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How Mycobacterium
tuberculosis drug resistance
has shaped anti-tubercular
drug discovery
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Center for Global Infectious Disease Research, Seattle Children’s Research Institute,
Seattle, WA, United States
Drug resistance is an increasing problem for the treatment of tuberculosis. The

prevalence of clinical isolates with pre-existing resistance needs to be

considered in any drug discovery program. Non-specific mechanisms of

resistance such as increased efflux or decreased permeability need to be

considered both in developing individual drug candidates and when

designing novel regimens. We review a number of different approaches to

develop new analogs and drug combinations or improve efficacy of existing

drugs that may overcome or delay the appearance of clinical resistance. We

also discuss the need to fully characterize mechanisms of resistance and cross-

resistance to existing drugs to ensure that novel drugs will be clinically effective.
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Introduction

Tuberculosis (TB) remains a major global health problem causing ~1.5 million deaths

in 2020 (World Health Organization, 2021). Treatment of TB is complicated owing to the

unique capacity of the causative bacterium (Mycobacterium tuberculosis), to survive

within the human body. Although the bacilli are unable to replicate in acidic or hypoxic

environments, such as found in the granuloma, M. tuberculosis can persist in these

environments for lengthy periods. Latent TB infection (LTBI), in which the bacilli remain

in the body without clinical symptoms poses a unique problem for the diagnosis and

treatment of TB. In addition, drug resistance is a major problem which can result from

both inherent and acquired resistance mechanisms. Thus TB control programs require

both new drugs to overcome existing resistance. and rapid detection tests for

drug resistance.

Although treatment of TB became possible with the discovery of streptomycin, there are

few antibiotics available for modern use. The major frontline drugs for drug-susceptible TB,
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isoniazid and rifampicin have been supplemented with the recent

addition of the new agents active against drug resistant TB, such as

bedaquiline (a diarylquinolone), delaminid and pretomanid

(nitroimidazoles) and repurposing of linezolid (an

oxazolidinone), but the pipeline is still inadequate (Libardo et al.,

2018; Oh et al., 2021). As for other antibiotics, resistance to

streptomycin was observed very soon after its clinical use. Early

clinical trials demonstrated the utility of combination regimens

(Fox, 1979; Mitchison, 1985; Grosset, 1989) with the additional

advantage that resistance to multiple agents is harder to acquire.

However, given the length of time the frontline agents have been in

use, a rise in drug resistance has been seen for rifampicin and

isoniazid both singly and in combination (multi-drug resistance or

MDR). Extensively drug resistant (XDR) strains are resistant to

rifampicin, isoniazid and a fluoroquinolone.

Drug resistance in TB is largely mediated by chromosomal

mutations, as there are no reports of horizontal gene transfer.

However, there are multiple routes by which the bacilli can

become resistant, not all of which involve mutation of the drug

target. Mutations in the target which reduce or alleviate drug-

binding do occur, as does mutation in the promoter leading to

increased target expression. Drug inactivation, such as with the

beta lactamases that degrade the beta lactams or modifying

enzymes such as acetyl/methyl transferases are another

resistance mechanism reported in M. tuberculosis (Zaunbrecher

et al., 2009; Kurz and Bonomo, 2012). Other mechanisms which

do not involve chromosomal mutation have been noted in vitro

such as mistranslation of proteins leading to phenotypic resistance

to rifampicin (Javid et al., 2014). In addition, changes in drug

uptake or efflux are non-specific processes which can affect

sensitivity to multiple drugs from the same or different chemical

classes. M. tuberculosis has a lipid-rich outer cell wall which

imparts intrinsic resistance by acting as a permeability barrier, and

changes in cell wall composition can affect drug uptake (Jarlier

and Nikaido, 1994). M. tuberculosis also has a variety of efflux

systems which, if up-regulated, can lead to resistance (Rodrigues

et al., 2017). For pro-drugs, such as isoniazid, occurrence of

mutation in the activating enzymes can lead to drug resistance

(Zhang et al., 1992; Zhang and Yew, 2009; Seifert et al., 2015).

