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Abstract: Antimicrobial resistance (AMR) threatens millions of people around the world and has been declared a global risk by the
World Economic Forum. One of the important AMR mechanisms in Enterobacteriaceae is the production of extended-spectrum
B-lactamases. The most common ESBL, CTX-M [-lactamases, is spread to the world by CTX-M-15 and CTX-M-14. Sulbactam, clavu-
lanic acid, and tazobactam are first-generation p-lactamase inhibitors and avibactam is a new non-f-lactam -lactamase inhibitor. We
studied that avibactam, sulbactam, clavulanic acid, tazobactam, and quercetin natural flavonoids were docked to target protein CTX-
M-15. Subsequently, the complexes were simulated using the molecular dynamics simulations method during 100 ns for determining
the final binding positions of ligands. Clavulanic acid left CTX-M-15 and other ligands remained in the binding site after the simula-
tion. The estimated binding energies were calculated during 100 ns simulation by the MMGBSA-MMPBSA method. The estimated free
binding energies of avibactam, sulbactam, quercetin, tazobactam, and clavulanic acid were sorted as -33.61 kcal/mol, -16.04 kcal/mol,
-14 kcal/mol, -12.68 kcal/mol, and -2.95 kcal/mol. As a result of both final binding positions and free binding energy calculations,
Quercetin may be evaluated an alternative candidate and a more potent 3-lactamases inhibitor for new antimicrobial combinations to
CTX-M-15. The results obtained in silico studies are predicted to be a preliminary study for in vitro studies for quercetin and similar
bioactive natural compounds. These studies are notable for the discovery of natural compounds that can be used in the treatment of
infections caused by B-lactamase-producing pathogens.
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1. Introduction

Antimicrobial resistance (AMR) is one of the most important public health problems worldwide which threatens the pre-
vention and treatment of infections caused by microorganisms [1]. The production of extended-spectrum P-lactamases
(ESBL) is one of the most important AMR mechanisms in Enterobacteriaceae [2].

CTX-M enzymes classified in class A ESBLs have strong cefotaxime hydrolyzing activity [3]. These enzymes were
divided into 5 subgroups. CTX-M-1, CTX-M-2, CTX-M-8, CTX-M-9, and CTX-M-25 there are more than 124 variants
[3]. CTX-M-15 is the most common ESBL in Gram-negative bacteria and has been reported in Poland, India, Britain,
Bulgaria, Romania, and Turkey. CTX-M-15 has a broad spectrum of -lactamase activity on various antibiotics and shows
high activity against cephalosporins, including cefotaxime and ceftazidime. The rapid spread of this enzyme in pathogens
that cause hospital and community-acquired infections affects treatment options in hospital settings [4].

Tazobactam, clavulanic acid, and sulbactam are the first generation p-lactamase inhibitors and received FDA approval
between 1984 and 1993 [5]. The activity spectrum of clavulanic acid includes most class A p-lactamases containing ESBLs
and to lesser extent serine carbapenemases. Sulbactam and tazobactam had a similar spectrum of activity with clavulanic
acid [6]. B-lactamase inhibitors prevent the breakdown of -lactam antibiotics by p-lactamases and they are used in com-
bination with B-lactam compounds. -lactam/p-lactamase inhibitor combinations allow restoring the efficacy of f-lactams
[7]. The B-lactam ring forms the core structure of sulbactam, clavulanic acid, and tazobactam. Various mechanisms have
been found in bacteria that confer resistance to these inhibitors. These are hydrolysis of the core structure of the inhibitor,
mutation in porin channels, and overexpression of -lactamases [8]. These three inhibitors inactivate CTX-M-15 but at
the same time, these inhibitors tend to be hydrolyzed by CTX-M-15 [9]. Since strains containing CTX-M-15 can be de-
veloped resistance to these inhibitors, studies should be carried out for the discovery of new inhibitors with non-p-lactam
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core structure. New natural or synthetic inhibitors that do not have this p-lactam core structure will not be affected by porin
channel mutations that prevent p-lactams from reaching penicillin binding proteins (PBPs) and will not be hydrolyzed by
B-lactamases. Also, it will take a long time for bacteria to develop new resistance mechanisms against these new inhibitors [8].

