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Mycobacterium tuberculosis, Mycobacterium leprae, Mycobacterium bovis, and Mycobacterium avium subsp. paratuberculosis can
survive within host macrophages in a dormant state, encased within an organized aggregate of immune host cells called granuloma.
Granulomas consist of uninfected macrophages, foamy macrophages, epithelioid cells, and T lymphocytes accumulated around
infected macrophages. Within granulomas, activated macrophages can fuse to form multinucleated giant cells, also called giant
Langhans cells. A rim of T lymphocytes surrounds the core, and a tight coat of fibroblast closes the structure. Several in vivo
models have been used to study granuloma’s structure and function, but recently developed in vitro models of granuloma show
potential for closer observation of the early stages of host’s responses to live mycobacteria. This paper reviews culture conditions
that resulted in three-dimensional granulomas, formed by the adhesion of cell populations in peripheral blood mononuclear cells
infected with mycobacteria. The similarities of these models to granulomas encountered in clinical specimens include cellular
composition, granulomas’ cytokine production, and cell surface antigens. A reliable in vitro dormancy model may serve as a useful
platform to test whether drug candidates can kill dormant mycobacteria. Novel drugs that target dormancy-specific pathways may
shorten the current long, difficult treatments necessary to cure mycobacterial diseases.

1. Zoonotic Diseases Caused by Mycobacteria

Zoonotic diseases are infectious diseases naturally transmis-
sible between vertebrate animals and humans. More than
60% of all human pathogens are zoonotic, including 75% of
the past decade’s emerging pathogens. Pathogens circulating
human and animal populations very often risk public health
as well as animal health, so both the animal and human
health sectors are responsible for their detection, prevention,
and control according to the “one world-one health” concept
(WHO, OIE, FAO). However, the vast majority of zoonoses
are labeled neglected zoonotic diseases (NZDs) because
they are not prioritized by national and international health
systems. The impact of NZDs is most severe in developing
countries, as reliance on animals for food, transport, and farm
work leads to continual close contact with animals in rural
populations. Zoonotic diseases often go undiagnosed and

untreated in these regions due to lacking public awareness
and education on preventive measures and also due to the
lack of political commitment and funding of veterinary and
health services.

Around 15 species of pathogenicmycobacteria for human
beings and/or animals are known and are leading health
concerns. M. tuberculosis causes most cases of tuberculosis
(TB) in humans and is the leading cause of mortality due
to a single infectious agent among human adults in the
world [1, 2]. In 2011, there were an estimated 8.7 million
new cases, 1.4 million deaths, and about 2 billion latent
infections caused by M. tuberculosis [3]. Animal infection
with M. tuberculosis, while being uncommon, has been
described among nonhuman primates and several other
species such as birds, elephants, and other mammals, after
prolonged close contact with humans. However, the overall
prevalence of disease in these susceptible species is low
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and documented transmissions of M. tuberculosis between
animals and humans are uncommon [4–6]. Along with M.
tuberculosis, M. bovis causes TB in humans, though far less
commonly than M. tuberculosis [7, 8]. As a result of milk
pasteurization and M. bovis eradication programs in most
industrialized countries, zoonotic transmission of M. bovis
through domestic livestock is now rare. In contrast, similar
eradication programs have not been conducted for wild ani-
mals. Consequently,M. bovis is widely prevalent in cattle and
wild animals and is responsible for $3 billion global economic
losses a year [9]. Recently, two people were identified as
having caught TB from cats but the risk of cat-to-human
bovine TB transmission is very low [10]. Paratuberculosis
or Johne’s disease (JD) causes major economic losses to the
global dairy industry due to lower milk production, reduced
slaughter value, increased premature culling, and increased
calving intervals [11]. Total losses due to JD in US dairy
herds were estimated at $200–250 million annually, and the
prevalence of JD at the herd level is probably much higher
than 50% in most countries with a significant dairy industry
[12].M. avium subsp paratuberculosis (Map), the causal agent
of JD in domestic ruminants and wildlife animal species,
may also have human health significance as a causal or
exacerbating agent in human Crohn’s disease (CD), a chronic
inflammatory bowel disease characterized by transmural
inflammation and granuloma formation. Evidences thatMap
may be associated with CD in humans include similarity
between the clinical signs of CD in humans and those found
in animals with paratuberculosis; detection of Map in feces,
intestinal tissues, breast milk, macrophages, and peripheral
blood of patients with CD; association between Map DNA
in blood and cellular and humoral immune responses in
CD; and anti-Map antibiotic therapy resulting in reduction
of bacteremia and remission, or substantial improvement in
disease condition inmany patients [13–17]. In addition,meta-
analysis studies have confirmed an association of Map with
CD [18, 19].