Given the variety of resistance mechanisms and the possibility of

resistance to multiple drugs, an evaluation of the resistance

mechanisms for new drugs is an important component of the

drug discovery process, alongside the standard considerations of

pre-existing resistance and resistance frequency.

The need for lengthy treatments (>6 months for drug sensitive

TB) with multiple agents poses issues with adherence that can lead

to the selection of resistant subpopulations during treatment. There

is an urgent need to develop agents with new mechanisms that are

not affected by pre-existing resistance, but also to shorten the

duration of TB treatment to restrict the emergence of resistance.

Thus, drug discovery for TB has been strongly shaped by the

prevalence of existing resistance mechanisms, as well as the rate of

resistance appearing in the clinic.
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Drug discovery for TB has adopted several approaches

which attempt to develop new agents to address the issue of

pre-existing resistance and to the appearance of new resistance

mechanisms. Several approaches have been used including: (i)

Generating analogs which overcome resistance by binding to the

target in a different fashion; (ii) Restoring sensitivity to

antibiotics using booster or adjunct molecules; (iii) Using

combinations to generate new regimens to minimize the

appearance of resistance. We will review recent successes in

these approaches and address some of the additional factors that

should be considered when developing new agents (Table 1).
Development of analogs of
existing drugs

The standard drug regimen for TB has a high success rate for

cure when used with drug sensitive strains. Thus, there has been

a lot of emphasis on developing new analogs of these successful

antibiotics, but which can overcome pre-existing resistance.
New RNA polymerase inhibitors

The DNA-dependent RNA polymerase is the target of the

frontline drug rifampicin. The majority of clinical resistance

results from mutation in a hotspot of 81bp in the coding region

of the target RpoB (Telenti et al., 1993; Mboowa et al., 2014; Zaw,

2018). Mutations in clinical isolates which result in changes in the

hydrogen bonding and van der Waals interaction between RpoB

and rifampicin are associated with clinical resistance (Li et al.,

2021). Knowledge of the binding mechanism can be used to

design novel derivatives which retain binding or to find molecules

that bind to different sites on the RNA polymerase. Other

members of the rifamycin class such as rifampin, rifapentine

and rifabutin have the same pharmacophore which can result in

cross-resistance (Alfarisi et al., 2017; Tiberi et al., 2017; Farhat

et al., 2019). For example, H526C mutations lead to resistance to

both rifampicin and rifabutin (Cavusoglu et al., 2004). Molecules

with alternative binding sites/modes are of interest, for example

fidaxomicin has in vitro activity againstM. tuberculosis and a class

of N-aroyl-N-aryl-phenyl-alaninamides were identified that bind

to RNA polymerase and inhibit M. tuberculosis without cross-

resistance (Lin et al., 2017; Kirsch et al., 2022). Development of

these alternative RNA polymerase inhibitors could supplant

rifampicin in a regimen and overcome clinical resistance.
New InhA inhibitors

Isoniazid is one of the earliest anti-tubercular drugs and

works via inhibition of InhA, a component of FAS-II (fatty acid
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synthase) involved in synthesis of mycolic acids, key cell wall

components. Isoniazid is a prodrug which is activated

intracellularly by the KatG catalase-peroxidase (Zhang et al.,

1992). The activated molecule forms an adduct with NAD(H) at

the active site of the enzyme (Banerjee et al., 1994; Rawat et al.,

2003). There are multiple routes to isoniazid resistance: (i)

mutations in KatG (most commonly S315T) which reduce its

enzymatic activity leading to lack of activation of isoniazid; (ii)

mutations in the target InhA which lead to lack of binding

(Tseng et al., 2015); and (iii) mutations in the promoter region

which lead to increased expression of InhA (Seifert et al., 2015).

A combination of mutations in the promoter and InhA are often

seen clinically with highly resistant strains (Seifert et al., 2015).

