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Abstract: The development and spread of Mycobacterium tuberculosis multi-drug resistant strains
still represent a great global health threat, leading to an urgent need for novel anti-tuberculosis
drugs. Indeed, in the last years, several efforts have been made in this direction, through a number
of high-throughput screenings campaigns, which allowed for the identification of numerous hit
compounds and novel targets. Interestingly, several independent screening assays identified the same
proteins as the target of different compounds, and for this reason, they were named “promiscuous”
targets. These proteins include DprE1, MmpL3, QcrB and Psk13, and are involved in the key
pathway for M. tuberculosis survival, thus they should represent an Achilles’ heel which could be
exploited for the development of novel effective drugs. Indeed, among the last molecules which
entered clinical trials, four inhibit a promiscuous target. Within this review, the two most promising
promiscuous targets, the oxidoreductase DprE1 involved in arabinogalactan synthesis and the mycolic
acid transporter MmpL3 are discussed, along with the latest advancements in the development of
novel inhibitors with anti-tubercular activity.
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1. The Added Value of Promiscuous Targets for Antitubercular Drug Discovery

One of the biggest problems in fighting Mycobacterium tuberculosis (Mtb), the etiologic agent of
tuberculosis (TB), is the development and spread of multi-drug resistant strains [1]. Therefore, there
is an urgent need to identify novel druggable targets for the development of more efficient anti-TB
agents [2,3]. In this context, the medicinal chemistry efforts made in the last years led to the discovery
of new antimycobacterial compounds, and the identification of novel targets [3–5].

High-throughput screenings (HTS), based on Mtb whole cells, were developed to identify hit
compounds with potent inhibitory activity, and consequently, new targets emerged. The HTS had the
merit of fueling the scarce TB drug development pipeline, since many molecules under preclinical
and clinical development came out from this approach. Indeed, the first new TB drug, Bedaquiline,
approved by the Food and Drug Administration (FDA) since 1971, was discovered in a whole-cell HTS
campaign [6], and the same origin had both Delamanid [7] and Pretomanid [8], other two drugs recently
approved for multidrug resistant tuberculosis (MDR-TB) and extensively drug-resistant tuberculosis
(XDR-TB) treatment [9,10].
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Curiously, an unforeseen outcome of many phenotypic screens against Mtb is the finding that the
same targets have been frequently found in many different screening assays, despite the use of different
compound libraries [11]. These targets were named “promiscuous” targets, for their nonspecific
susceptibility to being inhibited by different scaffolds [2,12]. Although this term was initially given
with a negative connotation, the value of these potential pharmacological targets has been reevaluated.
Indeed, the high vulnerability of these essential targets, reflecting the biggest vulnerabilities of Mtb,
can provide new opportunities to be explored for the development of TB drugs [12]. Among them,
there are DprE1, MmpL3, QcrB and Psk13 [3,13].

DprE1 is an enzyme that works in concert with DprE2 to synthesize the unique arabinose
precursor for lipoarabinomannan and arabinogalactan, essential building blocks of the mycobacterial
cell-wall [14]. To date, more than 15 pharmacophores were found to inhibit DprE1 activity.

MmpL3 is the only Mtb transporter of trehalose monomycolate, required for the formation of
the mycolic acid layer of the cell wall [15], and has been found to be affected by several molecules.
Recently, direct inhibition of MmpL3 by BM212, the first compound found to hit MmpL3, was shown
using spheroplasts [15], while the dissipation of proton motive force is the proposed mechanism for
the other molecules [16].

QcrB encodes the b subunit of ubiquinol cytochrome C reductase, involved in the electron transport.
Among the other compounds, Q203 is a promising clinical candidate, which blocks Mtb cell growth by
targeting the respiratory cytochrome bc1 complex [17,18].

Finally, polyketide synthase Psk13, essential for the formation of the mycolic acid precursors, has
been targeted by thiophenes and benzofuran containing molecules [19,20].

It is noteworthy that several research groups independently identified these promiscuous targets.
These proteins are embedded in pathways that have key roles for Mtb growth and survival under the
screening conditions, but even more important during infection. Their essentiality represents an Mtb
Achilles’ heel that is important to exploit for the development of new effective drug regimens able
to shorten the TB treatment. Interestingly, all these promiscuous targets are localized within the cell
envelope, emphasizing that the cell wall still represents a fruitful source of drug targets.

In recent years, several innovative strategies have been implemented to avoid the rediscovery
of promiscuous targets [17,21–23]. Nevertheless, it is noteworthy that promiscuous targets proved
to be successful in medicinal chemistry: four inhibitors Q203 (QcrB), SQ-109 (MmpL3), Macozinone
(MCZ) and TBA-7371 (DprE1) entered clinical trials [24–29]. Thus, in parallel, a rational exploitation of
already available promiscuous targets could lead to optimized scaffolds that retain the ability to attack
the most vulnerable weakness of tubercle bacilli.

