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1. Introduction

The remarkable ability of bacteria to develop resistance to
antibacterial agents is the reason for the continued need to
search for new antibacterial targets and develop novel anti-
microbial agents.1,2 Despite bacterial threats to public health,
at present, only five major pharmaceutical companies, Astra-
Zeneca, GSK,a Merck, Novartis, and Pfizer, have active
antibacterial drug discovery programs.1,3 The painful reality
of antibacterial drug discovery is the low probability of
success in developing an antibacterial drug that can be
approved for clinical use.4 Over the past 40 years only two
new structural types of antibacterial drugs, daptomycin and
linezolid, have been introduced to the clinic, following their
discovery using empirical screening methods.5

Since the late 1990s, the rise of bacterial genomics, bywhich
new targets have been identified, promised to rejuvenate the
search for synthetic antibacterial agents. However, the target-
based high-throughput screening (HTS) approach that could
be an important generator of chemical diversity of antibacter-
ials and has been fruitful in other therapeutic areas has had
limited success.6 There may be a combination of reasons for
the low HTS hit rates. In the field of antibacterial drug
discovery a HTS hit is defined as a chemically tractable,
low-micromolar inhibitor of the target with at least 10-fold
selectivity against the human version of the same target, while
a lead is a hitwithantibacterial activity, togetherwith evidence
that the mechanism of antibacterial activity is achieved via
inhibition of the target screened.6 Analysis of the chemical
properties of known antibacterial drugs shows that they
occupy a unique property space that is different from that of
drugs in other therapeutic areas and that they donot generally
possess the physicochemical properties required for oral
bioavailability although corporate compound collections are
heavily biased toward compounds that do.3,7,8 The ability
therefore to apply the extensive drug discovery project with

compound classes commonly screened against human target
families, such as kinases, is limited.6 However, given the
current level of uncertainty about target relevance in an
infected host and about the ability of an antibacterial drug
to get to its target, compound libraries developed for other
therapeutic areas, in combination with whole-cell screening
assays, may be just as likely to harbor hits as compound
libraries developed for antibacterial screening. Recently,
Miller and co-workers from Pfizer showed the utility of
repurposing external compound libraries by screening them
in a whole-cell antibacterial assay. They found that a series of
pyridopyrimidines (Figure 7), originally derived from a pro-
gram targeting eukaryotic protein kinases, were also active
against a subset of Gram-negative bacteria. By use of genetic
and biochemical tools, it was shown that these compounds
target the ATP-binding site of the bacterial enzyme biotin
carboxylase (BC). These results and other examples that we
will describe in this paper demonstrate the feasibility of
finding ATP-competitive antibacterials with good selectivity
profiles and indicate that the ATP-binding site of bacterial
enzymes can be a promising target for antibacterial drug
design.9

Bacterial genomes encode hundreds of ATP-binding pro-
teins. These include well-validated targets like DNA gyrase
and a host of new or underexplored enzymes. However, in the
field of antibacterial drug discovery, the design of inhibitors
targeting theATP-binding site of bacterial enzymes has been a
taboo theme for a long time. To show in vivo activity, ATP-
competitive inhibitors must first be able to compete with the
ATP concentration in the bacterial cell.10-13 For different
bacterial strains the ATP content varies from 0.3 to 9 fg of
ATP per cell13 (about 0.6-18 mM) but mostly is in the same
range as in human cells where the intracellular ATP concen-
tration is in the range of 1-10mM.12 Consequently, research-
ers have argued that developing compounds with sufficient
potency to compete with the high intracellular concentrations
of ATP in bacterial cells would be too challenging. However,
the examples of successful human protein kinase inhibitors
that are mostly competitive antagonists of ATP provide an
encouraging prospect that the high intracellular ATP concen-
tration is not necessarily an absolute obstacle.14

Inorder to achieve selectivity for bacterial targets, strategies
to identify novel classes of antibacterial agents have tended
to focus on genomic targets that share little or no similarity
to human proteins. The target must be essential and highly
conserved among various bacterial strains and absent,
different, or nonessential in humans. Therefore, the main
condition for a successful approach to designing a selective
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ATP-competitive inhibitor is dissimilarity of theATP-binding
domains of bacterial and eukaryotic enzymes. However, in
many cases, although there is no significant primary sequence
homology between the enzymes, the structures of their ATP-
binding domains are largely superimposable. The conserved
nature of ATP-binding sites in eukaryotic and prokaryotic
protein classes has led to skepticism about the possibility of
making an inhibitor that selectively targets the bacterial
enzymeATP-binding site. The similar issue of specificity arose
for protein kinase inhibitors that target the ATP-binding site
that is highly conserved among these enzymes. However,
knowledge of the structure of the binding site and different
enzyme conformations, together with approaches, such as
design of compounds that bind not just in the ATP-binding
pocket but also in a neighboring hydrophobic pocket, has led
to a number of inhibitors that display reasonable selectivity
for a particular kinase.15,16

Making incremental improvements to existing scaffolds is a
good short-term strategy for refilling the antibiotic pipeline,
but apresumablymore sustainableway to combat resistance is to
discover new scaffolds. The huge array of inhibitors designed for
targetingATP-binding sites of eukaryotic targets, such as protein
kinases, present in pharmaceutical compound libraries, consti-
tutesapoolofpotentialantibacterial scaffolds.Thesecompounds
can be mined for their activity against structurally related bacte-
rial targets, following structure-based and computational meth-
odologies applied to ensure selectivity for bacterial enzymes.9

Targeting bacterial enzymes that are structurally related or
recognize commonsubstratemotifs andoffer the possibility of
finding a small molecule that binds to more than one family
member can be a good strategy for avoiding resistance.17

Enzymes that catalyze the early cytoplasmic steps of stepwise
bacterial cell wall biosynthesis, a series of ATP-dependent
amino acid ligases (MurC, MurD, MurE, and MurF), are a
good example of such potential antibacterial targets. The
ATP-binding sites of these enzymes are structurally very
similar (Supporting Information Table S3) and an inhibitor
that recognizes the homologous binding motifs will probably
bind to more than one enzyme in the pathway. In this way,
modest inhibition of several enzymes could reduce flux through
a pathway more effectively than potent inhibition of a single
enzyme. Furthermore, the frequency of target-mediated resis-
tance to such a compoundwould be negligible, sincemutations
conferring resistance would need to occur in at least two
different target genes during a single generation.18,19

The medicinal chemistry literature describing inhibitors
that target the ATP-binding site of bacterial enzymes is
comprehensive, but there are few crystal structures of bacte-
rial enzyme ATP-binding pocket-inhibitor complexes. The
ATP-binding enzymes discussed in this Perspective (Table 1)
were selected fromamong those forwhich such structural data
are available. In the following sections, we will describe
approaches used to discover ATP-competitive inhibitors of
bacterial enzymesand the challenge of selectivity, as it is oneof
the main problems associated with the design of ATP-compe-
titive inhibitors.

2. Approaches Used for Discovering Inhibitors Targeting the

ATP-Binding Site of Bacterial Enzymes

2.1. Natural Products. In the past, many successful anti-
bacterial agents have been sourced from empirical screening

Table 1. ATP-Binding Bacterial Enzymes Studied

enzyme enzyme classification PDB code20 cofactor/inhibitor reference

Aminoglycoside-Modifying Enzymes

APH(30)-IIIa transferase EC no.: 2.7.1.95 1J7U AMPPNP 73

GHKL: ATPase/Kinase Superfamily

EnvZ transferase EC no.: 2.7.13.3 1BXD AMPPNP 42

PhoQ transferase EC no.: 2.7.13.3 1ID0 AMPPNP 50

3CGY 6 47

DNA gyrase isomerase EC no.: 5.99.1.3 1EI1 AMPPNP 27

1AJ6 1 30

1KIJ 1 28

1KZN 2 29

topoisomerase IV isomerase EC no.: 5.99.1.- 1S16 AMPPNP 38

1S14 1 38

ATP-Grasp Fold Superfamily

biotin carboxylase ligase EC no.: 6.3.4.14 2J9G ADP/AMPPNP 61

2V58 14 9

2V59 15 9

2W6M 31 60

2W6N 32 60

3JZF 24 68

3JZI 29 68

D-Ala-D-Ala ligase ligase EC no.: 6.3.4.14 1IOW ADP 65

Cytidylyltransferase Superfamily

pantothenate synthetase ligase EC no.: 6.3.2.1 1N2B AMPCPP 63

1N2H pantoyl adenylate 64

3COW 47 79

3IOC 49 80

3IOD 50 80

3IME 36 62

3IUE 35 62

3IVX 39 62
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of natural products, and today more than two-thirds of the
antibacterials in clinical use are natural products or their
semisynthetic derivatives.21,22 One of the first bacterial en-
zyme inhibitors that occupy the ATP-binding site were the
natural coumarin antibiotics novobiocin 1, clorobiocin 2,
and coumermycinA1 3 (Figure 1), produced byStreptomyces
species,23 which inhibit bacterial DNA synthesis by inter-
rupting the supercoiling reaction catalyzed by DNA
gyrase.24