In order to generate analogs which overcome resistance, the

development of direct InhA inhibitors which do not require

activation shows promise. Early work on triclosan and its

derivatives confirmed that it was possible to develop

alternative inhibitors for InhA (Armstrong et al., 2020;

Rodriguez et al., 2020; Chetty et al., 2021) and multiple

scaffolds, as well as a natural product, have been identified

which can inhibit InhA (Pan and Tonge, 2012). These newer

analogs generally do not require activation and bind directly to

InhA, thus they can overcome resistance due to KatG and InhA

mutation. A series of hydroxy-pyridones which do not require

activation are active against common isoniazid resistant clinical

strains (Manjunatha and Smith, 2015), as are several classes of

thiadiazoles which inhibit InhA directly (Šink et al., 2015;

Martıńez-Hoyos et al., 2016). In addition, diazaborines which

do not require activation or binding to NADH have been

developed (Xia et al., 2018) which are active against isoniazid

resistant clinical isolates. These also demonstrate good activity

against both replicating and non-replicating bacteria (Flint et al.,

2020) suggesting they might be able both to overcome pre-

existing resistance and shorten therapy by eliminating persistent

organisms. The natural product pyridomycin also targets InhA,

as a competitive binder for NADH and is active against most
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clinically-resistant isolates (Hartkoorn et al., 2012). In addition

to overcoming existing resistance new analogs which do not

require activation would have a lower frequency of resistance, so

drug resistance in the clinic would likely appear more slowly.

This has been demonstrated in animal models, where the

diazborine AN12855 had a lower frequency of resistance in

mice as compared to INH (Robertson 2019).
New gyrase inhibitors

Fluoroquinolones are broad-spectrum antibiotics with

bactericidal activity which target DNA gyrase and DNA

topoisomerase. In M. tuberculosis, DNA gyrase is the sole

target, since it lacks the topoisomerase (Nagaraja et al., 2017;

Aubry, 2004) Fluoroquinolones are attractive since they have

activity against replicating, non-replicating and intracellular M.

tuberculosis. Resistance to fluoroquinolones in M. tuberculosis is

due to mutations in DNA gyrase (Avalos et al., 2015); high level

resistance is generally conferred by mutation in the GyrA

subunit in the quinolone resistance determining region

covering codons 74-113 (Soudani et al., 2010; Singh et al.,

2015; Singh et al., 2021; Chaoui et al., 2018). A single

mutation can lead to resistance to the entire class of

fluoroquinolones, therefore novel agents with different binding

modes would be useful.

One approach to overcome resistance encoded by gyrA

mutations, has been to identify novel scaffolds that target gyrase

in vitro. Examples include the naphthyridone/aminopiperidines

(Gibson et al., 2019) and alkoxytriazoloquinolones (Carta et al.,

2019). The spiropyrimidinetrione series has activity against M.

tuberculosis strains with mutations in gyrase suggesting a

potential to overcome fluoroquinolone resistance (Basarab et al.,

2022). In addition, the possibility of targeting GyrB has been

addressed (Stokes e t a l . , 2020) ; for example , the

aminopyrazinamides and 2-amino-5-phenylthiophene-3-
TABLE 1 Examples of resistance mechanisms to current TB drugs and approaches to overcome resistance (references in text).

Drug Resistance mechanisms in TB Strategies

Rifampicin Mutation in rpoB hotspot region New rifamycins New inhibitor classes

Isoniazid Mutations in katG (lack of pro-drug activation) Mutations in
inhA and promoter region (loss of binding to target)

Analogs which do not require activation Direct inhA inhibitors

Fluoro-
quinolones

Mutations in gyrA/B (loss of binding to target) Novel scaffolds Gyrase ATPase inhibitors GyrB inhibitors

Ethionamide Mutations in ethA (lack of pro-drug activation) Increase activation of pro-drug (disruption of EthR-DNA binding) Alternative
mechanisms of prodrug activation (increased expression of MymA)

Beta-lactams Beta lactamase inactivation Beta- lactamase inhibitors
Beta- lactamase resistant analogs

Aminoglycosides Mutation in ribosomal RNA and protein (rrs, rspL) Inactivation
by eis acetyl transferase

Eis inhibitors

All Non-specific or intrinsic resistance e.g. increased efflux
Antibiotic tolerance

Targeting efflux pumps e.g. EfpA
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carboxamide (Shirude et al., 2013; Saxena et al., 2015) which target

GyrB have good potency in vitro.
Restoring/improving the activity of
existing agents

M. tuberculosis is intrinsically resistant (or can become

resistant) to several classes of antibiotics via expression of

drug-metabolizing enzymes. The bacilli also have efflux

systems which can minimize intracellular accumulation and

target engagement. Examples of efforts to overcome these

intrinsic resistance mechanisms are described below and may

lead to new strategies for prolonging the useful life of an

antibiotic and/or reducing the required dose.