2. The First Discovery of DprE1 and MmpL3 as Drug Target

Dr. Vadim Makarov and collaborators, including our Laboratory, published in 2009 the first
report in which DprE1 was described as the target of 1,3-benzothiazin-4-ones (BTZ), a new class of
agents endowed with antimycobacterial activity [30]. To find the BTZ target, two genetic approaches
were performed in parallel using both a Mycobacterium smegmatis cosmid library for resistance to BTZ,
and the selection and characterization of M. smegmatis, Mycobacterium bovis BCG and M. tuberculosis
spontaneous resistant mutants. Both methods revealed that dprE1 gene was responsible for BTZ
resistance. It is noteworthy that all the mutants carried mutations in the same codon of dprE1, leading
to the replacement of Cys387 with a Ser or Gly residue [30]. DprE1 was known to be involved in the
arabinogalactan biosynthesis, a key precursor required for the synthesis of the cell-wall [14,31], and
it was demonstrated that its inhibition abolishes the formation of decaprenylphosphoryl arabinose
(DPA), thus provoking cell lysis and bacterial death [30]. Later, new antimycobacterial compounds
targeting DprE1 were identified by independent whole cell-based screens, like dinitrobenzamides
(DNB) and bromoquinoxaline (VI-9376) [32,33], and afterward, numerous DprE1 inhibitors have come
out since that groundbreaking report in 2009.
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In this context, it has been demonstrated that DprE1 is essential for mycobacterial cell growth
and survival [34,35]. Moreover, using M. tuberculosis conditional knockdown mutants, it has been
shown that depletion of the DprE1 mRNA and protein level leads to a rapid cell death in vitro and ex
vivo, suggesting that some enzymatic reactions are more sensitive to inhibition [35], providing the
proof-of-principle of why it is so successful hitting DprE1 enzyme.

MmpL3 was firstly identified in our laboratory as the cellular target of BM212, the hit compound
of a pyrrole-derivative class of antimycobacterial agents by screening the M. smegmatis cosmid library
for BM212 resistance, as well as the selection and characterization of spontaneous resistant mutants [36].
MmpL3 is a transporter belonging to the mycobacterial membrane protein large (MmpL) family, specific
for Actinobacteria. Since MmpL3 protein belongs to the resistance-nodulation-cell division (RND)
permease superfamily, involved mainly in drug efflux, there was concern that the BM212 resistance
could have been due to an enhanced efflux of the drug. Using efflux pump inhibitors, the authors
provided evidence that mutations in mmpL3 gene were instead responsible for resistance to BM212 per
se and did not mediate resistance to BM212 via drug efflux [36]. Moreover, M. smegmatis spheroplasts
assay showed that BM212 inhibits the MmpL3 transport activity, corroborating the evidence that
MmpL3 was the BM212 cellular target [15].

Immediately after this first publication, MmpL3 was demonstrated to be the target of SQ109, an
antitubercular in clinical trials, for which the mechanism of action was still unclear, and adamantyl
urea AU1235, a compound displaying potent bactericidal activity against Mtb [37,38]. Genetic and
biochemical studies indicated a clear effect of inhibiting MmpL3 on the translocation of trehalose
monomycolate (TMM) in Mtb, thus abolishing the trehalose dimycolate (TDM) formation and mycolic
acid transfer onto arabinogalactan [37,38]. Subsequently, several papers have reported the discovery of
new MmpL3 inhibitors.

MmpL3 is essential for both mycobacterial growth and intracellular survival [16,39]. Strikingly, its
broad promiscuity can be explained not only for its essentiality for tubercle bacilli, but also because the
proton motive force needed to TMM transport across the membrane is dissipated by different MmpL3
inhibitors [16], a possible indirect mechanism.

The importance of these promiscuous targets can be exemplified by the numerous papers that
report novel compound(s) able to exert antimycobacterial activity targeting these proteins, but the
presence of drug candidates in the antitubercular pipeline better highlight the relevance of promiscuous
targets. Indeed, among the new drug candidates, Macozinone (MCZ), BTZ-043 and TBA-7371 (or AZ
7371), present in Phase I or II, inhibit DprE1, while SQ109, hitting MmpL3, has completed Phase IIb
study. Moreover, the Phase IIa of telacebec (Q203) has given positive results: telacebec has a high
specificity for the cytochrome bc1 complex of Mtb, particularly for QcrB, another promiscuous target.

