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Abstract: Autophagy is an important innate immune defense mechanism that controls Mycobacterium
tuberculosis (Mtb) growth inside macrophages. Autophagy machinery targets Mtb-containing
phagosomes via xenophagy after damage to the phagosomal membrane due to the Type VII
secretion system Esx-1 or via LC3-associated phagocytosis without phagosomal damage. Conversely,
Mtb restricts autophagy-related pathways via the production of various bacterial protein factors.
Although bacterial lipids are known to play strategic functions in Mtb pathogenesis, their role in
autophagy manipulation remains largely unexplored. Here, we report that the lipid virulence factors
sulfoglycolipids (SLs) and phthiocerol dimycocerosates (DIMs) control autophagy-related pathways
through distinct mechanisms in human macrophages. Using knock-out and knock-in mutants of Mtb
and Mycobacterium bovis BCG (Bacille Calmette Guerin) and purified lipids, we found that (i) Mtb
mutants with DIM and SL deficiencies promoted functional autophagy via an MyD88-dependent and
phagosomal damage-independent pathway in human macrophages; (ii) SLs limited this pathway
by acting as TLR2 antagonists; (iii) DIMs prevented phagosomal damage-independent autophagy
while promoting Esx-1-dependent xenophagy; (iv) and DIMs, but not SLs, limited the acidification
of LC3-positive Mtb compartments. In total, our study reveals an unexpected and intricate role
for Mtb lipid virulence factors in controlling autophagy-related pathways in human macrophages,
thus providing further insight into the autophagy manipulation tactics deployed by intracellular
bacterial pathogens.

Keywords: autophagy; mycobacterium; tuberculosis; lipids; macrophage; phagosome; lysosomes;
innate immunity

1. Introduction

Each year, over 1.5 million people die from tuberculosis. This pulmonary infectious disease,
which is caused by Mycobacterium tuberculosis (Mtb), remains the leading cause of death worldwide of
bacterial origin. Mtb pathogenicity is closely related to its ability to survive in macrophages through the
deployment of strategies to escape or neutralize host defenses [1]. One of these defenses is autophagy, a
cellular process that allows for the capture of intracellular bacteria and their killing by lysosomes [2–5].

After phagocytosis by macrophages, Mtb resides in a single-membrane-bound compartment
called the phagosome. The autophagy machinery targets Mtb-containing phagosomes via two main
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degradative pathways, xenophagy and LC3-associated phagocytosis (LAP) [6–10]. The LAP pathway
is triggered upon bacterial phagocytosis (after the engagement of pattern recognition receptors (PRRs)
on the cell surface) to promote LC3 conjugation to the phagosomal membrane: this phagosome is
called a LAPosome [11]. Interestingly, Mtb RNA delivered by extracellular vesicles from infected
macrophages in combination with IFN-β can also promote LAP via an RIG-I/MAVS-dependent
pathway [12]. On the other hand, damage to the phagosomal membrane, which is triggered by the Type
VII secretion system Esx-1, promotes xenophagy via the exposure of pathogen-associated molecular
patterns (PAMPs) to the cytosolic sensor cGAS (cyclic GMP-AMP synthase), followed by STING
signaling and the ubiquitination of damaged phagosome or via galectin recruitment onto the damaged
phagosome [7,13–15]. Alternatively, the xenophagy of Mtb-containing phagosomes can be achieved
exogenously using pharmaceutical drugs or immunomodulators, such as cytokines [5,16]. Xenophagy
requires the formation of an LC3-decorated double-membrane-bound compartment, which is called an
autophagosome and engulfs the bacteria. Importantly, both the LAP and xenophagy pathways result
in acidification, fusion with lysosomes of the Mtb compartment, and eventually bacterial death [7,10].

Mtb evades various host defense mechanisms (autophagy is one of them) [1,5]. Over the past
decade, several studies have identified the mycobacterial proteins implicated in autophagy inhibition.
For instance, Eis, an N-acetyl transferase, and PE_PGRS47 prevent autophagy initiation, whereas Esx-1
limits autophagic flux, i.e., fusion with lysosomes [17–19]. Recently, CpsA has been shown to restrict
the LAP pathway by impairing the assembly of the NADPH oxidase NOX2 [10]. While quite a few
mycobacterial proteins have been investigated, very little is known about the role of Mtb lipids in
macrophage autophagy. In particular, little information is available on the noncovalently associated
lipids located in the outermost part of the cell envelope, despite the fact that several of them contribute
efficiently to pathogenesis [20,21].

These complex lipids are present on the surface of the bacteria and can be trafficked inside
infected cells, as well as extracellularly. Some of them are potent immunomodulators. They can act as
ligands of toll-like receptor 2 (TLR2) and can trigger autophagy upon phagocytosis [22,23]. Others,
such as mannose-capped lipoarabinomannan, limit LC3 recruitment onto latex beads containing
phagosomes via an unknown mechanism [23,24]. A few envelope lipids also have a role in Mtb
virulence, among which are major lipid virulence factors phthiocerol dimycocerosates (DIMs, also
called PDIMs), and Mtb-specific lipids sulfoglycolipids (SLs, also called SGLs). Recently, DIMs have
been proposed to induce autophagy. Indeed, THP-1 macrophages infected with an Mtb mutant with
DIM transport deficiencies have lower levels of GFP-LC3 associated with their membranes than do
those with wild-type (WT) Mtb, suggesting either a decrease in autophagy or an activation of LC3
degradation [25,26]. Whether DIMs promote the targeting of Mtb through autophagy machinery also
remains to be investigated [26]. Another work has reported that purified Mtb SLs promote GFP-LC3
puncta accumulation in macrophages [27]. Again, it is unclear whether SLs activate autophagy or
prevent LC3 turnover. In addition, the importance of SLs in the bacterial context has not been addressed.
Collectively, these published data suggest that DIMs and SLs may modulate macrophage autophagy, but
how these lipids precisely control autophagy-related pathways that target Mtb-containing phagosomes
needs to be explored.

Here, we investigated the contributions of Mtb lipid virulence factors (DIMs and SLs) to the
modulation of autophagy during the course of human macrophage infection. Our work unveiled a
multifaceted role for Mtb lipid virulence factors in controlling autophagy-related pathways. Overall,
this study deepens our understanding of autophagy manipulation by Mtb and the functions of lipid
virulence factors in infection.
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2. Materials and Methods

2.1. Antibodies and Reagents

The following rabbit antibodies were used: Atg16L1 (#PA1-18296 Thermo Scientific), beclin-1
(#sc-11427 Santa Cruz), and LC3 (#L7543 Sigma, #PM036 MBL). The following mouse antibodies were
used: beta-actin (#sc-81178 Santa Cruz), galectin-3 (#556904 BD Pharmingen), and ubiquitin (FK2,
#BML-PW8810 Enzo Life Sciences). Pam3CSK4 was purchased from Invivogen. The synthetic SL
analog (2,3-dipalmitoyl-2′-sulfate-α-α′-d-trehalose) we used was a kind gift from Drs. Jacques Prandi
and Martine Gilleron (Institute of Pharmacology and Structural Biology, Toulouse) [28,29]. The DIMs
were prepared as previously described [30].

2.2. Bacterial Strains and Growth Conditions

The green fluorescent protein (GFP)-expressing strains used in this study included WT Mtb H37Rv
Pasteur, Mtb H37Rv∆ppsE,∆pks2 (PMM127, deficient in DIMs and SLs), Mtb H37Rv∆ppsE,∆pks2::ppsE
(PMM127/DIM, complemented with DIM production), Mtb H37Rv∆ppsE,∆pks2::pks2 (PMM127/SL,
complemented with SL production), WT M. bovis BCG Pasteur 1173P2, M. bovis BCG::ESX-1, BCG∆mas
(deficient in DIMs), and BCG∆mas::ESX-1 [31]. All strains were cultured at 37 ◦C in liquid Middlebrook
7H9 liquid medium (Difco) supplemented with 10% (v/v) ADC (albumin-dextrose-catalase, Difco) and
0.05% (v/v) Tween-80. When required, kanamycin and hygromycin were added to the medium at a
final concentration of 40 µg/mL and 50 µg/mL, respectively.

2.3. Cell Culture and Infection

Human blood from fully anonymous nontuberculous donors was purchased from the
Etablissement Français du Sang of Toulouse. Human macrophages derived from monocytes (hMDMs)
were prepared as described in Reference [32]. In brief, monocytes plated into 24-well plates were
isolated by adhesion from peripheral blood mononuclear cells (PBMCs) and allowed to differentiate
for 7 days in RPMI (Roswell Park Memorial Institute) 1640 medium (Gibco, USA) supplemented with 2
mM glutamine (Gibco) and 7% (v/v) heat-inactivated human AB serum at 37 ◦C in 5% CO2. The culture
medium was renewed on the third day. Before use, hMDMs were washed twice with fresh RPMI
medium containing glutamine.

Human monocytic THP-1 cells (ATCC TIB-202T) and WT THP-1-XblueTM and THP-1-XblueTM

MyD88 knockouts (Invivogen) were cultured in complete RPMI 1640 medium containing 10% (v/v)
heat-inactivated fetal bovine serum, 2 mM L-Glutamine, 1 mM sodium pyruvate, and 1% (v/v) MEM
(minimum essential media) nonessential amino acids. THP-1 monocytes were differentiated into
macrophages with 20 ng/mL phorbol 12-myristate 13-acetate (PMA, Fisher bioreagents) for 24 h at 37
◦C in 5% CO2. The PMA was washed away, and the cells were rested for at least 1 h in RPMI medium
before infection.