Avibactam, a member of the diazabicyclooctane family, is a novel synthetic non-f-lactam/p-lactamase inhibitor. It
shows activity against class A, class C, and some class D enzymes [10]. Avibactam inhibits CTX-M type B-lactamases, like
first-generation P-lactamase inhibitors [11]. In addition to the discovery of new synthetic p-lactamase inhibitors that do
not have B-lactam core structures like avibactam, it is possible to find inhibitor candidates with this feature among natural
bioactive compounds.

Bioactive compounds (phytochemicals) include tannins, alkaloids, carbohydrates and glycosides, terpenoids, steroids,
flavonoids, and coumarins [12]. Quercetin, a flavonoid, has 3-lactamase inhibiting activity and does not contain a -lactam
ring in its chemical structure [13]. Quercetin has been found to interact with the active site of TEM-1 and SHV-1 and has
higher binding energy than clavulanic acid [14].

We studied the potential of Quercetin, which is a natural compound and does not contain a p-lactam ring for a
B-lactamase inhibitor. Since CTX-M-15 is able to hydrolyze B-lactam core structures, it has been motivated to discover
new inhibitors having a non-p-lactam ring. For this purpose, avibactam, sulbactam, clavulanic acid, tazobactam, and
quercetin were docked to CTX-M-15 by molecular docking methods and were simulated by MD methods during 100 ns
to determine their binding positions. Besides, the binding energy of quercetin to CTX-M-15 was determined by MMGBA
calculations. At the same time, the binding energies of the first generation B-lactamase inhibitors (clavulanic acid, sul-
bactam, and Tazobactam) and Avibactam to CTX-M-15 will be calculated using the MMGBSA method. The outputs will
allow the evaluation of quercetin which does not contain p-lactam ring and reveal the inhibitory potential of this phyto-
chemical. It is predicted that candidate inhibitors identified by the data in this study can be used for further in vitro and
in vivo studies.

2. Materials and methods

2.1. Materials

3D structures of avibactam (PubChem CID: 9835049), sulbactam (PubChem CID: 130313), clavulanic acid (PubChem
CID: 5280980), tazobactam (PubChem CID: 123630), and quercetin (PubChem CID: 5280343) were obtained as SDF
format from PubChem chemical database [15]. 2D structures of avibactam, sulbactam, clavulanic acid, tazobactam and
quercetin were illustrated in Table. But, the 3D crystal structure of target protein CTX-M-15 (PDB ID:4S2I) was now avail-
able at RCSB Protein Data Bank. The structure from the database has a resolution of 1.8 A and the structure was defined
by the X-ray diffraction method [16].

2.2. Molecular docking of ligands

The catalytic site of the enzyme was targeted using AutoDock4.2 [18]. Firstly, the coordinates types of the ligands and
CTX-M-15 were converted to the pdbqt format Autodock4.2 could read. A grid map was created using the AutoGrid tool
and wrote as a grid parameter file. Avibactam, sulbactam, clavulanic acid, tazobactam, and quercetin natural flavonoid
were docked to target protein ctx-m-15 and further to compare the minimum binding energy of these ligands. AutoDock
searches the binding position using a genetic algorithm and wrote the docking parameter file using Lamarckian [19]. Ten
different positions were identified and sorted according to their binding energies by preparing parameter files for molecu-
lar docking.

2.3. Molecular dynamics simulations of ligand-enzyme complexes
The charge parameters of avibactam, sulbactam, clavulanic acid, tazobactam, and quercetin were derived using AM1-
BCC atomic charge [20] and GAFF (general AMBER force field) parameters [21] via Antechamber [22]. Topology and
coordinate files of complexes were created using AMBER ft14SB [23] by tLeap. The systems were solvated with TIP3PBOX
[24] water molecules in an octahedral box size 10 A and then were neutralized by adding Cl- and Na* ions. Complexes
are minimized energetically to remove bad contacts and clashes with these input files prepared for simulation. The energy
minimization was carried out with 10000 steps of Steepest Descent [25] followed by 90,000 steps of conjugate gradient
algorithms [26]. When energy minimization is first started with the conjugate gradient algorithm, systems designed using
type 3 water generally fail. Therefore, the steepest descent algorithm is first used to loosen collisions and bad interactions
between atoms for finding a local minimum. Following, conjugate gradient algorithm which is faster than the steepest
descent algorithm finds the unique global minimum [27].

