
Citation: Cajazeiro, D.C.; Toledo,

P.P.M.; de Sousa, N.F.; Scotti, M.T.;

Reimão, J.Q. Drug Repurposing

Based on Protozoan Proteome: In

Vitro Evaluation of In Silico Screened

Compounds against Toxoplasma

gondii. Pharmaceutics 2022, 14, 1634.

https://doi.org/10.3390/

pharmaceutics14081634

Academic Editors: Paul Bogdan,

Lucret,ia Udrescu, Mihai Udrescu and

Ludovic Kurunczi

Received: 18 May 2022

Accepted: 2 August 2022

Published: 5 August 2022

Publisher’s Note: MDPI stays neutral

with regard to jurisdictional claims in

published maps and institutional affil-

iations.

Copyright: © 2022 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

pharmaceutics

Article

Drug Repurposing Based on Protozoan Proteome: In Vitro
Evaluation of In Silico Screened Compounds against
Toxoplasma gondii
Débora Chaves Cajazeiro 1, Paula Pereira Marques Toledo 1, Natália Ferreira de Sousa 2, Marcus Tullius Scotti 2

and Juliana Quero Reimão 1,*

1 Laboratory of Preclinical Assays and Research of Alternative Sources of Innovative Therapy for
Toxoplasmosis and Other Sicknesses (PARASITTOS), Departamento de Morfologia e Patologia Básica,
Faculdade de Medicina de Jundiaí, Jundiaí 13202-550, Brazil

2 Programa de Pós-graduação em Produtos Naturais e Sintéticos Bioativos (PgPNSB),
Instituto de Pesquisa em Fármacos e Medicamentos (IPeFarM), Universidade Federal da Paraíba, Campus I,
Cidade Universitária, João Pessoa 58051-900, Brazil

* Correspondence: julianareimao@g.fmj.br

Abstract: Toxoplasma gondii is a protozoan that infects up to a third of the world’s population. This
parasite can cause serious problems, especially if a woman is infected during pregnancy, when toxo-
plasmosis can cause miscarriage, or serious complications to the baby, or in an immunocompromised
person, when the infection can possibly affect the patient’s eyes or brain. To identify potential drug
candidates that could counter toxoplasmosis, we selected 13 compounds which were pre-screened in
silico based on the proteome of T. gondii to be evaluated in vitro against the parasite in a cell-based
assay. Among the selected compounds, three demonstrated in vitro anti-T. gondii activity in the
nanomolar range (almitrine, bortezomib, and fludarabine), and ten compounds demonstrated anti-T.
gondii activity in the micromolar range (digitoxin, digoxin, doxorubicin, fusidic acid, levofloxacin,
lomefloxacin, mycophenolic acid, ribavirin, trimethoprim, and valproic acid). Almitrine demon-
strated a Selectivity Index (provided by the ratio between the Half Cytotoxic Concentration against
human foreskin fibroblasts and the Half Effective Concentration against T. gondii tachyzoites) that
was higher than 47, whilst being considered a lead compound against T. gondii. Almitrine showed
interactions with the Na+/K+ ATPase transporter for Homo sapiens and Mus musculus, indicating a
possible mechanism of action of this compound.

Keywords: bioinformatics; drug repurposing; toxoplasmosis; Toxoplasma gondii; in vitro screening;
drug targets; drug discovery

1. Introduction

Toxoplasma gondii is an obligate intracellular protozoan parasite that belongs to Api-
complexa Phylum and is the etiological agent of toxoplasmosis [1]. The parasite diverged
from closer species due to its ability to infect a wide range of hosts, re-enforced by flexible
transmission pathways [2]. Because of this, it is estimated that more than 60% of the popu-
lation throughout the world have been infected [3] and, in Brazil, the serologic prevalence
of T. gondii human infection ranges from 50% to 80% [4].

Despite the importance of toxoplasmosis to public health, considering its high preva-
lence in the human population and the serious clinical manifestations, mainly in immuno-
compromised patients and in cases of congenital infection [5], there are still very few
therapeutic options available, these being effective only against the acute form of the
disease [6].

Ideal drugs for toxoplasmosis treatments should be effective against the chronic form
of infection and be offered at an affordable price, and present low or zero toxicity [7].
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Ideally, they should also not present risks of congenital malformation, allowing pregnant
women to use them freely. However, several of these characteristics are not found in drugs
currently used in standard toxoplasmosis therapy, which has remained unchanged since
the beginning of the 1990s [7]. Since current chemotherapy is insufficiently effective, with
extended treatments that vary from weeks to over a year in duration, or show high toxicity [8],
alternative therapeutic options for toxoplasmosis treatment are of utmost importance.

The research and development of new drugs represent a slow and onerous process.
New techniques have been proposed to speed up this process, and one of these is called
‘drug repositioning’. It consists of a strategy that seeks new applications for an existing
drug, which have not been previously referenced and are not currently prescribed or
researched [9].

Aiming to find new uses for already known compounds, the international organization
Medicines for Malaria Venture (MMV) and the Drugs for Neglected Diseases initiative
(DNDi), together with researchers from the industrial and academic fields, created the
Pandemic Response Box and the COVID Box. Together, these collections consist of 560
structurally diverse active compounds, all set for trial against infectious and neglected
diseases. These compounds were selected from an extensive list of antibacterial, antifungal,
and antiviral compounds, all of which are already being commercialized or are in the
clinical development phase [10].

Malaria Box and Pathogen Box are two other collections created by MMV that gather
around 800 compounds with confirmed activity against the most socio-economic relevant
diseases all over the world, such as malaria, tuberculosis, sleeping sickness, leishmaniasis,
schistosomiases, ancylostomiasis, toxoplasmosis, cryptosporidiosis, and dengue. These
collections were used to identify new drug candidates for the treatment of many diseases,
including toxoplasmosis [2,11,12].

Databases of bioactivity, such as ChEMBL and DrugBank, provide information about
the interaction between compounds and proteins. Sarteriale et al. [13] have presented
an approach to pre-track the entire proteome of any organism with available genomic
data against known drug targets, using a combination of Ruby scripts and freely available
resources. This method was used to predict inhibitors for disease-causing protozoan para-
sites. The authors performed the in vitro validation of the in silico results obtained, using a
cell-based Cryptosporidium parvum growth assay, showing that the predicted inhibitors were
significantly more likely than those expected randomly by chance. However, the identified
compounds had not yet been evaluated against T. gondii in a cell-based assay until now.
Here, we tested some of the inhibitors identified by Sarteriale et al. 2014 [13], aiming to
confirm the in silico predicted activity against T. gondii in a cell-based assay.

Amongst the compounds that presented a T. gondii protein as their target in the virtual
screening, 13 were selected for evaluation against T. gondii in the present work. This
selection was based on the presence of these compounds in the MMV Pandemic Response
Box and COVID Box collections, aiming to evaluate in vitro the predicted activity against
T. gondii (Figure 1).

We crossed the in silico screening results achieved by Sarteriale et al. 2014 [13] with the
MMV libraries, aiming to build a small enriched compound collection for in vitro drug testing.

Our objective was to test only the in silico predicted T. gondii inhibitors available in
the Pandemic Response Box and COVID Box collections, enabling a more efficient use of
laboratory resources. We obtained 100% accuracy, since all these 13 compounds showed
anti-T. gondii activity in the micromolar or nanomolar range, this being the first report
about the in vitro anti-T. gondii activity of almitrine, bortezomib, and fludarabine.

Drug development is a lengthy, complex, and costly process, entrenched with a high
degree of uncertainty that a drug will succeed. In this context, drug repurposing—A strat-
egy for identifying new clinical uses for existing drugs—Becomes an interesting strategy
for drug discovery, as it involves potentially lower financial costs in drug development as
well as shorter timelines [14].
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Figure 1. Study design and workflow. Following the publication of predicted drugs for T. gondii
via DrugBank alignments by Sarteriale et al., (2014) [13], we selected 13 compounds from Pandemic
Response and COVID Boxes to be in vitro evaluated against T. gondii and for Molecular Docking and
Dinamics Simulations in the present work. Among the 13 selected compounds, three demonstrated
in vitro anti-T. gondii activity in the nanomolar range (almitrine, bortezomib, and fludarabine), and
ten compounds demonstrated anti-T. gondii activity in the micromolar range.