3. DprE1: The Hot TB Target of the Moment

3.1. Why DprE1 Is a Promiscuous Target

DprE1 (Decaprenylphosphoryl-β-d-ribofuranose 2-oxidoreductase, EC 1.1.98.3), is involved
along with DprE2 (Decaprenylphosphoryl-2-keto-β-d-erythro-pentose reductase, EC 1.1.1.333), in the
two-step epimerization of decaprenylphosphoribose (DPR) to decaprenylphosphoarabinose (DPA), a
key arabinosyl donor essential for the biosynthesis of cell-wall arabinan polymers [40].

As a flavoprotein, after the first half-reaction in which DPR is oxidized into
decaprenylphosphorylerythropentose (DPX), DprE1 needs to reoxidize the reduced flavin to begin
a new catalytic cycle, thus, to complete this half-reaction the enzyme must use an electron acceptor.
Initially, DprE1 was considered an oxidase, which uses molecular oxygen as an electron acceptor [41].
However, the enzyme was found to utilize more efficiently organic compounds, including bacterial
membrane-embedded quinones, such as menaquinone, which was postulated as a physiological electron
acceptor [41]. For this reason, the enzyme should be more precisely defined as an oxidoreductase.
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In this context, DprE1 was found to have a very broad specificity for the electron acceptor, being able
to use several compounds belonging to very different chemical classes. Indeed, the enzyme can reduce
not only quinones, but also indophenols such as 2,6-dichlorophenolindophenol, or the phenoxazine
moiety of resazurin, both compounds used in DprE1 activity assays [41,42], as well as different
nitroaromatic moieties that characterize several covalent inhibitors of this enzyme [30,32,33,43,44].

To date, more than 15 chemical classes of compounds inhibiting DprE1 have been reported. These
classes encompass both covalent and noncovalent inhibitors, and although the covalent ones are the
most successful, several noncovalent inhibitors with significant antitubercular activity have actually
been described [45,46].

The success of DprE1 covalent inhibitors in antitubercular drug discovery partly resides in this
peculiar reactivity of the enzyme with the nitroaromatic moiety. Indeed, the most potent class of these
inhibitors, the benzothiazinones, has been demonstrated to be suicide prodrugs that need activation
to covalently bind DprE1 [47]. This activation consists of the reduction of the nitro group to nitroso,
which rapidly forms a semimercaptal covalent adduct with a cysteine residue, located in a pocket just
in front of the flavin cofactor. In this way, since the electron acceptor site is occupied, the enzyme is
unable to reoxidize the flavin cofactor, resulting in being irreversibly inhibited [41,48] (Figure 1).
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This mechanism of action has been demonstrated for benzothiazinones and benzothiazinone
analogs [41,43,49,50]. However, other different classes of nitro-compounds have been identified
as potent DprE1 inhibitors, including dinitrobenzamides [32], nitroquinoxalines [33] and
nitroimidazoles [51], that conceivably share the same mechanism of action of benzothiazinones [52].

Currently, 33 DprE1 structures from M. tuberculosis or M. smegmatis have been deposited in
the Protein Data Bank, as apoenzyme [41,53] or in complex with both covalent [41,43,44,49,54] and
noncovalent inhibitors [43,50,55–58]. The enzyme is characterized by the two-domain topology of
the vanillyl-alcohol oxidase family of oxidoreductases, which includes a flavin adenine dinucleotide
(FAD)-binding domain and the substrate-binding domain [41]. The isoalloxazine ring of FAD is located
at the interface of the substrate-binding domain and the cofactor-binding domain, where are located in
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two disordered loops, which have been supposed to be involved in interactions with the DPR substrate,
or with other proteins involved in the DPA biosynthesis [42].

In all structures of DprE1 in complex with inhibitors, all molecules showed binding sites that are
significantly overlapped (Figure 2). This binding pocket, which conceivably constitutes the binding
site of the physiological electron acceptor of DprE1, shows a very broad specificity, thus explaining the
promiscuity of DprE1 for inhibitors.
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Figure 2. Crystal structure of Mycobacterium tuberculosis (Mtb) DprE1 and detail of the inhibitor binding
sites. The superimposition of the structures of DprE1, cocrystallized with both covalent and noncovalent
inhibitors (PBTZ-169, PDB: 4NCR [49] with carbon atoms in grey; Ty38c, PDB: 4P8K [58] with carbon
atoms in cyan; TCA1, PDB: 4KWS [55] with carbon atoms in magenta; CT325, PDB: 4FF6 [43] with
carbon atoms in violet), shows how the compounds have significantly overlapping binding sites,
located in front of the isoalloxazine ring of the FAD cofactor (with carbon atoms in green). The black
arrow points to the Cys387 side chain.

