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Abstract: Background: This study began with a search in three databases, totaling six libraries
(ChemBridge-DIVERSet, ChemBridge-DIVERSet-EXP, Zinc_Drug Database, Zinc_Natural_Stock,
Zinc_FDA_BindingDB, Maybridge) with approximately 2.5 million compounds with the aim of
selecting potential inhibitors with antiproliferative activity on the chimeric tyrosine kinase encoded
by the BCR-ABL gene. Methods: Through hierarchical biochemoinformatics, ADME/Tox analyses,
biological activity prediction, molecular docking simulations, synthetic accessibility and theoretical
synthetic routes of promising compounds and their lipophilicity and water solubility were real-
ized. Results: Predictions of toxicological and pharmacokinetic properties (ADME/Tox) using the
top100/base (600 structures), in comparison with the commercial drug imatinib, showed that only
nine exhibited the desired properties. In the prediction of biological activity, the results of the nine
selected structures ranged from 13.7% < Pa < 65.8%, showing them to be potential protein kinase
inhibitors. In the molecular docking simulations, the promising molecules LMQC01 and LMQC04
showed significant values in molecular targeting (PDB 1IEP—resolution 2.10 Å). LMQC04 presented
better binding affinity (∆G = −12.2 kcal mol−1 with a variation of ±3.6 kcal mol−1) in relation to
LMQC01. The LMQC01 and LMQC04 molecules were advanced for molecular dynamics (MD)
simulation followed by Molecular Mechanics with generalized Born and Surface Area solvation
(MM-GBSA); the comparable, low and stable RMSD and ∆E values for the protein and ligand in each
complex suggest that the selected compounds form a stable complex with the Abl kinase domain.
This stability is a positive indicator that LMQC01 and LMQC04 can potentially inhibit enzyme
function. Synthetic accessibility (SA) analysis performed on the AMBIT and SwissADME webservers
showed that LMQC01 and LMQC04 can be considered easy to synthesize. Our in silico results show
that these molecules could be potent protein kinase inhibitors with potential antiproliferative activity
on tyrosine kinase encoded by the BCR-ABL gene. Conclusions: In conclusion, the results suggest
that these ligands, particularly LMQC04, may bind strongly to the studied target and may have
appropriate ADME/Tox properties in experimental studies. Considering future in vitro or in vivo
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assays, we elaborated the theoretical synthetic routes of the promising compounds identified in the
present study. Based on our in silico findings, the selected ligands show promise for future studies in
developing chronic myeloid leukemia treatments.

Keywords: chronic myeloid leukemia; drug design; imatinib; binding affinity; molecular docking

1. Introduction

The development of new chemical entities (NCEs) with antiproliferative activity
targeting the BCR-ABL gene is pivotal in advancing the treatment of chronic myeloid
leukemia (CML). The BCR-ABL fusion gene, a result of the Philadelphia chromosome
translocation between chromosomes 9 and 22, produces a constitutively active tyrosine
kinase that drives the uncontrolled proliferation of leukemic cells [1]. Despite the clinical
success of first-generation tyrosine kinase inhibitors (TKIs) such as imatinib, the emergence
of resistance mutations and disease relapse remains a significant challenge, underscoring
the need for novel therapeutic strategies [2–4].

In recent years, biochemoinformatics has emerged as a powerful approach in the
rational design and discovery of NCEs. This interdisciplinary field combines computational
chemistry, bioinformatics, and hierarchical data analysis to efficiently screen large chemical
libraries, predict molecular interactions, and optimize lead compounds for enhanced
specificity and efficacy [5,6]. By leveraging these advanced computational techniques,
researchers can accelerate the drug discovery process and improve the precision of targeting
oncogenic pathways, including BCR-ABL.

Recent studies underscore the potential of hierarchical biochemoinformatics in iden-
tifying and optimizing inhibitors against Abl tyrosine kinase encoded by the BCR-ABL
gene. For example, structure-based virtual screening coupled with molecular dynamics
simulations has been utilized to discover potent inhibitors capable of overcoming resistance
mutations [7,8]. Additionally, machine learning algorithms have been increasingly applied
to predict the antiproliferative activity of compounds, thus facilitating the selection of
the most promising candidates for experimental validation [9–11]. These approaches not
only streamline the identification of effective NCEs but also provide insights into their
mechanisms of action at the molecular level.

Moreover, the integration of hierarchical clustering techniques allows for the system-
atic categorization of chemical entities based on their structural and functional characteris-
tics. This method enhances the ability to identify key molecular features that contribute to
the antiproliferative activity against BCR-ABL, thereby guiding the rational design of more
potent and selective inhibitors [12–14]. Such hierarchical approaches are instrumental in
prioritizing compounds for further development and clinical testing.

In this study, we aim to employ an hierarchical biochemoinformatics analysis to
discover and optimize new chemical entities with antiproliferative activity targeting the
BCR-ABL gene. Our methodology involves a multi-step process: initial virtual screening to
identify potential lead compounds, followed by molecular docking simulations to assess
their binding affinities and stability.

Subsequently, machine learning models will predict the biological activity of these
compounds, and hierarchical clustering will be used to categorize and refine the candidates
based on their structural and functional properties. Through this comprehensive approach,
we seek to enhance the efficiency and effectiveness of the drug discovery process, ultimately
contributing to the development of novel therapeutics for CML. By integrating state-of-
the-art computational tools and data-driven methodologies, this study aims to address the
current challenges in targeting BCR-ABL and to provide new insights into the design of
effective antileukemic agents. The general scheme summarizing the methodological steps
in this paper is shown in Figure 1.
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2. Results and Discussion

Ligand-based virtual screening was performed using the reference compound imatinib,
due to its crystallography being defined for tyrosine kinase antiproliferative activity (PDB
ID: 1IEP) in three commercial compound databases (ChemBridge-DIVERSet, ChemBridge-
DIVERSet-EXP, Zinc_Drug Database, Zinc_Natural_Stock, Zinc_FDA_BindingDB and
Maybridge), using the ROCS (Rapid Overlay of Chemical Structures) program v. 3.6.2.0,
by screening using shape similarity. This screening resulted in a total of 2000 structures
per database, totaling 12,000 structures based on the pivotal compound. The structures
obtained by ROCS screening were subjected to a new virtual similarity screening based on
electrostatic affinity with the pivot molecule, imatinib, using the EON program, v. 3.0.0.0.
This provided the “Top100” per database, resulting in 600 structures that advanced to
pharmacokinetic and toxicological predictions.