Because repurposing screens can be costly and time consuming, an in silico drug
screen with the ability to identify drugs with a high likelihood of activity improves the
chances of success by enabling the pre-selection of compounds to test in vitro.

Here we connected traditional drug discovery techniques with computer-based tools
to deliver robust drug repurposing hints. We used a target-based pre-screen that utilized
simple sequence alignment techniques to discover potential drugs [13]. Drugs’ structural
and physicochemical properties and the predicted drug-target interactions were explored
to select potential re-positioned compounds to treat toxoplasmosis. Therefore, the contribu-
tions of this manuscript are:

• To demonstrate the in vitro anti-T. gondii activity of the 13 pre-screened compounds:
almitrine, bortezomib, digitoxin, digoxin, doxorubicin, fludarabine, fusidic acid, lev-
ofloxacin, lomefloxacin, mycophenolic acid, ribavirin, trimethoprim, and valproic acid;

• To demonstrate the in vitro cytotoxic of almitrine, bortezomib and fludarabine against
human foreskin fibroblasts;

• To investigate the mechanism of action of the 13 compounds using Molecular Docking
through the binding affinity of the compound and the predicted molecular target;

• To carry out Molecular Dynamics simulations of almitrine to assess the flexibility of
the transporting ATPase alpha 1 and the stability of the enzyme interactions in the
presence of factors such as solvent, ions, pressure and temperature.

The goal of the present work is therefore to contribute to the discovery of new can-
didates for toxoplasmosis chemotherapy, using repositioned compounds. The strategy of
drug repositioning allows for efficient progress in the drug discovery process since many
of the compounds are clinically safe and have well established pharmacological action.
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2. Materials and Methods
2.1. Drugs and Chemicals

Pyrimethamine (PYR), dimethyl sulfoxide (DMSO), chlorophenol red-β-D-
galactop yranosidase (CPRG), phosphate buffer saline (PBS) and 3-[4,5-dimethylthiazol-2-
yl]-2,5-diphenyltetrazolium bromide (MTT) were purchased from Sigma-Aldrich Corpo-
ration. Dulbecco’s Modified Eagle’s Medium (DMEM), fetal bovine serum (FBS), dithio-
threitol (DTT), HEPES and sodium dodecyl sulfate (SDS) were purchased from Thermo
Fisher Scientific. Pandemic Response Box (PRB) and COVID Box (CB) were kindly donated
by the Medicines for Malaria Venture (MMV) foundation. Other analytical reagents were
purchased from Sigma-Aldrich, unless otherwise stated.

2.2. Cell Culture and Parasite Propagation

Tachyzoites of the RH strain encoding a transgenic copy of β-galactosidase (type I, clone
2F1) [15] were continually passaged in confluent monolayers of human foreskin fibroblasts
(HFF), cultured in DMEM supplemented with 2% FBS (D2 medium), L-glutamine (2 mM) and
gentamycin (10 µg/mL) [16]. Fresh emerging tachyzoites were counted, diluted in a fresh
culture medium, and added to 96-well plates containing HFF monolayers as described below.
All HFF and parasite cultures were grown in a 37 ◦C incubator supplemented with 5% CO2.

2.3. β-Galactosidase-Based Growth Inhibition Assays

Firstly, 5 × 103 HFF cells/well (in 100 µL volume) were placed in 96-well plates and
incubated overnight to adhere. Afterwards, the wells were emptied and refilled with fresh
D2 medium containing 5 × 103 RH-2F1 parasites (in 100 µL volume) and incubated for 3 h
at 37 ◦C, 5% CO2. Subsequently, compounds were serially diluted in D2 medium and added
to the infected plates and incubated for 72 h at 37 ◦C, 5% CO2. Each drug concentration was
assessed in two replicate wells. Finally, β-galactosidase activity was evaluated as previously
described [17]. Infected cells were incubated with 100 µL of lysis buffer (100 mM HEPES,
1 mM MgSO4, 0.1% Triton X-100, 5 mM DTT) for 15 min. Afterwards, the lysates were mixed
with 160 µL of assay buffer (100 mM phospate buffer pH 7.3, 102 mM β-mercaptoethanol,
9 mM MgCl2) and, subsequently, with 40 µL of 6.25 mM CPRG. After incubating the
reaction mixtures for 30 min, the β-galactosidase activity was measured at 570 nm using
a microplate reader (Thermo Scientific™ Varioskan LUX). Pyrimethamine was used as a
reference drug (positive control) in all assays. Data presented are representative of the
results of two or more biological replicates. Dose-response inhibition curves (Log (inhibitor)
vs. normalized response—Variable slope) were obtained using Skanlt Software (Thermo
Scientific, Waltham, MA, USA).

2.4. Cytotoxicity in Mammalian Cells

HFF were seeded at 5 × 104 cells/well in 96-well microplates and incubated overnight
to adhere to the plate. After that, the cells were incubated in the presence of increasing
concentrations of the compounds for 72 h at 37 ◦C in a 5% CO2 humidified incubator. The
viability of the cells was determined by the MTT assay as previously described [18]. The
medium in each well was replaced by PBS (100 µL/well), MTT (5 mg/mL) was added
(20 µL/well), and the plate was incubated for 4 h at 37 ◦C. Formazan extraction was
performed using 10% SDS for 18 h (80 µL/well) at room temperature, and the optical
density was measured at 550 nm using a microplate reader (Thermo Scientific™ Varioskan
LUX). HFF incubated in D2 without drug treatment were used as viability control. Viability of
100% was expressed based on the optical density of untreated HFF cells, after normalization.
The Selectivity Index (SI) was provided by the ratio between the CC50 against HFF cells and
the EC50 against T. gondii tachyzoites. Data presented are representative of the results of two
or more biological replicates. Dose-response inhibition curves (Log (inhibitor) vs. normalized
response—Variable slope) were obtained using Skanlt Software (Thermo Scientific).
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2.5. Molecular Docking