M. leprae has been eliminated from most countries due
to an aggressive push by the WHO in the 1980s and 1990s,
but it continues as a public health problem in tropical
and semitropical countries. A total of 219,075 new cases of
leprosy were reported in 2011 according to the WHO [20].
Nonhuman reservoirs of M. leprae exist in monkeys and
armadillos and three case-control studies have shown contact
with armadillos to be a significant risk factor for leprosy in
the United States [21, 22]. Naturally acquired murine leprosy
has been observed in rats,mice, and cats but not in humans or
any other species.Thus, in contrast to human leprosy, murine
leprosy is not a zoonosis [23].

2. Mycobacterial Infections Induce
Granuloma Formation

A defining aspect of the immune response against mycobac-
teria is the formation of organized cellular aggregates
called granulomas. Following internalization of pathogenic
mycobacteria by host macrophages, activated lymphocytes
and infected macrophages secrete cytokines and chemokines

which trigger an inflammatory response including recruit-
ment of blood and tissue macrophages and T-lymphocytes to
the infection site. This accumulation of cells around infected
macrophages is called a granuloma. Granulomas consist of
lipid-loaded macrophages (foamy macrophages), epithelioid
cells (differentiated macrophages) with a larger cytoplasm
and interdigitated cell membranes, and multinucleated giant
cells (Langhans cells) [24–26]. T andB lymphocytes surround
the granuloma core, and a tight coat of fibroblasts and colla-
gen closes the structure, now a complete granuloma [27, 28].
Mycobacteria-infected macrophages are sequestered inside
the granuloma’s hypoxic environment. The accumulation of
intracytoplasmic lipid inclusions, the loss of acid fastness,
the development of resistance to the antibiotic rifampicin,
and the arrest of bacterial multiplication have all been
described as the major hallmarks of dormant bacteria within
granulomas [29–33].

Granulomas have long been considered as a natural
defensive mechanism meant to contain the host immune
response and mycobacteria in a localized area, preventing
bacterial spread to surrounding healthy tissues or other
organs [34]. Complete eradication of the bacteria does not
occur inside granulomas because pathogenic mycobacteria
have developed their own strategies to evade the host immune
response and persist within the granuloma in a dormant
state for decades while continual replenishment of white
blood cells keeps the granuloma [35]. If the host’s immunity
is weakened and/or suppressed, the dormant mycobacteria
may reactivate and escape from the granuloma and form
lesions in other parts of the tissue [36]. For instance, M.
tuberculosis can persist for decades within granulomas and
may reactivate if the host’s immunity is weakened due to
an HIV infection, diabetes, cancer, malnutrition, aging, or
host genetic factors [37, 38]. However, the metabolic and
replicative state of the bacteria in the granulomatous lesions
of asymptomatic humans remains a controversial issue [39].
Although granuloma formation has long been thought to
be a host-driven process to contain infection, recent studies
indicate that granulomas contribute to early bacterial growth
and that pathogenic mycobacteria exploit the granuloma for
local expansion and systemic dissemination [40].

As mentioned before, the secretion of various cytokines
and chemokines is an essential element in the early immune
response againstmycobacteria infection and in the early steps
of granuloma formation [41]. Following internalization of
mycobacteria by host macrophages, activated macrophages
release IL-8, a powerful chemoattractant for T lymphocytes,
whichwill surround the granuloma structure [42].Within the
granuloma, activated and recruited T-lymphocytes secrete
interferon (IFN-𝛾), which in turn activates additional
macrophages [43]. Tumor necrosis factor-𝛼 (TNF-𝛼) is pro-
duced by infected macrophages and plays an important role
in the accumulation and differentiation of macrophages into
the highly bactericidal epithelioid cells present in granulomas
[44]. TNF-𝛼 is also implicated in the maintenance of the
granuloma structure by maintaining cellular recruitment
[45–47]. Mycobacterial-infected macrophages also release
large quantities of IL-6, which plays a role differentiating
activated macrophages to multinucleated giant cells [48].
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3. In Vivo and In Vitro Granuloma Models

Analysis of host-pathogen interactions inside granulomas
is crucial to understand the pathogenesis of mycobacterial
infections. Since the access to granulomas in human biopsy
samples is often limited, animal models of TB granulomatous
inflammation have been developed, including use of mon-
keys,mice, rabbits, and guinea pigs [49].Themost extensively
used animal model, the mouse, is not a natural host of
M. tuberculosis. Although granulomas can be seen in mice,
they are small, have a different cellular organization than in
humans with absence of necrotic areas and multinucleated
giant cells, and are unable to establish latency [50, 51]. Rabbits
are susceptible to M. bovis infection and guinea pigs are
susceptible toM. tuberculosis. Although these animal models
develop classical granulomas, they lack true latency, and the
immune response generated in these in vivo models is likely
quite different than the cattle or human response [52, 53].
Nonhuman primate models more closely resemble the wide
spectrum of granulomas in human TB, and latency can be
well established in thesemodels. However, macaques are very
expensive to maintain and difficult to handle and imply ethi-
cal considerations [54]. Cattle can be experimentally infected
with M. bovis or Map but these experiments are expensive
because they require several months of maintenance under
BSL3 conditions for the induced granulomas to be large
enough for study [55, 56]. Another common drawback of in
vivo models is that they can only be used to study highly
differentiated granulomas, preventing the analysis of the
processes involved in their very early development [57].