Ethionamide (ETH) is a prodrug which is activated by M.

tuberculosis EthA to form an NAD-adduct which binds to InhA

and inhibits mycolic acid synthesis (similar to the mode of action

of isoniazid) (Vannelli et al., 2002). EthA, a flavin mono-

oxygenase, is negatively regulated by the transcriptional

regulator EthR. Inhibition of EthR leads to up-regulation of

EthA which increases the activity of ETH. Small molecule

inhibitors which disrupt EthR-DNA binding are able to

“boost” the activity of ETH significantly, leading to activity in

vivo at reduced doses (Willand et al., 2009) and could improve

the clinical utility of ETH.

Ethionamide efficacy can also be “boosted” by the N-acylated

4-phenylpiperidine series (Flipo et al., 2022). These molecules

interact with the VirS transcriptional regulator leading to the

increased expression of MymA, a monooxygenase which

activates ethionamide. This approach was successful in

overcoming ethionamide resistance due to EthA mutations in

vitro and in an animal model of infection.

M. tuberculosis is intrinsically resistant to beta lactams due

to the expression of beta lactamase, but this can be reversed by

the addition of beta lactamase inhibitors. For example,

meropenem is highly effective in vitro when combined with

clavulanate, as are the cephalosporins (Hugonnet et al., 2009;

Ramón-Garcı ́a et al., 2016). The clinical effectiveness of

meropenem is less clear, due to tolerability issues (De Jager

et al., 2022), but this has led to an increased effort to find new

beta lactams (Gold et al., 2022).

The M. tuberculosis acetyltransferase Eis can modify

aminoglycosides thereby inactivating them (Willby et al.,

2016). Increased expression of the enzyme leads to kanamycin

resistance (Zaunbrecher et al., 2009) whereas inactivation of Eis

restores kanamycin sensitivity. Several series of Eis inhibitors

have been identified Willby et al., 2016; Punetha et al., 2020;

(Punetha et al., 2021). Although kanamycin is unlikely to be used

clinically since it is not orally available, this approach does lend

proof of concept to the idea that targeting antibiotic modifying

enzymes can overcome intrinsic resistance.
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Drug efflux is a common mechanism of intrinsic resistance

in many bacterial species, and M. tuberculosis encodes many

efflux systems (Louw et al., 2009; Rodrigues et al., 2017).

Differences in the expression or activity of efflux pumps in

clinical isolates has been linked to resistance and over-

expression of several systems (mmr, mmpL7, Rv1285c, p55

and efpA) was noted in response to drug treatment (Machado

et al., 2017). Increased efflux is linked to antibiotic tolerance and

the development of drug resistance (Pasipanodya and Gumbo,

2011). Thus targeting efflux and/or specific efflux pumps has

been proposed as a way to improve efficacy of drugs and reduce

resistance, although inhibiting efflux non-specifically can have

issues with selectivity and/or toxicity (Rodrigues et al., 2020).