A mycobacterial infection was performed as described in Reference [32]. Briefly, exponentially
growing mycobacteria were pelleted by centrifugation and subsequently dispersed in serum-free RPMI
1640 medium using sterile glass beads. The number of bacteria per ml in the suspension was estimated
through a measurement of the optical density at 600 nm. Human macrophages were infected for 1 h at
an MOI (multiplicity of infection) between 5 and 10 in RPMI medium at 37 ◦C in 5% CO2. Extracellular
bacteria were then removed by three successive washes with fresh medium, and infected cells were
further incubated in RMPI medium supplemented with heat-inactivated serum at 37 ◦C in 5% CO2.

2.4. Western Immunoblotting and a Proteome Profiler Human Phospho-Kinase Array Kit

THP-1 cells were seeded and differentiated in 6-well plates (5 × 106 cells). Cells were infected
with Mtb strains at MOI = 10 for 1 h, and then extracellular bacteria were washed away. Infected cells
were incubated for 48 h in the presence or absence of 100 nM Bafilomycin A1 (Santa Cruz, CA, USA)
(for the last 2 h) (0.1% DMSO (dimethyl sulfoxide) was used as a negative control, Sigma, USA). For the
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Pam3CSK4 experiment, cells were treated with the indicated concentration for 2 h, and then 100 nM
Bafilomycin A1 or the DMSO control was added and cells were incubated for 2 h to block autophagic
flux and accumulate LC3-II. After incubation, the cells were lysed with a Laemmli buffer containing
beta-mercaptoethanol and boiled for 10–15 min at 95 ◦C. Denaturated proteins were subjected to SDS
(sodium dodecyl sulfate-polyacrylamide gel electrophoresis (4–16% gradient) using a Tris/glycine
buffer system (BioRad, USA). After electrophoresis, proteins were transferred to a nitrocellulose transfer
membrane. Blots were blocked with 5% dried milk or bovine serum albumin (BSA) in PBS (phosphate
buffered saline) and then incubated with primary antibodies and the corresponding horseradish
peroxidase-conjugated secondary antibody (Thermo Scientific, USA). Immunostaining was detected
with SuperSignal West Pico Chemiluminescent Substrate (Thermo Scientific). A beta-actin band was
used as a loading control. A proteome profiler array kit (ARY003B) was purchased from R&D Systems
(USA). Each array contained two membranes spotted in duplicate with antibodies against 43 different
phosphorylated proteins and 2 related total proteins. The assay was performed according to the
manufacturer’s instructions. Membranes were visualized with a ChemiDocTM Touch Imaging System
(BioRad), and integrated densities of Western blot bands and phospho-kinase array dots were measured
using Image J software (National Institutes of Health).

2.5. Immunofluorescence, Lysotracker Staining, and Confocal Microscopy

Macrophages cultured on sterile glass coverslips were infected with GFP (green fluorescent
protein)-expressing mycobacteria and fixed with 4% (v/v) paraformaldehyde (Electron Microscopy
Sciences, USA) at different times after infection. Cells were then permeabilized for 5 min through
a treatment in PBS containing 0.1% Triton X100. After blocking with 4% (w/v) BSA (bovine serum
albumin) and 2% (v/v) goat serum in PBS, permeabilized cells were incubated with primary antibody
followed by secondary Alexa 568-conjugated antibody or Alexa 647-conjugated antibody (Invitrogen,
France). For the LysoTracker Red (LTR) experiment, cells were incubated during the last two 2 h of
postinfection with LTR (Invitrogen) at 1 µM, followed by several washes and fixation. The coverslips
were mounted onto glass slides with fluorescent mounting medium (Dako) and were analyzed on a
Zeiss LSM510 or Olympus FV1000 confocal microscope. Around 15 to 30 random images were taken
per condition per independent experiment. Images were analyzed using LSM510 or Image J software.

2.6. Statistical Analyses

The data were from at least three independent experiments, and they are shown as the mean ±
SEM (standard error of the mean). Statistical analyses were performed with Graphpad Prism version 5
software using Student’s two-tailed t-test. Differences were considered significant when the p-value
was inferior to 0.05.

3. Results

3.1. The Loss of SLs and DIMs Promoted LC3 Recruitment to M. tuberculosis Compartments

In our previously published work, we reported that the Mtb mutant PMM127, which is lacking
in both DIMs and SLs, is trafficked more efficiently to lysosomes than is WT Mtb (in human
macrophages) [33]. Importantly, the Mtb mutant PMM127 does not represent a significant change
to the bacterial cell envelope structure [33]. However, whether this Mtb mutant interacts differently
with autophagy machinery than does WT Mtb was not investigated. First, we examined endogenous
LC3’s association with the Mtb intracellular compartment using immunofluorescence and confocal
microscopy. Human monocyte-derived macrophages (hMDMs) were pulsed with GFP-expressing
Mtb strains for 1 h, chased for different time points, and stained with a specific antibody against
LC3. At both early (2 h) and late time points (72 h) postinfection (p.i.), the percentage of Mtb positive
for LC3 was two times higher with PMM127 than with WT (Figure 1A,B). These results were also
observed in PMA-differentiated THP-1 macrophages up to 96 h p.i (Figure 1C). To determine the
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contribution of each type of lipid to the inhibition of LC3 recruitment, macrophages were infected with
PMM127 that had been complemented genetically for either DIM or SL production [31]. At 2 h p.i., the
complemented strains behaved like PMM127. However, at a late time point p.i. (72 h), DIM and SL
production significantly reduced LC3 colocalization with PMM127-containing compartments by 50%
and 90%, respectively (Figure 1A,B). These results reveal that Mtb producing SLs, and to a lesser extent
DIMs, are able to prevent LC3 recruitment to Mtb compartments in human macrophages.

Figure 1. The loss of phthiocerol dimycocerosates (DIMs) and sulfoglycolipids (SLs) promoted LC3
recruitment to Mycobacterium tuberculosis (Mtb) compartments in human macrophages. Macrophages
were infected for 1 h with the indicated GFP (green fluorescent protein)-expressing Mtb strains; fixed at 2
h, 48 h, 72 h, or 96 h postinfection (p.i.) (MOI (multiplicity of infection) between 5 to 10); permeabilized;
incubated with antibody against endogenous LC3; and then stained with Alexa-568-labeled secondary
antibody. Specimens were analyzed using confocal fluorescence microscopy. (A) Representative
confocal images of hMDMs (human monocyte derived macrophages) infected with GFP-expressing
Mtb (green channel) at 72 h postinfection, stained for endogenous LC3 (red channel). Scale bar, 5 µm.
(B) A quantification of the percentage of Mtb compartments colocalized with LC3 at 2 h and 72 h
postinfection in hMDMs. Data are the mean ± s.e.m (standard error of mean); 160–200 fields from
four independent experiments; ** p < 0.01; *** p < 0.001 (unpaired t-test). (C) A quantification of
the percentage of Mtb compartments colocalized with LC3 at 48 h, 72 h, and 96 h postinfection in
PMA (phorbol 12-myristate 13-acetate)-differentiated THP-1 macrophages. Data are the mean ± s.e.m;
90 fields from three independent experiments; *** p < 0.001 (unpaired t-test). DIMs: phthiocerol
dimycocerosates; SLs: sulfoglycolipids; WT: H37Rv wild-type; GFP: green fluorescent protein;
hMDMs: human monocyte-derived macrophages; PMM127: H37Rv∆ppsE,∆pks2; PMM127/DIMs:
H37Rv∆ppsE,∆pks2::ppsE; PMM127/SLs: H37Rv ∆ppsE,∆pks2::pks2.

3.2. The Mtb Mutant Deficient in DIMs and SLs Promoted Autophagy Activation

Several studies have revealed that LC3 can be involved in autophagy-independent processes [34].
To confirm that PMM127 is more targeted by autophagy machinery than is WT Mtb, we examined
the intracellular localization of endogenous Beclin-1 and Atg16L1, two autophagy-related gene
(Atg) products acting upstream of LC3. An immunofluorescence confocal microscopy analysis and
quantification showed that around 65% to 50% of PMM127 was colocalized with Beclin-1 and Atg16L1
independently of the time postinfection, whereas only 30% to 20% of WT Mtb was associated with these
proteins (Figure 2A–D). To determine whether the increase in Atg recruitment was associated with
an upregulation of these proteins, we evaluated the protein levels of Beclin-1 and Atg16L1 through
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immunoblotting. Infection with PMM127 induced an approximately two-fold increase in the Beclin-1
protein amount compared to WT Mtb and noninfected macrophages (Figure S1A,B). Although not
significant, a similar trend was observed for Atg16L1 (Figure S1C,D). Using quantitative RT-PCR,
we found that both WT Mtb and PMM127 induced an increase in BECN1 gene expression, but not in
ATG16L1 expression (Figure S1E,F). However, no difference was detected between the two strains for
either gene, indicating that the difference observed upon infection with WT or PMM127 was not due
to differential gene expression. Collectively, these data indicate that the lipid-deficient Mtb mutant
promoted autophagy machinery recruitment to bacterial compartments.