A broad specificity for inhibitors is a necessary but not sufficient condition for a target, to be
considered promiscuous. Indeed, as promiscuous targets usually emerge during phenotypic screening,
this implies that the inhibitors identified have antitubercular activity, so they can reach the cellular
compartment in which the target resides. It is noteworthy that among the obstacles for the antitubercular
drug discovery process, there is the difficulty of the compounds to cross the cell wall and the cellular
membranes. Moreover, the presence of efflux pumps that can extrude the compounds outside the
cells, and potential cytosolic inactivation processes of drugs lead to a lack of activity. In this context, it
is noteworthy that one of the most successful pathways for antitubercular discovery is the cell wall
compartment [59].

Recently, it was demonstrated that DPA biosynthesis partly occurs also outside the cytosolic
membrane, and in particular, DprE1 was localized into the periplasm [60]. How DprE1 can reach
the periplasmic compartment is still not clear, despite this protein, as well as its partner DprE2, do
not possess any export signal for the translocation across the cytosolic membrane [60]. Anyhow, this
localization allows drugs against DprE1 not only to easily reach the target, but also to escape several
resistance mechanisms such as efflux pump or potential cytoplasmic inactivating enzymes.
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3.2. DprE1 Inhibitors, Which Are the Current Status and Future Perspectives

Currently, at least 11 different scaffolds have been reported as effective DprE1 inhibitors, either
covalent and noncovalent, showing different efficacy in vitro, ex vivo and in vivo [46]. It is noteworthy
that the majority of these compounds have been identified through phenotypic screening, then subjected
to optimization processes. The most representative compounds are reported in Table 1.

Table 1. Main covalent and not covalent DprE1 inhibitors showing antitubercular activity.

Chemical Class Compound Structure M. tuberculosis MIC Ref.

Covalent inhibitors

Benzothiazinones

BTZ043
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with a cysteine residue. However, an alternative and similarly probable mechanism of formation of 
the nitroso group has been proposed. In this model, the thiol group of the cysteine is able to start the 
redox reaction which converts the nitro group into nitroso similarly to the von Richter reaction [65]. 

Despite BTZ043 was extremely potent against M. tuberculosis with an MIC of 1 ng/mL (2.3 nM) 
[30], its great efficacy was not translated into a mouse model, probably due to its relatively high 
lipophilicity, and low pharmacokinetic properties. Several attempts were then done to improve this 
class of compounds, and in particular, a structure activity relationship (SAR) study of piperazine 
benzothiazinone derivatives afforded the PBTZ-169 [49]. This compound, bearing a 
cyclohexylmethyl substituted piperazine showed improved in vitro and in vivo potency, and resulted 
in being less susceptible to the attack of nitroreductases [66]. PBTZ-169 is currently in a clinical trial 
under the name macozinone (MCZ) [29]. 

Although the nitro group is essential for the activity of the benzothiazinones [30,66], although 
potentially mutagenic, several attempts to substitute it, for instance by a pyrrole ring, or by an azide 
group were performed [67,68]. However, all these attempts led to noncovalent inhibitors, with much-
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Also, noncovalent inhibitors, although less potent in vitro, can show in-vivo efficacy. For 
instance, the first discovered noncovalent inhibitor was the benzothiazole TCA1. This compound 
showed a relatively high MIC against M. tuberculosis of 0.5 µM, nevertheless, it proved to be effective 
in mice, both in acute and chronic infection models [55]. A series of pyrimidine conjugate of the 
benzothiazole give a further improvement of this compound, with the best derivatives showing MIC 
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N-oxides, have been identified through a whole cells screening [44], but despite their promising 
bactericidal activity they showed toxicity issues. 

The high vulnerability of DprE1 as an antitubercular drug target was confirmed by the number 
of screening campaigns that identified effective noncovalent inhibitors, including thiadiazoles [42], 
carboxy-quinoxalines [58], aminoquinolones [62], pyrazolopyridones [63], and azaindoles [69,70]. 

The latter are the most promising drug candidates among the noncovalent DprE1 inhibitors, the 
best inhibitor showing potent antitubercular activity in vitro and in in vivo chronic infection models, 
low toxicity and no antagonistic activity with other TB drugs [64]. Currently, the azaindole TBA-7371 
has started phase I clinical trials [27], further confirming the great potential of DprE1 inhibitors in 
anti-tubercular drug discovery. 

3.3. DprE2: A Promising Target for Future Drug Discovery 

As above reported, the conversion of DPR to DPA is a two steps reaction, in which the product 
of DprE1 decaprenyl-phospho-2′-keto-D-arabinose must be reduced to finalize the epimerization of 
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The first DprE1 inhibitors identified is the BTZ043, belonging to the class of the benzothiazinones [30].
Moreover, nearly in the same period other classes of compounds, such as dinitrobenzamides,
nitroquinoxaline and triazoles, have been described as covalent inhibitors [32,33,51].