Inhibitors of the EfpA efflux pump were recently identified

(Johnson et al., 2019). EfpA plays a role in antibiotic tolerance

in mycobacteria since its over-expression led to decreased uptake

of several antibiotics including moxifloxacin (Rai and Mehra,

2021). Thus inhibitors of this system might have a dual function,

since inhibition of EfpA inhibits growth, but could also prevent

induction of tolerance.
Using combinations to
reduce resistance

Combination regimens

The general consensus in anti-bacterial drug discovery is

that the appearance of resistance occurs within a decade of

widespread use for any new drug. If resistance can be delayed,

this prolongs the useful life of a new drug. Standard TB therapy

consists of a four drug regimen, partly because the drugs are

insufficient on their own, but also because the combination of

drugs can be very effective in delaying the appearance of

resistance. Since the majority of target-based resistance is due

to chromosomal mutations in M. tuberculosis, combining

drugs is an effective way to reduce the frequency of resistance

(since bacteria would need to be resistant to more than one

agent simultaneously at the outset). Thus the development of

new regimens, rather than individual drugs, is standard

practice for TB. However, there are still additional

considerations for generating the best regimens. In particular,

the resistance mechanism(s) for each drug in the regimen

needs to be different. Combining drugs which hit different

targets is not sufficient to prevent cross-resistance, due to the

possibility of non-specific resistance mechanisms. Recent

experience using monotherapy with bedaquiline has

demonstrated that low level clinical resistance can appear

quickly and that it can involve non-specific mechanisms,

such as increased drug efflux (see below). Therefore

considering the susceptibility of novel agents to common

resistance mechanisms is important.
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Dual targeting molecules

An alternative approach to developing individual agents for a

combination regimen is to develop agents that simultaneously

inhibit more than one target. This has been proposed both for

targets from the same family as well as for targets with different

active sites. For example, uridine derivatives that target multiple

Mur enzymes (involved in the same pathway of peptidoglycan

synthesis) have been identified (Kumari et al., 2022), as well as

“ionized non-classical antifolates” that target both dihydrofolate

reductase and thymidylate synthase (Hajian et al., 2019); the

thiophene carboxamide IMB-T130 which targets both tyrosyl-

tRNA synthetase and dehydroquinate synthase (Zhu et al., 2015;

Zhu et al., 2018); and SQ109 which targets both MmpL3 and

respiration (Kai et al., 2014; Li et al., 2014, 3). Although this

approach could be useful to reduce the frequency of resistance to a

single agent it may pose difficulties with respect to optimization

for multiple targets, dosing and pharmacokinetics due to variation

in the expression level, essentiality and vulnerability of the targets.
Overcoming drug tolerance and
eradicating persistent organisms

Antibiotic tolerance is assumed to be one of the major reasons

that TB therapy takes many months; the persistence of

genotypically sensitive, but phenotypically resistant bacilli may

be a consequence of the physiological state(s) induced by host-

induced stresses such as acidic pH, hypoxia or nutrient starvation

(Mandal et al., 2019). Antibiotic tolerance is a precursor to the

appearance of drug resistant bacilli since it allows for extended

periods of survival in fluctuating concentrations of antimicrobial

agents. Therefore, developing novel drugs that can shorten

therapy would be a major advance in preventing or delaying the

appearance of resistant isolates in the clinic. A number of groups

have conducted high throughput screens to identify agents which

target non-replicating organisms induced by different in vitro

stresses including hypoxia, low pH, nitric oxide, cholesterol and

nutrient starvation, as well as multi-stress models combining these

(reviewed in (Parish, 2020). Such screens have identified

numerous scaffolds for investigation. The most advanced

compound GSK286, which was identified in a macrophage

screen, targets cholesterol metabolism and is currently in a

Phase I clinical trial (GlaxoSmithKline, 2022; Nuermberger

et al., 2022).
The impact of broad resistance
mechanisms on early drug discovery

Bedaquiline, a member of class of diarylquinolines, inhibits

ATP generation by binding to the C subunit of F0-F1 of the ATP
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synthase. High level resistance results from mutations in AtpE

which reduce binding affinity. However, other mechanisms of

resistance are found including mutations in the transcriptional

repressor Rv0678 (efflux pump regulator) (Andries et al., 2014)

and pepQ (Hartkoorn et al., 2014; Almeida et al., 2016).