Novobiocin 1 inhibits the GyrB subunit of DNA gyrase,
which catalyzes ATP hydrolysis. The ATP-competitive me-
chanism ofGyrB inhibition of 1was corroborated by solving
the crystal structure of Escherichia coli 24 kDa N-terminal
part of GyrB (GyrB24) in complex with 1 (PDB code 1AJ6),
which shows that the binding site of 1 partially overlaps with
the ATP-binding site (Figure 2a).25 In detail, the noviose
sugarmoiety of 1 and the adenine ring ofATP (Figure 2b and
Figure S4 in the Supporting Information) interact with the
GyrB24 fragment in a similar fashion. The overall protein
structure of GyrB24 3 1 and the 43 kDa N-terminal fragment
of GyrB (GyrB43) 3AMPPNP (adenosine-50-(β,γ-imido)-

triphosphate) (PDB code 1EI1) complexes differ particularly
in the ATP-lid conformation. While this loop is in a closed
conformation, forming a lid over the ATP-binding site in
GyrB43 3AMPPNP complex, it adopts an open conforma-
tion and moves away from the active site in the case
of the GyrB24 3 1 complex.26,27 In the crystal structure of
Thermus thermophilusGyrB43 3 1 complex (PDB code 1KIJ)
this loop adopts a slightly different open conformation that
indicates that the binding ofATP toGyrB is accompanied by
conformational changes within the protein.28 The binding
mode of 2 (Figure 1) (PDBcode 1KZN) is very similar to that
of 1. The introduction of themethylpyrrole ring leads to a 20-
fold better binding affinity for 2 (Kd = 1.2 nM)29 than for 1
(Kd = 28 nM), which can be attributed to additional hydro-
gen bonds and hydrophobic contacts of the methylpyrrole
ring in the GyrB active site.30-32

Because of its excellent antibacterial activity against
Gram-positive pathogens, novobiocin was used for the
treatment of infections with methicillin-resistant Staphylo-
coccus aureus but was later withdrawn from clinical use
because of its toxicity.34 Novobiocin was the first and until

Figure 2. (a) Superposition of 1 (as sticks, PDB code 1AJ6) and AMPPNP (as lines, PDB code 1EI1) in the GyrB active site. (b) Interactions
between 1 and GyrB24 amino acid residues (PDB code 1AJ6) as obtained with PoseViewWeb.33

Figure 1. Natural coumarin antibiotics.
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now the only ATP-competitive inhibitor of bacterial enzyme
ever used in the clinic. Later several novel derivatives were
synthesized to improve the physicochemical properties and
enhance the in vitro and in vivo effectiveness of the parent
compounds.35-37

Additionally, compound 1 also inhibits DNA topoisome-
rase IV (TopoIV) (IC50 = 210 nM),38 bacterial histidine
kinase EnvZ (Kd = 120 ( 20 μM),39 and eukaryotic target
Hsp90,40 which all share a unique structural ATP-binding
motif, called the Bergerat fold, and belong to the GHKL
phosphotransferase superfamily of enzymes.41 EnvZ is a
transmembrane protein with histidine kinase activity in its
cytoplasmic region and acts as an osmosensor in E. coli. The
three-dimensional structure of the EnvZ 3AMPNP complex
was determined by NMR (Figure S2 in the Supporting
Information).42 Transferred nuclear Overhauser effect ex-
periments and saturation transfer difference experiments
suggest binding to EnvZ in a conformation and orientation
similar to those with GyrB.39 TopoIV is a closely related
bacterial enzyme to DNA gyrase from the type II topoi-
somerase family that utilizes the energy of ATP hydrolysis to
relax positive and negative DNA supercoils and to decate-
nate daughter chromosomal DNA. The ParE subunit of
TopoIV is structurally and functionally similar to GyrB
and contains anATPase active site in theN-terminal domain
(Figure S5 in the Supporting Information) that dimerizes on
ATP binding. The X-ray structure of 1 in complex with the
24 kDa N-terminal fragment of ParE (PDB code 1S14)
revealed that 1 binds in a very similar conformation in the
two proteins.

Cyclothialidines 4 and 5 (Figure 3) are another group of
DNA gyrase inhibitors from Streptomyces species. Cy-
clothialidine 4 is a potent ATP-competitive inhibitor of
GyrB with weak antibacterial activity, probably due to poor

penetration into the bacterial cell.31,43 The crystal structure
of GyrB24 complexed with 5 has been determined at 2.0 Å
resolution and shows that the adenine ring of ATP and the
resorcinol ring of 5 are involved in a similar hydrogen bond
network and hydrophobic interactions with the protein,
which explains the ATP-competitive mechanism of inhibi-
tion. The majority of the protein-ligand interactions are
formed between the substituted resorcinol ring of 5 and
GyrB24.44

Radicicol 6 (Figure 4b), a macrocyclic antifungal antibi-
otic, originally isolated from the fungus Monosporium
bonorden, inhibits the activities of DNA topoisomerase
VI,45 Saccharomyces cerevisiae Sln1 sensor kinase (IC50 =
127 μM),46 Salmonella typhimurium sensor kinase PhoQ
(Kd =715 ( 78 μM),47 the bacterial homologue of Hsp90
(HtpG),48 and yeast Hsp90 (Kd = 19 nM)49 by competing
with ATP for binding to the Bergerat fold. The crystal
structure of the PhoQ catalytic domain from S. typhimurium
complexed with 6 (PDB code 3CGY) was determined
to 2.6 Å and confirmed that 6 binds into the ATP-binding
pocket of PhoQ (Figure 4a). The resorcinol ring of 6 and the
adenosine ring ofAMPPNP50 are located at similar positions
(Figure 4a andFigure S3 in the Supporting Information). On
the other hand, the orientation and interactions of the
macrocycle of 6 and the phosphates of AMPPNP are very
different. Although 6 also inhibits eukaryotic Hsp90, there is
an important difference in the binding orientation and
affinity, probably due to differences in the ATP-lid region,
which provides the possibility for the design of PhoQ-specific
inhibitors.47

The advantage of antibiotic natural products may be that
some of them have been naturally selected to possess desir-
able antibacterial properties, but on the other hand, they are
often very large molecules that do not possess druglike
properties and are not bioavailable after per oral appli-
cation.51,52 Nevertheless, natural products with known
bioactivity form one group of the privileged motifs and can
provide good starting points for further synthetic modifica-
tions leading to compounds with improved physicochemical
properties and biological activity.53

2.2. Protein Kinase Inhibitors. Eukaryotic protein kinase
inhibitors are widely employed as leads for drug design, and
because they mostly target an ATP-binding site, they can be
very suitable as starting compounds for the design of ATP-
dependent bacterial enzyme inhibitors. For targets with highFigure 3. Cyclothialidine DNA gyrase inhibitors.

Figure 4. (a) Superposition of 6 (as yellow sticks, PDB code 3CGY) and AMPPNP (in black, PDB code 1ID0) in the PhoQ active site. (b)
Schematic representation of interactions between 6 and PhoQ active site residues (PDB code 3CGY) as obtained with PoseViewWeb.
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sequence and structure homology to knownhuman targets, a
potent inhibitor is more likely to be found within the
chemical space covered by synthetic pharmaceutical com-
pound libraries.

Recent studies on some bacterial enzymes support the
pursuit of antibacterials from leads discovered in eukaryotic
drug discovery programs. Studies on aminoglycoside kinase
inhibitors that target the ATP-binding site started after the
determination of the crystal structure of APH(30)-IIIa that
belongs to aminoglycoside phosphotransferases responsible
for development of clinical resistance to aminoglycoside
antibiotics.54 The fact that the three-dimensional struc-
ture of APH(30)-IIIa is quite similar to that of eukary-
otic protein kinases, especially in the ATP-binding domain,
has led to investigation of the sensitivity of aminoglycoside
kinases to known ATP-competitive inhibitors of protein
kinases. Isoquinolinesulfonamides 7-11 were found to be
ATP-competitive inhibitors of APH(30)-IIIa with Ki values
between 49 and 730 μM (Figure 5). Structural studies reveal
that these inhibitors bind to the ATP-binding site of protein
kinases by forming a hydrogen bond between the nitrogen of
the isoquinoline and the main chain amide hydrogen of the
linker peptide that joins the N- and C-terminal domains. An
analogoushydrogenbond is alsoobservedbetween theN1of the
adenine ringofAMPPNPand thebackboneNHgroupofAla93
in APH(30)-IIIa (Figure S1 in the Supporting Information).
Therefore, it canbe inferred that isoquinolinesulfonamides7-11

would bind to APH(30)-IIIa in a similar fashion.55

Additional evidence supporting this approach comes from
a recent report in which a small set of ATP-competitive
eukaryotic protein kinase inhibitors was screened for inhibi-
tion of D-alanine-D-alanine ligase (Ddl).56 Ddl catalyzes the
ATP-dependent formation of D-Ala-D-Ala dipeptide, which
is an essential building block for bacterial cell wall
biosynthesis.57,58 On the basis of the similarities between

the ATP-binding sites of Ddl (Figure S7 in the Support-
ing Information) and protein and lipid kinases, 27 different
ATP-competitive kinase inhibitors were selected and
screened for Ddl inhibition. Compounds 12 (Ki = 290 μM)
and 13 (Ki = 185 μM) (Figure 6) exhibited modest ATP-
competitive inhibition of Ddl, suggesting that a broader
screen of ATP-competitive kinase inhibitor cores could
identify additional inhibitors with improved activity.56