2.1. Pharmacokinetic Properties Prediction

At this stage, the 600 structures obtained from the ligand-based virtual screening of the
EON software were subjected to pharmacokinetic and subsequently toxicological activity
prediction. Not all molecules will have biological antiproliferative activity for tyrosine
kinase, due to unsatisfactory pharmacokinetic properties or presence of toxicophoric groups.
At this stage, efficient filter selection is essential to access the best pharmacokinetic results
for the development of future promising drugs.

Among the filters used to evaluate the pharmacokinetic profile are #stars or “drug-
like”, molecular weight (MW), Solvent Accessible Surface Area (ASAS) along with its
hydrophobic component (HFOAS) and hydrophilic component (HFIAS), molecular volume
(MV), number of hydrogen bond acceptors (HBOs) and donors (DLHs), n-octanol/water
partition coefficient (logP), solubility parameter (logS), predicted Caco-2 cell permeability,
blood-brain barrier partition coefficient (logCS), skin permeability (logKp), number of
predicted primary metabolites (#metab), percent human oral absorption (%OHA), and
polar surface area (PSA) [15].
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Using the parameters stipulated by Malolo et al. (2015) [15], a total of 178 struc-
tures were selected after pharmacokinetic analysis of results from the six commercial
compound databases (ChemBridge-DIVERSet, ChemBridge-DIVERSet-EXP, Zinc_Drug
Database, Zinc_Natural_Stock, Zinc_FDA_BindingDB and Maybridge). All candidates
were compared with the values obtained for imatinib, the reference compound, in order
to obtain the molecules with the best pharmacokinetic profiles which then passed to the
toxicological prediction stage via Derek Nexus v. 4.1.0 software.

The software was used to find plausible, probable or certain alerts for carcinogenicity,
mutagenicity, genotoxicity, hepatotoxicity and teratogenicity. The results of this prediction,
which can be seen in Table 1, resulted in molecules that did not present any toxicity alerts.
These were selected as promising drugs for the later stage of biological activity prediction,
which was performed via the Pass Online Prediction server [16,17].

Table 1. Toxicological alerts for imatinib obtained from Derek Nexus v. 4.1.0 software.

Compound Toxicity Prediction Alert Toxic Group Toxicity Alert

Imatinib Methemoglobinaemia

Simple Aniline
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Plausible

It is noteworthy that the pivotal compound, imatinib, presented a “plausible” alert
for methemoglobinemia, as it contains compounds that will probably be metabolized or
hydrolyzed to form a simple aniline, which is the cause of this activity in humans, rats,
and mice. This fact reinforces the choice of the molecules resulting from the screening as
candidates for the subsequent stages [18]. This alert may be the cause of the most reported
adverse reactions (>30%): edema, nausea, vomiting, muscle cramps, musculoskeletal
pain, diarrhea, rash, fatigue, and abdominal pain [19]. The pharmacokinetic properties
analyzed were observed according to the range of values accepted for drugs described by
Malolo et al. (2015) [15], as can be seen in Table 2, and limits were defined close to those
indicated by the pivotal molecule, imatinib.

Table 2. Pharmacokinetic values of compounds obtained by virtual screening that showed biological
activity for the purpose of the research.

Compounds
resulting from

virtual
screening
based on
imatinib

Entry Compounds #Stars SNC %AOH #Metab Volume QPPCaco QPlogCS HFOAS HFIAS

Reference Imatinib 3 1 91.058 8 493.610 75.791 −0.391 338.382 95.970
LMQC01 BindingDB1944 0 −2 83.755 4 456.562 188.827 −1.755 356.054 181.360
LMQC02 Omega39040 0 0 82.665 2 461.451 75.894 −0.561 421.652 125.478
LMQC03 ZINC29051126 0 0 100.000 3 489.250 125.654 −0.465 365.621 102.632
LMQC04 Omega9146 0 0 100.000 4 459.909 181.654 −0.671 345.025 111.375
LMQC05 BindingDB50001859 0 0 87.507 5 385.508 246.411 −0.466 477.384 105.572
LMQC06 BindingDB31046 0 0 100.000 5 281.357 1582.196 −0.493 233.195 84.007
LMQC07 BindingDB50335522 0 −1 86.157 7 406.536 56.082 −1.202 497.059 158.911
LMQC08 Omega48308 0 0 82.759 5 372.423 349.361 −0.291 441.534 89.584
LMQC09 Omega45294 0 0 83.631 2 367.468 201.737 −0.262 270.567 114.733

These descriptors must present values in a certain range to verify their potential for later development as a drug.
The number of calculated properties that fall outside the required range for 95% of known drugs (#Stars) must
be in the recommended range of 0 to 5. Activity in the central nervous system (CNS) follows the scale of −2
(inactive) to +2 (active). The hydrophobic component of the solvent accessible surface area (HFOAS) should
remain in the recommended range of 0.0 to 750.0 Å2. The hydrophilic component of the solvent accessible surface
area (HFIAS) has a recommended range of 7.0 to 330.0 Å2. The total volume of the molecule should remain in
the range 500 to 2000 Å3. Number of hydrogen donors is in the range 0 to 6. The number of hydrogen bonds
accepted by the molecule should remain in the range 2–20. The permeability of the Caco-2 cell membrane, in
nm/s, should be in the range <5 low, >500 high. The logarithm of the predisposed partition coefficient of the
blood-brain barrier should remain in the range −3.0 to 1.0. The number of probable metabolic reactions should
be at most 8 and the percentage of human oral absorption above 80% is considered high, and values below 25%
indicate low absorption [15].
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The computational study of ADME parameters is a fundamental tool for drug dis-
covery, selection and development of bioactive compounds with a view to preclinical and
clinical studies due to its speed, low cost and reduction in the number of experiments
involving animals [20–22].