Mutations in Rv0678 lead to upregulation of the MmpL5/

MmpS5 efflux system and increased efflux of the drug. Since

this system also effluxes other drug classes, including azoles,

clofazimine and macozinone (Hartkoorn et al., 2014; Chen et al.,

2022; Guo et al., 2022), the appearance of these mutations in

clinical isolates will lead to cross-resistance to multiple

antimycobacterial classes. Similarly mutations in pepQ result

in resistance to other agents such as macozinone (Chen et al.,

2022; Guo et al., 2022), This underscores the need to determine

mechanisms of resistance for new agents for both low-level and

high-level resistance. In addition, since Rv0678 mutations occur

in clinical isolates (Andries et al., 2014), mutant strains with

these SNPs should form part of any clinical isolate panel used for

routine testing during drug discovery.
Determining mechanisms of
resistance during the
discovery phase

Phenotypic screening has been very successful in identifying

new scaffolds for development. The disadvantage of whole cell

screens is that the target is not known from the outset, so much

effort has been put into developing target identification and

validation methods. One of the most commonly-used methods is

to isolate resistant mutants and characterize the chromosomal

mutations. This can provide valuable information about

potential target(s) and insight into the mechanism(s) of

resistance. In these studies, the major focus has been on

determining the frequency of resistance and of identifying

mutations that lead to high level resistance.

Identification of the target and mutations that affect

inhibitor binding can be invaluable in designing new analogs.

However, there can be a disconnect between the mutations

found in vitro and those that arise in vivo during treatment.

For example, complete loss of KatG activity results in

attenuation of M. tuberculosis but is the most common

mechanism of isoniazid resistance isolated in vitro. In contrast,

mutations which reduce the activity of KatG are more often seen

in vivo (Vilchèze and Jacobs, 2014). Similarly the spectrum of

mutations seem for linezolid are different in vitro from in vivo

(Lee et al., 2012; McNeil et al., 2017). In clinical isolates of M.

tuberculosis, resistance-conferring mutations are often

accompanied by compensatory mutations that increase the

overall fitness of the pathogen by restoring the activity of the

drug target (Alame Emane et al., 2021). High level resistance can

result from multiple mutations in the drug target which may
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affect binding and/or activity. As noted above, non-specific

resistance mechanisms can also lead to low level resistance.

Thus identifying mechanisms of resistance that arise using both

in vitro and in vivo using relevant infection models are

important to include in drug discovery efforts, as well as

testing against a large panel of isogenic strains and

clinical isolates.
Conclusion

Drug discovery for tuberculosis is notoriously difficult due

to the nature of the bacterium and the pathology of the

disease. The existence of resistance in clinical isolates and

the probability of resistance developing to new agents in the

clinic poses further restraints on drug development. Several

approaches to deal with the prevalence of clinically-resistant

isolates have been tried including the development of analogs

of existing frontline drugs and potentiation of the efficacy of

existing drugs. The development of novel combination

regimens aims to reduce the appearance of resistance. In

practical terms, during the development of novel anti-

microbials, a wide range of clinical isolates carrying known

resistance-associated mutations should form part of a

screening panel. Ideally, such a panel would also include

strains with decreased permeability and increased efflux. In

addition, a full characterization of mutations that lead to low

level and high-level resistance in vitro and in vivo should form

part of the characterization of any drug candidate.
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Willand, N., Dirié, B., Carette, X., Bifani, P., Singhal, A., Desroses, M., et al.
(2009). Synthetic EthR inhibitors boost antituberculous activity of ethionamide.
Nat. Med. 15, 537–544. doi: 10.1038/nm.1950

Willby, M. J., Green, K. D., Gajadeera, C. S., Hou, C., Tsodikov, O. V., Posey, J.
E., et al. (2016). Potent inhibitors of acetyltransferase eis overcome kanamycin
resistance in mycobacterium tuberculosis. ACS Chem. Biol. 11, 1639–1646.
doi: 10.1021/acschembio.6b00110

World Health Organization (2021) Global tuberculosis report 2021. Available at:
https://www.who.int/publications-detail-redirect/9789240037021 (Accessed
January 17, 2022).