In order to study the very first steps of the granuloma
formation, in vitro hypoxic-induced, stress-induced, or gran-
uloma models have been developed. The advantages of in
vitromodels include reduced cost, increased control, and that
they can provide insights into host-mycobacteria interactions
at early stages of granuloma formation. In vitro models
mimic the conditions encountered by the bacteria within host
granulomas (hypoxic-induced or stress-induced models) or
the physiological granuloma (granuloma models). However,
the granuloma constitutes a complex immune microenvi-
ronment highly affected by additional physiological signals
(i.e., growth factors and cytokines) which are exclusively
produced in infected tissues. As consequence, certain aspects
of in vivo granulomas may be different or absent in in vitro
models, including intragranulomatous necrosis, accumula-
tion of fibrin and collagen, and presence and distribution
of bacilli. Using in vitro models, important information
has been achieved about granuloma cell differentiation as
well as about cellular interactions and cell/bacteria inter-
play within granulomatous structures. In a hypoxic-induced
environment, M. tuberculosis accumulates triacylglycerides
(TAG) within intracytoplasmic inclusions (ILI) and enters
into a nonreplicative state; upon reexposure to oxygen, the
pool of TAG within ILI is drastically reduced and bacilli
undergo regrowth [58]. Recently, Deb et al. developed a
multistress dormancy model forM. tuberculosis and showed
thatM. tuberculosis exhibited all the hallmarks characteristics
of dormancy [59]. Similarly, in lipid-loaded THP-1 derived
macrophages, M. tuberculosis has been found to accumulate

TAG and stop replication [33]. Althoughmost stress-induced
models of M. tuberculosis dormancy are able to induce
a dormant state of the bacteria, they have been unable
to demonstrate resuscitation under conditions that mimic
immune suppression. To achieve this goal, three-dimensional
in vitro models of granulomas have been developed, which
may more closely resemble not only dormancy but also
resuscitation of the bacteria under conditions that mimic
immune suppression (Table 1). Therefore, granuloma models
can be used to study both latent and active stages of infection.
Three-dimensional granuloma formation occurs in vitro only
when infected peripheral blood mononuclear cells (PBMCs)
are cultured under conditions that inhibit surface contact.

4. Three-Dimensional In Vitro Models of
M. tuberculosis Granulomas

Several reports have described three-dimensional models of
M. tuberculosis granuloma. The first model of early granu-
loma formation using PBMCs infected with M. tuberculosis
orM. bovis was reported by Seitzer and Gerdes [60]. PBMCs
were seeded into agarose-coated wells of 96-well plates at a
density of 6 × 105 in 200𝜇L of supplemented RPMI-1640
medium and infectedwithM. tuberculosis strainH37Rv orM.
bovis BCG (bacille Calmette-Guerin) at MOI (bacteria/cell)
of 1 : 150, 1 : 85, 1 : 42, and 1 : 4. After 4 days of incubation
only the MOI 1 : 150 produced aggregates. Infection at higher
MOI did not result in spheroid formation but rather in
several very small aggregates and a dramatic increase in the
number of dead cells. The authors verified this model as
comparable to in vivo granulomas by assessing the aggregate
cell types and cell differentiation through histology and
immunostaining. By histological analysis, they observed that
the generated heterospheroids shared many phenotypical
characteristics of granulomas, such as three-dimensional
aggregation ofmonocytes, B cells andT cells and the presence
of macrophages, multinucleated giant cells, and necrotic
areas. By immunostaining, the presence of disperse CD14+
monocytes, CD163+ macrophages and CD3+ T cells was
demonstrated in the granulomas together with a ring of
CD19+ B cells in the peripheral zone.

Birkness et al. observed the formation of small, round,
granuloma-like aggregates by combining human PBMCs,
autologous macrophages, and M. tuberculosis in ultralow
attachment tissue culture plates [61]. When the MOI was
1 : 400 or 1 : 4000, and when nonadherent PBMCs were
added 2 and 5 days after infection to simulate the natu-
ral recruitment of additional lymphocytes at the infection
site, small aggregates consisting of multinucleate-giant cells,
epithelioid macrophages, and T-lymphocytes were observed.
Immunostaining showed CD68+ epithelioid macrophages
and small numbers of CD3+ T-lymphocytes that resem-
bled the granulomas seen in clinical specimens. Acid-fast
bacteria were observed between and possibly within the
cells composing the granulomas. In addition to looking
at the cellular differentiation of the resulting aggregates,
Birkness et al. examined the immunological response of the
host cells as these aggregates formed. Supernatants from
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the infected cells were collected at different time points,
analyzed by multiplexed cytokine bead-based assay, and
found to contain IL-6, IL-8, IFN-𝛾, and TNF-𝛼. Secretion of
detectable quantities of these proteins over the first 9 days
following infection required a MOI of 1 : 4–1 : 40. Finally, it
was found that the additions of IL2, IFN-𝛾, and/or TNF-
𝛼, which are known to play a role in cell recruitment and
granuloma formation, greatly enhanced the formation of
aggregates.