Molecular Docking was used to investigate the mechanism of action of the 13 com-
pounds included in the study that contribute to the inhibitory effect of T. gondii through the
binding affinity of the compound and the predicted molecular target [19]. The 3D structure
of the enzyme was obtained from the Protein Data Bank (PDB) (https://www.rcsb.org/
pdb/home/home.do accessed on 14 March 2022) [20]. Initially, all water molecules were
removed from the crystalline structure and the root mean square deviation (RMSD) was
calculated from the postures, indicating the degree of reliability of the fit. RMSD provides
the connection mode close to the experimental structure and is considered successful if
the value is less than 2.0 Å [21]. We used two softwares—Molegro Virtual Docker v.6.0.1
(MVD) (CLC Bio Company, Aarhus, Denmark) and PYRX—Virtual Screening Tool, Source
Force, 2022, Slashdot Media. The complexed ligand was used to define the active site. The
compound was then imported to analyze the stability of the system through the interac-
tions identified with the active site of the enzyme, taking as a reference the energy value of
the MolDock Score [22]. The MolDock SE (Simplex Evolution) algorithm was used with
the following parameters: A total of 10 runs with a maximum of 1500 iterations, using
a population of 50 individuals, with 2000 minimization steps for each flexible residual
and 2000 global minimization steps per run. The MolDock score (GRID) scoring function
was used to calculate docking energy values. A GRID was set at 0.3 A and the search
sphere was set at 15 A in radius. For the analysis of ligand energy, internal electrostatic
interactions, internal hydrogen bonds and sp2-sp2 torsions were evaluated [23,24]. The
PYRX—Virtual Screening Tool, Source Force, 2022, Slashdot Media features two main pro-
grams, corresponding to: Auto Dock (version 4.2.6), (Center for Computational Structural
Biology, San Diego, CA, USA) which uses force fields such as AMBER in conjunction with
free energy scoring functions, plus affinity maps and pre-calculated electrostatic maps for
specific atoms [25,26]. The second program refers to Auto Dock Vina (version 1.2), (Center
for Computational Structural Biology, San Diego, CA, USA), which corresponds to a more
recent and improved version of the calculation platform. The software uses a semi-flexible
docking algorithm by default. The anchoring site of the receptor being defined within
the binding site of the co-crystallized ligand, identified through the coordinates of the
ligand after importing and labeling the macromolecule [27,28]. The program was used
with a default plug-in parameter. Furthermore, the hydrogen bonding distance (O-H) was
defined at <2.50 Å between the donor and acceptor atoms with a minimum hydrogen
donor-acceptor angle of 120◦. Grid size was adjusted to 25 Å in each dimension. The
proteins used in the study were, respectively: thymidyl synthase in complex with 2-amino-
5-(phenylsulfanyl)-3,9-dihydro-4H-pyrimido[4,5-b]indol-4-one (PDB: 4KY4) [29], purine
nucleoside phosphorylase in complex with 1,4-dideoxy-4-aza-1-(s)-(9-deazahypoxanthine-
9-yl)-d-ribitol (PDB: 3MB8) [30], enoyl-acyl carrier protein reductase (ENR) in complex
with triclosan (PDB: 2O2S) [31], and calcium dependent protein kinase 1 in complex with
5-amino-1-tert-butyl-3-(quinolin-2-yl)-1H-pyrazole-4-carboxamide (PDB: 4M84) [32]. In
addition, to evaluate the specificity of the mechanism of action with Na+/K+-transporting
ATPase alpha 1, the construction of this macromolecule was carried out for the species
Homo sapiens and Mus musculus [32] with thapsigargin [33] as a positive control.

Docking Consensus

To increase the accuracy of the results obtained, a Docking consensus analysis was
performed in order to provide a better selection of the compounds under study. Regarding
the Molegro Virtual Docker v.6.0.1 (MVD) program (CLC Bio Company, Aarhus, Denmark),
the values of the Moldock Score and PlantScore algorithms were used. Regarding the PYRX
program—Virtual Screening Tool, Source Force, 2022, Slashdot Media, AutoDock Vina
(version 1.2) (Center for Computational Structural Biology, San Diego, CA, USA) was used.

The determination of the affinity of the 13 compounds under study for the targets of
T. gondii and the ATPase alpha 1 transporter was established by probability calculations.
The probability was calculated by dividing the score of the molecule under study by the

https://www.rcsb.org/pdb/home/home.do
https://www.rcsb.org/pdb/home/home.do
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lowest energy score (p = composite score/minor score) (Supplementary Tables S1–S5), for
each algorithm, and at the end an overall average was calculated between the algorithms to
generate the enzyme average ((p) Enzyme = ((p) Moldock Score + (p) Plants Score + (p) Vina
Score)/3) [33,34]. The sum of the enzyme mean and division by the number of information
originated the total probability (Total P).

2.6. Alignment of Protein Sequences

The sequences of the two proteins that do not contain 3D structures in the Protein Data
Bank [35] were obtained from the GenBank database [36]. These proteins were: Na+/K+-
transporting ATPase alpha 1—M. musculus (NP_659149.1) and Na+/K+-transporting ATPase
alpha 1—H. sapiens (NP_000695.2). A global alignment was then performed with the sequence of
a protein with a known three-dimensional structure, using the Clustal Omega web tool (WMBL-
EBI, 2022 https://www.ebi.ac.uk/Tools/msa/clustalo/ accessed on 14 March 2022) [37], which
aligns all protein sequences entered by a user. Alignment facilitated the investigation of the active
site and the determination of similarity and shared identity between proteins.

2.7. Modeling by Homology

Target sequences were obtained as amino acid sequences in FASTA format and were
imported from the SWISS-MODEL website (https://swissmodel.expasy.org/ accessed on
14 March 2022) [38]. For each identified mold, the quality was predicted from alignment
features such as ProMod3, QMEAN and GMQE. The stereochemical quality of the models
was evaluated by the PSVS (protein structure validation software suite) web server (http://
psvs-1_5-dev.nesg.org/ accessed on 14 March 2022), using PROCHECK [39]. PROCHECK
generates a Ramachandran chart [34,35], which determines the allowed and disallowed
regions of the amino acid backbone.

2.8. Molecular Dynamics Simulations

Molecular dynamics simulations were performed to estimate the flexibility of interactions
between proteins and ligands, using GROMACS 5.0 software (European Union Horizon 2020
Program, Uppsala, Sweden) [40,41]. The protein and ligand topologies were also prepared using
the GROMOS96 54a7 force field. The Molecular Dynamics simulation was performed using the
SPC water model of point load, extended in a cubic box [42]. The system was neutralized by
the addition of ions (Cl− and Na+) and minimized, to remove bad contacts between complex
molecules and the solvent. The system was also balanced at 300 K, using the 100 ps V-rescale
algorithm, represented by NVT (constant pressure particles and temperature), up to 100 ps.
DM simulations were performed in 5,000,000 steps, at 10 ns. To determine the flexibility of
the structure and whether the complex is stable close to the experimental structure, RMSD
values of all Cα atoms were calculated relative to the starting structures. RMSF values were
also analyzed to understand the roles played by residues near the receptor binding site. The
RMSD and RMSF graphs were generated using Grace software (Grace Development Team,
http://plasma-gate.weizmann.ac.il/Grace/ accessed on 23 June 2022) [43].

3. Results
3.1. In Vitro Anti-T. gondii Activity and Cytotoxicity against HFF

We tested 13 compounds that have been in silico selected against T. gondii from the
MMV foundation’s Pandemic Response Box and COVID Box. Table 1 and Figure 2 show
the structures and general characteristics of the tested compounds.

Table 1. General characteristics of the 13 compounds tested against T gondii in vitro.

MMV Code a Compound
(Trivial Name)

Molecular
Formula b Mol wt b aLogP b Rule of Five b

MMV1804175 Almitrine C26H29F2N7 477.5 6.09 3
MMV009415 Bortezomib C19H25BN4O4 384.2 2.14 4
MMV002436 Digitoxin C41H64O13 764.9 3.11 2
MMV002832 Digoxin C41H64O14 780.9 2 1

https://www.ebi.ac.uk/Tools/msa/clustalo/
https://swissmodel.expasy.org/
http://psvs-1_5-dev.nesg.org/
http://psvs-1_5-dev.nesg.org/
http://plasma-gate.weizmann.ac.il/Grace/
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Table 1. Cont.

MMV Code a Compound
(Trivial Name)

Molecular
Formula b Mol wt b aLogP b Rule of Five b

MMV004066 Doxorubicin C27H29NO11 543.5 −0.05 1
MMV003219 Mycophenolic acid C17H20O6 320.3 3.16 4
MMV001439 Ribavirin C8H12N4O5 244.2 −2.75 4
MMV003305 Valproic acid C8H16O2 144.2 2.75 4
MMV637413 Fludarabine C10H12FN5O4 285.2 −1.32 4

MMV1578575 Fusidic acid C31H48O6 516.7 5.1 2
MMV687798 Levofloxacin C18H20FN3O4 361.4 −1.38 4
MMV002350 Lomefloxacin C17H19F2N3O3 387.8 −0.83 4
MMV000028 Trimethoprim C14H18N4O3 290.3 1.55 4

a Compounds are named by their MMV identifier codes. b Molecular formula, molecular weight (Mol wt), aLogP
values, and information about rule of five were obtained from the Pandemic Response Box and COVID Box
supporting information.
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We used a 96-well plate assay based on β-galactosidase expression to estimate the T.
gondii tachyzoites’ viability. From the 13 tested compounds, three demonstrated anti-T. gondii
activity at nanomolar range, named almitrine (MMV1804175), bortezomib (MMV009415), and
fludarabine (MMV637413), with activity comparable to the reference drug pyrimethamine.
A total of ten compounds demonstrated EC50 at the micromolar range (digitoxin, digoxin,
doxorubicin, fusidic acid, levofloxacin, lomefloxacin, mycophenolic acid, ribavirin, trimetho-
prim, and valproic acid). The cytotoxicity against mammalian cells was evaluated for the
three most active compounds (almitrine, bortezomib, and fludarabine). Almitrine presented
the highest selectivity (SI > 47), with a CC50 value greater than 20 µM (the higher tested
concentration) against HFF. Results concerning the anti-T. gondii activity and mammalian
cytotoxicity are shown in Table 2.