Xia, Y., Zhou, Y., Carter, D. S., McNeil, M. B., Choi, W., Halladay, J., et al.
(2018). Discovery of a cofactor-independent inhibitor of mycobacterium
tuberculosis InhA. Life Sci. Alliance 1, e201800025. doi: 10.26508/
lsa.201800025

Zaunbrecher, M. A., Sikes, R. D., Metchock, B., Shinnick, T. M., and Posey, J.
(2009). Overexpression of the chromosomally encoded aminoglycoside
acetyltransferase eis confers kanamycin resistance in mycobacterium
tuberculosis. E. Proc. Natl. Acad. Sci. U.S.A. 106, 20004–20009. doi: 10.1073/
pnas.0907925106

Zaw, M. T. (2018). Mutations inside rifampicin-resistance determining region of
rpoB gene associated with rifampicin-resistance in mycobacterium tuberculosis. J.
Infection Public Health 11, 605–610. doi: 10.1016/j.jiph.2018.04.005.

Zhang, Y., Heym, B., Allen, B., Young, D., and Cole, S. (1992). The catalase-
peroxidase gene and isoniazid resistance of mycobacterium tuberculosis. Nature
358, 591–593. doi: 10.1038/358591a0

Zhang, Y., and Yew, W. W. (2009). Mechanisms of drug resistance in
mycobacterium tuberculosis. Int. J. Tuberculosis Lung Dis. 13, 1320–1330.

Zhu, N., Lin, Y., Li, D., Gao, N., Liu, C., You, X., et al. (2015). Identification of an
anti-TB compound targeting the tyrosyl-tRNA synthetase. J. Antimicrobial
Chemotherapy 70, 2287–2294. doi: 10.1093/jac/dkv110

Zhu, N., Wang, X., Li, D., Lin, Y., You, X., Jiang, J., et al. (2018). IMB-T130
targets 3-dehydroquinate synthase and inhibits mycobacterium tuberculosis. Sci.
Rep. 8, 17439. doi: 10.1038/s41598-018-35701-z
frontiersin.org

https://doi.org/10.1128/AAC.02071-18
https://doi.org/10.1080/14787210.2020.1760845
https://doi.org/10.1016/j.drudis.2017.01.002
https://doi.org/10.1016/j.bioorg.2019.103498
https://doi.org/10.1016/j.bmc.2015.02.032
https://doi.org/10.1371/journal.pone.0119628
https://doi.org/10.1021/cb300510w
https://doi.org/10.1038/ja.2014.95
https://doi.org/10.1089/mdr.2020.0240
https://doi.org/10.1021/jm501029r
https://doi.org/10.1111/j.1469-0691.2010.03087.x
https://doi.org/10.1021/acsinfecdis.0c00025
https://doi.org/10.1016/0140-6736(93)90417-f
https://doi.org/10.1016/j.lpm.2017.01.016
https://doi.org/10.1016/j.jmii.2013.08.018
https://doi.org/10.1016/j.jmii.2013.08.018
https://doi.org/10.1074/jbc.M110751200
https://doi.org/10.1128/microbiolspec.MGM2-0014-2013
https://doi.org/10.1128/microbiolspec.MGM2-0014-2013
https://doi.org/10.1038/nm.1950
https://doi.org/10.1021/acschembio.6b00110
https://www.who.int/publications-detail-redirect/9789240037021
https://doi.org/10.26508/lsa.201800025
https://doi.org/10.26508/lsa.201800025
https://doi.org/10.1073/pnas.0907925106
https://doi.org/10.1073/pnas.0907925106
https://doi.org/10.1016/j.jiph.2018.04.005
https://doi.org/10.1038/358591a0
https://doi.org/10.1093/jac/dkv110
https://doi.org/10.1038/s41598-018-35701-z
https://doi.org/10.3389/fcimb.2022.974101
https://www.frontiersin.org/journals/cellular-and-infection-microbiology
https://www.frontiersin.org

	How Mycobacterium tuberculosis drug resistance has shaped anti-tubercular drug discovery
	Introduction
	Development of analogs of existing drugs
	New RNA polymerase inhibitors
	New InhA inhibitors
	New gyrase inhibitors

	Restoring/improving the activity of existing agents
	Using combinations to reduce resistance
	Combination regimens
	Dual targeting molecules

	Overcoming drug tolerance and eradicating persistent organisms
	The impact of broad resistance mechanisms on early drug discovery
	Determining mechanisms of resistance during the discovery phase
	Conclusion
	Author contributions
	Funding
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