Figure 2. The Mtb mutant deficient in DIMs and SLs promoted autophagy activation. (A–D)
Differentiated THP-1 cells were infected for 1 h with the indicated GFP-expressing Mtb strains; fixed at
48 h, 72 h, or 96 h postinfection (MOI between 5 and 10); permeabilized; incubated with antibodies
against endogenous Beclin-1 (A,C) or Atg16L1 (B,D); and then stained with Alexa-568-labeled secondary
antibody. Specimens were analyzed using confocal fluorescence microscopy. (A,B) Representative
confocal images of macrophages infected with GFP-expressing Mtb (green channel) at 48 h postinfection,
stained for Beclin-1 (A) or Atg16L1 (B) (red channel). The boxed areas in the left-hand panels are
magnifications of the right-hand panels. Scale bars are 10 µm (left panels) or 2 µm (right panels). (C,D)
A quantification of the percentage of Mtb compartments colocalized with Beclin-1 (C) or Atg16L1 (D)
at 48 h, 72 h, and 96 h postinfection. Data are the mean ± s.e.m; 90 fields from three independent
experiments; *** p < 0.0001 (unpaired t-test). (E) Differentiated THP-1 cells were infected for 1 h with
the indicated Mtb strains and lysed 48 h postinfection. Cells were treated with 100 nM Bafilomycin A1
(with BafA1) or a DMSO (dimethylsulfoxide) (control (without BafA1) during the last 2 h postinfection.
Lysates were analyzed using immunoblotting with anti-LC3 or anti-actin antibodies. The densitometric
LC3-II/actin ratios are shown underneath the blot. The ratios were normalized to the ratio of noninfected
(NI) cells in the absence of BafA1. Data are representative of two independent experiments.



Cells 2020, 9, 666 7 of 17

To further explore autophagy activation, LC3-II lysosomal turnover was determined using
Bafilomycin A1 (BafA1), an inhibitor of lysosomal degradative activities, and immunoblotting. WT Mtb
and PMM127 infections resulted in an increase in LC3-II turnover compared to noninfected macrophages
(Figure 2E). However, the turnover was almost two-fold higher with PMM127 (LC3-II/actin with BafA1
minus LC3-II/actin without BafA1 = 5.85) than with WT (LC3-II/actin with BafA1 minus LC3-II/actin
without BafA1 = 3.25) (Figure 2E). Furthermore, in the presence of BafA1, the total level of LC3-II was
much greater with PMM127 than with the WT, which supported the idea of the activation of autophagy
initiation. Altogether, these results indicate that the lipid-deficient Mtb mutant unleashed functional
autophagy in macrophages.

3.3. The Mtb Mutant Deficient in DIMs and SLs Promoted Autophagy via MyD88

In order to get some insight into the signaling pathway involved in autophagy activation induced
by PMM127, we used an unbiased approach based on a phosphoprotein-specific antibody array [35].
We found that the two major signaling pathways implicated in autophagy regulation, i.e., mTOR
(mammalian target of rapamycin) (p70S6K phosphorylation) and AMPK (5′ AMP-activated protein
kinase), were activated in the WT Mtb- and PMM127-infected macrophages (Figure S2A,B) [36].
However, the levels of activation were similar between WT and PMM127, indicating that these two
pathways were not responsible for the autophagy upregulation observed with Mtb mutants deficient
in DIMs and SLs.

The TLR/MyD88 signaling pathway is known to promote autophagy [3], in particular in
mycobacteria-infected macrophages [22,37]. Therefore, we investigated its role in PMM127-induced
autophagy. Differentiated THP-1 macrophages (WT or MyD88 knockouts (KOs)) were infected
with WT Mtb or PMM127 and treated with BafA1 to determine the total amount of LC3-II formed
upon infection. Immunoblot analyses showed that the LC3-II level in infected cells was reduced in
MyD88-deficient macrophages compared to WT macrophages (Figure 3A). Importantly, while in WT
macrophages PMM127 induced more LC3-II than did WT Mtb, this difference was drastically reduced
in MyD88-deficient macrophages. These results indicated that Mtb mutants deficient in DIMs and
SLs promoted autophagy via TLR/MyD88. This is consistent with published data showing that SLs
limit the TLR/MyD88 pathway in macrophages by acting as a competitive TLR2 antagonist [28]: it is
also consistent with a recent report indicating that DIMs evade TLR signaling in macrophages [38],
although the mechanism of action remains unclear [39].

3.4. Synthetic SL, but not Purified DIM, Molecules Limited TLR2-Dependent Autophagy

TLR2, one of the main PRRs (pattern recognition receptors) that recognize Mtb [40], has
been implicated in autophagy activation in the context of mycobacterial infection [22,41,42].
Next, we investigated whether SLs and DIMs could per se limit TLR2-dependent autophagy by
testing purified SL and DIM molecules. TLR2-dependent autophagy was induced by incubating
macrophages with a synthetic lipopeptide TLR2 ligand, Pam3CSK4. First, we determined the
concentration of Pam3CSK4 required for autophagy activation in THP-1 macrophages and found that
2.5 µg/mL was necessary to obtain about a two-fold increase in the LC3-II total in the presence of
BafA1 (Figure 3B). Cells were then pretreated with a synthetic analog of SLs [28] or with purified DIMs,
followed by Pam3CSK4 treatment in the presence of BafA1. We found that synthetic SLs at 10 µg/mL
inhibited TLR2-mediated autophagy by around 20% but had a negligible effect on basal autophagy
(Figure 3C). Similar results were obtained with SLs at 20 µg/mL (Figure S3A,C) and another TLR2 ligand,
zymosan (Figure S3B). In contrast, purified DIMs at 100 µg/mL did not inhibit Pam3CSK4-induced
autophagy, but rather seemed to activate basal autophagy (Figure 3D, Figure S3D). These results show
that SL, but not DIM, molecules could directly prevent TLR2-mediated autophagy.
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Figure 3. Synthetic SL, but not purified DIM, molecules limited TLR2-dependent autophagy.
(A) Differentiated THP-1 cells, either wild-type (control) or MyD88 knockouts (KOs), were infected
for 1 h with the indicated Mtb strains (WT and PMM127) and lysed 48 h postinfection. Cells were
treated with 100 nM Bafilomycin A1 (BafA1) during the last 2 h post-infection. Lysates were analyzed
using immunoblotting with anti-LC3 or anti-actin antibodies. The densitometric LC3-II/actin ratios are
shown underneath the blot. The ratios were normalized to the ratio of noninfected (NI) cells. Data
are representative of two independent experiments. (B) Differentiated THP-1 cells were treated with
different concentrations (µg/mL) of Pam3CSK4 (PAM) for 2 h, and then 100 nM bafilomycin A1 (BafA1)
or a DMSO control was added for 2 h more. Lysates were analyzed using immunoblotting with anti-LC3
or anti-Actin antibodies. LC3-II/actin ratios were normalized to the ratio of cells without Pam3CSK4
and BafA1. (C) Differentiated THP-1 cells were pretreated for 30 min with 10 µg/mL of SL synthetic
analog and then incubated with 2.5 µg/mL Pam3CSK4 for 2 h. Then, 100 nM bafilomycin A1 (BafA1)
was added for 2 h more. LC3-II/actin ratios were normalized to the ratio of cells without Pam3CSK4.
Data are representative of two independent experiments. (D) Differentiated THP-1 cells were pretreated
for 60 min with 70 µM (100 µg/mL) of purified DIMs and then incubated with 2.5 µg/mL Pam3CSK4 for
2 h. Then, 100 nM bafilomycin A1 (BafA1) was added for 2 h more. LC3-II/actin ratios were normalized
to the ratio of cells without Pam3CSK4. Data are representative of two independent experiments.

3.5. Autophagy Mediated by a Lipid-Deficient Mtb Mutant Was Not Associated with Phagosomal Damage

TLR/MyD88 is involved in autophagy pathways that target either damaged or intact
phagosomes [37,43,44]. Since Mtb can reside in both types of phagosome, we examined whether
enhanced LC3 recruitment was associated with enhanced phagosomal membrane damage using
ubiquitin and galectin-3 as markers [45]. Immunofluorescence and confocal microscopy analyses
showed that, at 3 days p.i., a small percentage of LC3-positive compartments containing WT Mtb,
around 20%, were positive for ubiquitin and galectin-3 (Figure 4A–D). This result highlights the
coexistence of two autophagy-related pathways targeting Mtb, one linked to phagosomal damage and
a second that targets intact phagosomes. Importantly, the percentage of LC3 compartments containing
Mtb that were positive for ubiquitin and galectin-3 dropped significantly to approximately 5% with
PMM127. These findings indicate that the loss of DIMs and SLs did not enhance LC3 recruitment to
the damaged phagosome, but rather promoted LC3 recruitment to the damage-free phagosome.
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Figure 4. Autophagy mediated by a lipid-deficient Mtb mutant was not associated with ubiquitin
coating or galectin-3 recruitment. Differentiated THP-1 cells were infected for 1 h with the indicated
GFP-expressing Mtb strains (MOI = 5), fixed 72 h postinfection, permeabilized, incubated with antibodies
against endogenous LC3 and ubiquitin (Ubi) or galectin-3 (Gal3), and then stained with Alexa-568-
and Alexa-647-labeled secondary antibodies. Specimens were analyzed using confocal fluorescence
microscopy. (A,C) Representative confocal images of macrophages infected with GFP-expressing Mtb
(green channel) and stained for LC3 (red channel) and ubiquitin or galectin-3 (cyan channel). White
arrows indicate Mtb compartments positive for LC3 and ubiquitin (A) or galectin-3 (C). Scale bar, 5 µm.
(B,D) Quantification of the percentage of Mtb compartments colocalized with LC3 that were positive
for ubiquitin (B) or galectin-3 (D). Data are the mean ± s.e.m; 45–55 fields from three independent
experiments; * p < 0.05; ** p < 0.01 (unpaired t-test).