Another successful example is the study from Pfizer, in
which nanomolar selective BC inhibitors were developed
based on a protein kinase inhibitor pharmacophore. BC is
a part of the multifunctional biotin-dependent enzyme ace-
tyl-CoA carboxylase (ACCase) that catalyzes the first com-
mitted and rate-controlling step in the biosynthesis of long
chain fatty acids.59,60 Pyridopyrimidines 14 and 15 (Figure 7)
were identified using whole-bacterial cell screening of the
company compound library. By use of genetic and biochem-
ical tools, BC was identified as the bacterial target of these
compounds. The crystal structures (PDB codes 2V58 and
2V59) reveal that BC inhibitors 14 and 15 bind to the ATP-
binding site of BC61 (Figure S6 in the Supporting Informa-
tion and Figure 8). The pyridopyrimidine moiety of the
inhibitor interacts with the adenine-binding region, whereas
the bisubstituted phenyl group occupies the hydrophobic

Figure 5. Isoquinolinesulfonamide inhibitors 7-11 of aminoglycoside-modifying enzyme APH(30)-IIIa.

Figure 6. ATP-competitive Ddl inhibitors based on protein kinase
inhibitor scaffolds.

Figure 7. Pyridopyrimidine-based inhibitors of BC based on the
protein kinase inhibitor pharmacophore.

Figure 8. (a) Superposition of inhibitors 14 (in yellow) and 15 (in
orange) (PDB codes 2V58 and 2V59, respectively) and ADP (in
black) (PDB code 2J9G). (b) Schematic representation of interac-
tions between 14 and BC active site residues (PDB code 2V58) as
obtained with PoseViewWeb.

Figure 9. Pyrazole-based PS inhibitors.
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pocket neighboring the ribose-binding site. Compounds 14
and 15 inhibitE. coliACCasewith IC50 values less than 5 and
28 nM, respectively, and possess in vitro and in vivo anti-
bacterial activity against Gram-negative pathogens, includ-
ing Haemophilus influenzae, with a minimal inhibitory
concentration (MIC) of 0.125 μg/mL.9

2.3.High-Throughput Screening (HTS) andVirtual Screen-
ing (VS) Combined with Structure-Based Drug Design

(SBDD). Many pharmaceutical companies have sought to
identify novel antibacterial agents from HTS campaigns
using purified enzyme targets that were shown by genomic
approaches to be essential for the organism. However, ran-
dom screening provided very few suitable lead structures for
novel inhibitors of the bacterial enzymes.

The HTS screening campaign was successful in dis-
covering inhibitors of pantothenate synthetase (PS) from
Mycobacterium tuberculosis. PS is an ATP-dependent en-
zyme, which catalyzes the formation of pantothenate from
D-pantoate and β-alanine in the final step of the pantothe-
nate biosynthetic pathway.62,63 Compounds 16 and 17

(Figure 9) were identified as M. tuberculosis PS inhibitors
by HTS of more than 10 000 compounds. Docking poses
predicted by the FRED docking program show that the tert-
butyl group occupies the hydrophobic pocket while the
tetrahydrobenzoisoxazole ring binds into the adenine-bind-
ing pocket of PS (Figure S8 in the Supporting Information).
The SAR was further investigated by the synthesis of new
analogues bearing different substituents on the pyrazole

ring. Improved inhibitory activity, compared to 16 (IC50 =
120 nM) and 17 (IC50 = 150 nM), was achieved by the
synthesis of compounds 18 (IC50 = 97 nM) and 19 (IC50 =
90 nM) (Figure 9). Unfortunately, compounds 16-19 did not
inhibit the growth ofM. tuberculosis (MIC> 128 μg/mL).64

“Virtual HTS” was also found to be a successful approach
in which databases containing structures of small molecules
are docked into a region of interest in silico and scored
according to their predicted interactions in the target site. A
recent successful example of the use of this method is the
structure-based virtual screening of theUKNational Cancer
Institute diversity set of 2000 compounds using a crystal
structure of Ddl.65,66 The top 130 compounds from the list of
compounds, ranked according to their estimated binding
affinity to the protein, were tested in an in vitro assay. Three
of the tested compounds inhibited DdlB, and of these, com-
pounds 20 (Ki=42 μM) and 21 (Ki=11 μM) (Figure 10)
showed ATP-competitive inhibition. Moreover, compound
21 showed promising antibacterial activity with MIC values
of 8 and 32 μg/mL against E. coli SM1411 and S. aureus
8325-4, respectively.66

In the search forATP-competitiveDNAgyrase inhibitors,
an alternative approach has been developed that combines
an in silico needle screening and a biased high-throughput
DNA gyrase screening with validation of the screening
hits by biophysical methods and a 3D guided optimization
process. From the obtained structural classes, the indazole
scaffold was chosen for optimization by the use of crystal
structure information. The indazole ring of the designed
DNA gyrase inhibitors, such as compound 22 (Figure 11),
occupies the adenine-binding pocket. However, compound
22 (MNEC = 0.03 μg/mL), which is 10 times more potent
than novobiocin, is too lipophilic for penetration into the
bacterial cell and showed no inhibition of bacterial growth.
To reduce the lipophilicity of 22, the coumarin ring was
replaced by various amines, which led to the discovery of 23
(IC50 = 0.25 μg/mL) (Figure 11) with good antibacterial
activity against resistant strains of staphylococci and enter-
ococci (MIC = 4 μg/mL).67

In a Schering-Plough Research Institute a series of benzi-
midazole-based inhibitors of BC targeting ATP-binding site
were identified from a mixture-based combinatorial library,
using an affinity selection mass spectrometry (AS-MS) plat-
form. Initial hit 24 (Figure 12), which inhibited BCwith IC50

value of 5μM,was cocrystallizedwith the enzyme (PDB code
3JZF). The results of subsequent structure-based optimiza-
tion and computer-aided drug design were compounds
25-29 (Figure 12 and Figure 13) with improved inhibitory
activity (IC50 values between 0.01 and 0.7 μM). The most

Figure 10. ATP-competitive inhibitors of DdlB.

Figure 11. Indazole-based inhibitors of DNA gyrase.

Figure 12. Benzimidazole and 4-aza-benzimidazole inhibitors of biotin carboxylase.
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potent BC inhibitor 28 also showed very promising antibac-
terial activity against E. coli HS294 with a MIC value of 0.2
μg/mL and was selective for BC against eukaryotic carbox-
ylases and human kinases.68

2.4. Fragment-Based Design of ATP-Competitive Inhibi-

tors. One of the hypotheses explaining the lack of success in
antibacterial drug discovery is a lack of chemical diversity
compatible with novel antibacterial drug targets. In addi-
tion, it is believed that the physicochemical rules describing
antibacterial compounds that can penetrate into the bacte-
rial cytoplasm are considerably different from those used for

eukaryotic target drug discovery.7 One possible approach to
address these issues is fragment-based drug design. The
advantage of this strategy is that smaller compound frag-
ments can feasibly probe a greater proportion of the chemi-
cal space in the active site of the target protein, and
furthermore, through a process of structure-based fragment
elaboration and growing, it is possible to design and build in
desirable physicochemical properties.69

Researchers from Pfizer employed a combination of two
lead discovery strategies: de novo fragment-based drug dis-
covery and virtual screening in a search of BC inhibitors.

Figure 13. (a) Superposition of inhibitors 24 (in yellow) and 29 (in orange) (PDB codes 3JZF and 3JZI, respectively) andADP (inwhite) (PDB
code 2J9G). (b) Schematic representation of interactions between 29 andBCactive site residues (PDB code 3JZI) as obtained byPoseViewWeb.

Figure 14. Aminooxazole-based inhibitors of biotin carboxylase.