Table 2. In vitro activity of the selected compounds against T. gondii, with pyrimethamine as the
reference drug.

Compound EC50 (µM) a CC50 (µM) b SI c

Almitrine 0.424 >20 >47
Bortezomib 0.223 0.079 0.35
Digitoxin 5.66 n.d. n.d.
Digoxin 42.59 n.d. n.d.
Doxorubicin 2.39 n.d. n.d.
Mycophenolic acid 8.06 n.d. n.d.
Ribavirin 83.31 n.d. n.d.
Valproic acid 99.61 n.d. n.d.
Fludarabine 0.75 2.140 2.85
Fusidic acid 16.70 n.d. n.d.
Levofloxacin 70.58 n.d. n.d.
Lomefloxacin 7.32 n.d. n.d.
Trimethoprim 7.36 n.d. n.d.
Pyrimethamine 0.121 n.d. n.d.

a Half Effective Concentration (EC50) against T. gondii tachyzoites. b Half Cytotoxic Concentration (CC50) against HFF
cells. c Selectivity indexes (SI) were calculated based on the CC50 HFF cells/EC50 T. gondii ratio. n.d.: not determined.

Based on these results, almitrine was considered a promising anti-T. gondii drug
candidate. The 13 compounds were subjected to Molecular Docking screening in four
proteins for T. gondii, and the compound almitrine was subjected to docking simulations
with the Na+/K+-ATPase alpha 1 transporter of H. sapiens and M. musculus.

3.2. In Silico Results

The in silico screening was carried out in two stages, the first corresponding to the
evaluation of the probabilities of the compounds against the specific targets for T. gondii and
the second referring to the screening of the compounds in the ATPase alpha 1 transporter
to the species H. sapiens and M. musculus. Prior to carrying out the Molecular Docking
simulations, redocking was performed, aiming to validate the enzymes used in the study.
The redocking results (Supplementary Table S1) showed that all targets obtained from the
PDB for the organism T. gondii had RMSDs below 2.0 Å, indicating that the generated poses
of the co-crystallized ligand are correctly positioned at the ligand’s active site.

Docking results were generated using three scoring functions (moldock score, plants
score and autodock vina). In addition, the probability of activity in each of the enzymes
was calculated. The obtained probability in each algorithm is shown for T. gondii enzymes
(Supplementary Tables S2–S5) and for the ATPase alpha 1 transporter (Supplementary
Tables S6 and S7). The total probability of the compound in the organism was also calculated
for T. gondii and for the transporter ATPase alpha 1 (Supplementary Tables S8 and S9,
respectively). The protein in which the compound obtained probability higher than, or close
to, the values obtained by the ligand in at least one scoring function was considered active.
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Therefore, the ligands selected in the study are co-crystallized in the structure obtained in
the PDB library and present experimental validation for the respective enzymes.

For T. gondii enzymes, the compound doxorubicin achieved the highest total proba-
bility, corresponding to 0.8816 (Supplementary Table S8). Furthermore, the compounds
almitrine (0.8461) and bortezomib (0.8383) presented probabilities greater than 0.80, which
are close to those obtained for the PDB ligands.

Almitrine presented a significant probability for the ATPase alpha 1 transporter (H.
sapiens) equivalent to 0.8362 (Supplementary Table S9). Furthermore, it was the most likely
compound for the ATPase transporter (M. musculus), with p = 0.9508, and presented the
highest total probability for the two enzymes under study (0.8935). This demonstrates a
potency and affinity of this compound for this macromolecule. The molecular coupling
of almitrine with transporters for the species M. musculus and H. sapiens can be seen in
Supplementary Tables S4 and S5. The molecular coupling study of almitrine indicated steric,
hydrophobic and hydrogen bonding interactions. In addition, it presented residues similar
to the positive control tapsigargin, involved the hydrogen interactions of the Arg 551 and
Asp 619 residues.

After the analysis of the potential activity of the 13 compounds under study against
important T. gondii enzymes, Molecular Dynamics simulations were carried out with the
compound almitrine to assess the flexibility of the transporting ATPase alpha 1 and the
stability of the enzyme interactions in the presence of factors such as solvent, ions, pressure
and temperature. This information is important since it complements the docking results
and allows one to evaluate whether the compound remains strongly linked to the studied
enzymes in the presence of factors that are found in the host organism. To evaluate the
stability with the ATPase alpha 1 transporter, the compound almitrine was selected, as
it presented the highest total probability for this transporter, taking into account the two
species under study: H. sapiens and M. musculus (Supplementary Table S9). The RMSD
was then calculated for the Cα atoms of the complexed enzyme and the structures of each
ligand, separately.

The RMSD analysis of the transporting ATPase alpha 1 of H. sapiens with the compound
almitrine showed conformations ranging from 0.12 to 0.15 nm in size for 10 ns, with high
stability (Figure 3). The stability of this protein is essential to keep compounds bound to
the active site. Furthermore, stability prevents the ligand from losing important contacts
with the enzyme’s active site.
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Figure 3. RMSD values of the Cα atoms of almitrine and the control (thapsigargine) with the
transporting ATPase aplha 1. Legend: Green: ATPase of H. sapiens complexed with thapsigargine;
and Red: ATPase of H. sapiens complexed with almitrine.
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Regarding the analysis of the flexibility of the ligands through the RMSD calculations
of the protein (Figure 4), the profile demonstrated by the isolated protein was similar to the
result observed by the control, remaining stable up to 0.4 ns. Almitrine maintained stability
up to a certain point, showing a peak in the period from 8.0 to 9.0 ns. Despite the small
variation in the protein structure by the peak demonstrated, there was no interference in the
structure of the ligands within the active site even if the protein changes its conformation.
Therefore, in the presence of solvents, ions and other factors, almitrine was able to establish
stronger bonds with the active site.
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To understand the flexibility of the residues and amino acids that contribute to the
conformational changes in the transporting ATPase alpha 1 of H. sapiens, the mean quadratic
fluctuation (RMSF) was calculated for each amino acid in each enzyme. High RMSF values
suggest greater flexibility. Since amino acids with fluctuations above 0.3 nm contribute to
the flexibility of the protein structure, we found that residues at positions 39, 41, 86, 122,
123, 124, 125, 275, 276, 277, 278, 497, 498, 499, 500, 564, 566, 567, 568, 570, 575, 649, 835,
1011, 1012, 1013 and 1016 contribute to conformational changes in the transporting ATPase
alpha 1 of H. sapiens (Figure 5). We also found that none of the amino acids that affect the
structural conformations identified in the transporting ATPase alpha 1 of H. sapiens are a
component of the active site. This helps almitrine to remain in the active site.
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4. Discussion

Sarteriale et al., 2014 [13] performed an in silico study based on the proteome of
T. gondii to identify potential drug candidates for toxoplasmosis therapy. Among the
inhibitors previously identified, we selected 13 compounds from the MMV collections to
be tested against the parasite in a cell-based assay. We found that the selected compounds
were in vitro active against the parasite, with EC50 values ranging from 0.22 to 99.69 µM.