3.6. DIMs Limited Phagosomal Damage-Independent Autophagy while Promoting
Esx-1-Dependent Autophagy

As shown in Figure 4, we noted a higher proportion of damage-associated autophagy with WT
Mtb than with a lipid-deficient mutant. To determine which lipids, DIMs or SLs, were involved in
this process, macrophages were infected with PMM127 complemented genetically for DIM or SL
production, and the percentage of LC3 compartments containing Mtb that were positive for ubiquitin or
galectin-3 was counted. Mtb complementation for DIM production (but not SL) significantly increased
the percentage of LC3-positive compartments containing Mtb that were positive for ubiquitin and
for galectin-3 (Figure 5A). These results were consistent with our published data, which showed an
increase in phagosomal damage when Mtb was complemented for DIM (but not for SL) production [31].
Thus, DIMs seemed to favor LC3 associated with phagosomal damage (Figure 5A). However, overall,
DIMs inhibited LC3 recruitment to Mtb compartments (Figure 1A,B), suggesting that these lipids may
inhibit LC3 recruitment to damage-free phagosomes. To validate this hypothesis, we investigated the
respective contribution of these two pathways using Mycobacterium bovis Bacillus Calmette-Guérin
(BCG), which is naturally deficient in SLs; Esx-1, a secretion system required for phagosomal damage;
and recombinant BCG strains expressing different combinations of DIMs and Esx-1 [31]. Macrophages
were infected with different GFP-expressing BCG strains and stained for endogenous LC3 and
ubiquitin. As expected from a previous work [7], damage-dependent autophagy was induced by
Esx-1, as seen in the occurrence of ubiquitin in LC3-positive compartments containing BCG::Esx-1
but not BCG (Figure 5B). Furthermore, we observed that DIM-deficient BCG::Esx-1 was less able to
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promote ubiquitin-associated autophagy than was DIM-proficient BCG::Esx-1. This confirmed that
DIMs promoted damage-dependent autophagy in the presence of functional Esx-1. Nevertheless,
the percentage of mycobacteria positive for LC3 was significantly higher in the absence of DIM, even
in the absence of Esx-1, indicating that DIMs inhibited damage-independent autophagy (Figure 5C)
while promoting Esx-1-dependent autophagy (Figure 5B).

Figure 5. DIMs limited phagosomal damage-independent autophagy while promoting Esx-1-dependent
autophagy. (A) Quantification of the percentage of Mtb compartments colocalized with LC3 that
were positive for ubiquitin or galectin-3. Differentiated THP-1 cells were infected for 1 h with the
indicated GFP-expressing Mtb strains (MOI = 5), fixed 72 h postinfection, permeabilized, incubated
with antibodies against endogenous LC3 and ubiquitin (Ubi) or galectin-3 (Gal3), and then stained
with Alexa-568- and Alexa-647-labeled secondary antibodies. Specimens were analyzed using confocal
fluorescence microscopy. Data are the mean ± s.e.m; 45–55 fields from three independent experiments;
* p < 0.05; ** p < 0.01 (unpaired t-test). (B,C) Here, hMDMs were infected for 1 h with the indicated
GFP-expressing BCG (Bacille Calmette Guerin) strains (MOI 5), fixed 72 h postinfection, permeabilized,
incubated with antibodies against endogenous LC3 and ubiquitin (Ubi), and then stained with
Alexa-568- and Alexa-647-labeled secondary antibodies. Specimens were analyzed using confocal
fluorescence microscopy. (B) Quantification of the percentage of BCG compartments colocalized with
LC3 that were positive for ubiquitin. Data are the mean ± s.e.m; 45 fields from three independent
experiments. (C) Quantification of the percentage of BCG compartments colocalized with LC3. Data
are the mean ± s.e.m; 90 fields from three independent experiments. The inset is a repartition of
LC3-positive/ubiquitin-positive and LC3-positive/ubiquitin-negative for BCG::Esx-1 wild-type (WT) or
a ∆mas mutant (DIM-deficient). * p < 0.05; ** p < 0.01; *** p < 0.001; ns: not significant (unpaired t-test).

3.7. DIMs, but not SLs, Limited the Acidification of LC3-Positive Compartments Containing Mtb

The autophagy machinery of Beclin-1, Atg16L1, and LC3 targeted Mtb mutants deficient in DIMs
and SLs (Figures 1 and 2). To determine whether the Mtb-containing compartments positive for LC3
could be acidified, infected macrophages were stained with LysoTracker Red (LTR) and analyzed
using immunofluorescence confocal microscopy [22]. At 72 h p.i., while only 30% of WT Mtb within
the LC3-positive compartments was colocalized with LTR, we observed that more than 50% of the
LC3-positive compartments containing PMM127 were acidified (Figure 6A,B), indicating that PMM127
not only enhanced LC3 recruitment compared to the WT (Figure 1) but also increased the acidification of
LC3-positive bacterial compartments. To determine the contribution of each type of lipid to preventing
the acidification of LC3-positive compartments containing Mtb, macrophages were infected with
PMM127 complemented genetically for either DIM or SL production. Only 30% of PMM127/DIMs
within the LC3-positive compartment were acidified compared to 50% with PMM127/SLs, indicating
that DIM, but not SL, synthesis limited the acidification of mycobacterial compartments and restored
the Mtb WT phenotype (Figure 6B).
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Figure 6. DIMs, but not SLs, limited the acidification of LC3+-compartment-containing Mtb.
Differentiated THP-1 cells were infected for 1 h with the indicated GFP-expressing Mtb strains
(MOI = 5) and fixed 72 h postinfection. Cells were incubated with LysoTracker Red (LTR) during
the last 2 h postinfection. Fixed cells were then permeabilized, incubated with antibodies against
endogenous LC3, and stained with Alexa-647-labeled secondary antibody. Specimens were analyzed
using confocal fluorescence microscopy. (A) Representative confocal images of macrophages infected
with GFP-expressing Mtb (green channel), labeled with LysoTracker Red (LTR, red channel) and stained
with LC3 (cyan channel). White arrows indicate acidified LC3-positive Mtb compartments. Scale
bar, 5 µm. (B) Quantification of the percentage of Mtb compartments colocalized with LC3 that were
positive for LTR. Data are the mean ± s.e.m; 60 fields from three independent experiments; *** p < 0.001;
ns: not significant (unpaired t-test).

4. Discussion

In recent years, an increasing number of studies have reported that Mtb can circumvent autophagy
pathways in macrophages by producing different bacterial proteins [10,17,18]. The present study
reports, for the first time, that Mtb lipid virulence factors, namely DIMs and SLs, control autophagy
at multiple levels in infected human macrophages. First, we found that Mtb mutants deficient
in DIMs and SLs upregulated autophagy pathways that rely on MyD88 but not on phagosomal
damage. SLs prevented this pathway by acting as an TLR2 antagonist. DIMs also limited autophagy
independently of phagosomal damage, but in addition promoted an autophagy pathway that relied on
Esx-1-mediated phagosomal damage. Finally, the presence of DIMs, unlike SLs, prevented acidification
of the LC3-positive compartments containing Mtb (Figure 7).

Our previous work indicated that Mtb deficient in DIMs and SLs was attenuated in macrophages
and in a mice model of infection (compared to WT Mtb) [33]. Furthermore, using an autophagy
inhibitor, Bafilomycin A1, we were able to restore the WT Mtb growth phenotype [31], indicating
that autophagy could contribute to growth attenuation. Here, we show that Mtb mutants deficient
in DIMs and SLs promoted an autophagy-related pathway that required MyD88 but did not involve
phagosomal damage. The LAP pathway is triggered upon phagocytosis after the engagement of PRRs
on the cell surface (which includes TLR2) to promote LC3 conjugation in undamaged phagosomal
membranes [44]. MyD88 is an important TLR adaptor protein that is involved in autophagy activation
during the course of mycobacterial infection [37]. Recently, the LAP has been shown to target Mtb
phagosomes [11], suggesting that Mtb mutants deficient in DIMs and SLs may stimulate a LAP process
that involves TLR/MyD88 signaling. However, we cannot rule out the possibility that intact Mtb
phagosomes might be captured in autophagosomes by a yet undefined molecular mechanism [46].