All compounds submitted to pharmacokinetic predictions presented #star = 0, which
indicates that all calculated parameters were within the recommended range for 95% of
known drugs. The overall ADME conformity index, drug similarity parameter (indicated
by #stars), was used to evaluate the pharmacokinetic profiles of the isolated compounds.
The #stars parameter indicates the number of property descriptors calculated by QikProp
v. 2014-3 [23] that are outside the optimal range of values for 95% of known drugs.

The blood-brain barrier is a specific structure that protects, controls and regulates the
homeostasis of the central nervous system by separating the brain from systemic blood. For
a drug with biological activity in the CNS, a high penetration value is necessary. However,
this study seeks structures without activity in the CNS; thus, they should present low
penetration values, minimizing side effects [24]. The values for the predictions of the
brain/blood partition coefficient (QPlogCS) should be less than 1, for molecules inactive in
the CNS. Therefore, in this analysis, the structures that presented the lowest values were
selected, which were the nine structures highlighted in Table 2.

The values for %OAH are above 85% for all structures, values considered high, accord-
ing to the literature [15]. Properties such as HFOAS and HFIAS were within the acceptable
range for all selected structures. When comparing the values obtained from the in silico
study for certain pharmacokinetic properties to experimental results of imatinib deposited
on the Drug Bank website [25], we can see that the software obtained approximate results of
%OAH (98%), CNS (0.7624) and HFIAS (86.28). These approximate values guarantee credi-
bility to the methodology used, reinforcing the use of the filters chosen to select possible
drugs for the subsequent stage.

2.2. Biological Activity Prediction

After toxicological prediction, the four selected compounds (Table 3) were analyzed
for potential biological activity using the PASS Online server [17]. The software assesses the
overall biological potential of a drug-like organic molecule. PASS provides simultaneous
predictions of many types of biological activity based on the structure of organic com-
pounds. Thus, PASS can be used to estimate biological activity profiles for molecules before
their chemical synthesis and biological testing. It provides the studied compound with a
Pa value (probability of being active) that estimates the chance that the studied compound
belongs to the subclass of active compounds (it resembles the structures of molecules,
which are the most typical in a subset of “active” compounds in the PASS training set),
and a Pi value (probability of being inactive) that estimates the chance that the studied
compound belongs to the subclass of inactive compounds (it resembles the structures of
molecules, which are the most typical in a subset of “inactive” compounds in the PASS
training set) [26].

For a compound to show potential anticancer activity, it needs to eliminate cancer
cells while leaving normal tissue unharmed. Recent studies have developed drug classes
including: antimetastatic agents, which alter malignant cell surfaces to reduce metastatic
potential; biological response modifiers, which adjust metabolic and immune responses;
and antineoplastic agents, which inhibit tumor growth and destroy cancer cells [27].

The prediction of biological activity of the four compounds obtained in the screening
presented biological activity values for inhibition of tyrosine kinase activity and BCR-ABL
related to the emergence of proliferative activity of CML. The Pa and Pi values can be
seen in Table 3. Compound LMQC04 had the most satisfactory result, coming close to the
values of the pivot compound, with compounds LMQC01 and LMQC04 being selected for
molecular docking study.
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Table 3. Compounds that exhibit biological activity values for tyrosine kinase inhibition activity.

Compound Structure Biological Activity Pa [a] Pi [b]

Imatinib
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2.3. Molecular Docking Study

According to the literature, the binding mode prediction using docking should present
an RMSD value lower than 2.0 Å in the crystallographic pose of the ligand [28–32]. There-
fore, these results with the methodological proposal using these parameters are satisfactory.
We emphasized in our previous study the use of molecular docking tools to search for new
potential leads or hits [33–37].

The comparison between the crystallographic ligand imatinib (red color) and the best
conformation predicted by molecular docking (green color) can be seen in Figure 2, which
shows the pose with an RMSD value of 0.4721 Å.
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Figure 2. Superpositions of the ligand with crystallographic pose (in red) with the calculated poses
(in green)—Abl Kinase Domain (organism Mus musculus, PDB ID 1IEP), showing an RMSD value
equal to 0.4721 Å.

Redocking showed a binding affinity (∆G) of −13.03 kcal mol−1, close to the experi-
mental value of −11.18 kcal mol−1, with a variation of ±1.85 kcal mol−1. This indicates
that our docking protocol is effective for evaluating the molecular binding mode of this
type of complex (see Table 4).

Table 4. Binding affinity values of the studied compounds obtained from the docking simulations
against the Ab1 kinase domain.

Ligand Experimental Binding
Affinity (kcal mol−1) Ki (nM) Predicted Binding

Affinity (kcal mol−1)

Imatinib −11.18 [a] 13.0 [38] −13.3
LMQC01 - - −8.6
LMQC04 - - −12.2

[a] Values calculated from experimentally determined inhibition constants (Ki), found in the PDBs, according to the
equation ∆G = R.T.lnKi [39,40], were R (gas constant) = 1.987 × 10−3 kcal/(mol K) and T (temperature) = 310 K.

Figure 3 shows the molecular docking results for imatinib (PDB ID 1IEP), with interac-
tion sites around the alpha-helix (residues Leu348 to Glu286-Met290) and the beta-sheet
(residues Tyr253-Val256, Thr315-Met318, Ile360, Leu370, and Ala380-Phe382). Hydrogen
bonds were observed with residues Glu286, Thr315, Met318, Ile360, and Asp381, supporting
data from literature studies [38].
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The compound LMQC01 presented a binding affinity value of −8.6 Kcal mol−1; in
relation to the pivot compound, this result was below expectations. In the molecular
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docking study, it presented four hydrogen interactions with Tyr253, Thr315, Glu286 and
Asp381, seven pi-alkyl interactions with the amino acids Leu248, Val256, Ala269, Ala280,
Met290, and Val299, and finally, two pi-pi interactions paired with Phe382 and Phe317.
For compound LMQC01, interactions around the alpha helix between amino acid residues
Leu248 and Glu286-Met290 were observed in the active site of the enzyme. Interactions
with amino acid residues Tyr253, Thr315 and Ala381-Phe382 are located around the beta
sheet, when compared with the imatinib molecule in the active site of the protein (see
Figure 4 and Figure S1 in Supplementary Materials).
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compound LMQC01.