Figure 15. (a) Superposition of inhibitors 31 (in yellow) and 32 (in orange) (PDB codes 2W6M and 2W6N, respectively) and ADP (in black)
(PDB code 2J9G). (b) Schematic representation of interactions between 32 and BC active site residues (PDB code 2W6N) as obtained with
PoseViewWeb.
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They screened a collection of unbiased low-molecular-weight
molecules and identified a structurally diverse collection of
weak-binding but ligand-efficient fragments as potential
building blocks for the design of BC ATP-competitive in-
hibitors. The binding modes of identified fragments were
characterized using X-ray crystallography, which revealed
that all fragments interact with the adenine-binding region of
the ATP-binding site. The potency of the initial hits was
improved by up to 3000-fold by iterative cycles of structure-
based drug design while maintaining their ligand efficiency
and desirable physicochemical properties. Optimization of
aminooxazole fragment 30 (IC50 = 21.5 μM) by fragment
growing resulted in the most potent BC inhibitors 31 and 32

(Figure 14 andFigure 15) that inhibited the enzymewith IC50

values of 125 and 7 nM, respectively. Moreover, both in-
hibitors possessed antibacterial activity against Gram-nega-
tive pathogens (MIC values between 0.125 and 64 μg/mL),
which was caused by specific inhibition of fatty acid bio-
synthesis. Compound 31 also exhibited significant selectivity
against a panel of over 40 different human protein kinases
(IC50 > 10 μM).60

Hung et al. used a fragment growing and fragment linking
technique to discover new inhibitors of M. tuberculosis
PS. Initially, 5-methoxyindole (33) (Figure 16) was identified
as an ATP-competitive inhibitor of PS by WaterLOGSY
NMR spectroscopy. Isothermal titration calorimetry (ITC)
confirmed the binding of the fragment with a Kd value of

1.1 mM, and its precise binding mode was determined by
X-ray crystallography to a resolution of 1.6 Å. The fragment
was found to occupy the adenine pocket of the ATP-binding
site and was selected to initiate a fragment-growing design,
which finally led to compounds 34 (Kd = 29 μM) and 35

(Kd = 1.5 μM) (Figure 16 and Figure 17) with improved
inhibitory activity.62

Benzofuran-2-carboxylic acid (36) (Figure 18) was identi-
fied as a PS inhibitor by a thermal-shift screen and confirmed
by WaterLOGSY NMR spectroscopy and ITC (Kd =
1 mM). The X-ray structure showed that 36 binds across
the pantoate-binding pocket, 3.1 Å away from the binding
site of the indole 33. The crystal structure of the PS 3 36
complex (PDB code 3IME) suggests that 36 may be able to
bind to the active site simultaneously with fragment 33 and
could be used in a linking strategy. Various linkers between
C2 atoms of the two fragments were designed to enable
both fragments to adopt their original binding modes
(compounds 37-39, Figure 18), and the sulfamoyl linker in
compound 39 (Kd = 1.8 μM) has proved to be the most
effective (Figure 19).62 Furthermore, fragment linking of 36
and 40 (Kd= 800 μM) to give a potent PS inhibitor 41 (Kd=
860 nM) (Figure 18) was guided by optimization of the
interligand Overhauser effect (ILOE) observed between
starting fragments 33 and 36.70

2.5. Multitarget Inhibitors.Using network models of anti-
microbial drugs, Csermely et al. showed that multitarget
attacks perturb complex systems more effectively than fo-
cused attacks, even if the number of targeted interactions is
the same.71 Targeting multiple bacterial enzymes that are
structurally related or recognize common structural motifs
and the possibility of finding a small molecule that binds to
more than one bacterial enzyme family member is therefore
preferred. An interesting rationale for the design of dual-
target inhibitors, with the potential to reduce the develop-
ment of target-based resistance, offers the similarity of
crystal structures of bacterial GyrB and ParE. Indeed,

Figure 17. (a) Superposition of inhibitor 35 (in yellow) (PDB code 3IUE) and adenosine 50-(R,β-methyleno)triphosphate (AMPCPP) (in
black) (PDBcode 1N2B). (b) Schematic representation of interactions between 35 andPS active site residues (PDBcode 3IUE) as obtainedwith
PoseViewWeb.

Figure 18. Benzofuran-based PS inhibitors designed by the fragment linking strategy.

Figure 16. 5-Methoxyindole-based PS inhibitors discovered by
fragment-based design.
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dual-targeting benzimidazole urea inhibitors of DNA gyrase
and TopoIV with potent antibacterial activity against a wide
spectrum of relevant pathogens were reported recently. A
representative compound 42 (Figure 20) inhibits DNA gyr-
ase fromS. aureus andE. coliwithKi values of 14 nMand less
than 4 nM, respectively, and TopoIV from E. coli with a Ki

value of 23 nM. Compound 42 also possessed potent anti-
bacterial activity against S. aureus, Streptococcus pneumo-
niae, and H. influenzae with MIC values below 1 μg/mL.72

3. Selectivity Challenge

Asmentioned above, the conserved nature of ATP-binding
sites among different eukaryotic and prokaryotic protein
classes makes a design of an inhibitor that targets selectively
the bacterial enzyme ATP-binding site a great challenge. One
of the characteristic examples of the target for which the
selectivity achievement can be a difficult task are members
ofGHKL superfamily, such as PhoQ. Superposition of PhoQ
and human pyruvate dehydrogenase kinase reveals high
structural similarity between the enzymes (Figure 21a).46Both
enzymes belong to the GHKL superfamily and share a
conserved Bergerat fold in the ATP-binding domain. This
fact raises the possibility that the histidine kinase inhibitors
targeting this domain will also affect the activity of other
mammalian enzymes having the homologous domain and
may not exhibit sufficient selectivity for sensor kinases of
pathogenic microorganisms.30 The prime example is ATP-
competitive inhibitor 6 (Figure 4), which inhibits the in vitro
activity of the mammalianGHKL protein pyruvate dehydro-
genase kinase in a manner similar to that in which it inhibits
PhoQ (Figure 21b).47

Sometimes the important structural differences between
bacterial and eukaryotic enzymes make the achievement of

selectivity possible. For example, the three-dimensional struc-
ture of APH(30)-IIIa reveals a striking structural similarity to
eukaryotic protein kinases, such as the catalytic subunit of
cAMP-dependent protein kinase (cAPK) and the catalytic
domains of casein kinase-1 and MAP kinase ERK2, despite
the lack of sequence homology (<5%). The superposition of
the nucleotides from crystal structures of APH(30)-IIIa and
cAPKreveals important differences between the two enzymes,
which offers possibilities for structure-based drug design of
APH(30)-IIIa inhibitors selective against structurally related
protein kinases. In particular, the adenine ring in APH(30)-
IIIa forms a π-π stacking interaction with the aromatic side
chain of Tyr42, a residue highly conserved in APH(30)
enzymes (Figure 22). Its corresponding residue in protein
kinases is alanine, which excludes the possibility of forming
such a stacking interaction.73 Importantly, thermodynamic
analyses have demonstrated that the π-π stacking interac-
tion betweenAPH(30)-IIIa and the adenine ring can supply up
to one-third of the total nucleotide binding energy.74 More-
over, the polar nature of the adenine ring-Met90 contact
in the case of APH(30)-IIIa differs from the role of Met
residues in eukaryotic protein kinases, which often act as gate-
keeper residues and usually reside in a more hydrophobic
pocket.75

Miller et al. showed that it is possible to achieve selectivity,
despite the structural similarity between the ATP-binding
sites of eukaryotic protein kinases and BC. The distinctively
different bindingmodes of pyridopyrimidine-based inhibitors
observed in the BCandFGFR2kinase domain suggested that
BC selectivity could be achieved despite the structural simi-
larity of the ATP-binding sites (Figure 23). It was observed
that inhibitors 14 and 15 (Figure 7) display excellent selec-
tivity for bacterial BC over FGFR2, VEGFR1, and 28
other eukaryotic protein kinases. The only eukaryotic protein
kinase that was inhibited by 14 was Src, but the IC50 value
of this inhibitor was still 70-fold weaker than that against
E. coli BC.9

Another way to attain selectivity is to design inhibitors that
mimic the reaction intermediate of specific enzyme-catalyzed
reaction. This approach was successfully used on PS, which
belongs to the cytidylyltransferase superfamily of enzymes
that catalyze the formation of an acyl adenylate (or acyl
cytidylate) via attack at the R-phosphate of ATP (or CTP)
and following release of pyrophosphate.76 Tight binding of

Figure 20. Dual-targeting DNA gyrase and TopoIV benzimid-
azole urea inhibitor.

Figure 19. Superposition of inhibitors 35 (in yellow), 39 (in orange) (PDB codes 3IUE and 3IVX, respectively) andAMPCPP (in black) (PDB
code 1N2B). (b) Schematic representation of interactions between 39 and PS active site residues (PDB code 3IVX) as obtained with
PoseViewWeb.
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Figure 21. (a) Superposition of PhoQ (in yellow) 3AMPPNP (in brown) and human pyruvate dehydrogenase kinase (in orange) 3ATP (in light
brown) complexes (PDB codes 1ID0 and 1Y8P, respectively). (b) Superposition of PhoQ (in yellow) 3 6 (in brown) and human pyruvate
dehydrogenase kinase (in orange) 3 6 (in light brown) complexes (PDB codes 3CGY and 2Q8I, respectively).

Figure 23. (a) Schematic representation of interactions between ADP and BC active site residues (PDB code 2J9G). (b) Schematic
representation of interactions between AMPPNP and FGFR2 active site residues (PDB code 3CLY) as obtained with PoseViewWeb.