The three-dimensional models described above were
unable to demonstrate mycobacterial dormancy and resus-
citation inside the three-dimensional generated granulomas.
Recently, Kapoor et al. developed a three-dimensional in
vitro granuloma model in which M. tuberculosis goes into
dormancy and subsequently resuscitates under conditions
that mimic weakening of the immune system [62]. Human
PBMCs were mixed at room temperature with an extracel-
lular matrix (ECM) at 5 × 105 cells/50 𝜇L/well of a 96-well
plate. M. tuberculosis H37Rv was added to the ECM at MOI
1 : 10. Samples were allowed to set by incubating at 37∘C for
45min. RPMI containing 20% of human serum was added
and the sampleswere incubated for 8 days in a 37∘C incubator.
Infected PBMCs formed microgranulomas, observed by the
aggregation of lymphocytes around infected macrophages
and the presence of multinucleated giant cells. The ECM was
prepared by mixing 0.95mL of collagen solution (Purecol,
USA), 50 𝜇L 10 × DPBS (Lonza, US), 4 𝜇L fibronectin (BD
Biosciences, USA), and 10 𝜇L 1N NaOH per mL of matrix.
In this in vitro model, IFN-𝛾, TNF-𝛼, subunit-𝛽 of IL12 (IL-
12p40), and interferon-𝛾 induced protein 10 (IP-10) were
induced by M. tuberculosis infection and detected in the
culture supernatants from day 8 granulomas. In this model,
M. tuberculosis goes into a dormant state, demonstrated by
loss of acid fastness, accumulation of lipid bodies, develop-
ment of rifampicin tolerance, and gene expression changes.
Treating granulomas with an immunosuppressant anti-TNF-
𝛼 monoclonal antibody caused reactivation of dormant M.
tuberculosis.

5. Three-Dimensional In Vitro Models of
M. leprae Granulomas

Wang et al. described an in vitro model of M. leprae
granuloma. Monocytes-derived macrophages were infected
in a 24 well-tissue culture plate with M. leprae at MOI 50 : 1
[63]. Autologous human PBMCs were added after 24 hours
and the cells cultured in RPMI containing 20% fetal calf
serum (FCS) at 35∘C for additional 9 days. Phase-contrast,
electron, and confocal microscopy revealed the presence of
monocytes around macrophages infected withM. leprae and
the formation of multinucleated giant cells and epithelioid
cells, both of which resemble the cells seen in histopatho-
logical granuloma specimens of tuberculoid leprosy lesions.
Patterns of cell antigen expression and cytokine production
appeared consistent with those observed inM. leprae lesions.
M. leprae was seen within multinucleated giant cells, and the
bacteria remainedmetabolically active, demonstrated byCO

2

production which fell insignificantly.

6. Three-Dimensional In Vitro Models of
M. bovis Granuloma

The model of Puissegur et al. used human PBMCs and
artificial beads coated with M. tuberculosis antigens or live
M. bovis BCG to form aggregates displaying morphological
characteristics and cellular differentiation very similar to
natural granulomas [64]. M. bovis BCG and human PBMCs
were incubated at 37∘C in a 5% CO

2
atmosphere for 15

days. The granulomas were collected at different times of
incubation and prepared for scanning electron microscopy.
At six hours, monocytes were gathering around the bacte-
ria. After 4 to 5 days, lymphocytes began to be recruited
around the structures, which then kept on growing with cell
recruitment until incubation stopped. To better assess the
internal structure of these in vitro granulomas, day 9 BCG
granulomas were collected, fixed, and embedded in Epon-
araldite resin. Transverse sections (0.5 𝜇m) of the granulomas
were then stained and analysed by transmission electron
microscopy. Activated lymphocytes presenting tight contacts
with activated macrophages and multinucleated cells were
visible in the centre of a BCG-induced granuloma.

7. Three-Dimensional In Vitro
Models of M. avium Subsp.
paratuberculosis Granulomas

Birkness et al. mention only briefly in their paper that in vitro
granulomas also formed in response to infection with other
viable mycobacteria including Map and that the aggregates
weremacroscopically similar to the granulomas formed from
M. tuberculosis infection but did not show any images of these
specific aggregates [61]. We have recently infected bovine
PBMCs placed in a collagen matrix with a bovine isolate of
Map at a MOI = 1 : 8 or 1 : 16. Our extracellular matrix was
prepared according to Kapoor et al. with someminormodifi-
cations [62]. Plates were incubated for 10 days and examined
for granuloma formation by phase contrast microcopy using
an inverted microscope. Figure 1 shows the morphological
characterization of the three-dimensional granuloma-like
aggregates formed by primary bovine PBMCs infected with
Map. Aggregates started to form 2-3 days after infection
and their relative number increased with time. In addition,
the aggregates become larger and more clearly defined with
time. Uninfected samples from the same donor did not form
these aggregates indicating aggregation is a response toMap
infection. Fixation and paraffin-embedding of the aggregates
are currently being performed for histological examination of
the microgranulomas’ ultrastructure.