The compound LMQC04 presented a binding affinity value close to imatinib
(−12.2 Kcal mol−1); in relation to the others, this was the most satisfactory result. It
presented three hydrogen interactions with Thr315, Glu286 and Asp380, four pi-sigma
interactions with the amino acids Leu248, Leu370, Val256 and Val289, five π-alkyl interac-
tions with Phe317, Val299, Ala380, Met290, and Ala269, and finally, two pi-pi interactions
paired with Phe382 and Tyr253, totaling 14 interactions (see Figure 5 and Figure S2 in the
Supplementary Materials).
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After performing the molecular docking study and comparing the results with the
template compound, the interaction around the alpha-helix of the protein occurs with
residues Leu248, Glu286-Met290, while in the beta sheet, it occurs between residues Tyr253-
Val256, Thr315-Met318, Leu370, and Ala380-Phe382. These interactions demonstrate that
the compound LMQC04 has its main interactions in the active site of the protein, leading to
its consideration as a promising drug candidate (see Figure 5).

Quantitative data on the types of interactions and their respective distances and
binding affinities between the ligands and the BCR-ABL tyrosine kinase receptor are shown
in the Supplementary Materials. It was verified that, among the structures, the increase
in the diversity of interactions with different amino acids can result in a decrease in the
binding affinity values, which indicates a greater degree of spontaneity of the interactions.

Interactions with the residue Thr315 occurred in the LMQC01 and LMQC04 structures
in addition to imatinib. Interactions with the amino acid Leu370 occurred only in the
LMQC04 structure. Interactions with the amino acid Ala269 also occurred in two structures.
Interactions with the amino acid Val269 occurred in one structure and with Tyr253 occurred
in two structures. Interactions with the amino acids Glu286 and Met290 occurred in
two structures. These amino acid residues presented the highest number of interactions,
indicating that they may have important relevance for inhibitory activity. The structures
presented three or more hydrogen bond interactions, which may be a cause of the decrease
in the electron affinity values, since this type of interaction between the receptor and the
ligand indicates the stabilization of the complex, being responsible for the stability of the
bioactive conformations.

All compounds tested presented satisfactory binding affinity values, with emphasis
on the compound LMQC04 (−12.2 kcal mol−1). This compound presented binding affinity
close to imatinib; however, in the toxicological screening, there was no alert for toxicophoric
groups. This compound was selected as a promising candidate for antiproliferative activity
in CML cells with possibly fewer adverse effects. After analyzing the results, an additional
study was performed to investigate Structure–Activity Relationship (SAR), Molecular
Overlay, Synthetic Accessibility and Theoretical Synthetic Route of Promising Compounds
and Lipophilicity and Water Solubility.

2.4. Molecular Dynamics Simulations

In Molecular Dynamics (MD), the dynamic behavior of a molecular system is simulated
to assess protein-ligand complex stability. MD simulations were performed using the
Desmond module of Schrödinger, and the resulting trajectories were analyzed with the
Simulation Interaction Diagram. Figure 6a shows the protein’s Root Mean Square Deviation
(RMSD), indicating conformational changes in the complex compared to the apo-protein.
The LMQC01 complex presented higher RMSD values in the first 168 ns in comparison to
the other complexes studied, and presented lower RMSD values, remaining stable in the
last 132 ns. Although the LMCQ01 complex deviates from the apo-protein, the maximum
difference was about 3.6 Å. The imatinib and LMQC04 complexes remained stable, with
RMSD changes under 2.2 Å throughout 300 ns. Since all protein–ligand complexes showed
stable RMSD values, MM-GBSA binding energy was used for further analysis.

The Molecular Mechanics energies combined with the Generalized Born and Surface
Area continuum solvation (MM-GBSA) line plots (Figure 6b) presented for ligands interact-
ing with protein target C-Abl kinase provide insights into the binding affinity over time dur-
ing molecular dynamics simulations. The relatively lower r_psp_MMGBSA_∆G_Binding
value suggests stronger binding affinity, which is a desirable characteristic for potential
inhibitors. All ligands demonstrate consistently low binding free energy throughout the
300 ns simulation, indicating a stable interaction with the target. The reference compound
imatinib showed the lowest binding energy values, ranging from −115.62 to −80.72 kcal
mol−1, with a mean of −101.03 kcal mol−1. For LMQC04, the binding energy was consis-
tent around −96.80 to −67.98 kcal mol−1, with a mean of −83.25 kcal mol−1 which is more
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stable and has lower energy than LMQC01, which presented an energy variation between
−92.36 to −48.77 kcal mol−1, with an average of −69.00 kcal mol−1.
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300 ns MD simulation (b).

Detailed analyses regarding imatinib, LMQC01 and LMQC04 are shown below.
Figure 7a represents the imatinib ligand in complex with the Abl-kinase domain; the
RMSD values of the protein (blue line) fluctuate around a relatively narrow range (with a
minimum value of 1.57 Å, and a maximum of 4.66 Å), suggesting that the protein maintains
a stable conformation throughout the simulation. The ligand RMSD also shows limited fluc-
tuation (with a minimum value of 0.97 Å, and a maximum of 3.83 Å), indicating that once
bound, the ligand remains consistently positioned within the binding site of the enzyme.

Figure 7b shows that Asp381 forms an H-bond with amide oxygen 94% of the time.
Asp381 also forms an H-bond with a piperazine nitrogen atom and water 56% of the time.
Glu286 forms an H-bond with the nitrogen atom of the amide group 38% of the time.
His361 forms an H-bond with the piperazine nitrogen atom and water 52% of the time.
Thr315 forms an H-bond with a nitrogen atom of the pyrimidine ring 60% of the time.
Met318 forms an H-bond with the nitrogen atom of pyridine 98% of the time.