A growing amount of literature has demonstrated the key role of TLR/MyD88 signaling in bacterial
infections [2,3,37,47]. Mtb produces numerous TLR ligands involved in triggering immune responses,
but it has also developed several strategies to avoid recognition or to alter downstream signaling
cascades [40]. Here, we found that SLs were able to restrict LC3 recruitment to an intact phagosome
containing Mtb. As anticipated from our previous published data, which showed that SLs act as
an antagonist of TLR2 [28], synthetic SLs prevented TLR2-induced autophagy. In contrast, purified
DIMs did not prevent TLR2-mediated autophagy. This could be explained by either a requirement for
the entire bacteria or the inhibition of MyD88-induced autophagy (which is independent of TLR2).
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In human macrophages, DIMs are transferred to host cell membranes and disorganize the lipid bilayer
in a way that modulates phagocytic receptor functions [30,32]. We thus suspect that DIMs’ effects
on membranes can affect membrane receptors such as TLR. Recently, the Mtb lipoprotein LprE has
been shown to suppress TLR2-dependent autophagy [42]. Since Mtb produces several factors that
antagonize TLR2, such as Esat-6 and phenolic glycolipids [48,49], it is tempting to speculate that these
factors might also participate in limiting TLR2-induced autophagy during the course of Mtb infection.

Recently, DIMs, but not SLs, have been reported to be required for phagosomal damage and rupture
in human macrophages [26,31]. Furthermore, a flow cytometry analysis has shown that Mtb mutants
deficient in DIMs accumulated less membrane-bound LC3-II than did WT Mtb, which suggested
reduced autophagy initiation, although this could also be interpreted as an increase in autophagic
flux [26]. Along the same lines, in lymphatic endothelial cells, DIMs promote phagosomal rupture
and recruitment of the xenophagy receptors NDP52 and p62 to Mtb, hinting toward a pro-xenophagy
role for DIMs [50]. As anticipated, our findings demonstrate that DIMs, but not SLs, triggered the
xenophagy of Mtb in human macrophages. Importantly, we found that DIMs induced xenophagy only
when the mycobacteria expressed functional Esx-1, which underscores the significance of the interplay
between DIM and Esx-1 in modulating host defense mechanisms, including autophagy.

Another interesting finding is the role of DIMs in preventing the acidification of LC3-positive
Mtb compartments (Figure 7). Mtb seems to limit autophagic flux by preventing Rab7 recruitment in
autophagosomal membranes [51]. One major Mtb factor known to block the last stage of autophagy is
Esx-1 and its effector Esat-6, albeit their molecular mechanisms of action remain to be elucidated [19,51].
We have previously shown that DIMs prevent the acidification of the Mtb phagosome inside human
macrophages [32]. Here, we found that DIMs also interfered with the acidification of LC3-positive
compartments containing Mtb. How DIMs block the acidification of phagosomes is under intensive
investigation. Since DIMs and Esx-1 synergize to promote phagosomal damage and xenophagy, it will
be interesting to determine whether they also act together in preventing the acidification of autophagic
compartments. Importantly, DIM action seems to be specific, as we did not observe such inhibition
with SLs, even though purified SLs can modulate phagosome acidification [52,53]. Other mycobacterial
lipids are known to prevent phagosome acidification [23,54–57]. Whether such lipids impair the
acidification of autophagosomes or LAPosomes needs to be explored.

Compelling evidence has shown that DIMs and SLs exert multiple activities during the infection
of macrophages, including the modulation of immune responses [20,26,28,31,38]. Here, we established
a new role for DIMs and SLs in the control of autophagy. To survive in the adverse environment of the
host, Mtb alters its gene expression. It should be noted that the genes involved in the biosynthesis of
SLs and DIMs are upregulated upon infection [58,59]. In addition, the mass of these lipids increases as
a result of their synthesis being coupled to cholesterol metabolism [60–62]. Given the multifaceted
functions of SLs and DIMs, it is therefore reasonable to propose that the expansion of lipid pools in
M. tuberculosis has important consequences in pathogenesis.

To conclude, our work uncovered novel Mtb virulence factors involved in the evasion of
macrophage autophagy. To our knowledge, DIMs and SLs are the first bacterial lipids reported
to modulate autophagy in an infection context. In addition to being attractive potential therapeutic
targets in curtailing Mtb infection, DIMs and SLs, or synthetic functional analogs, might be useful
tools for further deciphering the mechanisms of autophagy inhibition. Exploring these molecular
mechanisms should help in the development of new compounds to either stimulate autophagy in the
context of host-directed therapy against tuberculosis [5] or to limit detrimental autophagy in some
other pathological contexts [63,64]. A deeper understanding of the multiple roles of autophagy in Mtb
infection is warranted to discover important clues for the development of autophagy-based vaccines
against and therapies for tuberculosis [65,66].



Cells 2020, 9, 666 13 of 17

Figure 7. Schematic representation of SL and DIM action in autophagy-related pathways in Mtb-infected
human macrophages. Mtb resides inside either a damaged or an intact phagosome [1]. The Type VII
secretion system Esx-1 promotes phagosomal damage, which leads to xenophagy [7]. However, Esx-1
can also inhibit autophagic flux via an unknown mechanism [19,51,67]. Here, we found that (i) SLs
limited TLR/MyD88-dependent and phagosomal damage-independent autophagy by acting as a TLR2
antagonist (1). (ii) DIMs prevented, to some extent, phagosomal damage-independent autophagy
(dotted line) (1) while triggering xenophagy by favoring Esx-1-dependent phagosomal damage (2).
(iii) Finally, DIMs, but not SLs, limited the acidification of LC3-positive compartments containing Mtb
(3). Ubi: ubiquitin; Gal3: galectin-3. In terms of colors, autophagy modulation by SLs and DIMs is
shown in red (inhibition) and green (activation).

Supplementary Materials: The following are available online: http://www.mdpi.com/2073-4409/9/3/666/s1,
Figure S1: Levels of Beclin-1 and Atg16L1 in Mtb-infected macrophages, Figure S2: Status of mTOR and
AMPK pathways in Mtb-infected macrophages, Figure S3: Synthetic SL but not purified DIM molecules limit
TLR2-dependent autophagy.

Author Contributions: Conceptualization: I.V. and C.A.-D.; methodology and investigation: I.V., A.B., M.S., and
C.A.-D.; data analysis: I.V., A.B., M.S., and C.A.-D.; writing—original draft preparation: I.V.; writing—review and
editing: I.V., C.A.-D., C.G., and J.N.; supervision: I.V.; funding acquisition: I.V., C.A.-D., C.G., and J.N. All authors
have read and agreed to the published version of the manuscript.

Funding: The work in the authors’ laboratories was supported by EU FP7 Marie Curie Career Integration Grant
293416 (IV), EU Horizon 2020 TBVAC2020 (IV, JN), Horizon 2020 COST action TRANSAUTOPHAGY (CA15138)
(IV), the Agence Nationale de la Recherche (ANR-16-CE15-003, CAD, CG), the Fondation pour la Recherche
Médicale (Equipes FRM, DEQ 20160334879, CAD, CG; Equipes FRM DEQ20180339208, J.N., I.V.), and the CNRS.

Acknowledgments: We wish to acknowledge the TRI-Genotoul Imaging facility (Toulouse, France). M.S. was
registered in the EMJMD LIVE (Erasmus+ Mundus Joint Master’s Degree Leading International Vaccinology
Education) cofunded by the EACEA (Education, Audiovisual, and Culture Executive Agency, award 2015-2323) of
the European Commission and was financially supported by the IDEXLYON project of the University of Lyon
(ANR-16-IDEX-0005).

Conflicts of Interest: The authors declare no conflicts of interest.

References

1. Philips, J.A.; Ernst, J.D. Tuberculosis pathogenesis and immunity. Annu. Rev. Pathol. 2012, 7, 353–384.
[CrossRef] [PubMed]

2. Bah, A.; Vergne, I. Macrophage Autophagy and Bacterial Infections. Front. Immunol. 2017, 8, 1483. [CrossRef]
[PubMed]

3. Deretic, V.; Saitoh, T.; Akira, S. Autophagy in infection, inflammation and immunity. Nat. Rev. Immunol.
2013, 13, 722–737. [CrossRef] [PubMed]

4. Huang, J.; Brumell, J.H. Bacteria-autophagy interplay: A battle for survival. Nat. Rev. Microbiol. 2014, 12,
101–114. [CrossRef]

5. Paik, S.; Kim, J.K.; Chung, C.; Jo, E.K. Autophagy: A new strategy for host-directed therapy of tuberculosis.
Virulence 2019, 10, 448–459. [CrossRef]

6. Gutierrez, M.G.; Master, S.S.; Singh, S.B.; Taylor, G.A.; Colombo, M.I.; Deretic, V. Autophagy is a defense
mechanism inhibiting BCG and Mycobacterium tuberculosis survival in infected macrophages. Cell 2004,
119, 753–766. [CrossRef]

http://www.mdpi.com/2073-4409/9/3/666/s1
http://dx.doi.org/10.1146/annurev-pathol-011811-132458
http://www.ncbi.nlm.nih.gov/pubmed/22054143
http://dx.doi.org/10.3389/fimmu.2017.01483
http://www.ncbi.nlm.nih.gov/pubmed/29163544
http://dx.doi.org/10.1038/nri3532
http://www.ncbi.nlm.nih.gov/pubmed/24064518
http://dx.doi.org/10.1038/nrmicro3160
http://dx.doi.org/10.1080/21505594.2018.1536598
http://dx.doi.org/10.1016/j.cell.2004.11.038