8. Conclusions

The four mycobacterial diseases discussed in this paper cause
chronic granulomatous inflammation and the treatment for
each is limited by the presence of dormant bacteria within
host granulomas. Granulomas have long been studied using
in vivo models, but recent in vitro models may allow closer
analysis of the host-pathogen interactions involved, making
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(a) (b)

(c) (d)

Figure 1: Phase contrast images showing the presence of in vitro granuloma-like aggregates after the infection of bovine PBMCs with the
bovine K10 strain ofM. avium subsp. paratuberculosis at MOI (bacteria : cells) of 1 : 16 (a) and 1 : 8 ((b) and (c)). Original magnification is 10x.
Uninfected cells show an absence of granuloma formation (d).

study of these models relevant to treatment. Our review sug-
gests that three-dimensional in vitro models are potentially
comparable to granulomas observed in clinical specimens
with respect to the cellular components involved, patterns of
cell surface expression, cytokine and chemokine secretion,
development of mycobacterial dormancy, and resuscitation
under conditions that suppress the host immune response.
These models could potentially provide insights into host-
mycobacteria interactions at stages of granuloma formation
too early to address with animal models. Three-dimensional
in vitro models of granuloma formation may be useful to
(i) understand what factors or molecules play a role in
granuloma formation and in its continued integrity, (ii) eval-
uate the granuloma-inducing activity of particular antigens
or attenuated mutants, (iii) provide a platform for testing
vaccine and drug candidates against dormant as well as active
mycobacteria, and (iv) characterize the molecular interplay
betweenmycobacteria and host cells within granuloma struc-
tures.

Conflict of Interests

The authors declare that there is no conflict of interests
regarding the publication of this paper.

Acknowledgments

Financial support for this work was provided by Grants from
the Instituto Nacional de Investigación y Tecnologı́a Agraria
y Alimentaria (INIA) and by European Funds for Regional
Development (FEDER) (RTA2011-00049). Naiara Abendaño
has a fellowship from the Department of Agriculture of the
Basque Government. Liam E. Fitzgerald is an intern for
Neiker through University of Washington and IE3 Global
Internships Program.The authors thank Dr. Felix Bastida for
helpful discussions. The authors thank the veterinarians at
Donosti Slaughterhousewho helpedwith the collection of the
blood animal samples used in this study.



BioMed Research International 7

References

[1] J. L. Flynn and J. Chan, “Tuberculosis: latency and reactivation,”
Infection and Immunity, vol. 69, no. 7, pp. 4195–4201, 2001.

[2] P. Tiruviluamala and L. B. Reichman, “Tuberculosis,” Annual
Review of Public Health, vol. 23, pp. 403–426, 2002.

[3] WHO, “Fact sheet no. 104,” 2013, http://www.who.int/mediace-
ntre/factsheets/fs104/en/.

[4] R. J. Montali, S. K. Mikota, and L. I. Cheng, “Mycobacterium
tuberculosis in zoo and wildlife species,” Revue Scientifique et
Technique, vol. 20, no. 1, pp. 291–303, 2001.

[5] P. Oh, R. Granich, J. Scott et al., “Human exposure following
Mycobacterium tuberculosis infection ofmultiple animal species
in a metropolitan zoo,” Emerging Infectious Diseases, vol. 8, no.
11, pp. 1290–1293, 2002.

[6] S. K. Mikota and J. N. Maslow, “Tuberculosis at the human-
animal interface: an emerging disease of elephants,” Tubercu-
losis, vol. 91, no. 3, pp. 208–211, 2011.

[7] A. Fanning, S. Edwards, and G. Hauer, “Mycobacterium bovis
infection in humans exposed to elk inAlberta,”CanadaDiseases
Weekly Report, vol. 17, no. 44, pp. 239–243, 1991.

[8] J. R. Dalovisio, M. Stetter, and S. Mikota-Wells, “Rhinoceros’
rhinorrhea: cause of an outbreak of infection due to airborne
Mycobacterium bovis in zookeepers,” Clinical Infectious Dis-
eases, vol. 15, no. 4, pp. 598–600, 1992.

[9] F. D. Menzies and S. D. Neill, “Cattle-to-cattle transmission of
bovine tuberculosis,”The Veterinary Journal, vol. 160, no. 2, pp.
92–106, 2000.

[10] “Cat-to-human transmission of bovine TB: risk to public “very
low’,” Veterinary Record: News and Reports, vol. 174, no. 14,
article 337, 2014.

[11] S. L. Ott, S. J. Wells, and B. A. Wagner, “Herd-level economic
losses associated with Johne’s disease on US dairy operations,”
Preventive Veterinary Medicine, vol. 40, no. 3-4, pp. 179–192,
1999.