After energy minimization for 10,000 steps followed by heating and an initial equilibration for 200 ps. The systems were
heated from 10 K to 300 K with constant volume and pressure using Langevin thermostat [28] with a collision frequency
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Table. 2D structures and names of ligands [17].
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of y =10.0 ps~'. MD simulations were performed for 100 ns with a time step of 2 fs and the SHAKE algorithm [29] was ap-
plied to restraint all atoms during the dynamics run. The temperature was controlled using Berendsen the weak-coupling
algorithm [30] during molecular dynamics. The deviations between the positions were evaluated using the root mean
square deviation (RMSD) and B-factor plot subtracted using CPPTRAJ [31] from MD simulation trajectory during 100
ns for complexes.

2.4. MM/PBSA and MM/GBSA calculations of the binding free energy for the complexes

An estimate of the binding free energy of avibactam, sulbactam, clavulanic acid, tazobactam, and quercetin were calcu-
lated using MM/GBSA and MM/PBSA methods in AMBER14. These methods are post-simulation trajectory analysis
methods that approximately calculate the free energy changes of ligands in bound and free states. MM/GBSA binding
energy was calculated using the modified GB model [32] in 0.1 M salt concentration from trajectory files read every 50
frames. MM/PBSA were also calculated without nonpolar solvation free energy using atomic radii from the topology file
during 100 ns MD simulation.

3. Results and discussion

3.1. Molecular docking of ligands to CTX-M-15

Molecular docking methods are performed in two steps as the appropriate binding position of ligands and binding energy
calculation. These scores are used to evaluate the thermodynamical equilibrium and formation of noncovalent interac-
tions, salt bridges, and hydrogen bonds of protein-ligand conformations [33]. The putative active site of the CTX-M-15
consists of CYS68, SER69, ASN103, TYR104, SER129, ASN131, PRO166, ASN169, LYS233, THR234, GLY235, SER236,
and GLY237 residues (Figure 1) [9]. Avibactam, sulbactam, clavulanic acid, tazobactam, and quercetin were docked to
the CTX-M-15 by targeting this region. Avibactam, sulbactam, clavulanic acid, tazobactam B-lactamases inhibitors, and
quercetin natural flavonoids were docked to target protein CTX-M-15 using molecular docking methods and further to
compare the minimum binding energy of these ligands. Autodock4.2 program determines binding modes and energy
between the receptors and the ligands. The binding energy obtained using the program is used to predict and define the
efficacy of the binding. The estimated binding energy of avibactam, tazobactam, clavulanic acid, and sulbactam was cal-
culated as -5.76 kcal/mol, 5.39 kcal/mol, -4.98 kcal/mol, and -4.76 kcal/mol, respectively. Besides, the estimated binding

Figure 1. Representation of the putative binding site of CTX-M-15.
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energy of quercetin natural flavonoid was calculated as —6.69 kcal/mol using the molecular docking method. According to
these results, the binding affinity of Quercetin, which has 3 rings and 5 hydroxyl groups in its structure, was higher than
other B-lactamase inhibitors based on docking calculations.

The interactions of the ligands docked to the binding site were analyzed with a 2-dimensional diagram. Avibactam is
located in the cavity with polar residues and the THR215 hydrogen bond with the sulfate group, while the azanide group is
located in the active site cavity of the enzyme. Sulbactam also involves 3 hydroxyl groups and it seems to form a hydrogen
bond with SER236 residue. As it has a smaller structure, it interacts less in the polar pocket. Since it contains 3 hydroxyl
groups in its clavulanic acid structure, it formed two hydrogen bonds with its polar residual SER236 and the structure
was placed in a completely polar pocket. Tazobactam was settled in the polar and hydrophobic cavity and does not form
a hydrogen bond. However, it formed a pi-pi stacking, which is a noncovalent bond, with the TYR104 residue owing to
aromatic rings in its structure. Quercetin is also composed of 5 hydroxyl groups and 3 aromatic rings and hydroxyl groups
formed hydrogen bonds with polar residues SER219 and ASN131. Quercetin completely overlapped with beta-layer struc-
tures in the binding site of the enzyme. It is located in the cavity, a large polar pocket, and appears to form a tight structure.
Also, it is revealed that due to the negatively charged and hydrophobic residues in the cavity, the binding affinity increases.