As above reported, all these compounds possess a nitro group, that is converted to nitroso through
the oxidation of the FADH2 cofactor of DprE1, allowing the formation of a covalent bond with a
cysteine residue. However, an alternative and similarly probable mechanism of formation of the
nitroso group has been proposed. In this model, the thiol group of the cysteine is able to start the redox
reaction which converts the nitro group into nitroso similarly to the von Richter reaction [65].

Despite BTZ043 was extremely potent against M. tuberculosis with an MIC of 1 ng/mL (2.3 nM) [30],
its great efficacy was not translated into a mouse model, probably due to its relatively high
lipophilicity, and low pharmacokinetic properties. Several attempts were then done to improve
this class of compounds, and in particular, a structure activity relationship (SAR) study of piperazine
benzothiazinone derivatives afforded the PBTZ-169 [49]. This compound, bearing a cyclohexylmethyl
substituted piperazine showed improved in vitro and in vivo potency, and resulted in being less
susceptible to the attack of nitroreductases [66]. PBTZ-169 is currently in a clinical trial under the name
macozinone (MCZ) [29].

Although the nitro group is essential for the activity of the benzothiazinones [30,66], although
potentially mutagenic, several attempts to substitute it, for instance by a pyrrole ring, or by an
azide group were performed [67,68]. However, all these attempts led to noncovalent inhibitors, with
much-reduced efficacy.

Also, noncovalent inhibitors, although less potent in vitro, can show in-vivo efficacy. For instance,
the first discovered noncovalent inhibitor was the benzothiazole TCA1. This compound showed a
relatively high MIC against M. tuberculosis of 0.5 µM, nevertheless, it proved to be effective in mice, both
in acute and chronic infection models [55]. A series of pyrimidine conjugate of the benzothiazole give
a further improvement of this compound, with the best derivatives showing MIC of 0.08–0.09 µM [61].
More recently a new class of inhibiting DprE1 benzothiazoles, benzothiazole-N-oxides, have been
identified through a whole cells screening [44], but despite their promising bactericidal activity they
showed toxicity issues.

The high vulnerability of DprE1 as an antitubercular drug target was confirmed by the number
of screening campaigns that identified effective noncovalent inhibitors, including thiadiazoles [42],
carboxy-quinoxalines [58], aminoquinolones [62], pyrazolopyridones [63], and azaindoles [69,70].

The latter are the most promising drug candidates among the noncovalent DprE1 inhibitors, the
best inhibitor showing potent antitubercular activity in vitro and in in vivo chronic infection models,
low toxicity and no antagonistic activity with other TB drugs [64]. Currently, the azaindole TBA-7371
has started phase I clinical trials [27], further confirming the great potential of DprE1 inhibitors in
anti-tubercular drug discovery.
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3.3. DprE2: A Promising Target for Future Drug Discovery

As above reported, the conversion of DPR to DPA is a two steps reaction, in which
the product of DprE1 decaprenyl-phospho-2′-keto-d-arabinose must be reduced to finalize
the epimerization of the substrate. This second step is catalyzed by the enzyme DprE2
(decaprenylphosphoryl-2-keto-β-d-erythro-pentose reductase) [14]. As DprE1, also DprE2 is
essential for mycobacterial growth [35]. Moreover, the two enzymes have been supposed to
strongly interact, and sometimes they were considered two subunits of a single enzyme named
decaprenylphosphoryl-β-d-ribofuranose 2-epimerase. Indeed, DprE1 and DprE2 interaction in
Corynebacterium glutamicum, strongly related to mycobacteria, have been demonstrated by a bacterial
two-hybrid system [71]. An in silico study using homology modeling, protein threading and
molecular dynamics proposed a model in which DprE1 and DprE2 form a complex [72], but
currently, no structural and functional data on DprE2 have been reported yet. Anyhow, to fulfill
their reactions it is conceivable that the two enzymes must work in concert, thus, reasonably a strong
interaction occurs. In this context, the elucidation of the structural and functional behavior of the
full decaprenylphosphoryl-β-d-ribofuranose 2-epimerase complex should be a useful tool for the
development of further antitubercular inhibitors [73].

4. Mmpl3 Transporter: The Other Hot TB Target of the Moment

4.1. MmpL3: A Mycolic Acid Transporter

MmpL3 is a membrane protein, member of the resistance-nodulation-cell division (RND)
superfamily of transporters. In mycobacteria, MmpL transporters have specialized in the export of
several lipids and glycolipids across the plasma membrane to the cell surface, namely, trehalose
monomycolates (TMM), di- and poly-acyltrehaloses, sulfolipids, phthiocerol dimycocerosates,
monomycolyldiacylglycerol, glycopeptidolipids and mycobactins [38,74–78]. Genetic studies with
transposon mutant libraries and the inability to knock-out the gene using different strategies suggested
that MmpL3 was essential for the survival of M. tuberculosis [38,79]. An alternative strategy, utilizing
knock-down strains both in vitro and in vivo had confirmed that MmpL3 is indeed essential for
survival. Silencing of MmpL3 in mice, both during the acute or persistence phase of infection, led
to a complete clearance of bacteria from lungs and spleens. These studies not only reinforce the
idea of MmpL3 as an attractive drug target but also the potential of MmpL3 inhibitors to shorten TB
treatment [80].