[12] S. S. Nielsen and N. Toft, “A review of prevalences of paratu-
berculosis in farmed animals in Europe,” Preventive Veterinary
Medicine, vol. 88, no. 1, pp. 1–14, 2009.

[13] S. A.Naser, G.Ghobrial, C. Romero, and J. F. Valentine, “Culture
of Mycobacterium avium subspecies paratuberculosis from the
blood of patients with Crohn’s disease,”The Lancet, vol. 364, no.
9439, pp. 1039–1044, 2004.

[14] R. B. Gearry, J.M. Aitken, R. L. Roberts, S. Ismail, J. Keenan, and
M. L. Barclay, “Images of interest. Gastrointestinal: Mycobac-
terium avium paratuberculosis and Crohn’s disease,” Journal of
Gastroenterology andHepatology, vol. 20, no. 12, Article ID 1943,
2005.

[15] A. M. Scanu, T. J. Bull, S. Cannas et al., “Mycobacterium avium
subspecies paratuberculosis infection in cases of irritable bowel
syndrome and comparison with Crohn’s disease and Johne’s
disease: common neural and immune pathogenicities,” Journal
of Clinical Microbiology, vol. 45, no. 12, pp. 3883–3890, 2007.

[16] R. A. Juste, N. Elguezabal, J. M. Garrido et al., “On the
prevalence ofM. avium subspecies paratuberculosisDNA in the
blood of healthy individuals and patients with inflammatory
bowel disease,” PLoS ONE, vol. 3, no. 7, article e2537, 2008.

[17] R. A. Juste, N. Elguezabal, A. Pavón et al., “Association between
Mycobacterium avium subsp. paratuberculosis DNA in blood
and cellular and humoral immune response in inflammatory
bowel disease patients and controls,” International Journal of
Infectious Diseases, vol. 13, no. 2, pp. 247–254, 2009.

[18] I. Abubakar, D. Myhill, S. H. Aliyu, and P. R. Hunter, “Detec-
tion of Mycobacterium avium subspecies paratubercubsis from
patients with Crohn’s disease using nucleic acid-based tech-
niques: a systematic review and meta-analysis,” Inflammatory
Bowel Diseases, vol. 14, no. 3, pp. 401–410, 2008.

[19] M. Feller, K. Huwiler, R. Stephan et al., “Mycobacterium avium
subspecies paratuberculosis and Crohn’s disease: a systematic
review and meta-analysis,” The Lancet Infectious Diseases, vol.
7, no. 9, pp. 607–613, 2007.

[20] WHO, “Leprosy: global situation,” 2012, http://www.who.int/
lep/situation/en/.

[21] S. Bruce, T. L. Schroeder, K. Ellner, H. Rubin, T. Williams,
and J. E. Wolf Jr., “Armadillo exposure and Hansen’s disease:
an epidemiologic survey in southern Texas,” Journal of the
American Academy of Dermatology, vol. 43, no. 2, part 1, pp.
223–228, 2000.

[22] B. M. Clark, C. K. Murray, L. L. Horvath, G. A. Deye, M. S.
Rasnake, and R. N. Longfield, “Case-control study of armadillo
contact and Hansen’s disease,” American Journal of Tropical
Medicine and Hygiene, vol. 78, no. 6, pp. 926–927, 2008.

[23] O. Rojas-Espinosa and M. Løvik, “Mycobacterium leprae and
Mycobacterium lepraemurium infections in domestic and wild
animals,” Revue Scientifique et Technique, vol. 20, no. 1, pp. 219–
251, 2001.

[24] D. G. Russell, “Mycobacterium tuberculosis: here today, and here
tomorrow,” Nature Reviews Molecular Cell Biology, vol. 2, no. 8,
pp. 569–577, 2001.

[25] D. G. Russell, P.J. Cardona, M.J. Kim, S. Allain, and F. Altare,
“Foamy macrophages and the progression of the human tuber-
culosis granuloma,” Nature Immunology, vol. 10, no. 9, pp. 943–
948, 2009.

[26] L. Ramakrishnan, “Revisiting the role of the granuloma in
tuberculosis,” Nature Reviews Immunology, vol. 12, no. 5, pp.
352–366, 2012.

[27] Z. Toossi and J. J. Ellner, “Host response to Mycobacterium
tuberculosis,” Frontiers in Bioscience, vol. 25, no. 3, pp. 133–140,
1998.

[28] B. M. Saunders and A. M. Cooper, “Restraining mycobacteria:
role of granulomas in mycobacterial infections,” Immunology
and Cell Biology, vol. 78, no. 4, pp. 334–341, 2000.

[29] N. J. Garton, H. Christensen, D. E. Minnikin, R. A. Adegbola,
andM. R. Barer, “Intracellular lipophilic inclusions ofmycobac-
teria in vitro and in sputum,” Microbiology, vol. 148, no. 10, pp.
2951–2958, 2002.