3.2. Molecular dynamics simulations of CTX-M-15-ligand complexes

The complexes of avibactam, sulbactam, clavulanic acid, tazobactam, and quercetin were docked to target protein CTX-
M-15 were simulated for 100 ns by molecular dynamics methods to reveal information about whether the ligands docked
at the target molecule remained stable at the initial binding position. Structure-function relationships of protein-ligand
complexes or naked proteins can be defined by MD simulations methods. The scores on which this mobility is analyzed
are usually root mean square deviation (RMSD) and root mean square fluctuations (RMSF) [34]. The effects of ligands on
the secondary or primary structures of the CTX-M-15 were analyzed considering the atomic fluctuation (-factor) of each
residue Ca backbone and root mean square deviation (RMSD). The average RMSD’s of avibactam, sulbactam, clavulanic
acid, tazobactam, and quercetin with CTX-M-15 was calculated as 1.04, 1.16, 1.23, 1.05, and 1.10 during 100 ns, respec-
tively (Figure 2a). The deviation of all complexes began to stabilize after about 20 ns and the RMSD lines became a plateau.
Parallel five MD simulations were sufficient to revealed conclusions from whether the ligands are bound to the enzyme or
not and which position of the ligands is. Also, the fluctuations of residues backbone were analyzed with the -factor graph
calculated from RMSF during the simulation.

The higher fluctuation that came to the fore in this graph was the regions between 80-90, 212-229, 248-256, and
261-274 residues (Figure 2b). The structures between residues 80-90 and 248-256 are primary structures and are outside
the binding site. Atomic fluctuations were expected to be higher during simulation since they do not have any secondary
conformation (Figure 3). Likely, the dynamics of these regions will not affect the function of the protein. However, the
regions between 212-229 and 261-274 residues are in the putative ligand-binding site. The fluctuation of these regions is
directly proportional to the properties of the ligands attached to the cavity.

The average RMSD of clavulanic acid was higher than avibactam, sulbactam, tazobactam, and quercetin during the
simulation. In snapshots taken at different times, it appears that the ligand was moved away from the cavity to which it is
bound after 10 ns and this instability increases the deviation of the system. Avibactam and tazobactam, which have the
lowest average RMSD during the simulation, are stable in the position they are bound to the first position (Figure 3). On
the other hand, sulbactam and quercetin changed in interactions as the position changed in the hydrophobic cavity they
were bound to, and therefore the average RMSD increased (Figure 3). In particular, the fluctuation of the structure be-
tween 212-229 residues in the binding cavity, where Sulbactam is supposed to interact, has been calculated to be higher
than other complexes. When the 3-dimensional conformation of Sulbactam-CTX-M-15 complex was analyzed, the pri-
mary structures in this region have been partially transformed into an a-helix structure. Therefore, the fluctuation of this
region during simulation caused higher levels than other complexes.

The initial and 100 ns MD post-simulation positions to which the ligands are bound to the CTX-M-15 were compared.
These two-dimensional diagrams show interactions between proteins and ligands. Schrédinger Maestro [35] was used in
2D ligand-protein interaction (Figure 4). 2D ligand interaction diagram of Avibactam-CTX-M-15 revealed that avibactam
interacted with THR215 in the hydrophobic cavity in the CTX-M-15 using the molecular docking method. But, avibactam
formed a hydrogen bond with ASN103, SER129, THR234, and SER236 residues after 100 ns MD simulation and interacted
tightly with the enzyme (Figure 4). Sulbactam, which is a smaller compound compared to Avibactam, has lost its hydrogen
bond with SER236 since it flips at the end of the simulation in its initial position. However, sulbactam remained stable in
the hydrophobic cavity to which it was bound (Figure 4).