Figure 22. (a) Schematic representation of interactions between AMPPNP andAPH(30)-IIIa ATP-binding site residues (PDB code 1J7U). (b)
Schematic representation of interactions between ATP and cAMP-dependent protein kinase from Mus musculus ATP-binding site residues
(PDB code 1ATP) as obtained with PoseViewWeb.
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pantoyl adenylate to PS provided an excellent starting point
for the design of its inhibitors by mimicking this reaction
intermediate (Figure 24).77

Ten pantoyl adenylate analogues were synthesized, in
which the labile phosphodiester moiety was replaced by either
an ester or a sulfamoyl group, and the pantoyl functionality
was modified. The sulfamoyl analogues 43-47 (Ki = 0.3-
65 μM) (Figure 25) were approximately 100-fold more potent
inhibitors than their ester counterparts (Ki values in the
low millimolar range), which reflects their closer structural
similarity with pantoyl adenylate.78 Compound 47 (Figure 26),
which is structurally the most similar to the reaction inter-
mediate, was the most potent inhibitor in this series with Ki =
0.3 μM.79

To continue with the successful design of PS inhibitors by
mimicking pantoyl adenylate, Scott et al. used dynamic
combinatorial chemistry coupledwith structure-based design,
in which 50-deoxy-50-thioadenosine 48 (Kd = 380 μM)
(Figure 27) was used as an anchor building block to find
thiols that would form disulfides templated by PS. A Water-
LOGSY NMR experiment was used to show binding of
thioadenosine 48 to M. tuberculosis PS. This and ITC both
clearly indicated a competition between compound 48 and
ATP for the same binding site, which was later confirmed
by the X-ray crystal structure of PS 3 48 complex (Figure 28).
The most potent disulfides designed were compounds 49 and
50 (Figure 27) with Kd values of 210 μM and 80 μM,
respectively.80

To estimate the probability that the chosen bacterial en-
zymes (Table 1) represent promising targets for the design of
selective ATP-competitive bacterial enzyme inhibitors, the

Figure 25. Structures of pantoyl adenylate analogue inhibitors of E.coli PS.

Figure 26. (a) Superposition of inhibitor 47 (in yellow) (PDB code 3COW) and AMPCPP (in black) (PDB code 1N2B). (b) Schematic
representation of interactions between 47 and PS active site residues (PDB code 3COW) as obtained with PoseViewWeb.

Figure 24. Schematic representation of interactions between pan-
toyl adenylate and PS active site residues (PDB code 1N2H) as
obtained with PoseViewWeb.
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similarity of the ATP-binding sites of bacterial enzymes was
studied using ProBiS,81,82 a Web server for detecting protein
binding sites based on local structural alignments. The struc-
ture of the query enzyme is compared to those ofmembers of a
database of protein 3D structures in order to identify proteins
that share local structural similarities with the query enzyme.
The ProBiS results (Table S2 in the Supporting Information)
for representative enzymes of the four studied superfamilies
are presented inTables S4-S7 in the Supporting Information.
For example, the ATP-binding site of aminoglycoside-mod-
ifying enzyme APH(30)-IIIa (Table S4 in the Supporting
Information) is structurally similar to the ATP-binding sites
of 188 enzymes in the RCSB Protein Data Bank.20 Enzymes
with a large number of aligned residues belong to other
members of aminoglycoside-modifying enzymes and to sev-
eral human protein kinases. Moreover, most of the identified
protein structures similar to APH(30)-IIIa are of human
origin. Another example is bacterial histidine kinase PhoQ
of the GHKL superfamily (Table S5 in the Supporting
Information),whoseATP-binding sitewas found tobe similar
to those of 77 protein structures. Top ranked similar struc-
tures are those of other members of the GHKL superfamily,
such as DNA gyrase, TopoIV, histidine kinases EnvZ and
CheA, and human pyruvate dehydrogenase kinase. On the
other hand, the number of structures similar to those of
bacterial BC, Ddl, and PS (Tables S6 and S7 in the Support-
ing Information) is smaller and they also show less similarity
to human enzymes. Analysis of the results obtained with
ProBiS indicates that the ATP-binding sites of aminoglyco-
side-modifying enzymes and ofmembers of theGHKL super-
family possess higher structural similarity to the ATP-binding
sites of human enzymes, particularly of protein kinases.
This suggests that selectivity toward bacterial enzymes
will be harder to achieve than for the members of the ATP-
grasp fold and cytidylyltransferase superfamilies, which share
more structural similarities with enzymes within each super-
family.

4. Defining Target Selectivity by Ki Values

Another issue concerning inhibitor selectivity that needs to
be addressed is how to measure and evaluate selectivity
between bacterial and human targets. To show in vivo activ-
ity, ATP-competitive inhibitors must be able to compete with
the high ATP concentrations present in the bacterial cell
(0.6-18 mM)10-12 and must also be highly selective because
of the similarity of the ATP-binding site in bacterial and
human enzymes. The potency of an inhibitor for its target is
typically expressed by the IC50 value minus the concentration
of drug at which 50% of the enzyme activity is inhibited. For
reversible and ATP-competitive inhibitors, the IC50 depends
on the intrinsic activity of the inhibitor (the dissociation
constant Ki) as well as the competition from ATP under the
specific assay conditions (the [ATP] and the Km(ATP)). These
variables are related by the Cheng-Prusoff equation:83

Ki ¼ IC50

1þ ½ATP�
KmðATPÞ

This equation expresses the fact that at low ATP concentra-
tions, there is no significant competition from substrate and
IC50≈Ki. As the ATP concentration exceeds theKm(ATP), the
IC50 increases at approximately the same rate. Importantly,
the IC50 does not plateau at a maximum value at high
concentrations of ATP. For this reason, the potency of an
inhibitor in cells depends critically on theKm(ATP) of its target.
Consequently, an inhibitor that has similar Ki values against
multiple targets will inhibit more potently those targets that
have higher Km(ATP). Additionally, an important warning
concerning the use of Km(ATP) values is that they are sensitive
to the specific assay conditions (such as choice of protein
substrate or counterion). Hence, any meaningful comparison
of inhibitor affinity for the enzymes must be based on
measurements of dissociation constants, and this should be
taken into account when selectivity data of the inhibitor for
bacterial and human enzymes are given.84

5. Concluding Remarks and Perspectives

In the field of antibacterial drug discovery, researcherswere
skeptical about the possibility of making any selective ATP-
competitive inhibitors of bacterial enzymes. Clearly one of the
major problems in the field is to achieve selectivity forFigure 27. Thioadenosine-based inhibitors of M. tuberculosis PS.

Figure 28. Superposition of inhibitors 49 (in yellow) and 50 (in orange) (PDB codes 3IOC and 3IOD, respectively) and AMPCPP (in black)
(PDB code 1N2B). (b) Schematic representation of interactions between 50 and PS active site residues (PDB code 3IOD) as obtained with
PoseViewWeb.
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bacterial targets over human enzymes. Consequently, ap-
proaches to identifynovel classes of antibacterials have tended
to focus on genomic targets that share little or no similarity to
human enzymes. For this reason, the successful use of HTS in
other fields of drug discovery has here been limited because
available compound libraries are often biased toward com-
pound classes targeted atmajor human target families, such as
protein kinases, G-protein-coupled receptors, proteases, etc.
However, by use of structure-based and computer-aided drug
design methods, recent more successful work supports the
possibility of finding a selective inhibitor targeting the ATP-
binding site of bacterial enzyme using eukaryotic biased
compound libraries. It is suggested that for targets with high
sequence and structure homology to known human targets, a
potent inhibitor is more likely to be foundwithin the chemical
space covered by synthetic compound libraries. Such inhibi-
tors may offer good starting points for the design of com-
pounds with improved activity and selectivity profiles. On the
other hand, fragment-based drug design enables the synthesis
of target specific, chemically diverse molecules, which has
already proved successful in the discovery of novel BC and PS
inhibitors with good selectivity profiles.

While the similarity of ATP-binding sites in bacterial and
human enzymes makes the design of selective ATP-competi-
tive inhibitors difficult, inhibition of multiple bacterial en-
zymes with similar ATP-binding sites should be beneficial in
combating the development of target-based resistance to
antibacterial agents and should result in potent antibacterial
activity in whole-cell assays. An excellent example is the
reported dual-target DNA gyrase and topoisomerase IV
benzimidazole urea inhibitor that has potent activity against
Gram-positive and Gram-negative bacteria.

Another promising approach todesigning inhibitors target-
ing the ATP-binding site can be the design of compounds that
occupy not only the ATP-binding site but at the same time
exploit other substrate-binding sites or allosteric pockets.
Here the use of SBDD provides direct knowledge of critical
interactions of an inhibitor with the amino acids of the target
protein, allowing optimization of binding affinity and selec-
tivity by exploiting interactions with amino acid residues
adjacent to the ATP-binding domain but unique to the target
enzyme.

Finally, we wanted to show that the ATP-binding sites of
bacterial enzymes represent viable targets for design of novel
antibacterial agents. The design of bacterial target-selective
inhibitors is very challengingbut canbe successfully overcome
with the knowledge of the target structure and important
dissimilarities between the target and other similar human
ATP-binding enzymes.

Acknowledgment. This work was supported by the Slove-
nian Research Agency (Grant P1-0208). The authors thank
Professor Dr. Roger Pain for critical reading of the manu-
script.