Cells 2020, 9, 666 14 of 17

7. Watson, R.O.; Manzanillo, P.S.; Cox, J.S. Extracellular M. tuberculosis DNA targets bacteria for autophagy by
activating the host DNA-sensing pathway. Cell 2012, 150, 803–815. [CrossRef]

8. Xu, Y.; Jagannath, C.; Liu, X.D.; Sharafkhaneh, A.; Kolodziejska, K.E.; Eissa, N.T. Toll-like receptor 4 is a
sensor for autophagy associated with innate immunity. Immunity 2007, 27, 135–144. [CrossRef]

9. Yuk, J.M.; Shin, D.M.; Lee, H.M.; Yang, C.S.; Jin, H.S.; Kim, K.K.; Lee, Z.W.; Lee, S.H.; Kim, J.M.; Jo, E.K.
Vitamin D3 induces autophagy in human monocytes/macrophages via cathelicidin. Cell Host Microbe 2009, 6,
231–243. [CrossRef]

10. Koster, S.; Upadhyay, S.; Chandra, P.; Papavinasasundaram, K.; Yang, G.; Hassan, A.; Grigsby, S.J.; Mittal, E.;
Park, H.S.; Jones, V.; et al. Mycobacterium tuberculosis is protected from NADPH oxidase and LC3-associated
phagocytosis by the LCP protein CpsA. Proc. Natl. Acad. Sci. USA 2017, 114, E8711–E8720. [CrossRef]

11. Upadhyay, S.; Philips, J.A. LC3-associated phagocytosis: Host defense and microbial response.
Curr. Opin. Immunol. 2019, 60, 81–90. [CrossRef] [PubMed]

12. Cheng, Y.; Schorey, J.S. Extracellular vesicles deliver Mycobacterium RNA to promote host immunity and
bacterial killing. EMBO Rep. 2019, 20. [CrossRef] [PubMed]

13. Collins, A.C.; Cai, H.; Li, T.; Franco, L.H.; Li, X.D.; Nair, V.R.; Scharn, C.R.; Stamm, C.E.; Levine, B.; Chen, Z.J.;
et al. Cyclic GMP-AMP Synthase Is an Innate Immune DNA Sensor for Mycobacterium tuberculosis.
Cell Host Microbe 2015, 17, 820–828. [CrossRef] [PubMed]

14. Watson, R.O.; Bell, S.L.; MacDuff, D.A.; Kimmey, J.M.; Diner, E.J.; Olivas, J.; Vance, R.E.; Stallings, C.L.;
Virgin, H.W.; Cox, J.S. The Cytosolic Sensor cGAS Detects Mycobacterium tuberculosis DNA to Induce Type
I Interferons and Activate Autophagy. Cell Host Microbe 2015, 17, 811–819. [CrossRef] [PubMed]

15. Chauhan, S.; Kumar, S.; Jain, A.; Ponpuak, M.; Mudd, M.H.; Kimura, T.; Choi, S.W.; Peters, R.; Mandell, M.;
Bruun, J.A.; et al. TRIMs and Galectins Globally Cooperate and TRIM16 and Galectin-3 Co-direct Autophagy
in Endomembrane Damage Homeostasis. Dev. Cell 2016, 39, 13–27. [CrossRef] [PubMed]

16. Espert, L.; Beaumelle, B.; Vergne, I. Autophagy in Mycobacterium tuberculosis and HIV infections. Front.
Cell. Infect. Microbiol. 2015, 5, 49. [CrossRef]

17. Shin, D.M.; Jeon, B.Y.; Lee, H.M.; Jin, H.S.; Yuk, J.M.; Song, C.H.; Lee, S.H.; Lee, Z.W.; Cho, S.N.; Kim, J.M.; et al.
Mycobacterium tuberculosis eis regulates autophagy, inflammation, and cell death through redox-dependent
signaling. PLoS Pathog. 2010, 6, e1001230. [CrossRef]

18. Saini, N.K.; Baena, A.; Ng, T.W.; Venkataswamy, M.M.; Kennedy, S.C.; Kunnath-Velayudhan, S.; Carreno, L.J.;
Xu, J.; Chan, J.; Larsen, M.H.; et al. Suppression of autophagy and antigen presentation by Mycobacterium
tuberculosis PE_PGRS47. Nat. Microbiol. 2016, 1, 16133. [CrossRef]

19. Romagnoli, A.; Etna, M.P.; Giacomini, E.; Pardini, M.; Remoli, M.E.; Corazzari, M.; Falasca, L.; Goletti, D.;
Gafa, V.; Simeone, R.; et al. ESX-1 dependent impairment of autophagic flux by Mycobacterium tuberculosis
in human dendritic cells. Autophagy 2012, 8, 1357–1370. [CrossRef]

20. Neyrolles, O.; Guilhot, C. Recent advances in deciphering the contribution of Mycobacterium tuberculosis
lipids to pathogenesis. Tuberculosis 2011, 91, 187–195. [CrossRef]

21. Queiroz, A.; Riley, L.W. Bacterial immunostat: Mycobacterium tuberculosis lipids and their role in the host
immune response. Rev. Soc. Bras. Med. Trop. 2017, 50, 9–18. [CrossRef]

22. Bah, A.; Lacarriere, C.; Vergne, I. Autophagy-Related Proteins Target Ubiquitin-Free Mycobacterial
Compartment to Promote Killing in Macrophages. Front. Cell. Infect. Microbiol. 2016, 6, 53. [CrossRef]
[PubMed]

23. Vergne, I.; Gilleron, M.; Nigou, J. Manipulation of the endocytic pathway and phagocyte functions by
Mycobacterium tuberculosis lipoarabinomannan. Front. Cell. Infect. Microbiol. 2014, 4, 187. [CrossRef]
[PubMed]

24. Shui, W.; Petzold, C.J.; Redding, A.; Liu, J.; Pitcher, A.; Sheu, L.; Hsieh, T.Y.; Keasling, J.D.; Bertozzi, C.R.
Organelle membrane proteomics reveals differential influence of mycobacterial lipoglycans on macrophage
phagosome maturation and autophagosome accumulation. J. Proteome Res. 2011, 10, 339–348. [CrossRef]
[PubMed]

25. Klionsky, D.J.; Abdelmohsen, K.; Abe, A.; Abedin, M.J.; Abeliovich, H.; Acevedo Arozena, A.; Adachi, H.;
Adams, C.M.; Adams, P.D.; Adeli, K.; et al. Guidelines for the use and interpretation of assays for monitoring
autophagy (3rd edition). Autophagy 2016, 12, 1–222. [CrossRef]

http://dx.doi.org/10.1016/j.cell.2012.06.040
http://dx.doi.org/10.1016/j.immuni.2007.05.022
http://dx.doi.org/10.1016/j.chom.2009.08.004
http://dx.doi.org/10.1073/pnas.1707792114
http://dx.doi.org/10.1016/j.coi.2019.04.012
http://www.ncbi.nlm.nih.gov/pubmed/31247378
http://dx.doi.org/10.15252/embr.201846613
http://www.ncbi.nlm.nih.gov/pubmed/30683680
http://dx.doi.org/10.1016/j.chom.2015.05.005
http://www.ncbi.nlm.nih.gov/pubmed/26048137
http://dx.doi.org/10.1016/j.chom.2015.05.004
http://www.ncbi.nlm.nih.gov/pubmed/26048136
http://dx.doi.org/10.1016/j.devcel.2016.08.003
http://www.ncbi.nlm.nih.gov/pubmed/27693506
http://dx.doi.org/10.3389/fcimb.2015.00049
http://dx.doi.org/10.1371/journal.ppat.1001230
http://dx.doi.org/10.1038/nmicrobiol.2016.133
http://dx.doi.org/10.4161/auto.20881
http://dx.doi.org/10.1016/j.tube.2011.01.002
http://dx.doi.org/10.1590/0037-8682-0230-2016
http://dx.doi.org/10.3389/fcimb.2016.00053
http://www.ncbi.nlm.nih.gov/pubmed/27242971
http://dx.doi.org/10.3389/fcimb.2014.00187
http://www.ncbi.nlm.nih.gov/pubmed/25629008
http://dx.doi.org/10.1021/pr100688h
http://www.ncbi.nlm.nih.gov/pubmed/21105745
http://dx.doi.org/10.1080/15548627.2015.1100356


Cells 2020, 9, 666 15 of 17

26. Quigley, J.; Hughitt, V.K.; Velikovsky, C.A.; Mariuzza, R.A.; El-Sayed, N.M.; Briken, V. The Cell Wall Lipid
PDIM Contributes to Phagosomal Escape and Host Cell Exit of Mycobacterium tuberculosis. mBio 2017, 8.
[CrossRef]

27. Mishra, M.; Adhyapak, P.; Dadhich, R.; Kapoor, S. Dynamic Remodeling of the Host Cell Membrane by
Virulent Mycobacterial Sulfoglycolipid-1. Sci. Rep. 2019, 9, 12844. [CrossRef]

28. Blanc, L.; Gilleron, M.; Prandi, J.; Song, O.R.; Jang, M.S.; Gicquel, B.; Drocourt, D.; Neyrolles, O.; Brodin, P.;
Tiraby, G.; et al. Mycobacterium tuberculosis inhibits human innate immune responses via the production of
TLR2 antagonist glycolipids. Proc. Natl. Acad. Sci. USA 2017, 114, 11205–11210. [CrossRef]