[30] J. E. Gomez and J. D. McKinney, “M. tuberculosis persistence,
latency, and drug tolerance,” Tuberculosis, vol. 84, no. 1-2, pp.
29–44, 2004.

[31] A. Bhatt, V. Molle, G. S. Besra, W. R. Jacobs Jr., and L. Kremer,
“The Mycobacterium tuberculosis FAS-II condensing enzymes:
their role in mycolic acid biosynthesis, acid-fastness, pathogen-
esis and in future drug development,” Molecular Microbiology,
vol. 64, no. 6, pp. 1442–1454, 2007.

[32] P. Peyron, J. Vaubourgeix, Y. Poquet et al., “Foamymacrophages
from tuberculous patients’ granulomas constitute a nutrient-
rich reservoir for M. tuberculosis persistence,” PLoS Pathogens,
vol. 4, no. 11, article e1000204, 2008.

[33] J. Daniel, H. Maamar, C. Deb, T. D. Sirakova, and P. E. Kolat-
tukudy, “Mycobacterium tuberculosis uses host triacylglycerol
to accumulate lipid droplets and acquires a dormancy-like
phenotype in lipid-loaded macrophages,” PLoS Pathogens, vol.
7, no. 6, article e1002093, 2011.



8 BioMed Research International

[34] E. Guirado and L. S. Schlesinger, “Modeling theMycobacterium
tuberculosis granuloma—the critical battlefield in host immu-
nity and disease,” Frontiers in Immunology, vol. 4, article 98, p.
98, 2013.

[35] M. Sandor, J. V. Weinstock, and T. A. Wynn, “Granulomas
in schistosome and mycobacterial infections: a model of local
immune responses,” Trends in Immunology, vol. 24, no. 1, pp.
44–52, 2003.

[36] J. M. Tufariello, J. Chan, and J. L. Flynn, “Latent tuberculosis:
mechanisms of host and bacillus that contribute to persistent
infection,”The Lancet Infectious Diseases, vol. 3, no. 9, pp. 578–
590, 2003.

[37] T. T. Yoshikawa, “Tuberculosis in aging adults,” Journal of the
American Geriatrics Society, vol. 40, no. 2, pp. 178–187, 1992.

[38] O. C. Turner, R. G. Keefe, I. Sugawara, H. Yamada, and I. M.
Orme, “SWR mice are highly susceptible to pulmonary infec-
tion withMycobacterium tuberculosis,” Infection and Immunity,
vol. 71, no. 9, pp. 5266–5272, 2003.

[39] D. M. Bouley, N. Ghori, K. L. Mercer, S. Falkow, and L.
Ramakrishnan, “Dynamic nature of host-pathogen interactions
in Mycobacterium marinum granulomas,” Infection and Immu-
nity, vol. 69, no. 12, pp. 7820–7831, 2001.

[40] J. M. Davis and L. Ramakrishnan, “The role of the granuloma
in expansion and dissemination of early tuberculosis infection,”
Cell, vol. 136, no. 1, pp. 37–49, 2009.

[41] H. M. Algood, J. Chan, and J. L. Flynn, “Chemokines and
tuberculosis,” Cytokine & Growth Factor Reviews, vol. 14, no. 6,
pp. 467–477, 2003.

[42] I. M. Orme and A. M. Cooper, “Cytokine/chemokine cascades
in immunity to tuberculosis,” Immunology Today, vol. 20, no. 7,
pp. 307–312, 1999.

[43] V. Lazarevic, D. Nolt, and J. L. Flynn, “Long-term control of
Mycobacterium tuberculosis infection is mediated by dynamic
immune responses,”The Journal of Immunology, vol. 175, no. 2,
pp. 1107–1117, 2005.

[44] M. L. Bourigault, R. Vacher, S. Rose,M. L. Olleros et al., “Tumor
necrosis factor neutralization combined with chemotherapy
enhances Mycobacterium tuberculosis clearance and reduces
lung pathology,” Journal of Clinical and Experimental Immunol-
ogy, vol. 2, no. 1, pp. 124–134, 2013.

[45] D. R. Roach, A. G. Bean, C. Demangel, M. P. France, H. Briscoe,
andW. J. Britton, “TNF regulates chemokine induction essential
for cell recruitment, granuloma formation, and clearance of
mycobacterial infection,” The Journal of Immunology, vol. 168,
no. 9, pp. 4620–4627, 2002.

[46] S.Marino, D. Sud, H. Plessner et al., “Differences in reactivation
of tuberculosis induced from anti-TNF treatments are based on
bioavailability in granulomatous tissue,” PLoS Computational
Biology, vol. 3, no. 10, pp. 1909–1924, 2007.

[47] S. D. Chakravarty, G. Zhu, M. C. Tsai et al., “Tumor necrosis
factor blockade in chronic murine tuberculosis enhances gran-
ulomatous inflammation and disorganizes granulomas in the
lungs,” Infection and Immunity, vol. 76, no. 3, pp. 916–926, 2008.