Biographies

Veronika �Skedelj graduated from theUniversity of Ljubljana,
Faculty of Pharmacy, Slovenia in 2008. She is presently working
as a Ph.D. student at the Department of Medicinal Chemistry,
Faculty of Pharmacy, in the field of design, synthesis, and
biological evaluation of novel antibiotics targeting the peptido-
glycan biosynthesis. Her research interests include medicinal
chemistry, heterocyclic chemistry, and enzyme kinetics.
Tihomir Toma�si�c received his Master of Pharmacy degree

(2006) from the Faculty of Pharmacy, University of Ljubljana,

Slovenia. Currently, he is a Ph.D. student of Biomedicine at the
Department of Medicinal Chemistry, Faculty of Pharmacy,
University of Ljubljana. His Ph.D. thesis research work is
focused on computer-aided drug design and synthesis of novel
antibacterials targeting intracellular steps of peptidoglycan
biosynthesis. His research interests includemedicinal chemistry,
heterocyclic chemistry, and molecular modeling.

Lucija Peterlin Ma�si�c completed her doctoral studies at the
University of Ljubljana, Faculty of Pharmacy, Slovenia (2003).
She did postdoctoral research in AstraZeneca, Sweden, at the
Department for Computational Toxicology (Safety Assess-
ment). Currently, she is Assistant Professor for Medicinal
Chemistry at the Faculty of Pharmacy, and she continued her
interest in toxicology, computational methods for the site of
metabolism and reactive metabolites formation predictions,
toxicity testing in the early phases of drug discovery process,
and study of mechanisms of toxicity, structure-based drug de-
sign, discovery, and development of new chemical entities in
cardiovascular and anti-infective areas.

Anamarija Zega received her Ph.D in Medicinal Chemistry
from the University of Ljubljana, Faculty of Pharmacy, Slove-
nia, in 2002. She did her postdoctoral research in Dr. Michel
Arthur’s group at Laboratoire de RechercheMol�eculaire sur les
Antibiotiques, Inserm, in Paris. She is currently Assistant
Professor for Medicinal Chemistry at the Faculty of Pharmacy
in Ljubljana, and she continues her interest in structure-based
drug design with a particular emphasis on antimicrobials.

Supporting Information Available: Figures of ATP-binding
sites of the studied enzymes in complexwithATPor its analogue
and ProBiS results. This material is available free of charge via
the Internet at http://pubs.acs.org.

References

(1) Boucher, H. W.; Talbot, G. H.; Bradley, J. S.; Edwards, J. E., Jr.;
Gilbert, D.; Rice, L. B.; Scheld, M.; Spellberg, B.; Bartlett, J. Bad
bugs, no drugs: NO ESKAPE! An update from the Infectious
Diseases Society of America. Clin. Infect. Dis. 2009, 48, 1–12.

(2) The Bacterial Challenge: Time to React; Technical Report EMEA/
576176/2009; EMEA: London, 2009.

(3) Jones, D. The antibacterial lead discovery challenge. Nat. Rev.
Drug Discovery 2010, 9, 751–752.

(4) Thomson, C. J.; Power, E.; Ruebsamen-Waigmann, H.;
Labischinski, H. Antibacterial research and development in the
21st century;an industry perspective of the challenges.Curr.Opin.
Microbiol. 2004, 7, 445–450.

(5) Shlaes, D.M.An update on tetracyclines.Curr. Opin. Invest. Drugs
2006, 7, 167–171.

(6) Payne, D. J.; Gwynn, M. N.; Holmes, D. J.; Pompliano, D. L.
Drugs for bad bugs: confronting the challenges of antibacterial
discovery. Nat. Rev. Drug Discovery 2007, 6, 29–40.

(7) O’Shea, R.; Moser, H. E. Physicochemical properties of antibac-
terial compounds: implications for drug discovery. J. Med. Chem.
2008, 51, 2871–2878.

(8) Leeson, P.D.;Davis,A.M.Time-related differences in the physical
property profiles of oral drugs. J.Med. Chem. 2004, 47, 6338–6348.

(9) Miller, J. R.; Dunham, S.; Mochalkin, I.; Banotai, C.; Bowman,
M.; Buist, S.; Dunkle, B.; Hanna, D.; Harwood, H. J.; Huband,
M. D.; Karnovsky, A.; Kuhn, M.; Limberakis, C.; Liu, J. Y.;
Mehrens, S.;Mueller,W.T.;Narasimhan,L.;Ogden,A.;Ohren, J.;
Vara Prasad, J. V. N.; Shelly, J. A.; Skerlos, L.; Sulavik, M.;
Thomas,V.H.;VanderRoest, S.;Wang,L.;Wang,Z.;Whitton,A.;
Zhu, T.; Stover, C. K. A class of selective antibacterials derived
from a protein kinase inhibitor pharmacophore. Proc. Natl. Acad.
Sci. U.S.A. 2009, 106, 1737–1742.

(10) Gribble, F. M.; Loussouarn, G.; Tucker, S. J.; Zhao, C.; Nichols,
C. G.; Ashcroft, F. M. A novel method for measurement of
submembrane ATP concentration. J. Biol. Chem. 2000, 275,
30046–30049.

(11) Imamura, H.; Huynh Nhat, K. P.; Togawa, H.; Saito, K.; Iino, R.;
Kato-Yamada, Y.; Nagai, T.; Noji, H. Visualization of ATP levels
inside single living cells with fluorescence resonance energy trans-
fer-based genetically encoded indicators. Proc. Natl. Acad. Sci. U.
S.A. 2009, 106, 15651–15656.

(12) Traut, T. W. Physiological concentrations of purines and pyrimi-
dines. Mol. Cell. Biol. 2004, 140, 1–22.



928 Journal of Medicinal Chemistry, 2011, Vol. 54, No. 4 �Skedelj et al.

(13) Chapelle, E. W.; Levin, G. V. Use of the firefly bioluminescent
reaction for rapid detection and counting of bacteria. Biochem.
Med. 1968, 2, 41–52.

(14) Cohen, P. Protein kinases: themajor grug targets of the twenty-first
century? Nat. Rev. Drug Discovery 2002, 1, 309–315.

(15) Karaman, M. W.; Herrgard, S.; Treiber, D. K.; Gallant, P.;
Atteridge, C. E.; Campbell, B. T.; Chan, K. W.; Ciceri, P.; Davis,
M. I.; Edeen, P. T.; Faraoni, R.; Floyd, M.; Hunt, J. P.; Lockhart,
D. J.; Milanov, Z. V.; Morrison, M. J.; Pallares, G.; Patel, H. K.;
Pritchard, S.; Wodicka, L. M.; Zarrinkar, P. P. A quantitative
analysis of kinase inhibitor selectivity. Nat. Biotechnol. 2008, 26,
127–132.

(16) Bain, J.; Plater, L.; Elliott, M.; Shapiro, N.; Hastie, C. J.;
McLauchlan, H.; Klevernic, I.; Arthur, J. S.; Alessi, D. R.; Cohen,
P. The selectivity of protein kinase inhibitors: a further update.
Biochem. J. 2007, 408, 297–315.

(17) Silver, L. L. Multi-targeting by monotherapeutic antibacterials.
Nat. Rev. Drug Discovery 2007, 6, 41–55.

(18) Wong, K. K.; Kuo, D. W.; Chabin, R. M.; Fournier, C.; Gregnas,
L. D.; Waddell, S. T.; Marsilio, F.; Leiting, B.; Pompliano, D. L.
Engeneering a cell-freemurein biosynthetic pathway: Combinator-
ial enzymology in drug discovery. J. Am. Chem. Soc. 1998, 120,
13527–13528.

(19) Barreteau, H.; Kova�c, A.; Boniface, A.; Sova, M.; Gobec, S.;
Blanot, D. Cytoplasmic steps of peptydoglycan biosynthesis.
FEMS Microbiol. Rev. 2008, 32, 168–207.

(20) (a) Berman, H. M.; Westbrook, J.; Feng, Z.; Gilliland, G.; Bhat,
T. N.; Weissig, H.; Shindyalov, I. N.; Bourne, P. E. The Protein
Data Bank. Nucleic Acids Res. 2000, 28, 235–242. (b) http://www.
pdb.org.

(21) Overbye, K.M.; Barrett, J. F. Antibiotics: where did we go wrong?
Drug Discovery Today 2005, 10, 45–52.

(22) Newman,D. J.;Cragg,G.M.; Snader,K.M.The influenceof natural
products upon drug discovery. Nat. Prod. Rep. 2000, 17, 251–234.

(23) Maxwell, A. DNA gyrase as a drug target. TrendsMicrobiol. 1997,
5, 102–109.

(24) Gellert, M.; O’Dea,M. H.; Itoh, T.; Tomizawa, J. Novobiocin and
coumermycin inhibit DNA supercoiling catalyzed byDNA gyrase.
Proc. Natl. Acad. Sci. U.S.A. 1976, 73, 4474–4478.

(25) Lewis, R. J.; Singh, O. M. P.; Smith, C. V.; Skarzynski, T.;
Maxwell, A.; Wonacott, A. L.; Wigley, D. B. The nature of
inhibition of DNA gyrase by the coumarins and the cyclothialidines
revealed by X-ray crystallography. EMBO J. 1996, 15, 1412–1420.

(26) Wigley, D. B.; Davies, G. J.; Dodson, E. J.; Maxwell, A.; Dodson,
G. Crystal structure of an N-terminal fragment of the DNA gyrase
B protein. Nature 1991, 351, 624–629.