The obtained results indicated that this method is valuable and can be used to build
enriched compound libraries for in vitro drug testing, which could enable a more efficient
use of laboratory resources, as suggested by Sarteriale et al. 2014 [13], bringing the advan-
tage of reduced speed and cost and extra broadness. We also confirmed that the compound
collections from MMV are promising sources of anti-T. gondii agents.

In our study, diverse antitoxoplasmic compounds were identified, representing the
first time that this combined set of compounds has been evaluated against T. gondii in vitro.

A total of three compounds showed EC50 values against T. gondii at the nanomolar
range. Two of them (MMV1804175 and MMV009415) belong to the COVID Box and one of
them is part of the Pandemic Response Box (MMV637413).

Compound MMV1804175, commercially named almitrine, was the most selective,
with an EC50 value of 0.424 µM against the parasite and a CC50 value higher than 20 µM,
the top concentration evaluated. The ratio between the CC50 against HFF and the EC50
against the parasite resulted in a selectivity index greater than 47. Almitrine is a selective
pulmonary vasoconstrictor, which has been proposed as an interesting therapeutic option
to manage severe hypoxemia in patients with the Coronavirus 2019 disease [44]. This is
the first report about the anti-T. gondii activity of almitrine. Previously published work
has demonstrated the in vitro activity of this drug against chloroquine-susceptible and
chloroquine-resistant P. falciparum, with EC50 values ranging from 2.6 to 19.8 µM [45]. When
almitrine bismesylate was administered to young subjects in single or multiple oral doses,
the physiological and blood parameters indicated that the drug was safe at all doses tested,
up to 400 mg per day, with symptoms of mild nausea and headache [46].

Bortezomib (MMV009415) is a proteasome inhibitor and antineoplastic agent that is
used in the treatment of refractory multiple myeloma and certain lymphomas [47]. The
compound was equally effective against drug-sensitive and -resistant P. falciparum, blocking
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its intraerythrocytic development prior to DNA synthesis [48]. Here, we report for the first
time the anti-T. gondii activity of bortezomib. This compound was the most active, with an
EC50 value of 0.223 µM against T. gondii. However, this compound presented low selectivity,
with a CC50 value of 0.079 against the mammalian lineage HFF, indicating the need to design
possible changes in the chemical structure, aimed at finding more selective analogues.

The purine analogue fludarabine (MMV637413) is an antineoplastic agent used in
the therapy of chronic lymphocytic leukemia and in immunosuppressive regimens in
preparation of hematopoietic cell transplantation. This small molecule is an analog of the
antiviral agent vidarabine and acts interrupting DNA synthesis and inhibiting tumor cell
growth. Fludarabine is associated with a low rate of transient serum enzyme elevations
during therapy and has only rarely been implicated in cases of clinically apparent acute
liver injury [49]. To the best of our knowledge, this is the first report about the anti-parasitic
activity of this compound.

Among the ten compounds presenting anti-T. gondii activity in the micromolar range,
we can highlight doxorubicin, an antibiotic isolated from Streptomyces peucetius var. caesius.
The compound triggers oxidative stress causing cardiotoxicity, which compromises its
clinical use as an antineoplastic agent [50]. This anti-T. gondii candidate also showed
activity against another three parasitic protozoan species, named C. parvum, Trichomonas
vaginalis and P. falciparum [51]. To the best of our knowledge, this is the first report about
the anti T. gondii activity of this compound.

Antibiotics have a history of repurposing success for Apicomplexan parasites and
are the conventional treatment for human toxoplasmosis, in the form of pyrimethamine +
sulphadiazine, trimethoprim + sulphamethoxazole and pyrimethamine + clindamycin [52].
Other antibiotics with anti-T. gondii activity identified in the present work were lome-
floxacin, mycophenolic acid, fusidic acid, levofloxacin, and trimethoprim. Mycophenolic
acid is an antineoplastic antibiotic derived from various Penicillium fungal species. It was
previously reported that this drug triggers T. gondii extracellular tachyzoites differentiation
into cyst-like structures [53]. Fusidic acid, an antibiotic that inhibits the growth of bacteria
by preventing the release of translation elongation factor G from the ribosome, has been
shown to be effective in tissue culture against P. falciparum and T. gondii [54]. Trimethoprim
is an antimicrobial used to treat and prevent toxoplasmosis and many bacterial infec-
tions [55]. Therefore, the in vitro activity of this drug against T. gondii is not a novelty.
Lomefloxacin is used to treat bacterial infections including bronchitis and urinary tract
infections [56]. Levofloxacin is an antibacterial drug with a broad spectrum of activity. This
drug diffuses through the bacterial cell wall and acts by inhibiting DNA gyrase (bacterial
topoisomerase II), leading to blockage of bacterial cell growth [57]. The in vitro anti-T.
gondii activity of lomefloxacin and levofloxacin is reported here for the first time.

Digitoxin is a lipid soluble cardiac glycoside that inhibits the plasma membrane
Na+/K+-ATPase, with anticancer effects when used at therapeutic concentrations [58]. In
addition, digoxin is a cardiac glycoside long used to treat congestive heart failure and
has been found more recently to show anticancer activity [59]. Ribavirin is an inhibitor
of the hepatitis C virus polymerase with a broad spectrum of activity against DNA and
RNA viruses [60]. To the best of our knowledge, the in vitro anti-T. gondii activity of
digitoxin, digoxin and ribavirin is first reported here. Valproic acid, a mood-stabilizing
and antipsychotic drug, presents efficacy against chronic T. gondii infection, as previously
demonstrated [61].

Among the three compounds presenting anti-T. gondii activity at nanomolar range, we
consider almitrine to be the most promising, since this compound showed in vitro selective
anti-T. gondii activity and presents good oral availability and low human toxicity. The
future evaluation of the efficacy of almitrine in T. gondii-infected animals is encouraging.

5. Conclusions

Promising anti-T. gondii candidates were identified and previously published in silico
data was confirmed, indicating that this is a useful tool in the search for active compounds in
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the target-based drug development process. In addition, we suggest that almitrine represents
a lead compound against T. gondii, which may be useful for antitoxoplasmic chemotherapy.

The 13 selected compounds showed interaction with specific enzymes of T. gondii,
whilst the compounds almitrine, bortezomib, digoxin, digitoxin, doxorubicin, mycopheno-
lic acid, ribavirin, fludarabine and fusidic acid presented greater affinity than the ligands
under study for the selected mechanisms. Almitrine showed a lower score than the posi-
tive control tapsigargin, regarding the Na+/K+ ATPase transporter of H. sapiens and M.
musculus referring to the Plantscore algorithm. In addition, almitrine showed interactions
such as the positive control tapsigargin, thus indicating a possible mechanism of action of
this compound.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/pharmaceutics14081634/s1. Refs. [62,63] are mentioned in Sup-
plementary Materials.

Author Contributions: Investigation: D.C.C., P.P.M.T. and N.F.d.S.; Supervision: M.T.S. and J.Q.R.
All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by the São Paulo Research Foundation (FAPESP) (grant number
2018/18954-4 and 2020/03399-5). The FAPESP process number 2022/05069-8 was also involved.

Institutional Review Board Statement: Not applicable.

Acknowledgments: We would like to thank the Medicines for Malaria Venture foundation (MMV;
Switzerland) for having provided the open-access Boxes. We would also like to thank Tiago W. P.
Mineo, Samuel C. Teixeira (Universidade Federal de Uberlândia), André G. Tempone and Cristina
Cristina Meira-Strejevitch (Instituto Adolfo Lutz of São Paulo) for their help through their sharing of
cell cultures, protocols and experience.