29. Gilleron, M.; Stenger, S.; Mazorra, Z.; Wittke, F.; Mariotti, S.; Bohmer, G.; Prandi, J.; Mori, L.; Puzo, G.; De
Libero, G. Diacylated sulfoglycolipids are novel mycobacterial antigens stimulating CD1-restricted T cells
during infection with Mycobacterium tuberculosis. J. Exp. Med. 2004, 199, 649–659. [CrossRef]

30. Augenstreich, J.; Haanappel, E.; Ferre, G.; Czaplicki, G.; Jolibois, F.; Destainville, N.; Guilhot, C.; Milon, A.;
Astarie-Dequeker, C.; Chavent, M. The conical shape of DIM lipids promotes Mycobacterium tuberculosis
infection of macrophages. Proc. Natl. Acad. Sci. USA 2019, 116, 25649–25658. [CrossRef]

31. Augenstreich, J.; Arbues, A.; Simeone, R.; Haanappel, E.; Wegener, A.; Sayes, F.; Le Chevalier, F.; Chalut, C.;
Malaga, W.; Guilhot, C.; et al. ESX-1 and phthiocerol dimycocerosates of Mycobacterium tuberculosis act in
concert to cause phagosomal rupture and host cell apoptosis. Cell. Microbiol. 2017, 19. [CrossRef] [PubMed]

32. Astarie-Dequeker, C.; Le Guyader, L.; Malaga, W.; Seaphanh, F.K.; Chalut, C.; Lopez, A.; Guilhot, C.
Phthiocerol dimycocerosates of M. tuberculosis participate in macrophage invasion by inducing changes in
the organization of plasma membrane lipids. PLoS Pathog. 2009, 5, e1000289. [CrossRef] [PubMed]

33. Passemar, C.; Arbues, A.; Malaga, W.; Mercier, I.; Moreau, F.; Lepourry, L.; Neyrolles, O.; Guilhot, C.;
Astarie-Dequeker, C. Multiple deletions in the polyketide synthase gene repertoire of Mycobacterium
tuberculosis reveal functional overlap of cell envelope lipids in host-pathogen interactions. Cell. Microbiol.
2014, 16, 195–213. [CrossRef] [PubMed]

34. Bestebroer, J.; V’Kovski, P.; Mauthe, M.; Reggiori, F. Hidden behind autophagy: The unconventional roles of
ATG proteins. Traffic 2013, 14, 1029–1041. [CrossRef]

35. Malik, S.A.; Orhon, I.; Morselli, E.; Criollo, A.; Shen, S.; Marino, G.; BenYounes, A.; Benit, P.; Rustin, P.;
Maiuri, M.C.; et al. BH3 mimetics activate multiple pro-autophagic pathways. Oncogene 2011, 30, 3918–3929.
[CrossRef]

36. Alers, S.; Loffler, A.S.; Wesselborg, S.; Stork, B. Role of AMPK-mTOR-Ulk1/2 in the regulation of autophagy:
Cross talk, shortcuts, and feedbacks. Mol. Cell. Biol. 2012, 32, 2–11. [CrossRef]

37. Van der Vaart, M.; Korbee, C.J.; Lamers, G.E.; Tengeler, A.C.; Hosseini, R.; Haks, M.C.; Ottenhoff, T.H.;
Spaink, H.P.; Meijer, A.H. The DNA damage-regulated autophagy modulator DRAM1 links mycobacterial
recognition via TLR-MYD88 to autophagic defense [corrected]. Cell Host Microbe 2014, 15, 753–767. [CrossRef]

38. Cambier, C.J.; Takaki, K.K.; Larson, R.P.; Hernandez, R.E.; Tobin, D.M.; Urdahl, K.B.; Cosma, C.L.;
Ramakrishnan, L. Mycobacteria manipulate macrophage recruitment through coordinated use of membrane
lipids. Nature 2014, 505, 218–222. [CrossRef]

39. Arbues, A.; Lugo-Villarino, G.; Neyrolles, O.; Guilhot, C.; Astarie-Dequeker, C. Playing hide-and-seek with
host macrophages through the use of mycobacterial cell envelope phthiocerol dimycocerosates and phenolic
glycolipids. Front. Cell. Infect. Microbiol. 2014, 4, 173. [CrossRef]

40. Stamm, C.E.; Collins, A.C.; Shiloh, M.U. Sensing of Mycobacterium tuberculosis and consequences to both
host and bacillus. Immunol. Rev. 2015, 264, 204–219. [CrossRef]

41. Shin, D.M.; Yuk, J.M.; Lee, H.M.; Lee, S.H.; Son, J.W.; Harding, C.V.; Kim, J.M.; Modlin, R.L.; Jo, E.K.
Mycobacterial lipoprotein activates autophagy via TLR2/1/CD14 and a functional vitamin D receptor
signalling. Cell. Microbiol. 2010, 12, 1648–1665. [CrossRef] [PubMed]

42. Padhi, A.; Pattnaik, K.; Biswas, M.; Jagadeb, M.; Behera, A.; Sonawane, A. Mycobacterium tuberculosis
LprE Suppresses TLR2-Dependent Cathelicidin and Autophagy Expression to Enhance Bacterial Survival in
Macrophages. J. Immunol. 2019. [CrossRef] [PubMed]

43. Delgado, M.A.; Elmaoued, R.A.; Davis, A.S.; Kyei, G.; Deretic, V. Toll-like receptors control autophagy.
EMBO J. 2008, 27, 1110–1121. [CrossRef] [PubMed]

44. Sanjuan, M.A.; Dillon, C.P.; Tait, S.W.; Moshiach, S.; Dorsey, F.; Connell, S.; Komatsu, M.; Tanaka, K.;
Cleveland, J.L.; Withoff, S.; et al. Toll-like receptor signalling in macrophages links the autophagy pathway
to phagocytosis. Nature 2007, 450, 1253–1257. [CrossRef]

http://dx.doi.org/10.1128/mBio.00148-17
http://dx.doi.org/10.1038/s41598-019-49343-2
http://dx.doi.org/10.1073/pnas.1707840114
http://dx.doi.org/10.1084/jem.20031097
http://dx.doi.org/10.1073/pnas.1910368116
http://dx.doi.org/10.1111/cmi.12726
http://www.ncbi.nlm.nih.gov/pubmed/28095608
http://dx.doi.org/10.1371/journal.ppat.1000289
http://www.ncbi.nlm.nih.gov/pubmed/19197369
http://dx.doi.org/10.1111/cmi.12214
http://www.ncbi.nlm.nih.gov/pubmed/24028583
http://dx.doi.org/10.1111/tra.12091
http://dx.doi.org/10.1038/onc.2011.104
http://dx.doi.org/10.1128/MCB.06159-11
http://dx.doi.org/10.1016/j.chom.2014.05.005
http://dx.doi.org/10.1038/nature12799
http://dx.doi.org/10.3389/fcimb.2014.00173
http://dx.doi.org/10.1111/imr.12263
http://dx.doi.org/10.1111/j.1462-5822.2010.01497.x
http://www.ncbi.nlm.nih.gov/pubmed/20560977
http://dx.doi.org/10.4049/jimmunol.1801301
http://www.ncbi.nlm.nih.gov/pubmed/31619537
http://dx.doi.org/10.1038/emboj.2008.31
http://www.ncbi.nlm.nih.gov/pubmed/18337753
http://dx.doi.org/10.1038/nature06421


Cells 2020, 9, 666 16 of 17

45. Wong, K.W.; Jacobs, W.R., Jr. Critical role for NLRP3 in necrotic death triggered by Mycobacterium
tuberculosis. Cell. Microbiol. 2011, 13, 1371–1384. [CrossRef]

46. Munz, C. The different autophagic roads by which phagosomes travel to lysosomes. EMBO J. 2015, 34,
2391–2392. [CrossRef]

47. Li, X.; He, S.; Zhou, X.; Ye, Y.; Tan, S.; Zhang, S.; Li, R.; Yu, M.; Jundt, M.C.; Hidebrand, A.; et al. Lyn Delivers
Bacteria to Lysosomes for Eradication through TLR2-Initiated Autophagy Related Phagocytosis. PLoS Pathog.
2016, 12, e1005363. [CrossRef]

48. Arbues, A.; Malaga, W.; Constant, P.; Guilhot, C.; Prandi, J.; Astarie-Dequeker, C. Trisaccharides of
Phenolic Glycolipids Confer Advantages to Pathogenic Mycobacteria through Manipulation of Host-Cell
Pattern-Recognition Receptors. ACS Chem. Biol. 2016, 11, 2865–2875. [CrossRef]

49. Pathak, S.K.; Basu, S.; Basu, K.K.; Banerjee, A.; Pathak, S.; Bhattacharyya, A.; Kaisho, T.; Kundu, M.; Basu, J.
Direct extracellular interaction between the early secreted antigen ESAT-6 of Mycobacterium tuberculosis
and TLR2 inhibits TLR signaling in macrophages. Nat. Immunol. 2007, 8, 610–618. [CrossRef]