Clavulanic acid contains a B-lactam ring and 3 hydroxyl groups in the structure. It was placed in the hydrophobic
cavity by molecular docking methods and formed two hydrogen bonds with SER236. However, SER236 is located in
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Figure 2. a) Root-mean-square deviations (RMSD) of all Ca backbone carbon atoms for CTX-M-15-ligand complexes b) Per residue
atomic fluctuations (p-factors) of the Ca backbone carbon atoms for CTX-M-15-ligand complexes

three beta-sheet structures in the binding site and is in a more stable structure compared to loops between 212-229 and
261-274 residues (Figure 1). Since the ligand is smaller than the size of the pocket it was bound to, it lost its interaction
with SER236 during the simulation and moved away from the binding cavity (Figure 5). Tazobactam a structure similar to
that of Sulbactam contains an aromatic ring attached to the B-lactam ring and four hydroxyl groups. The aromatic group
of tazobactam, located in the hydrophobic cavity of the enzyme, pi-pi stacking interacts with TYR104, which has a 6-car-
bon aromatic ring in the reagent group. Throughout the simulation, Tazobactam was replaced in the hydrophobic cavity
to which it was bound, forming hydrogen bonds with THR234 and SER236 residues in three beta-sheet structures in the
binding site (Figure 5).

Quercetin has a larger structure that has 5 hydroxyl groups and 3 aromatic rings compared to 4 compounds known as
other B-lactamase inhibitors avibactam, sulbactam, clavulanic acid, and tazobactam. Quercetin, a polyphenolic flavonoid,
has potential antibacterial agents, antioxidant properties and reacts with free radicals to give proton. The 2,3-alkene, and
the 3- and 5-hydroxyl groups interact with the quercetin beta ring and can give electrons with functional groups [36]. The
3 aromatic rings perfectly overlapped the binding site of the CTX-M-15 with the molecular docking method and inter-
acted with ASN131 and SER219 (Figure 5). After MD simulation, quercetin formed a hydrogen bonding with negatively
charged residues ASN131, hydrophobic residues GLU165, and THR170. Quercetin was also moved away from the 3 beta-
sheet structures in the binding site.
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Figure 3. Superimpositions of initial and final conformations of CTX-M-15-ligand complexes. The representation in the ellipse is a
higher fluctuated structure. The initial structure was shown in white and the final structure was shown in red.

3.3. MM/PBSA and MM/GBSA calculations of the binding free energy for the complexes

Poisson-Boltzmann or generalized Born and surface area continuum solvation (MM/PBSA and MM/GBSA) methods cal-
culate the estimated free binding energy of binding small compounds or peptides to biological macromolecules. These cal-
culations are based on molecular dynamic simulation and post-simulation analysis [37]. The MM-GBSA and MM/PBSA
methods approximately calculate the energy difference when molecules are bound to the receptor or not [38]. It was aimed
to calculate the estimated free binding energy of quercetin which may be a more potent f-lactamase inhibitor for new
antimicrobial combinations to CTX-M-15. Binding energies of clavulanic acid, sulbactam, tazobactam, and avibactam
to CTX-M-15 were also calculated using the MMGBSA method. MMGBSA calculates binding energy between receptor
and ligand using molecular dynamic calculations and implicit solvent methods (AGbind = AEgas(AVDWgas + AEELgas)
+ AEsolv(AEGBsolv + ASURFsolv) kcal/mol). 2000 snapshots were extracted from 100 ns simulation trajectory at 50 ps
intervals and 0.1 M salt concentration and a Born implicit solvent model was used in the calculation for each system. The
free binding energies of avibactam, sulbactam, quercetin, tazobactam, and clavulanic acid were calculated as -33.61 kcal/
mol, -16.04 kcal/mol, —14 kcal/mol, -12.68 kcal/mol, and -2.95 kcal/mol from low to high (Figure 6). Quercetin has a
similar or better binding affinity than tazobactam, sulbactam, and clavulanic acid inhibitors having the f-lactam structure
according to these results.