(27) Brino, L.; Urzhumtsev, A.;Mousli,M.; Bronner, C.;Mirschler, A.;
Oudet, P.;Moras,D.Dimerization ofEscherichia coliDNA-gyrase
B provides a structural mechanism for activating the ATPase
catalytic center. J. Biol. Chem. 2000, 275, 9468–9475.

(28) Lamour, V.; Hoermann, L.; Jeltsch, J.; Oudett, P.; Moras, D. An
open conformation of Thermus thermophilusGyrase B ATP-bind-
ing domain. J. Biol. Chem. 2002, 277, 18947–18953.

(29) Tsai, F. T. F.; Singh, O. M. P.; Skarzynski, T.; Wonacott, A. J.;
Weston, S.; Tucker, A.; Pauptit, R. A.; Breeze, A. L.; Poyser, J. P.;
O’Brien, R.; Ladbury, J. E.; Wigley, D. B. The high-resolution
crystal structure of a 24-kDa Gyrase B fragment from E. coli
complexed with one of the most potent coumarin inhibitors,
clorobiocin. Proteins 1997, 28, 41–52.

(30) Holdgate, G. A.; Tunnicliffe, A.; Ward, W. H. J.; Weston, S. A.;
Rosenbrock, G.; Barth, P. T.; Taylor, I. W. F.; Paupit, R. A.;
Timms, D. The entropic penalty of ordered water accounts for
weaker bindingof the antibiotic novobiocin to a resistantmutant of
DNA gyrase: a thermodynamic and crystallographic study. Bio-
chemistry 1997, 36, 9663–9673.

(31) Maxwell, A.; Lawson, D. M. The ATP-binding site of type II
topoisomerases as a target for antibacterial drugs.Curr. Top.Med.
Chem. 2003, 3, 283–303.

(32) Gilbert, E. J.; Maxwell, A. The 24-kDa N-terminal subdomain of
the DNA gyrase B protein coumarin drugs. Mol. Microbiol. 1994,
12, 365–373.

(33) (a) Stierand, K.; Maass, P.; Rarey, M. Molecular complexes at a
glance: automated generation of two-dimensional complex dia-
grams. Bioinformatics 2006, 22, 1710–1716. (b) PoseViewWeb is
available at http://poseview.zbh.uni-hamburg.de/poseview.

(34) Oblak, M.; Kotnik, M.; �Solmajer, T. Discovery and development
of ATPase inhibitors of DNA gyrase as antibacterial agents. Curr.
Med. Chem. 2007, 14, 2033–204.

(35) Ferroud,D.; Collard, J.; Klich,M.;Dupuis-Hamelin, C.;Mauvais,
P.; Lassaigne, P.; Bonnefoy, A.; Musicki, B. Synthesis and biolog-
ical evaluation of coumarincarboxylic acids as inhibitors of gyrase

B. L-rhamnose as an effective substitute for L-noviose. Bioorg.
Med. Chem. Lett. 1999, 9, 2881–2886.

(36) Periers, A.M.; Laurin, P.; Ferroud, D.; Haesslein, J. L.; Klich,M.;
Dupuis-Hamelin, C.; Mauvais, P.; Lassaigne, P.; Bonnefoy, A.;
Musicki, B. Antimicrobial andDNAgyrase-inhibitory activities of
novel clorobiocin derivatives produced by mutasynthesis. Bioorg.
Med. Chem. Lett. 2000, 10, 161–165.

(37) Musicki, B.; Periers, A.M.; Laurin, P.; Ferroud, D.; Benedetti, Y.;
Lachaud, S.; Chatreaux, F.; Haesslein, J. L.; Iltis, A.; Pierre, C.;
Khider, J.; Tessot,N.; Airault,M.;Demassey, J.; Dupuis-Hamelin,
C.; Lassaigne, P.; Bonnefoy, A.; Vicat, P.; Klich, M. Improved
antibacterial activities of coumarin antibiotics bearing 50,50-dia-
lkylnoviose: biological activity of RU79115. Bioorg. Med. Chem.
Lett. 2000, 10, 1695–1699.

(38) Bellon, S.; Parsons, J. D.; Wei, Y.; Hayakawa, K.; Swonson, L. L.;
Charifson, P. S.; Lippke, J. A.; Aldape, R.; Gross, C. H. Crystal
structures of Escherichia coli topoisomerase IV ParE subunit (24
and 43 kilodaltons): a single residue dictates differences in novo-
biocin potency against topoisomerase IV and DNA gyrase. Anti-
microb. Agents Chemother. 2004, 48, 1856–1864.

(39) Plesniak, L. A.; Botsch, K.; Leibrand, M.; Kelly, M.; Sem, D.;
Adams, J. A.; Jennings, P. Transferred NOE and saturation
transfer difference NMR studies of novobiocin binding to EnvZ
suggest binding mode similar to DNA gyrase. Chem. Biol. Drug
Des. 2008, 71, 28–35.

(40) Marcu, M. G.; Chadli, A.; Bouhoche, I.; Catelli, M.; Neckers,
L. M. The heat shock protein 90 antagonist novobiocin interacts
with a previously unrecognized ATP-binding domain in the car-
boxyl terminus of the chaperone. J. Biol. Chem. 2000, 275, 37181–
37186.

(41) Dutta, R.; Inouye, M. GHKL, an emergent ATPase/kinase super-
family. Trends Biochem. Sci. 2000, 25, 24–28.

(42) Tanaka, T.; Saha, S. K.; Tomomori, C.; Ishima, R.; Liu, D.; Tong,
K. I.; Park, H.; Dutta, R.; Qin, L.; Swindells, M. B.; Yamazaki, T.;
Ono, A.M.; Kainosho, M.; Inouye, M.; Ikura, M. NMR structure
of the histidine kinase domain of the E. coli osmosenzor EnvZ.
Nature 1998, 396, 88–92.

(43) Nakada, N.; Gm€under, H.; Hirata, T.; Arisawa,M.Mechanism of
inhibition of DNA gyrase by cyclothialidine, a novel DNA gyrase
inhibitor. Antimicrob. Agents Chemother. 1994, 40, 473–476.

(44) Lewis, R. J.; Singh, O.M. P.; Smith, C. V.; Skarynski, T.;Maxwell,
A.;Wonacott, A. J.;Wigley,D. B. The nature of inhibition ofDNA
gyrase by the coumarins and the cyclothialidines revealed by X-ray
crystallography. EMBO J. 1996, 15, 1412–1420.

(45) Corbett, K. D.; Berger, J.M. Structural basis for topoisomerase VI
inhibition by the anti-Hsp90 drug radicicol. Nucleic Acids Res.
2006, 34, 4269–4277.

(46) Besant, P. G.; Lasker,M. V.; Bui, C. D.; Turck, C.W. Inhibition of
branched-chain R-keto acid dehydrogenase kinase and Sln1 yeast
histidine kinase by the antifungal antibiotic radicicol. Mol. Phar-
macol. 2002, 62, 289–296.

(47) Guarnieri, M. T.; Zhang, L.; Shen, J.; Zhao, R. The Hsp90
inhibitor radicolol interacts with the ATP-binding pocket of
bacterial sensor kinase PhoQ. J. Mol. Biol. 2008, 379, 82–93.

(48) Schulte, T. W.; Akinaga, S.; Murakata, T.; Agatsuma, T.;
Sudimoto, S.; Nakano, H.; Lee, Y. S.; Simen, B. B.; Argon, Y.;
Felts, S.; Toft, D. O.; Neckers, L. M.; Sharma, S. V. Interaction of
radicicol with members of the heat shock protein 90 family of
molecular chaperones. Mol. Endocrinol. 1999, 13, 1435–1448.

(49) Roe, S. M.; Prodromou, C.; O’Brien, R.; Ladbury, J. E.; Piper,
P. W.; Pearl, L. H. Structural basis for inhibition of the Hsp90
molecular chaperone by the antitumor antibiotics radicicol and
geldanamycin. J. Med. Chem. 1999, 42, 260–266.

(50) Marina, A.; Mott, C.; Auyzenberg, A.; Hendrickson, W. A.;
Waldburger, C. D. Structural andmutational analysis of the PhoQ
histidine kinase catalytic domain. Insight into the reaction mecha-
nism. J. Biol. Chem. 2001, 276, 41182–41190.

(51) Silver, L. L. Are natural products still the best source for anti-
bacterial discovery? The bacterial entry factor. Expert Opin. Drug
Discovery 2008, 3, 487–500.

(52) Newman,D. J. Natural products as leads to potential drugs: an old
process or the new hope for drug discovery? J. Med. Chem. 2008,
51, 2589–2599.

(53) McGovern, S. L.; Shoichet, B. K. Kinase inhibitors: not just for
kinases anymore. J. Med. Chem. 2003, 46, 1478–1483.

(54) Shaw, K. J.; Rather, P. N.; Hare, R. S.; Miller, G. H. Molecular
genetics of aminoglycoside resistance genes and familiar relation-
ships of the aminoglycoside-modifying enzymes. Microbiol. Mol.
Biol. Rev. 1993, 57, 138–163.