The histogram indicates that the dominant bonds are H-bond and water bridge;
Glu286, Thr315, Met318, and Asp381 were major protein–ligand interaction involvers
(Figure 7c). The Root Mean Square Fluctuation (RMSF) plot (Figure 7d) indicates protein
behavior during the ligand binding process. The relatively low RMSF value suggest that
the presence of the ligand does not lead to significant increases in structural flexibility,
indicating stability.
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Figure 7. Result of 300 ns MD analysis for imatinib binding to the Abl-kinase domain. The protein–
ligand RMSD plot of imatinib bound to the Abl-kinase domain (a) (PDB ID: 1IEP). Ligand–protein
contact interactions scheme with the protein residues of imatinib bound to Abl-kinase (b). Protein–
ligand contacts histogram of the interaction fraction of H-bond (green), hydrophobic bond (purple),
ionic bond (magenta), and water bridges (blue) for imatinib (c). RMSF plot of imatinib (d) protein–
ligand complex.

Figure 8a shows that the LMQC01 ligand complexed with the Abl kinase domain
displays more RMSD fluctuation in both protein and ligand compared to the Abl kinase–
imatinib complex, yet remains within a narrow range, indicating stable interactions with
some structural flexibility. In the first 125 ns, protein and ligand RMSD values overlap.
Figure 8b shows the LMQC04 ligand with the Abl kinase domain, where protein RMSD
remains low and stable, suggesting minimal deviation from its initial conformation. The
ligand’s stable RMSD suggests consistent interaction with the protein, with RMSD differ-
ences remaining within 1.4 Å, indicating strong stability in both complexes. These low and
stable RMSD values suggest that LMQC01 and LMQC04 form stable complexes with the
Abl kinase domain, potentially inhibiting enzyme function.

Figure 8c illustrates Ligand-Protein Contacts for LMQC01: Lys271 and Asp381 form
H-bonds with an amide group and water 31% and 33% of the time, respectively. Met318
forms an H-bond with the sulfonamide group 41% of the time, and Thr315 forms an H-bond
with the indole group 73% of the time.

For LMQC04 ligand interactions (Figure 8d), it is observed that Glu286 forms an
H-bond with the nitrogen atom of the amide group in the ligand structure 46% of the
time. Asp381 forms an H-bond with the amide oxygen in the ligand structure 67% of the
time, and Val379 forms an H-bond between amide oxygen and water 44% of the time. In
Figure 8e,f, we can still observe the presence of the H-bond, water bridge, hydrophobic,
and halogen bonds, which will tend to make the complexes stable.

RMSF plots show each protein residue’s flexibility during the simulation; lower values
indicate rigidity, while higher values indicate flexibility. Our RMSF data (Figure 8g,h)
reveal the protein’s dynamic behavior upon ligand binding.
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Figure 8. Result of 300 ns MD analysis for LMQC01 and LMQC04 binding to the Abl-kinase domain.
The protein–ligand RMSD plot of LMQC01 (a) and LMQC04 (b) bound to the Abl-kinase domain
(PDB ID: 1IEP). Ligand–protein contact interactions scheme with the protein residues of LMQC01 (c)
and LMQC04 (d) bound to Abl-kinase. Protein–ligand contacts histogram of the interaction fraction
of H-bond (green), hydrophobic bond (purple), ionic bond (magenta), water bridges (blue), and
halogen bonds (orange) for LMQC01 (e) and LMQC04 (f). RMSF plot of LMQC01 (g) and LMQC04 (h)
protein–ligand complex.
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For both LMQC01 and LMQC04 complexes with the Abl kinase, RMSF values suggest
that ligand presence does not increase structural flexibility, which would imply destabiliza-
tion. Instead, the ligands appear to maintain or enhance enzyme stability. Additional MD
simulation details are provided in Supplementary Figures S3–S7 and Table S4.

2.5. Structure–Activity Relationship (SAR) and Molecular Overlay

The LMQC01 and LMQC04 molecules were looked up in the PubChem database [41]
to obtain data on their biological activities. The LMQC01 molecule is delavirdine, a
non-nucleoside reverse transcriptase inhibitor with activity specific for HIV-1. The study
identified that this molecule has already been patented as an antileukemic agent.

The different selection approaches are justified by their efficiency, potential for thera-
peutic innovation, and strategic alignment with current trends in pharmaceutical develop-
ment. This approach accelerates the discovery of new treatments by maximizing the use of
pre-existing drugs, and contributing significantly to the fight against leukemia.

The LMQC04 molecule does not have any patents filed. It is only reported that it has
antiviral activity (against dengue virus 2 and bovine viral diarrhea virus 1) and cytotoxic
activity for the BHK-21 and A-549 cell lines [41]. The LMQC01 and LMQC04 molecules
were subjected to molecular overlay with the pivot molecule, aiming to measure their steric
and electrostatic similarity (see Table 5).

Table 5. Molecular overlap of the LMQC01 and LMQC04 molecules with the pivot molecule (imatinib).

Compound Pivot Molecule
Molecular Overlay

50 est/50 elt 70 est/30 elt 100 est

LMQC01
Imatinib

0.41 0.57 0.82
LMQC04 0.41 0.58 0.83

est: steric contribution; elt: electrostatic contribution.

The overlay results showed that both molecules have a similarity of 41 to 50 est (50%
steric contribution), see Table 5. For 70 est and 100 est (70% steric contribution and 100%
steric contribution, respectively) there was a very small variation in the values obtained.
The values ranged from 57% to 58% for 70 est and 82% to 83% for 100 est (see Table 5).

The results obtained demonstrate the great similarity between the superimposed
molecules and the pivot, as visualized in the graphical representation of the molecular
overlay (see Figure 9).
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2.6. Synthetic Accessibility

The synthetic accessibility of imatinib, LMQC01 and LMQC04 was predicted using
SwissADME and AMBIT-SA to obtain a more accurate parameter (see Table 6). The results
via SwissADME indicated that all compounds have Synthetic Accessibility Score (SA)
compatible with easy difficulty syntheses.
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Table 6. Synthetic accessibility values for imatinib, LMQC01 and LMQC04 predicted via SwissADME
and AMBIT-SA.