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

References
1. Kochanowsky, J.A.; Koshy, A.A. Toxoplasma Gondii. Curr. Biol. 2018, 28, R770–R771. [CrossRef] [PubMed]
2. Radke, J.B.; Burrows, J.N.; Goldberg, D.E.; Sibley, L.D. Evaluation of Current and Emerging Antimalarial Medicines for Inhibition

of Toxoplasma gondii Growth in Vitro. ACS Infect. Dis. 2018, 4, 1264–1274. [CrossRef] [PubMed]
3. CDC. Toxoplasmosis. Available online: https://www.cdc.gov/parasites/toxoplasmosis/ (accessed on 16 March 2022).
4. Garcia Bahia-Oliveira, L.M.; Jones, J.L.; Azevedo-Silva, J.; Alves, C.C.F.; Oréfice, F.; Addiss, D.G. Highly Endemic, Waterborne

Toxoplasmosis in North Rio de Janeiro State, Brazil. Emerg. Infect. Dis. 2003, 9, 55–62. [CrossRef] [PubMed]
5. Aspinall, T.V.; Joynson, D.H.M.; Guy, E.; Hyde, J.E.; Sims, P.F.G. The Molecular Basis of Sulfonamide Resistance in Toxoplasma

gondii and Implications for the Clinical Management of Toxoplasmosis. J. Infect. Dis. 2002, 185, 1637–1643. [CrossRef]
6. Dittmar, A.J.; Drozda, A.A.; Blader, I.J. Drug Repurposing Screening Identifies Novel Compounds That Effectively Inhibit

Toxoplasma gondii Growth. mSphere 2016, 1, e00042-15. [CrossRef]
7. Blader, I.J.; Saeij, J.P. Communication between Toxoplasma gondii and Its Host: Impact on Parasite Growth, Development, Immune

Evasion, and Virulence. Apmis 2009, 117, 458–476. [CrossRef]
8. Alday, P.H.; Doggett, J.S. Drugs in development for toxoplasmosis: Advances, challenges, and current status. Drug Des. Dev. Ther.

2017, 25, 273–293. [CrossRef]
9. Buckle, D.R.; Erhardt, P.W.; Ganellin, C.R.; Kobayashi, T.; Perun, T.J.; Proudfoot, J.; Senn-Bilfinger, J. Glossary of Terms Used in

Medicinal Chemistry Part II (IUPAC Recommendations 2013). Annu. Rep. Med. Chem. 2013, 48, 387–418. [CrossRef]
10. MMV. The Pandemic Response Box|Medicines for Malaria Venture. Available online: https://www.mmv.org/mmv-open/

pandemic-response-box (accessed on 16 March 2022).
11. Duffy, S.; Sykes, M.L.; Jones, A.J.; Shelper, T.B.; Simpson, M.; Lang, R.; Poulsen, S.A.; Sleebs, B.E.; Avery, V.M. Screening the

Medicines for Malaria Venture Pathogen Box across Multiple Pathogens Reclassifies Starting Points for Open-Source Drug
Discovery. Antimicrob. Agents Chemother. 2017, 61, e00379-17. [CrossRef]

12. Spalenka, J.; Escotte-Binet, S.; Bakiri, A.; Hubert, J.; Renault, J.H.; Velard, F.; Duchateau, S.; Aubert, D.; Huguenin, A.; Villena, I.
Discovery of New Inhibitors of Toxoplasma gondii via the Pathogen Box. Antimicrob. Agents Chemother. 2018, 62, e01640-17. [CrossRef]

13. Sateriale, A.; Bessoff, K.; Sarkar, I.N.; Huston, C.D. Drug Repurposing: Mining Protozoan Proteomes for Targets of Known
Bioactive Compounds. J. Am. Med. Inform. Assoc. 2014, 21, 238–244. [CrossRef] [PubMed]

14. Silva, M.D.; Teixeira, C.; Gomes, P.; Borges, M. Promising Drug Targets and Compounds with Anti-Toxoplasma gondii Activity.
Microorganisms 2021, 15, 1960. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/pharmaceutics14081634/s1
https://www.mdpi.com/article/10.3390/pharmaceutics14081634/s1
http://doi.org/10.1016/j.cub.2018.05.035
http://www.ncbi.nlm.nih.gov/pubmed/30040931
http://doi.org/10.1021/acsinfecdis.8b00113
http://www.ncbi.nlm.nih.gov/pubmed/29998728
https://www.cdc.gov/parasites/toxoplasmosis/
http://doi.org/10.3201/eid0901.020160
http://www.ncbi.nlm.nih.gov/pubmed/12533282
http://doi.org/10.1086/340577
http://doi.org/10.1128/mSphere.00042-15
http://doi.org/10.1111/j.1600-0463.2009.02453.x
http://doi.org/10.2147/DDDT.S60973
http://doi.org/10.1016/B978-0-12-417150-3.00024-7
https://www.mmv.org/mmv-open/pandemic-response-box
https://www.mmv.org/mmv-open/pandemic-response-box
http://doi.org/10.1128/AAC.00379-17
http://doi.org/10.1128/AAC.01640-17
http://doi.org/10.1136/amiajnl-2013-001700
http://www.ncbi.nlm.nih.gov/pubmed/23757409
http://doi.org/10.3390/microorganisms9091960
http://www.ncbi.nlm.nih.gov/pubmed/34576854


Pharmaceutics 2022, 14, 1634 14 of 15

15. Castro, A.S.; Alves, C.M.O.S.; Angeloni, M.B.; Gomes, A.O.; Barbosa, B.F.; Franco, P.S.; Silva, D.A.O.; Martins-Filho, O.A.; Mineo,
J.R.; Mineo, T.W.P.; et al. Trophoblast Cells Are Able to Regulate Monocyte Activity to Control Toxoplasma gondii Infection. Placenta
2013, 34, 240–247. [CrossRef]

16. Wang, Q.; Sibley, L.D. Assays for Monitoring Toxoplasma gondii Infectivity in the Laboratory Mouse. Methods Mol. Biol. 2020, 2071,
99–116. [CrossRef] [PubMed]

17. Chin, F.T.; Xing, W.Z.; Bogyo, M.; Carruthers, V.B. Cysteine Protease Inhibitors Block Toxoplasma gondii Microneme Secretion and
Cell Invasion. Antimicrob. Agents Chemother. 2007, 51, 679–688. [CrossRef]

18. Reimão, J.Q.; Mesquita, J.T.; Ferreira, D.D.; Tempone, A.G. Investigation of Calcium Channel Blockers as Antiprotozoal Agents
and Their Interference in the Metabolism of Leishmania (L.) Infantum. Evid.-Based Complementary Altern. Med. 2016, 2016, 1523691.
[CrossRef] [PubMed]

19. Bernstein, F.C.; Koetzle, T.F.; Williams, G.J.B.; Meyer, E.F., Jr.; Brice, M.D.; Rodgers, J.R.; Kennard, O.; Shimanouchi, T.; Tasumi, M.
NoA Computer-based Archival File for Macromolecular Structures Title. Eur. J. Biochem. 1977, 112, 535–542.

20. Yusuf, D.; Davis, A.M.; Kleywegt, G.J.; Schmitt, S. An Alternative Method for the Evaluation of Docking Performance: RSR vs.
RMSD. J. Chem. Inf. Model. 2008, 48, 1411–1422. [CrossRef]

21. Thomsen, R.; Christensen, M.H. MolDock: A New Technique for High-Accuracy Molecular Docking. J. Med. Chem. 2006, 49,
3315–3321. [CrossRef]

22. Da Silva Calixto, P.; de Almeida, R.N.; Salvadori, M.G.S.S.; Dos Santos Maia, M.; Filho, J.M.B.; Scotti, M.T.; Scotti, L. In Silico
Study Examining New Phenylpropanoids Targets with Antidepressant Activity. Curr. Drug Targets 2021, 22, 539–554. [CrossRef]

23. De Azevedo, W., Jr. MolDock Applied to Structure-Based Virtual Screening. Curr. Drug Targets 2010, 11, 327–334. [CrossRef] [PubMed]
24. Morris, G.M.; Goodsell, D.S.; Huey, R.; Lindstrom, W.; Hart, W.E.; Kurowski, S.; Halliday, S.; Belew, R.; Olson, A.J. AutoDock Tolls

4.2. Available online: https://onlinelibrary.wiley.com/doi/full/10.1002/jcc.21256 (accessed on 14 March 2022).
25. Solis-Vasquez, L.; Santos-Martins, D.; Koch, A.; Forli, S. Evaluating the Energy Efficiency of Opencl-Accelerated Autodock

Molecular Docking. In Proceedings of the 2020 28th Euromicro International Conference on Parallel, Distributed and Network-
Based Processing (PDP), IEEE, Västerås, Sweden, 11–13 March 2020; pp. 162–166.

