Extracellular adenosine 5'-triphosphate 
induces a loss of CD23 from human dendritic cells via 
activation of P2X7 receptors. Int Immunol. 2002; 14: 1415-
1421.

9. Stevenson RO, Taylor RM, Wiley JS, et al. The P2X7 receptor 
mediates the uptake of organic cations in canine erythrocytes 
and mononuclear leukocytes: comparison to equivalent 
human cell types. Purinergic Signal. 2009; 5: 385-394.

10. Wareham K, Vial C, Wykes RC, et al. Functional evidence for 
the expression of P2X1, P2X4 and P2X7 receptors in human 
lung mast cells. Br J Pharmacol. 2009; 157: 1215-1224. 

11. Chakfe Y, Seguin R, Antel JP, et al. ADP and AMP induce 
interleukin-1beta release from microglial cells through 
activation of ATP-primed P2X7 receptor channels. J Neurosci. 
2002; 22: 3061-3069.

12. Hoebertz A, Townsend-Nicholson A, Glass R, et al. Expression 
of P2 receptors in bone and cultured bone cells. Bone. 2000; 
27: 503-510.

13. Ferrari D, Idzko M, Dichmann S, et al. P2 purinergic receptors 
of human eosinophils: characterization and coupling to oxygen 
radical production. FEBS Letters. 2000; 486: 217-224.



Volume 2 | Issue 3 | 6 of 6Microbiol Infect Dis, 2018

© 2018 Hajir Sir Elkhatim Hamid Mukhtar, et al. This article is distributed under the terms of the Creative Commons Attribution 4.0 International 
License

14. Gu BJ, Zhang W, Worthington RA, et al. Glu-496 to Ala 
polymorphism leads to loss of function of the human P2X7 
receptor. J Biol Chem. 2001; 276: 11135- 11142.

15. Fernando SL, Saunders BM, Sluyter R, et al. Gene dosage 
determines the negative effects of polymorphic alleles of the 
P2X7 receptor on adenosine triphosphate-mediated killing 
of mycobacteria by human macrophages. J Infect Dis. 2005; 
192: 149-155.

16. Suran L Fernando, Bernadette M Saunders, Ronald Sluyter, et 
al. A Polymorphism in the P2X7 Gene Increases Susceptibility 
to Extrapulmonary Tuberculosis. Am J Respir Crit Care Med. 
2007; 175: 360-366.

17. Kusner DJ, Adams J. ATP-induced killing of virulent 
Mycobacterium tuberculosis within human macrophages 
requires phospholipase D. J Immunol. 2000; 164: 379-388.

18. Stober CB, Lammas DA, Li CM, et al. ATP-mediated killing 
of Mycobacterium bovis bacille Calmette-Guerin within 
human macrophages is calcium dependent and associated with 
the acidification of mycobacteria-containing phagosomes. J 
Immunol. 2001; 166: 6276-6286.

19. Lammas DA, Stober C, Harvey CJ, et al. ATP-induced killing 
of mycobacteria by human macrophages is mediated by 
purinergic P2Z (P2X7) receptors. Immunity. 1997; 7: 433–
444.

20. Sikora A, Liu J, Brosnan C, et al. Cutting edge: purinergic 
signaling regulates radical-mediated bacterial killing 
mechanisms in macrophages through a P2X7-independent 
mechanism. J Immunol. 1999; 163: 558–561.

21. Fernando SL, Saunders BM, Sluyter R, et al. Gene dosage 
determines the negative effects of polymorphic alleles of the 
P2X7 receptor on adenosine triphosphate-mediated killing 
of mycobacteria by human macrophages. J Infect Dis. 2005; 

192: 149-155. 
22. Saunders BM, Fernando SL, Sluyter R, et al. A lossof-

function polymorphism in the human P2X7 receptor abolishes 
ATPmediated killing of mycobacteria. J Immunol. 2003; 171: 
5442-5446.

23. Mukhtar HS, Eldaif H, Mohamed W, et al. Molecular 
Diagnosis of Extra- Pulmonary Tuberculosis from Blood 
Specimens among Patients Attending EL-Shaab Teaching 
Hospital. International Journal of Current Research. 2013; 5: 
1542-1544.

24. http://www.ibm.com/analytics/us/ en/technology/spss/                          
25. http://www.geospiza.com/Products/finchtv.shtml. 
26. https://blast.ncbi.nlm.nih.gov/Blast.cgi   
27. http://www.cmbi.ru.nl/hope/ 
28. Venselaar H, Te Beek TA, Kuipers RK, et al. Protein structure 

analysis of mutations causing inheritable diseases. An 
e-Science approach with life scientist friendly interfaces. 
BMC Bioinformatics. 2010; 11: 548.

29. T A Hall. BioEdit: a user-friendly biological sequence 
alignment editor and analysis program for Windows 95/98/
NT. NucleicAcidsSymposiumSeries. 1999; 41: 95-98.

30. Tekin D, Kayaalti Z, Dalgic N, et al. Polymorphism in the p2x7 
gene increases susceptibility to extrapulmonary tuberculosis 
in Turkish children. Pediatr Infect Dis J. 2010; 29: 779-782. 

31. Jiangdong Wu, Lijun Lu, Le Zhang, et al. Single Nucleotide 
Polymorphisms in P2X7 Gene Are Associated with Serum 
Immunoglobulin G Responses to Mycobacterium tuberculosis 
in Tuberculosis Patients. Disease Markers. 2015.

32. Sambasivan V, Murthy KJ, Reddy R, et al. P2X7 Gene 
Polymorphisms and Risk Assessment for Pulmonary 
Tuberculosis in Asian Indians. Dis Markers. 2010; 28: 43-48. 