Compound
Synthetic Accessibility Score

SwissADME AMBIT-SA

Imatinib 3.78 65.70
LMQC01 4.46 58.32
LMQC04 3.43 55.26

However, the SA score obtained by the LMQC and pivot molecules are compatible
with synthesis of medium difficulty. Therefore, these results together indicate that synthetic
accessibility is not an obstacle to the large-scale production of the compounds studied.

2.7. Theoretical Synthetic Routes Proposed to Compounds LMQC01 and LMQC04

Compound LMQC 01 can be synthesized according to the procedure carried out by O.
S. Pedersen et al. [42]. A coupling reaction between piperazine I and indole carboxylic acid
derivative II using 1-ethyl-3-(3-(dimethylamino)propyl)carbodiimide (EDC) as activating
agent will produce intermediate III.

Finally, through a sulfonylation reaction with mesyl chloride and pyridine with previ-
ous reduction of the nitro moiety of derivate III using hydrogen (H2) and nickel (Ni) in
ethanol (EtOH), the desired compound LMQC 01 will be produced (Figure 10).
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Figure 10. Synthetic route of the compound LMQC 01. Starting materials I and II are
commercially available.

Furthermore, we have designed an alternative strategy based on the construction
of indole derivative VI with aniline IV and ketone V via aerobic cross-dehydrogenative
coupling using palladium (II) acetate (Pd(OAc)2) as catalyst, oxygen as oxidant, acetic acid
(AcOH) and dimethyl sulfoxide (DMSO) as solvents. Subsequently, reaction of intermediate
VI and substituted piperazine I in EtOH will originate the target compound LMQC 01 [43]
(Figure 11).
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Figure 11. Alternative synthetic route of the compound LMQC 01. 4 Å MS (molecular sieves).
Starting materials I, IV and V are commercially available.

Compound LMQC 04 can be obtained by a method reported in previous work of E. S.
Leal et al. [44] (Figure 12). Treatment of quinazoline derivative XIII with excess of thionyl
chloride (SOCl2) under reflux conditions will originate double chlorinated quinazoline
XIV. Secondly, nucleophilic reaction between intermediate XIV and aminopyridinol XV
using cesium carbonate (CsCO3) as a base and DMF as solvent will give derivative XVI.
Lastly, the target carboxamide LMQC 04 will be obtained by amidation with carboxylic acid
XVII moderated by DIPEA and 1-benzotriazolyl-oxytris-(dimethylamino)phosphonium-
hexafluoro-phosphate (BOP) as coupling reagents.
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2.8. Prediction of Lipophilicity and Aqueous Solubility via SwissADME Webserver

The predicted LogP values via SwissADME [45–47] for the two selected molecules
and imatinib are shown in Table 7. LogP is considered an important ADME descriptor. It is
a parameter used to express how lipophilic a given molecule is [45]. This property affects
the tendency of a compound to decompose in non-polar environments versus aqueous
environments. Increased lipophilicity can generally lead to increased permeability, protein
binding and volume of distribution [48–50].
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Table 7. Prediction of LogP values for two selected molecules and imatinib via SwissADME
and consensus.

Compound iLOGP XLOGP3 WLOGP MLOGP Silicos-IT
LogP

Consensus
LogP

Imatinib 4.04 3.52 3.49 2.15 3.69 3.38
LMQC01 2.68 2.11 2.65 0.75 0.53 1.75
LMQC04 3.67 4.77 5.66 2.06 5.29 4.29

For a more assertive analysis, it is necessary to consider the consensus LogP, as it is
an average of the predictions of the other five methods. Therefore, the values obtained for
LMQC01 and LMQC04 were 1.75 and 4.29, respectively, while imatinib resulted in 3.38. It
is worth mentioning that such positive values indicate reasonable lipophilicity for the use
of these compounds as drugs [48–50] (see Table 7).

Aqueous solubility is an important requirement for any drug intended to be ad-
ministered orally or parenterally, as a sufficient amount of active ingredients must be
administered in a small volume [51]. The predicted LogS values via SwissADME for the
selected and pivot molecules are shown in Table 8.

Table 8. Prediction of LogS values for two selected molecules and imatinib via Swiss ADME and
consensus.

Compound ESOL LogS Ali LogS Silicos-IT
LogSw

Consensus
LogS

Imatinib −5.07 −5.02 −9.67 −6.59
LMQC01 −3.88 −4.24 −5.75 −4.62
LMQC04 −5.92 −6.98 −9.63 −7.51

According to Sepay et al. (2020) [51], predicted LogS values between −4 and −6
indicate moderate solubility, between −2 and −4 good solubility and values greater than
−6 indicate poor solubility. The predicted LogS value of imatinib was −6.59, indicating that
it has poor solubility; consequently, no molecule was excluded from the study based only
on this parameter. The tested molecules presented values in the range of good solubility
(LMQC01) and poor solubility (LMQC04).

3. Material and Methods
3.1. Selection of Compounds

In this study, a ligand-based virtual screening was performed on the pivotal compound
4-[(4-methylpiperazin-1-yl)methyl]-N-[4-methyl-3-[(4-pyridin-3-ylpyrimidin-2yl)amino]
phenyl]benzamide, imatinib (STI-571), due to its defined crystallography at the active site
of the tyrosine kinase enzyme (PDB ID 1IEP). Virtual screening was performed in three com-
mercial compound databases, totaling six libraries (ChemBridge-DIVERSet, ChemBridge-
DIVERSet-EXP, Zinc_Drug Database, Zinc_Natural_Stock, Zinc_FDA_BindingDB, May-
bridge), using the ROCS V2.4.1 (Rapid Overlay of Chemical Structures—similarity by
shape) program [52,53]. The aim was to score the three-dimensional overlaps, compar-
ing the conformation and volume of the compounds in the databases with the reference
structures (STI-571) to obtain the “Top2000/base”, totaling 12,000 structures.