MmpL3 contains 12 transmembrane segments with two periplasmic loops and one C-terminal
cytoplasmic domain. The periplasmic loops are essential for the MmpL3 function and are involved
in substrate binding. On the other hand, the cytoplasmic loop, which is only present in MmpL3
and MmpL11 but not in other members of the MmpL family, is not essential for MmpL3 transport
activity [81]. The exact role of the C-terminal domain is still not clear but it has been proposed to act
as a signal for polar localization of the protein, since its removal caused MmpL3 to be more diffuse
across the cells in contrast to the typical subpolar localization of the full protein [82]. In addition to
that, this domain was shown to be involved in protein–protein interactions with itself as well as with
other proteins, pointing to a role in oligomerization and/or coordination of synthesis of other cell wall
components [83]. MmpL3 transports TMM across the cell membrane to the periplasmic space where it
serves as a mycolic acid donor to another TMM molecule to form TDM, or to arabinogalactan as part
of the mAGP core. Both of these reactions are catalyzed by the Ag85 family of enzymes. Mycolic acids
are essential components of the mycobacterial cell wall and its biosynthesis has been shown as an
effective drug target in mycobacteria, with several antibiotics targeting this pathway. The best example
of this is isoniazid, which inhibits the FASII enoyl-ACP reductase InhA, and is one of the pillars in
tuberculosis treatment [84].

MmpL3 relies on the proton motive force as an energy source to drive TMM transport. Thus,
the flux of protons across the transmembrane region of MmpL3 would drive the conformational
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changes necessary for the translocation of TMM. This is evidenced by mutagenesis studies showing
that charged residues lying on the transmembrane region are essential for MmpL3 function and are
most likely involved in this proton relay pathway. The mechanism and extent of TMM transport
mediated by MmpL3 is still not fully understood. Spheroplasts assays have suggested that MmpL3 acts
as a flippase [15]. This conclusion was derived from the accumulation of TMM in the inner leaflet of the
plasma membrane after MmpL3 inhibition. Although this would point to MmpL3 acting as a flippase,
there is the possibility that MmpL3 inhibition would affect also other proteins acting upstream in the
transport pathway and/or TMM biosynthetic enzymes. This holds true for other MmpL transporters
where disruption of the transport leads to the accumulation of biosynthetic precursors and, in some
cases, the complete abolition of the synthesis of the substrate [74,78,85,86].

The recently solved crystal structure of MmpL3 has shed some light as to the possible mechanism of
TMM translocation [25,87]. Crystals of MmpL3 from M. smegmatis were diffracted to a 2.59 Å resolution.
Surprisingly, the 3D structure of this transporter is different from other RND transporters like AcrB,
MexB, CusA, MtrD, CmeB and HpnN. The structure shows that the N-terminal and C-terminal halves
are assembled in a twofold pseudo symmetrical fashion and the two periplasmic domains (PD1 and
PD2) interact with each other and are also flexible. MmpL3 possesses a cavity that extends from the
outer leaflet of the inner membrane up to the periplasmic domain. This cavity is large enough to
fit a TMM molecule. Fortuitously, MmpL3 co-purified with n-dodecyl-β-d-maltoside (the detergent
used for solubilization) and phosphatidylethanolamine (PE) bound to it. The former was found in
the hydrophobic pocket created by TMs 7–10 while the latter was bound to the periplasmic domain
within the large space between PD1 and PD2. These results reinforce the idea of MmpL3 channeling
its substrate from the outer leaflet of the inner membrane up to the periplasmic space. The authors
further demonstrated that TMM binds to purified MmpL3 with a Kd of 3.7 ± 1.3 µM while there was
no binding when TDM was assayed. In addition to PE and TMM, both phosphatidylglycerol and
cardiolipin interacted with MmpL3. Whether these phospholipids act as substrates for MmpL3 in
whole cells remains to be determined.

Native mass spectra, Small-angle X-ray scattering (SAXS) data and Blue-Native PAGE of the
purified MmpL3 transporter indicate that it is a monomer in detergent solution [25,87]. It has to be
noted that in both cases MmpL3 was purified devoid of the C-terminal domain due to its instability
in solution and this domain was shown to be important for MmpL3 oligomerization [83]. This is in
contrast to the quaternary structure of CmpL1, a Corynebacterium glutamicum ortholog, which has been
shown to possess a trimeric quaternary structure [81]. There is a great variety of quaternary structures
among the RND superfamily of transporters, while the efflux subfamily of RND transporters, namely,
AcrB [88], MexB [89] and MtrD [90] exist as trimers, the hopanoid biosynthesis-associated transporter
(HpnN) from Burkholderia multivorans is a dimer [91] and human NPC1 is a monomer [92]. Due to this
high variability, we cannot rule out that MmpL3 has a higher oligomerization state in native conditions
found in the mycobacterial cell membrane.