4. Conclusion

This study aims to find a candidate inhibitor as an alternative to the currently used {-lactamase inhibitors. Molecular
docking, molecular dynamic simulation, and MMGBSA energy calculation studies were performed to reveal the potential
of quercetin as an inhibitor, which is a natural compound that does not contain a -lactam ring in its structure. Molecular
docking-based binding affinity was sorted as quercetin > avibactam > tazobactam > clavulanic acid > sulbactam from high
to low. It revealed from these results that quercetin showed better binding affinity than other known inhibitors. However,
the results found the binding positions and energies of the ligands with the molecular docking method only help us make
an inference. For this reason, the complexes were simulated by MD methods for 100 ns for the final binding positions of
the ligands in the CTX-M-15 and MMGBSA binding energy calculations. As a result of MD simulation study, it was seen
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that clavulanic acid was moved away from the cavity to which it was bound but other ligands remain stable in the cavity. In
particular, Avibactam increased its interaction with CTX-M-15 and formed a tight structure with the enzyme. Quercetin,
which we examined as an inhibitor candidate, increased the number of hydrogen bonds in the cavity to which it was bound
and it was concluded that its interaction with the enzyme is continuous. The other two inhibitors, tazobactam, and sulbac-
tam did not change their binding positions. MMGBSA binding energy calculations, which are post-simulation analyses,
were calculated and binding affinities were listed as from high to low avibactam > sulbactam > quercetin > tazobactam
> clavulanic acid. Quercetin has a similar or better binding affinity than tazobactam, sulbactam, and clavulanic acid in-
hibitors having a -lactam structure according to these results. Considering all these results, natural compound quercetin
gave similar or better results with tazobactam, sulbactam, and clavulanic acid. Overall, quercetin has been demonstrated
in silico studies as a potential inhibitor candidate for CTX-M-15 and has been made ready for in vitro and in vivo studies
for further study.

Acknowledgments

The numerical calculations reported in this paper were fully/partially performed at TUBITAK ULAKBIM, High
Performance and Grid Computing Center (TRUBA resources). The authors would like to thank Dr. Azer Ozad DUZGUN
for constructive criticism and advice of the manuscript.

Funding
The authors received no specific grant from any funding agency.

Conflicts of interest
The authors declare that they have no conflict of interest.

Ethics approval
Not applicable

References

1. Prestinaci F, Pezzotti P, Pantosti A. Antimicrobial resistance: a global multifaceted phenomenon. Pathogens and Global Health 2015; 109
(7): 309-318. do0i:.10.1179/2047773215Y.0000000030

2. Sukmawinata E, Sato W, Mitoma S, Kanda T, Kusano K et al. Extended-spectrum (-lactamase-producing Escherichia coli isolated from
healthy thoroughbred racehorses in Japan. Journal of Equine Science 2019; 30 (3): 47-53. doi: 10.1294/jes.30.47

1054



10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

SARIYER and SARAL / Turk ] Chem

Mrowiec P, Klesiewicz K, Malek M, Skiba-Kurek I, Sowa-Sierant I et al. Antimicrobial susceptibility and prevalence of extended-spectrum
beta-lactamases in clinical strains of Klebsiella pneumoniae isolated from pediatric and adult patients of two Polish hospitals. The New
Microbiologica 2019; 42 (4).

Faheem M, Rehman MT, Danishuddin M, Khan AU. Biochemical characterization of CTX-M-15 from Enterobacter cloacae and designing
a novel non-pB-lactam-f-lactamase inhibitor. PLoS One 2013; 8 (2). doi: 10.1371/journal.pone.0056926

Tehrani KH, Martin NI. $-lactam/p-lactamase inhibitor combinations: an update. MedChemComm 2018; 9 (9): 1439-56. doi: 10.1039/
c8md00342d

Bush K, Bradford PA. p-Lactams and B-lactamase inhibitors: an overview. Cold Spring Harbor Perspectives in Medicine 2016; 6 (8):
a025247. doi: 10.1101/cshperspect.a025247