One of the fundamentally important characteristics is the shape of the structures,
since it plays a crucial role in molecular selectivity between the ligands and the biological
target [54]. Subsequently, ligand-based virtual screening was performed in the EON
(electrostatic similarity) software [55], aiming to compare the electrostatic surfaces of
the structures selected from the ROCS with the reference structures. The EON program
calculated the Tanimoto electrostatic index of the structures from the six databases and
the structure of imatinib (STI-571), in addition to calculating new partial charges for the
input structures. The results are grouped according to score and classified based on the
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“ET_combo” analogous to the “ComboTanimoto” [55]. The electrostatic classification based
on the “ET_combo” score ranges from 1.0 (identical) to negative values resulting from the
overlap of positive and negative charges. Thus, we obtained the “Top100/base”, totaling
600 compounds for performing pharmacokinetic and toxicological predictions, which will
be performed with the aid of the QikProp [23] and Derek Nexus [56] programs.

3.2. Pharmacokinetic and Toxicological Properties Predictions

The study of the absorption, distribution, metabolism, excretion and toxicity (ADME/Tox)
properties for the compounds selected by virtual screening aimed to exclude from the study
structures with unsatisfactory pharmacokinetic and toxicological data. The program used
in this stage was QikProp [23]. This program made predictions of the pharmacokinetic
properties of the 600 structures resulting from the electrostatic similarity screening, analyz-
ing the chemical structure of each molecule as a whole and basing its predictions on the
3D structure.

With the aid of the DEREK NEXUS software, toxicity predictions were made by an-
alyzing the carcinogenicity, mutagenicity, genotoxicity, hepatotoxicity and teratogenicity
properties. The program considers data on chemical structures and toxicity reports in the
literature to perform a comparison with the groups present in the molecules analyzed [56].
For each group that has something potentially toxic, the program generates an alert (prob-
able, plausible, improbable, possible, certain, impossible, doubtful). At the end of the
procedure, an analysis of the structure as a whole and the potential toxicity of the molecule
is obtained. Compounds with the best pharmacokinetic and toxicological properties were
then selected for a later stage of predicting biological activity.

3.3. Biological Activity Prediction

Biological activity prediction was performed using the PASS software [16,17], which
is based on the suggestion that the chemical structure of compounds is closely related to
their biological activity. The software was used to predict the potential biological activity
of the compounds with the best ADME/Tox predictions, and the compounds that had
satisfactory results for tyrosine kinase antiproliferative activity and BCR-ABL inhibition
were subjected to molecular docking study.

3.4. Molecular Docking Study

Molecular docking is a method used to predict the interaction between a small
molecule and a protein at the atomic level, which allows us to characterize the behavior of
small molecules at the binding site of target proteins, as well as to elucidate fundamental
biochemical processes [57]. The docking process involves two basic steps: the prediction of
the ligand conformation, as well as its position and orientation within the sites (generally
referred to as pose) and the evaluation of the binding affinity [58].

The molecular docking study was carried out using the AutoDock Vina 1.1.2 pro-
gram [59] and the PyRx 0.8 graphical interface [60]. In this study, the Lamarckian Genetic
Algorithm (LGA) was used, with standard parameters of the genetic algorithm (with a
population size of 150), a maximum number of evaluations of 250,000, a maximum number
of generations of 27,000 and a crossing rate of 0.8, following the protocol of the Applied
Computational Chemistry research group at the Federal University of Amapá. In this study,
re-docking was performed to validate the methodology.

The crystallographic model selected in the Protein Data Bank (PDB) was tyrosine
kinase (BCR-ABL) complexed with imatinib (PDB ID 1IEP), with a resolution of 2.1 Å [38].
To identify the possible ligand-macromolecule combinations, the search algorithm used
was the Lamarckian Genetic Algorithm (LGA), which presents the best results in the search
for the global minimum [61].

For this purpose, the crystallographic ligand was removed from the complex (PDB
ID 1IEP), and subsequently replaced with the original receptor with the coupling pa-
rameters validated by calculating the Root Mean Square Deviation (RMSD) to obtain the
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best conformation, following the previously validated protocol adopted by our research
group [62–64].

The target protein structure (PDB ID: 1IEP) was downloaded in *PDB format from the
RCSB Protein Data Bank [65] and used in the preparation of the ligand and receptor via the
Discovery Studio (DS) Visualizer 17.2.0 program [66]. Afterwards, the compounds were
coupled and their binding affinity energies were calculated for the target. The DS program
was used for the calculation of RMSD and utilized to generate the interactions between the
inhibitors and the receptor.

In selecting the best combination of parameters, the location of the conformation
with the lowest RMSD in the most populated cluster and with the lowest binding affinity
was considered. To visually evaluate the best result obtained from the validation, the
conformation obtained by X-ray diffraction (PDB ID 1IEP) was superimposed on the
conformation with the lowest RMSD obtained in the docking. After validation, a molecular
docking study was performed with the structures selected in the virtual screening.

The spatial coordinates (X, Y and Z) were determined in the active site region according
to the observed interaction between the enzymes and their respective original ligands. The
coordinates used for the center and the size of the grid can be seen in Table 9. Visualizations
as well as distance measurements of the interactions between the ligands and enzymes
were performed using the DS program.

Table 9. Protocol used in the validation of the molecular docking study.

Enzyme Inhibitor Spatial Coordinates
of the Grid Center

Grid Dimensions
(Angstrom)

BCR-ABL Tyrosine Kinase
(PDB ID 1IEP) Imatinib

X = 14.79 X = 16.5
Y = 52.87 Y = 25.0
Z = 15.94 Z = 20.47

3.5. Molecular Dynamics Simulations

Molecular dynamics simulations were performed using the Desmond v7.7 module [67,68]
of the Schrödinger software package as implemented in Maestro [69]. All complexes were
placed in an orthorhombic water box at a buffer distance of 10 Å and solvated with SPC
water models. A 0.15 M NaCl salt concentration was added and additional Na+/Cl− ions
were added to neutralize the systems. The MD was performed in the NPT ensemble at a
temperature of 300 K and 1 atm pressure over 300 ns with recording intervals of 1.2 ps for
energy and 300 ps for trajectory.