26. Trott, O.; Olson, A.J. AutoDock Vina 1.1.1. Available online: https://pubmed.ncbi.nlm.nih.gov/19499576/ (accessed on 14 March 2022).
27. Trott, O.; Olson, A.J. Software News and Update AutoDock Vina: Improving the Speed and Accuracy of Docking with a New

Scoring Function. Effic. Optim. Multithreading 2009, 31, 455–461.
28. Zaware, N.; Sharma, H.; Yang, J.; Devambatla, R.K.V.; Queener, S.F.; Anderson, K.S.; Gangjee, A. Discovery of Potent and Selective

Inhibitors of Toxoplasma gondii Thymidylate Synthase for Opportunistic Infections. ACS Med. Chem. Lett. 2013, 4, 1148–1151.
[CrossRef] [PubMed]

29. Donaldson, T.M.; Cassera, M.B.; Ho, M.C.; Zhan, C.; Merino, E.F.; Evans, G.B.; Tyler, P.C.; Almo, S.C.; Schramm, V.L.; Kim, K. Inhibition
and Structure of Toxoplasma gondii Purine Nucleoside Phosphorylase. Eukaryot. Cell 2014, 13, 572–579. [CrossRef] [PubMed]

30. Muench, S.P.; Prigge, S.T.; McLeod, R.; Rafferty, J.B.; Kirisits, M.J.; Roberts, C.W.; Mui, E.J.; Rice, D.W. Studies of Toxoplasma
gondii and Plasmodium Falciparum Enoyl Acyl Carrier Protein Reductase and Implications for the Development of Antiparasitic
Agents. Acta Crystallogr. Sect. D Biol. Crystallogr. 2007, 63, 328–338. [CrossRef] [PubMed]

31. Zhang, Z.; Ojo, K.K.; Vidadala, R.; Huang, W.; Geiger, J.A.; Scheele, S.; Choi, R.; Reid, M.C.; Keyloun, K.R.; Rivas, K.; et al. Potent
and Selective Inhibitors of CDPK1 from T. Gondii and C. Parvum Based on a 5-Aminopyrazole-4-Carboxamide Scaffold. ACS Med.
Chem. Lett. 2014, 5, 40–44. [CrossRef] [PubMed]

32. Yan, C.; Liang, L.J.; Zhang, B.B.; Lou, Z.L.; Zhang, H.F.; Shen, X.; Wu, Y.Q.; Wang, Z.M.; Tang, R.X.; Fu, L.L.; et al. Prevalence
and Genotyping of Toxoplasma gondii in Naturally-Infected Synanthropic Rats (Rattus Norvegicus) and Mice (Mus Musculus) in
Eastern China. Parasites Vectors 2014, 7, 591. [CrossRef]

33. Xue, Q.; Liu, X.; Russell, P.; Li, J.; Pan, W.; Fu, J.; Zhang, A. Evaluation of the Binding Performance of Flavonoids to Estrogen
Receptor Alpha by Autodock, Autodock Vina and Surflex-Dock. Ecotoxicol. Environ. Saf. 2022, 233, 113323. [CrossRef]

34. Dos Santos Maia, M.; de Sousa, N.F.; Rodrigues, G.C.S.; Monteiro, A.F.M.; Scotti, M.T.; Scotti, L. Lignans and Neolignans Anti-
Tuberculosis Identified by QSAR and Molecular Modeling. Comb. Chem. High Throughput Screen. 2020, 23, 504–516. [CrossRef]

35. Mito, T.; Kuwahara, S.; Delamere, N.A. The Influence of Thapsigargin on Na,k-ATPase Activity in Cultured Nonpigmented
Ciliary Epithelial Cells. Curr. Eye Res. 1995, 14, 651–657. [CrossRef]

36. RCSB. Protein Data Bank. Available online: https://www.rcsb.org/.2022 (accessed on 16 March 2022). [CrossRef]
37. Engel. NCBI. Available online: https://www.ncbi.nlm.nih.gov/ (accessed on 16 March 2022).
38. Waterhouse, A.; Bertoni, M.; Bienert, S.; Studer, G.; Tauriello, G.; Gumienny, R.; Heer, F.T.; De Beer, T.A.P.; Rempfer, C.; Bordoli, L.; et al.

SWISS-MODEL: Homology Modelling of Protein Structures and Complexes. Nucleic Acids Res. 2018, 46, W296–W303. [CrossRef]
39. Laskowski, R.A.; MacArthur, M.W.; Moss, D.S.; Thornton, J.M. PROCHECK: A Program to Check the Stereochemical Quality of

Protein Structures. J. Appl. Crystallogr. 1993, 26, 283–291. [CrossRef]
40. Abraham, M.J.; Murtola, T.; Schulz, R.; Páll, S.; Smith, J.C.; Hess, B.; Lindahl, E. GROMACS: High performance molecular

simulations through multi-level parallelism from laptops to supercomputers. SoftwareX 2015, 1–2, 19–25. [CrossRef]
41. Berendsen, H.J.C.; van der Spoel, D.; van Drunen, R. GROMACS: A message-passing parallel molecular dynamics implementation.

Comput. Phys. Commun. 1995, 91, 43–56. [CrossRef]
42. Bondi, A. Van der Waals Volumes and Radii. J. Phys. Chem. 1964, 68, 441–451. [CrossRef]

http://doi.org/10.1016/j.placenta.2012.12.006
http://doi.org/10.1007/978-1-4939-9857-9_5
http://www.ncbi.nlm.nih.gov/pubmed/31758448
http://doi.org/10.1128/AAC.01059-06
http://doi.org/10.1155/2016/1523691
http://www.ncbi.nlm.nih.gov/pubmed/26941821
http://doi.org/10.1021/ci800084x
http://doi.org/10.1021/jm051197e
http://doi.org/10.2174/1389450121666200902171838
http://doi.org/10.2174/138945010790711941
http://www.ncbi.nlm.nih.gov/pubmed/20210757
https://onlinelibrary.wiley.com/doi/full/10.1002/jcc.21256
https://pubmed.ncbi.nlm.nih.gov/19499576/
http://doi.org/10.1021/ml400208v
http://www.ncbi.nlm.nih.gov/pubmed/24470841
http://doi.org/10.1128/EC.00308-13
http://www.ncbi.nlm.nih.gov/pubmed/24585883
http://doi.org/10.1107/S0907444906053625
http://www.ncbi.nlm.nih.gov/pubmed/17327670
http://doi.org/10.1021/ml400315s
http://www.ncbi.nlm.nih.gov/pubmed/24494061
http://doi.org/10.1186/s13071-014-0591-6
http://doi.org/10.1016/j.ecoenv.2022.113323
http://doi.org/10.2174/1386207323666200226094940
http://doi.org/10.3109/02713689508998492
https://www.rcsb.org/.2022
http://doi.org/10.32388/kounad
https://www.ncbi.nlm.nih.gov/
http://doi.org/10.1093/nar/gky427
http://doi.org/10.1107/S0021889892009944
http://doi.org/10.1016/j.softx.2015.06.001
http://doi.org/10.1016/0010-4655(95)00042-E
http://doi.org/10.1021/j100785a001


Pharmaceutics 2022, 14, 1634 15 of 15

43. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF Chimera—A visualiza-
tion system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605–1612. [CrossRef]

44. Caplan, M.; Goutay, J.; Bignon, A.; Jaillette, E.; Favory, R.; Mathieu, D.; Parmentier-Decrucq, E.; Poissy, J.; Duburcq, T. Lille
Intensive Care COVID-19 Group. Almitrine Infusion in Severe Acute Respiratory Syndrome Coronavirus 2-Induced Acute
Respiratory Distress Syndrome: A Single-Center Observational Study. Crit. Care Med. 2021, 1, e191–e198. [CrossRef]

45. Basco, L.K.; Le Bras, J. In Vitro Activity of Mitochondrial ATP Synthetase Inhibitors Against Plasmodium Falciparum. J. Eukaryot.
Microbiol. 1994, 41, 179–183. [CrossRef]

46. MacLeod, C.N.; Thomas, R.W.; Bartley, E.A.; Parkhurst, G.W.; Bachand, R.T. Effects and handling of almitrine bismesylate in
healthy subjects. Eur. J. Respir. Dis. Suppl. 1983, 126, 275–289.