50. Lerner, T.R.; Queval, C.J.; Fearns, A.; Repnik, U.; Griffiths, G.; Gutierrez, M.G. Phthiocerol dimycocerosates
promote access to the cytosol and intracellular burden of Mycobacterium tuberculosis in lymphatic endothelial
cells. BMC Biol. 2018, 16, 1. [CrossRef]

51. Chandra, P.; Ghanwat, S.; Matta, S.K.; Yadav, S.S.; Mehta, M.; Siddiqui, Z.; Singh, A.; Kumar, D. Mycobacterium
tuberculosis Inhibits RAB7 Recruitment to Selectively Modulate Autophagy Flux in Macrophages. Sci. Rep.
2015, 5, 16320. [CrossRef] [PubMed]

52. Brodin, P.; Poquet, Y.; Levillain, F.; Peguillet, I.; Larrouy-Maumus, G.; Gilleron, M.; Ewann, F.; Christophe, T.;
Fenistein, D.; Jang, J.; et al. High content phenotypic cell-based visual screen identifies Mycobacterium
tuberculosis acyltrehalose-containing glycolipids involved in phagosome remodeling. PLoS Pathog. 2010, 6,
e1001100. [CrossRef] [PubMed]

53. Goren, M.B.; D’Arcy Hart, P.; Young, M.R.; Armstrong, J.A. Prevention of phagosome-lysosome fusion in
cultured macrophages by sulfatides of Mycobacterium tuberculosis. Proc. Natl. Acad. Sci. USA 1976, 73,
2510–2514. [CrossRef] [PubMed]

54. Indrigo, J.; Hunter, R.L., Jr.; Actor, J.K. Cord factor trehalose 6,6′-dimycolate (TDM) mediates trafficking
events during mycobacterial infection of murine macrophages. Microbiology 2003, 149, 2049–2059. [CrossRef]
[PubMed]

55. Axelrod, S.; Oschkinat, H.; Enders, J.; Schlegel, B.; Brinkmann, V.; Kaufmann, S.H.; Haas, A.; Schaible, U.E.
Delay of phagosome maturation by a mycobacterial lipid is reversed by nitric oxide. Cell. Microbiol. 2008, 10,
1530–1545. [CrossRef] [PubMed]

56. Robinson, N.; Kolter, T.; Wolke, M.; Rybniker, J.; Hartmann, P.; Plum, G. Mycobacterial phenolic glycolipid
inhibits phagosome maturation and subverts the pro-inflammatory cytokine response. Traffic 2008, 9,
1936–1947. [CrossRef]

57. Sweet, L.; Singh, P.P.; Azad, A.K.; Rajaram, M.V.; Schlesinger, L.S.; Schorey, J.S. Mannose receptor-dependent
delay in phagosome maturation by Mycobacterium avium glycopeptidolipids. Infect. Immun. 2010, 78,
518–526. [CrossRef]

58. Graham, J.E.; Clark-Curtiss, J.E. Identification of Mycobacterium tuberculosis RNAs synthesized in response
to phagocytosis by human macrophages by selective capture of transcribed sequences (SCOTS). Proc. Natl.
Acad. Sci. USA 1999, 96, 11554–11559. [CrossRef]

59. Rodriguez, J.E.; Ramirez, A.S.; Salas, L.P.; Helguera-Repetto, C.; Gonzalez-y-Merchand, J.; Soto, C.Y.;
Hernandez-Pando, R. Transcription of genes involved in sulfolipid and polyacyltrehalose biosynthesis
of Mycobacterium tuberculosis in experimental latent tuberculosis infection. PLoS ONE 2013, 8, e58378.
[CrossRef]

60. Griffin, J.E.; Pandey, A.K.; Gilmore, S.A.; Mizrahi, V.; McKinney, J.D.; Bertozzi, C.R.; Sassetti, C.M. Cholesterol
catabolism by Mycobacterium tuberculosis requires transcriptional and metabolic adaptations. Chem. Biol.
2012, 19, 218–227. [CrossRef]

61. Yang, X.; Nesbitt, N.M.; Dubnau, E.; Smith, I.; Sampson, N.S. Cholesterol metabolism increases the metabolic
pool of propionate in Mycobacterium tuberculosis. Biochemistry 2009, 48, 3819–3821. [CrossRef] [PubMed]

62. Jain, M.; Petzold, C.J.; Schelle, M.W.; Leavell, M.D.; Mougous, J.D.; Bertozzi, C.R.; Leary, J.A.; Cox, J.S.
Lipidomics reveals control of Mycobacterium tuberculosis virulence lipids via metabolic coupling. Proc. Natl.
Acad. Sci. USA 2007, 104, 5133–5138. [CrossRef] [PubMed]

http://dx.doi.org/10.1111/j.1462-5822.2011.01625.x
http://dx.doi.org/10.15252/embj.201592742
http://dx.doi.org/10.1371/journal.ppat.1005363
http://dx.doi.org/10.1021/acschembio.6b00568
http://dx.doi.org/10.1038/ni1468
http://dx.doi.org/10.1186/s12915-017-0471-6
http://dx.doi.org/10.1038/srep16320
http://www.ncbi.nlm.nih.gov/pubmed/26541268
http://dx.doi.org/10.1371/journal.ppat.1001100
http://www.ncbi.nlm.nih.gov/pubmed/20844580
http://dx.doi.org/10.1073/pnas.73.7.2510
http://www.ncbi.nlm.nih.gov/pubmed/821057
http://dx.doi.org/10.1099/mic.0.26226-0
http://www.ncbi.nlm.nih.gov/pubmed/12904545
http://dx.doi.org/10.1111/j.1462-5822.2008.01147.x
http://www.ncbi.nlm.nih.gov/pubmed/18363878
http://dx.doi.org/10.1111/j.1600-0854.2008.00804.x
http://dx.doi.org/10.1128/IAI.00257-09
http://dx.doi.org/10.1073/pnas.96.20.11554
http://dx.doi.org/10.1371/journal.pone.0058378
http://dx.doi.org/10.1016/j.chembiol.2011.12.016
http://dx.doi.org/10.1021/bi9005418
http://www.ncbi.nlm.nih.gov/pubmed/19364125
http://dx.doi.org/10.1073/pnas.0610634104
http://www.ncbi.nlm.nih.gov/pubmed/17360366


Cells 2020, 9, 666 17 of 17

63. Siracusano, G.; Venuti, A.; Lombardo, D.; Mastino, A.; Esclatine, A.; Sciortino, M.T. Early activation of
MyD88-mediated autophagy sustains HSV-1 replication in human monocytic THP-1 cells. Sci. Rep. 2016, 6,
31302. [CrossRef] [PubMed]

64. Chen, S.; Yuan, J.; Yao, S.; Jin, Y.; Chen, G.; Tian, W.; Xi, J.; Xu, Z.; Weng, D.; Chen, J. Lipopolysaccharides may
aggravate apoptosis through accumulation of autophagosomes in alveolar macrophages of human silicosis.
Autophagy 2015, 11, 2346–2357. [CrossRef]

65. Ng, T.W.; Saavedra-Avila, N.A.; Kennedy, S.C.; Carreno, L.J.; Porcelli, S.A. Current efforts and future prospects
in the development of live mycobacteria as vaccines. Expert Rev. Vaccines 2015, 14, 1493–1507. [CrossRef]

66. Wallis, R.S.; Hafner, R. Advancing host-directed therapy for tuberculosis. Nat. Rev. Immunol. 2015, 15,
255–263. [CrossRef]

67. Cardenal-Munoz, E.; Arafah, S.; Lopez-Jimenez, A.T.; Kicka, S.; Falaise, A.; Bach, F.; Schaad, O.; King, J.S.;
Hagedorn, M.; Soldati, T. Mycobacterium marinum antagonistically induces an autophagic response while
repressing the autophagic flux in a TORC1- and ESX-1-dependent manner. PLoS Pathog. 2017, 13, e1006344.
[CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1038/srep31302
http://www.ncbi.nlm.nih.gov/pubmed/27509841
http://dx.doi.org/10.1080/15548627.2015.1109765
http://dx.doi.org/10.1586/14760584.2015.1089175
http://dx.doi.org/10.1038/nri3813
http://dx.doi.org/10.1371/journal.ppat.1006344
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Antibodies and Reagents 
	Bacterial Strains and Growth Conditions 
	Cell Culture and Infection 
	Western Immunoblotting and a Proteome Profiler Human Phospho-Kinase Array Kit 
	Immunofluorescence, Lysotracker Staining, and Confocal Microscopy 
	Statistical Analyses 

	Results 
	The Loss of SLs and DIMs Promoted LC3 Recruitment to M. tuberculosis Compartments 
	The Mtb Mutant Deficient in DIMs and SLs Promoted Autophagy Activation 
	The Mtb Mutant Deficient in DIMs and SLs Promoted Autophagy via MyD88 
	Synthetic SL, but not Purified DIM, Molecules Limited TLR2-Dependent Autophagy 
	Autophagy Mediated by a Lipid-Deficient Mtb Mutant Was Not Associated with Phagosomal Damage 
	DIMs Limited Phagosomal Damage-Independent Autophagy while Promoting Esx-1-Dependent Autophagy 
	DIMs, but not SLs, Limited the Acidification of LC3-Positive Compartments Containing Mtb 

	Discussion 
	References