Ehmann DE, Jahi¢ H, Ross PL, Gu R-F, Hu J et al. Avibactam is a covalent, reversible, non-f-lactam B-lactamase inhibitor. Proceedings of
the National Academy of Sciences 2012; 109 (29): 11663-8. doi: 10.1073/pnas.1205073109

Faheem M, Rehman MT, Danishuddin M, Khan AU. Biochemical characterization of CTX-M-15 from Enterobacter cloacae and designing
a novel non-p-lactam-f-lactamase inhibitor. PLoS One 2013; 8 (2): €56926. doi: 10.1371/journal.pone.0056926

Ali A, Danishuddin, Maryam L, Srivastava G, Sharma A et al. Designing of inhibitors against CTX-M-15 type B-lactamase: potential drug
candidate against -lactamases-producing multi-drug-resistant bacteria. Journal of Biomolecular Structure and Dynamics 2018; 36 (7):
1806-1821. doi: 10.1080/07391102.2017.1335434

Shirley M. Ceftazidime-avibactam: a review in the treatment of serious gram-negative bacterial infections. Drugs 2018; 78 (6): 675-92. doi:
10.1007/s40265-018-0902-x

Ghiglione B, Rodriguez MM, Curto L, Brunetti E Dropa M et al. Defining substrate specificity in the CTX-M family: the role of Asp240
in ceftazidime hydrolysis. Antimicrobial Agents and Chemotherapy 2018; 62 (6): €00116-18. doi: 10.1128/AAC.00116-18

Cheesman M]J, Ilanko A, Blonk B, Cock IE. Developing new antimicrobial therapies: are synergistic combinations of plant extracts/com-
pounds with conventional antibiotics the solution? Pharmacognosy Reviews 2017; 11 (22): 57. doi: 10.4103/phrev.phrev_21_17

Farrag HA, Abdallah N, Shehata MM, Awad EM. Natural outer membrane permeabilizers boost antibiotic action against irradiated resis-
tant bacteria. Journal of Biomedical Science 2019; 26 (1): 69. doi: 10.1186/512929-019-0561-6

Rajasekharan SK, Ramesh S. Inhibitory effect of quercetin on beta-lactam-resistant urinary tract pathogens. Minerva Biotecnologica 2016;
28 (4): 228-232.

Kim S, Chen J, Cheng T, Gindulyte A, He J et al. PubChem 2019 update: improved access to chemical data. Nucleic Acids Research 2018;
47 (D1): 1102-1109. doi: 10.1093/nar/gky1033

King DT, King AM, Lal SM, Wright GD, Strynadka NC. Molecular mechanism of avibactam-mediated p-lactamase inhibition. ACS Infec-
tious Diseases 2015; 1 (4): 175-184. doi: 10.1021/acsinfecdis.5b00007

Kim S, Thiessen PA, Bolton EE, Chen J, Fu G et al. PubChem substance and compound databases. Nucleic Acids Research 2016; 44 (D1):
D1202-D1213. doi: 10.1093/nar/gkv951

Morris GM, Huey R, Lindstrom W, Sanner ME, Belew RK et al. AutoDock4 and AutoDockTools4: automated docking with selective recep-
tor flexibility. Journal of Computational Chemistry 2009; 30 (16): 2785-2791. doi: 10.1002/jcc.21256

Morris GM, Goodsell DS, Halliday RS, Huey R, Hart WE et al. Automated docking using a Lamarckian genetic algorithm and an
empirical binding free energy function. Journal of Computational Chemistry 1998; 19 (14): 1639-1662. doi: 10.1002/(SICI)1096-
987X(19981115)19:14<1639::AID-JCC10>3.0.CO;2-B

Jakalian A, Jack DB, Bayly CI. Fast, efficient generation of highKquality atomic charges. AMIKBCC model: IT. Parameterization and valida-
tion. Journal of Computational Chemistry 2002; 23 (16): 1623-1641. doi: 10.1002/jcc.10128

Wang ], Wolf RM, Caldwell JW, Kollman PA, Case DA. Development and testing of a general amber force field. Journal of Computational
Chemistry 2004; 25 (9): 1157-1174. doi: 10.1002/jcc.20035