[48] Y. Zhang, M. Broser, and W. N. Rom, “Activation of the inter-
leukin 6 gene by Mycobacterium tuberculosis or lipopolysac-
charide is mediated by nuclear factors NF-IL6 and NF-𝜅B,”
Proceedings of the National Academy of Sciences of the United
States of America, vol. 91, no. 6, pp. 2225–2229, 1994.

[49] M. S.Miranda, A. Breiman, S. Allain, F. Deknuydt, and F. Altare,
“The tuberculous granuloma: an unsuccessful host defence
mechanism providing a safety shelter for the bacteria?” Clinical

and Developmental Immunology, vol. 2012, Article ID 139127, 14
pages, 2012.

[50] B. M. Saunders, A. A. Frank, and I. M. Orme, “Granuloma
formation is required to contain bacillus growth and delay
mortality in mice chronically infected with Mycobacterium
tuberculosis,” Immunology, vol. 98, no. 3, pp. 324–328, 1999.

[51] P. J. Cardona, R. Llatjos, S. Gordillo et al., “Evolution of granulo-
mas in lungs ofmice infected aerogenically withMycobacterium
tuberculosis,” Scandinavian Journal of Immunology, vol. 52, no.
2, pp. 156–163, 2000.

[52] J. L. Flynn, “Lessons from experimental Mycobacterium tuber-
culosis infections,”Microbes and Infection, vol. 8, no. 4, pp. 1179–
1188, 2006.

[53] A. J. Lenaerts, D. Hoff, S. Aly et al., “Location of persisting
mycobacteria in a Guinea pig model of tuberculosis revealed by
r207910,”Antimicrobial Agents and Chemotherapy, vol. 51, no. 9,
pp. 3338–3345, 2007.

[54] J. L. Flynn, S. V. Capuano,D.Croix et al., “Non-humanprimates:
a model for tuberculosis research,” Tuberculosis, vol. 83, no. 1–3,
pp. 116–118, 2003.

[55] F. Saxegaard, “Experimental infection of calves with an appar-
ently specific goat-pathogenic strain ofMycobacterium paratu-
berculosis,” Journal of Comparative Pathology, vol. 102, no. 2, pp.
149–156, 1990.

[56] J. D. Rodgers, N. L. Connery, J. McNair et al., “Experimental
exposure of cattle to a precise aerosolised challenge ofMycobac-
terium bovis: a novel model to study bovine tuberculosis,”
Tuberculosis, vol. 87, no. 5, pp. 405–414, 2007.

[57] D. R. Roach, H. Briscoe, K. Baumgart, D. A. Rathjen, and W. J.
Britton, “Tumor necrosis factor (TNF) and aTNF-mimetic pep-
tide modulate the granulomatous response to Mycobacterium
bovis BCG infection in vivo,” Infection and Immunity, vol. 67,
no. 10, pp. 5473–5476, 1999.

[58] J. Daniel, C. Deb, V. S. Dubey et al., “Induction of a novel class
of diacylglycerol acyltransferases and triacylglycerol accumula-
tion inMycobacterium tuberculosis as it goes into a dormancy-
like state in culture,” Journal of Bacteriology, vol. 186, no. 15, pp.
5017–5030, 2004.

[59] C. Deb, C.-M. Lee, V. S. Dubey et al., “A novel in vitromultiple-
stress dormancy model for mycobacterium tuberculosis gen-
erates a lipid-loaded, drug-tolerant, dormant pathogen,” PLoS
ONE, vol. 4, no. 6, article e6077, 2009.

[60] U. Seitzer and J. Gerdes, “Generation and characterization
of multicellular heterospheroids formed by human peripheral
blood mononuclear cells,” Cells Tissues Organs, vol. 174, no. 3,
pp. 110–116, 2003.

[61] K. A. Birkness, J. Guarner, S. B. Sable et al., “An in vitromodel of
the leukocyte interactions associatedwith granuloma formation
inMycobacterium tuberculosis infection,” Immunology and Cell
Biology, vol. 85, no. 2, pp. 160–168, 2007.

[62] N. Kapoor, S. Pawar, T. D. Sirakova, C. Deb, W. L. Warren, and
P. E. Kolattukudy, “Human granuloma in vitro model, for TB
dormancy and resuscitation,” PLoS ONE, vol. 8, no. 1, article
e53657, 2013.

[63] H. Wang, Y. Maeda, Y. Fukutomi, and M. Makino, “An in vitro
model ofMycobacterium leprae induced granuloma formation,”
BMC Infectious Diseases, vol. 13, article 279, 2013.

[64] M. P. Puissegur, C. Botanch, J.-L. Duteyrat, G. Delsol, C.
Caratero, and F. Altare, “An in vitro dualmodel ofmycobacterial
granulomas to investigate the molecular interactions between
mycobacteria and human host cells,” Cellular Microbiology, vol.
6, no. 5, pp. 423–433, 2004.