(55) Daigle, D. M.; McKay, G. A.; Thompson, P. R.; Wright, G. D.
Aminoglycoside antibiotic phosphotransferases are also serine
protein kinases. Chem. Biol. 1999, 6, 11–18.



Perspective Journal of Medicinal Chemistry, 2011, Vol. 54, No. 4 929

(56) Triola, G.; Wetzel, S.; Ellinger, B.; Koch, M. A.; H€ubel, K.; Rauh,
D.; Waldmann, H. ATP competitive inhibitors of D-alanine-
D-alanine ligase based on protein kinase inhibitors scaffolds.
Bioorg. Med. Chem. 2009, 17, 1079–1087.

(57) Barreteau, H.; Kova�c, A.; Boniface, A.; Sova, M.; Gobec, S.;
Blanot, D. Cytoplasmic steps of peptidoglycan biosynthesis.
FEMS Microbiol. Rev. 2008, 32, 68–207.

(58) Al-Bar, O. A. M.; O’Connor, C. D.; Giles, I. G.; Akhtar, M.
D-Alanine:D-alanine ligase of Escherichia coli. Expression, purifi-
cation and inhibitory studies on the cloned enzyme. Biochem. J.
1992, 282, 747–752.

(59) Waldrop, G. L.; Rayment, I.; Holden, H. M. Three-dimensional
structure of biotin carboxylase subunit of acetyl-CoA carboxylase.
Biochemistry 1994, 33, 10249–10256.

(60) Mochalkin, I.; Miller, J. R.; Narasimhan, L.; Thanabal, V.;
Erdman, P.; Cox, P. B.; Vara Prasad, J. V. N.; Lightle, S.;
Hunband, M. D.; Kendall Stover, C. Discovery of antibacterial
biotin carboxylase inhibitors by virtual screening and fragment-
based approaches. ACS Chem. Biol. 2009, 4, 472–483.

(61) Mochalkin, I.; Miller, J. R.; Evdokimov, A.; Lightle, S.; Yan, C.;
Stover, C. K.; Waldrop, G. L. Structural evidence for substrate-
induced synergism and half-sites reactivity in biotin carboxylase.
Protein Sci. 2008, 17, 1706–1718.

(62) Hung, A. W.; Silvestre, L.; Wen, S.; Ciulli, A.; Blundell, T. L.;
Abell, C. Application of fragment growing and fragment linking to
the discovery of inhibitors of Mycobacterium tuberculosis pan-
tothenate synthetase. Angew. Chem., Int. Ed. 2009, 48, 8452–8456.

(63) Wang, S.; Eisenberg, D. Crystal structures of a pantothenate
synthetase from M. tuberculosis and its complexes with substrates
and a reaction intermediate. Protein Sci. 2003, 12, 1097–1108.

(64) Velaparthi, S.; Brunsteiner, M.; Uddin, R.; Wan, B.; Franzblau,
S. G.; Petukhov, P. A. 5-tert-Butyl-N-pyrazol-4-yl-4,5,6,7-tetra-
hydrobenzo[d]isoxazole-3-carboxamide derivatives as novel potent
inhibitors ofMycobacterium tuberculosis pantothenate synthetase:
initiating a quest for new antitubercular drugs. J.Med.Chem. 2008,
51, 1999–2002.

(65) Fan, C.; Park, I. S.; Walsh, C. T.; Knox, J. R. D-Alanine:D-alanine
ligase: phosphonate and phosphinate intermediates with wild type
and the Y216F mutant. Biochemistry 1997, 36, 2531–2538.

(66) Kova�c,A.;Konc, J.;Vehar,B.; Bostock, J.M.;Chopra, I.; Jane�zi�c,D.;
Gobec, S. Discovery of new inhibitors of D-alanine:D-alanine ligase by
structure-based virtual screening. J. Med. Chem. 2008, 52, 7442–7448.

(67) Boehm,H. J.; Boehringer, M.; Bur, D.; Gmuender, H.; Huber,W.;
Klaus, W.; Kostrewa, D.; Kuehne, H.; Luebbers, T.; Meunier-
Keller, N.; Mueller, F. Novel inhibitors of DNA gyrase: 3D
structure based biased needle screening, hit validation by biophy-
sicalmethods, and 3Dguided optimization.A promising alernative
to random screening. J. Med. Chem. 2000, 43, 2664–2674.

(68) Cheng, C. C.; Shipps, G.W., Jr.; Yang, Z.; Sun, B.; Kawahata, N.;
Soucy, K. A.; Soriano, A.; Orth, P.; Xiao, L.; Mann, P.; Black, T.
Discovery and optimization of antibacterial AccC inhibitors.
Bioorg. Med. Chem. Lett. 2009, 19, 6507–6514.

(69) Congreve, M.; Chessari, G.; Tisi, D.; Woodhead, A. J. Recent
developments in fragment-based drug discovery. J. Med. Chem.
2008, 51, 3661–3680.

(70) Sledz, P.; Silvestre, L.; Hung, A. W.; Ciulli, A.; Blundell, T. L.;
Abell, C. Optimization of the interligand Overhauser effect for

fragment linking: application to inhibitor discovery againstMyco-
bacterium tuberculosis pantothenate synthetase. J. Am. Chem. Soc.
2010, 132, 4544–4545.

(71) Csermely, P.; �Agoston,V.; Pongor, S. The efficiency ofmulti-target
drugs: the network approach may help drug design. Trends Phar-
macol. Sci. 2005, 26, 178–182.

(72) Charifson, P. S.; Grillot, A.; Grossman, T. H.; Parsons, J. D.;
Badia, M.; Bellon, S.; Deininger, D. D.; Drumm, J. E.; Gross,
C. H.; Le Tiran, A.; Liao, Y.; Mani, N.; Nicolau, D. P.; Perola, E.;
Ronkin, S.; Shannon, D.; Swenson, L. L.; Tang, Q.; Tessier, P. R.;
Tian, S.; Trudeau, M.; Wang, T.; Wei, Y.; Zhang, H.; Stamos, D.
Novel dual-targeting benzimidazole urea inhibitors ofDNAgyrase
and topoisomerase IV possessing potent antibacterial activity:
intelligent design and evolution through the judicious use of
structure-guided design and structure-activity relationships. J.
Med. Chem. 2008, 51, 5243–5263.

(73) Burk, D. L.; Hon, W. C.; Leung, A. K.-W; Berghuis, A. M.
Structural analyses of nucleotide binding to an aminoglycoside
phosphotransferase. Biochemistry 2001, 40, 8756–8764.

(74) Boehr, D. D.; Farley, A. R.; Wright, G. D.; Cox, J. R. Analysis of
the π-π stacking interactions between the aminoglycoside anti-
biotic kinase APH(30)-IIIa and its nucleotide ligands. Chem. Biol.
2002, 9, 1209–1217.

(75) Boehr, D. D.; Farley, A. R.; LaRonde, F. J.; Murdock, T. R.;
Wright, G. D.; Cox, J. R. Establishing the principles of recognition
in the adenine-binding region of an aminoglycoside antibiotic
kinase [APH(30)-IIIa]. Biochemistry 2005, 44, 12445–12453.

(76) Wang, S.; Eisenberg, D. Crystal structure of the pantothenate
synthetase from Mycobacterium tuberculosis, snapshots of the
enzyme in action. Biochemistry 2006, 45, 1554–1561.

(77) Williams, L.; Zheng,R.; Blanchard, J. S.; Raushel, F.M.Positional
isotope exchange analysis of the pantothenate synthetase reaction.
Biochemistry 2003, 42, 5108–5113.

(78) Tuck, K. L.; Saldanha, S. A.; Birch, L. M.; Smith, A. G.; Abell, C.
The design and synthesis of inhibitors of pantothenate synthetase.
Org. Biomol. Chem. 2006, 4, 3598–3610.

(79) Ciulli, A.; Scott, D. E.; Ando, M.; Reyes, F.; Saldanha, S. A.;
Tuck, K. L.; Chirgadze, D. Y.; Blundel, T. L.; Abell, C. Inhibition
of Mycobacterium tuberculosis pantothenate synthetase by analo-
gues of the reaction intermediate. ChemBioChem 2008, 9, 2606–
2611.

(80) Scott, D. E.; Dawes, G. J.; Ando, M.; Abell, C.; Ciulli, A. A
fragment-based approach to probing adenosine recognition sites
by using dynamic combinatorial chemistry. ChemBioChem 2009,
10, 2772–2779.

(81) Konc, J.; Janezic, D. ProBiS algorithm for detection of structurally
similar protein binding sites by local structural alignment.Bioinfor-
matics 2010, 26, 1160–1168.

(82) Konc, J.; Janezic, D. ProBiS: a Web server for detection of
structurally similar protein binding sites. Nucleic Acids Res. 2010,
38, 436–440.

(83) Cheng, Y.; Prusoff, W. H. Relationships between the inhibition
constant (k1) and the concentration of inhibitorwhich causes 50 per
cent inhibition (IC50) of an enzymatic reaction. Biochem. Pharma-
col. 1973, 22, 3099–3108.

(84) Knight, Z. A.; Shokat, K. M. Features of selective kinase inhibi-
tors. Chem. Biol. 2005, 12, 621–637.