Wang J, Wang W, Kollman PA, Case DA. Automatic atom type and bond type perception in molecular mechanical calculations. Journal of
Molecular Graphics and Modelling 2006; 25 (2): 247-260. doi: 10.1016/j.jmgm.2005.12.005

Maier JA, Martinez C, Kasavajhala K, Wickstrom L, Hauser KE et al. ff14SB: improving the accuracy of protein side chain and backbone
parameters from ff99SB. Journal of Chemical Theory and Computation 2015; 11 (8): 3696-3713. doi: 10.1021/acs.jctc.5b00255

Mark P, Nilsson L. Structure and dynamics of the TIP3P, SPC, and SPC/E water models at 298 K. The Journal of Physical Chemistry A
2001; 105 (43): 9954-9960. doi: 10.1021/jp003020w

Fletcher R, Powell MJ. A rapidly convergent descent method for minimization. The Computer Journal 1963; 6 (2): 163-168. doi: 10.1093/
comjnl/6.2.163

1055



26.

27.

28.

29.

30.

31.

32.

33.

34.

35.
36.
37.

38.

SARIYER and SARAL / Turk ] Chem

Moller MF. A scaled conjugate gradient algorithm for fast supervised learning. Neural Networks 1993; 6 (4): 525-533. doi: 10.1016/S0893-
6080(05)80056-5

Osadcha O, Marszaek Z. Comparison of steepest descent method and conjugate gradient method. CEUR Workshop Proceedings, System;
2017.

Davidchack RL, Handel R, Tretyakov M. Langevin thermostat for rigid body dynamics. The Journal of Chemical Physics 2009; 130 (23):
234101. doi: 10.1063/1.3149788

Ryckaert J-P, Ciccotti G, Berendsen HJ. Numerical integration of the cartesian equations of motion of a system with constraints: molecular
dynamics of n-alkanes. Journal of Computational Physics 1977; 23 (3): 327-341. doi: 10.1016/0021-9991(77)90098-5

Berendsen HJ, Postma JV, Van Gunsteren WE, DiNola A, Haak JR. Molecular dynamics with coupling to an external bath. The Journal of
Chemical Physics 1984; 81 (8): 3684-3690. doi: 10.1063/1.448118

Roe DR, Cheatham III TE. PTRAJ and CPPTRAJ: software for processing and analysis of molecular dynamics trajectory data. Journal of
Chemical Theory and Computation 2013; 9 (7): 3084-3095. doi: 10.1021/ct400341p

Onufriev A, Bashford D, Case DA. Exploring protein native states and largeMscale conformational changes with a modified generalized
born model. Proteins: Structure, Function, and Bioinformatics 2004; 55 (2): 383-394. doi: 10.1002/prot.20033

Ding Y, Fang Y, Moreno J, Ramanujam J, Jarrell M et al. Assessing the similarity of ligand binding conformations with the contact mode
score. Computational Biology and Chemistry 2016; 64: 403-413. doi: 10.1016/j.compbiolchem.2016.08.007

Martinez L. Automatic identification of mobile and rigid substructures in molecular dynamics simulations and fractional structural fluc-
tuation analysis. PloS One 2015; 10 (3). doi: 10.1371/journal.pone.0119264

Schrodinger. Maestro, Schrodinger, LLC, New York, NY, 2020.
Bentz AB. A review of quercetin: chemistry, antioxidant properties, and bioavailability. Journal of Young Investigators 2017.

Genheden S, Ryde U. The MM/PBSA and MM/GBSA methods to estimate ligand-binding affinities. Expert Opinion on Drug Discovery
2015; 10 (5): 449-461. doi: 10.1517/17460441.2015.1032936

Sun H, Duan L, Chen E, Liu H, Wang Z et al. Assessing the performance of MM/PBSA and MM/GBSA methods. 7. Entropy effects on the
performance of end-point binding free energy calculation approaches. Physical Chemistry Chemical Physics 2018; 20 (21): 14450-14460.
doi: 10.1039/c7cp07623a

1056