4.2. MmpL3: The Achilles Heel of Mycobacterium Tuberculosis

In recent years, a diversity of scaffolds have been reported to inhibit MmpL3 (Table 2): SQ109
(diamine), DA5 (SQ109 related compound), BM212 (diarylpyrrole), Au1235 (adamantyl urea),
C215 (benzimidazole), NITD-349 (indolecarboxamides), THP P (tetrathydropyrazolo pyrimidine),
Spiro (N-benzyl-6′,7′-dihydrospiro[piperidine-4,4′-thieno[3,2-c]pyrans]), PIPD1 (piperidinol), E11
(acetamide) and HC2091 (carboxamide) [36–38,51,93–97].
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Table 2. Main MmpL3 inhibitors showing antitubercular activity.

Chemical Class Compound Structure M. tuberculosis MIC Ref.
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Among these compounds, SQ109 is the most advanced in the TB drug pipeline and has completed
Phase I clinical trials in the US and Phase II clinical trials in Africa. SQ109 was identified originally from
a combinatorial library screening based on the 1,2-ethylenediamine structure of ethambutol. However,
other structural dissimilarities between SQ109 and ethambutol, the significant activity of SQ109 against
drug-resistant strains of M. tuberculosis, including those that were ethambutol-resistant, suggested that
SQ109 had a different target than its parent molecule [98]. SQ109 showed bactericidal activity against
M. tuberculosis in vitro, including MDR and XDR-TB. Furthermore, it had activity against intracellular
bacilli as well as an extremely low spontaneous resistance rate [37]. In addition to that, it showed
synergistic activity with isoniazid and rifampicin and additive effects with streptomycin in vitro [99].
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SQ109 also increases the activity of the new TB drug bedaquiline in vitro [100]. Replacement of
ethambutol by SQ109 in the standard regimen in mice led to a 1.5 n log decrease in colony-forming
units (CFUs) [101]. Furthermore, SQ109 was safe and well-tolerated in Phase I and Phase IIa clinical
trials [102].

MmpL3 seems to be a promiscuous target since a plethora of compounds with dissimilar scaffolds
have been shown to affect its activity and every new library screening seems to lead to novel scaffolds
targeting the same enzyme. However, the reason for this extreme susceptibility is not clear. One
possibility is that the compounds, due to their high hydrophobicity, get vastly enriched in the membrane
where they can bind readily to MmpL3. This, in addition to the extreme vulnerability of MmpL3,
would explain the variety of compounds targeting MmpL3.

There has been some controversy as to the direct or indirect inhibition of these compounds against
MmpL3, it has been suggested that some compounds may act indirectly on MmpL3 by disrupting
the pH gradient and/or membrane potential which will disrupt the proton relay needed by MmpL3
to pump out TMM. Indeed, while SQ109 and BM212 display a broad spectrum of activity and are
active against non-replicating Mtb bacilli, some others specifically target mycobacteria and do not kill
nonreplicating bacilli [16,103,104]. In order to solve this controversy and to shed more light on the
mechanism of action of these inhibitors, Li et al. have recently developed assays both in vitro and in
whole cells to identify direct inhibitors of MmpL3. Their use of fluorescent competition assays and
surface plasmon resonance experiments with MmpL3 purified protein has shown that SQ109, BM212,
Au1235, NITD304, NITD349 and THPP1 all bind to MmpL3. The authors also showed that only SQ109
and BM212 dissipated both ∆pH and ∆Ψ (although the latter only at high concentrations). These
assays could be a great tool for assessing the specificity of new and previously identified drugs that are
believed to act against MmpL3 [105].

Recently, the crystal structure of M. smegmatis MmpL3 alone and in complex with four TB drug
candidates has been solved [25]. Analysis of the transmembrane region has shown the existence of
two pairs of hydrophilic residues (D256-Y646 and Y257-D645) on TM4 and TM 10 which links these
two helices by forming hydrogen bonds. These residues are similar to the Asp-Asp-Lys triad found
in AcrB and the Asp-Asp-Thr triad in SecDF, which are known to be involved in the proton relay
pathway [106,107]. Consistently with this, three out of four of these residues have been shown to
be essential for MmpL3 activity [81]. Furthermore, this catalytic tetrad is conserved in most MmpL
transporters, with the exception of MmpL7, so it is likely that all MmpL transporters use the same
mechanism to drive its substrate translocation [81].