47. Jung, L.; Holle, L.; Dalton, W.S. Discovery, Development, and clinical applications of bortezomib. Oncology 2004, 18 (14 Suppl. 11),
4–13.

48. Reynolds, J.M.; El Bissati, K.; Brandenburg, J.; Günzl, A.; Mamoun, C.B. Antimalarial Activity of the Anticancer and Proteasome
Inhibitor Bortezomib and Its Analog ZL3B. BMC Clin. Pharmacol. 2007, 7, 13. [CrossRef] [PubMed]

49. LiverTox: Clinical and Research Information on Drug-Induced Liver Injury. Fludarabine. 1 February 2018; National Institute of Diabetes
and Digestive and Kidney Diseases: Bethesda, MD, USA, 2012.

50. Octavia, Y.; Tocchetti, C.G.; Gabrielson, K.L.; Janssens, S.; Crijns, H.J.; Moens, A.L. Doxorubicin-induced cardiomyopathy: From
molecular mechanisms to therapeutic strategies. J. Mol. Cell. Cardiol. 2012, 52, 1213–1225. [CrossRef] [PubMed]

51. Andrews, K.T.; Fisher, G.; Skinner-Adams, T.S. Drug repurposing and human parasitic protozoan diseases. Int. J. Parasitol. Drugs
Drug Resist. 2014, 4, 95–111. [CrossRef] [PubMed]

52. Rajapakse, S.; Shivanthan, M.C.; Samaranayake, N.; Rodrigo, C.; Fernando, S.D. Antibiotics for human toxoplasmosis: A
systematic review of randomized trials. Pathog. Glob. Health 2013, 107, 162–169. [CrossRef]

53. Castro-Elizalde, K.N.; Hernández-Contreras, P.; Ramírez-Flores, C.J.; González-Pozos, S.; Gómez de León, C.T.; Mondragón-
Castelán, M.; Mondragón-Flores, R. Mycophenolic acid induces differentiation of Toxoplasma gondii RH strain tachyzoites into
bradyzoites and formation of cyst-like structure in vitro. Parasitol. Res. 2018, 117, 547–563. [CrossRef] [PubMed]

54. Payne, A.J.; Neal, L.M.; Knoll, L.J. Fusidic acid is an effective treatment against Toxoplasma gondii and Listeria monocytogenes
in vitro, but not in mice. Parasitol. Res. 2013, 112, 3859–3863. [CrossRef]

55. Kemnic, T.R.; Coleman, M. Trimethoprim Sulfamethoxazole. In StatPearls; StatPearls Publishing: Treasure Island, FL, USA, 2021.
56. Al-Wabli, R.I. Lomefloxacin. In Profiles of Drug Substances, Excipients and Related Methodology; Academic Press: Cambridge, MA,

USA, 2017; Volume 42, pp. 193–240. [CrossRef]
57. Tunitskaya, V.L.; Khomutov, A.R.; Kochetkov, S.N.; Kotovskaya, S.K.; Charushin, V.N. Inhibition of DNA gyrase by levofloxacin

and related fluorine-containing heterocyclic compounds. Acta Nat. 2011, 3, 94–99. [CrossRef]
58. Elbaz, H.A.; Stueckle, T.A.; Tse, W.; Rojanasakul, Y.; Dinu, C.Z. Digitoxin and its analogs as novel cancer therapeutics. Exp.

Hematol. Oncol. 2012, 1, 4. [CrossRef]
59. Ren, Y.; Ribas, H.T.; Heath, K.; Wu, S.; Ren, J.; Shriwas, P.; Chen, X.; Johnson, M.E.; Cheng, X.; Burdette, J.E.; et al. Na+/K+-

ATPase-Targeted Cytotoxicity of (+)-Digoxin and Several Semisynthetic Derivatives. J. Nat. Prod. 2020, 83, 638–648. [CrossRef]
60. Hofmann, W.P.; Herrmann, E.; Sarrazin, C.; Zeuzem, S. Ribavirin mode of action in chronic hepatitis C: From clinical use back to

molecular mechanisms. Liver Int. 2008, 28, 1332–1343. [CrossRef]
61. Enshaeieh, M.; Saadatnia, G.; Babaie, J.; Golkar, M.; Choopani, S.; Sayyah, M. Valproic Acid Inhibits Chronic Toxoplasma Infection

and Associated Brain Inflammation in Mice. Antimicrob. Agents Chemother. 2021, 65, e0100321. [CrossRef] [PubMed]
62. Lovell, S.C.; Davis, I.W.; Arendall, W.B.; De Bakker, P.I.W.; Word, J.M.; Prisant, M.G.; Richardson, J.S.; Richardson, D.C. Structure

Validation by Cα Geometry: ϕ,ψ and Cβ Deviation. Proteins Struct. Funct. Genet. 2003, 50, 437–450. [CrossRef] [PubMed]
63. Hilge, M.; Siegal, G.; Vuister, G.W.; Güntert, P.; Gloor, S.M.; Abrahams, J.P. ATP-Induced Conformational Changes of the

Nucleotide-Binding Domain of Na, K-ATPase. Nat. Struct. Mol. Biol. 2003, 10, 468–474. [CrossRef] [PubMed]

http://doi.org/10.1002/jcc.20084
http://doi.org/10.1097/CCM.0000000000004711
http://doi.org/10.1111/j.1550-7408.1994.tb01493.x
http://doi.org/10.1186/1472-6904-7-13
http://www.ncbi.nlm.nih.gov/pubmed/17956613
http://doi.org/10.1016/j.yjmcc.2012.03.006
http://www.ncbi.nlm.nih.gov/pubmed/22465037
http://doi.org/10.1016/j.ijpddr.2014.02.002
http://www.ncbi.nlm.nih.gov/pubmed/25057459
http://doi.org/10.1179/2047773213Y.0000000094
http://doi.org/10.1007/s00436-017-5738-x
http://www.ncbi.nlm.nih.gov/pubmed/29308550
http://doi.org/10.1007/s00436-013-3574-1
http://doi.org/10.1016/bs.podrm.2017.02.004
http://doi.org/10.32607/20758251-2011-3-4-94-99
http://doi.org/10.1186/2162-3619-1-4
http://doi.org/10.1021/acs.jnatprod.9b01060
http://doi.org/10.1111/j.1478-3231.2008.01896.x
http://doi.org/10.1128/AAC.01003-21
http://www.ncbi.nlm.nih.gov/pubmed/34339265
http://doi.org/10.1002/prot.10286
http://www.ncbi.nlm.nih.gov/pubmed/12557186
http://doi.org/10.1038/nsb924
http://www.ncbi.nlm.nih.gov/pubmed/12730684

	Introduction 
	Materials and Methods 
	Drugs and Chemicals 
	Cell Culture and Parasite Propagation 
	-Galactosidase-Based Growth Inhibition Assays 
	Cytotoxicity in Mammalian Cells 
	Molecular Docking 
	Alignment of Protein Sequences 
	Modeling by Homology 
	Molecular Dynamics Simulations 

	Results 
	In Vitro Anti-T. gondii Activity and Cytotoxicity against HFF 
	In Silico Results 

	Discussion 
	Conclusions 
	References