The crystal structure of MmpL3 bound to SQ109, Au1235 and ICA38 has shown that these MmpL3
inhibitors bind to the same pocket in the center of the transmembrane region of the protein (Figure 3A),
inducing conformational changes which in turn disrupt the interaction of the two Asp-Tyr pairs
involved in proton translocation (Figure 3B,C). Furthermore, molecular docking assays with six other
compounds (BM212, NITD-349, GSK2200150A, C215, PIPD1 and HC2091) showed that they can fit the
same binding pocket within MmpL3. Thus, MmpL3 inhibitors seem to have an identical mechanism
of action, binding to the same pocket and blocking the proton translocation relay pathway that is
essential for substrate transport. This is also supported by the fact that the majority of resistance
mutations found in MmpL3 lie in the TM region, close to the binding pocket. Zhang et al. purified 12
different mutant versions of MmpL3 and showed that most of the mutations affected the binding of the
inhibitors to the pocket by disrupting hydrophobic/electrostatic interactions, inducing conformational
changes or causing steric hindrance which leads to a decrease or abolition of the binding. On the
other hand, there is still no clear evidence as to how mutations located further for the binding pocket
induce resistance. Although MmpL3 is the only essential MmpL protein in M. tuberculosis, several
other MmpL proteins have been shown to be required for virulence and/or drug efflux [108,109]. The
fact that all inhibitors act by disrupting the proton relay pathway, a conserved feature of all MmpL
transporters, opens the avenue for the development of molecules that target not only MmpL3 but all
the MmpL family of transporters and thus affect virulence and resistance to other drugs.
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ultimately TMM translocation. 
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Promiscuous targets could be an obstacle in the discovery of novel antitubercular drug targets, 
being recurrently found in HTS [110], nevertheless, they have been proven really useful for the 
development of novel drug candidates. This is well demonstrated by the fact that five compounds 
currently in clinical trials inhibit these targets, with DprE1 inhibitors TBA-7379, BTZ043 and 
Macozinone in Phase I, while the QcrB inhibitor Telacebec, the MmpL3 inhibitor SQ109 and again 
the Macozinone are in Phase II [26–29]. 
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Figure 3. (A) Crystal structure of Mtb MmpL3 and detail of the inhibitors binding site (SQ109, PDB:
6AJG with carbon atoms in green; AU1235, PDB: 6AJH with carbon atoms in magenta; ICA38 PDB:
6AJJ with carbon atoms in cyan [25]). (B) Mechanism of transport of MmpL3: The flow of protons
through charged residues in the transmembrane region of MmpL3 drives conformational changes that
lead to the transport of TMM from the membrane to the periplasmic space. (C) MmpL3 inhibitors bind
to a pocket in the transmembrane region of MmpL3, disrupting the electrostatic interactions between
D256 and Y257 with Y646 and D645, respectively. This blocks the proton relay pathway and ultimately
TMM translocation.

In summary, these findings will lead to a new era in MmpL3 inhibitor drug discovery
since structure-guided molecules can now be designed with better anti-tubercular efficacy and
pharmacokinetic/pharmacodynamic (PK/PD) properties.

5. Future Perspectives for DprE1 and MmpL3 Inhibitors in Clinical Therapy

Promiscuous targets could be an obstacle in the discovery of novel antitubercular drug targets,
being recurrently found in HTS [110], nevertheless, they have been proven really useful for the
development of novel drug candidates. This is well demonstrated by the fact that five compounds
currently in clinical trials inhibit these targets, with DprE1 inhibitors TBA-7379, BTZ043 and Macozinone
in Phase I, while the QcrB inhibitor Telacebec, the MmpL3 inhibitor SQ109 and again the Macozinone
are in Phase II [26–29].

In particular, Macozinone has completed a dose-escalation phase I study in healthy male volunteers
and a multiple ascending dose study in Russia, which demonstrated the good safety profile of the
compound. Moreover, in 2018 it completed a Phase IIa Early Bactericidal Activity (EBA) study in
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Russia and Belarus in drug sensitive-TB (DS-TB) patients, confirming the safety and efficacy of the
drug. In parallel, a Phase I clinical study has been initiated in Switzerland, by the nonprofit Innovative
Medicines for Tuberculosis (iM4TB) foundation [24].

The MmpL3 inhibitor SQ109 has completed a Phase 2b study in Russia which demonstrated
its efficacy in MDR-TB patients, with a good tolerability profile [111]. Furthermore, SQ109 was
demonstrated to enhance the activity of isoniazid, rifampicin and bedaquiline and shortened clearance
of TB in a mice model. The drug now has also completed three Phase I studies in the USA and two
Phase II studies in Africa in DS-TB patients.

These studies thus demonstrate the great potential of these targets for the development of a new
drug to reach the objective to eradicate TB.
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