Simulations were run with the OPLS4 force field. Plots and figures were sketched
with the Desmond simulation interaction diagram tool of Maestro. The binding energy
between the protein–ligand complexes was calculated over the 300 ns period with ther-
mal_mmgbsa.py python script provided by Schrödinger, which takes a Desmond trajectory
file, splits it into individual snapshots, runs the Prime-MMGBSA [70–72] calculations on
each frame, and yields the average calculated binding energy.

3.6. Structure–Activity Relationship (SAR) and Molecular Overlay

The structure–activity relationships (SAR) were realized following methodology sim-
ilar to that proposed by Ferreira et al. (2019) [73], Silva et al. (2023) [74], and Lima et al.
(2022) [47]. A search for the promising compounds was carried out in the PubChem
database [41] in order to obtain information related to experimental data, patents or re-
search with such molecules selected in virtual screening [75].

The molecular overlay was realized according to the methodology proposed by
Santos et al. (2022) [76] and da Silva Costa et al. (2018) [77]. The chemical structures
were superimposed, considering the contributions (%) of steric and electronic fields. The
analyses were performed using the DS program with the contributions of 50%, 70% and
100% of the steric field.
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3.7. Synthetic Accessibility and Theoretical Synthetic Route of Promising Compounds

Synthetic accessibility (SA) is an important factor in the selection of potential bioactive
compounds. SwissADME [45–47] performs fragment-based SA prediction [76–83] by
analyzing more than 13 million compounds. The method used is based on the fact that
frequent fragments imply high SA, i.e., easy synthesis, and rare fragments imply low SA,
i.e., difficult synthesis. SA scores range from 1 (very easy) to 10 (very difficult).

3.8. Lipophilicity and Water Solubility via SwissADME Webserver

This analysis aimed to determine solubility data for promising compounds for future
in vitro and in vivo assays, focusing on accurate dilution, solution preparation, and solvent
selection. Various methods can estimate LogPo/w for different chemical groups. In this
work, we used multiple lipophilicity prediction methods to improve accuracy by allowing
selection of the best method or achieving a consensus value through comparison [78].

The SwissADME webserver offers five prediction methods for accurate data on
promising compounds for future biological assays. XLOGP3 is an atomic method with
corrective factors, using reference LogP values as a baseline [79]. WLOGP is another
atomistic method without corrective factors, based on the Wildman and Crippen frag-
mentation approach [80]. MLOGP uses a topological method that applies multiple linear
regression on 13 lipophilicity-related molecular descriptors [81]. SILICOS-IT is a hybrid
method combining 27 fragments and 7 topological descriptors via FILTER-IT software [83]
(https://www.hydac.com/en/online-tools/filter-it2/, accessed on 12 April 2024). Fi-
nally, iLOGP is a physics-based method that calculates the free energy of solvation in
n-octanol and water using Born’s implicit solvent equation and solvent-accessible surface
area (GB/SA) [47].

Water solubility (LogS) is a key factor in determining compound dilution and appro-
priate administration. SwissADME offers three topological methods for assessing water
solubility: the ESOL method [84], the Ali method [85] and the SILICOS-IT method [82].

4. Conclusions

In this comprehensive study of ADME/Tox and the molecular interactions of the stud-
ied compounds, together with docking and molecular dynamics simulations, we concluded
that the ligands and the protein had low and stable RMSD values, suggesting that the
selected compounds form stable complexes and have potential as inhibitors of the tyrosine
kinase enzyme encoded by the BCR-ABL gene. Our in silico results showed that the studied
molecules could be potent protein kinase inhibitors with potential antiproliferative activity
on the enzyme. In conclusion, the results suggest that these ligands, particularly LMQC04,
may bind strongly to the studied target and may have appropriate ADME/Tox properties in
experimental studies. Considering future in vitro or in vivo assays, we elaborated the theo-
retical synthetic route of the promising compounds identified in the present study. Based
on these findings, the selected ligands showed promise for future studies in developing
chronic myeloid leukemia treatments.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/ph17111491/s1.

Author Contributions: All the authors have contributed to making this work possible. In this context,
Conceptualization, V.H.d.S.S., E.d.S.B., E.F.B.F., K.S.d.C., J.M.E.-R., J.M.C.R., N.M.K. and C.B.R.S.; Data
curation, E.F.B.F.; Formal analysis, L.B.S., I.V.F.d.S., A.d.A.M., K.S.d.C., J.M.E.-R., J.M.C.R., N.M.K.
and C.B.R.S.; Funding acquisition, E.F.B.F., J.M.C.R. and C.B.R.S.; Investigation, V.H.d.S.S. and L.B.S.;
Methodology, V.H.d.S.S., C.C.L., I.V.F.d.S., E.d.S.B., A.d.A.M. and J.M.E.-R.; Project administration,
C.B.R.S.; Software, C.C.L. and I.V.F.d.S.; Supervision, C.B.R.S.; Validation, C.C.L.; Visualization, L.B.S.,
E.d.S.B., A.d.A.M., E.F.B.F., K.S.d.C. and J.M.C.R.; Writing—original draft, V.H.d.S.S., C.C.L., I.V.F.d.S.,
J.M.E.-R. and N.M.K.; Writing—review & editing, L.B.S., E.d.S.B., A.d.A.M., N.M.K. and C.B.R.S. All
authors have read and agreed to the published version of the manuscript.

https://www.hydac.com/en/online-tools/filter-it2/
https://www.mdpi.com/article/10.3390/ph17111491/s1


Pharmaceuticals 2024, 17, 1491 20 of 23

Funding: The authors gratefully acknowledge the financial support provided from Biodiversity and
Biotechnology Network of the Legal Amazon (Rede Bionorte) and PROPESP/UFPA. Computational
support of the Laboratory of Modeling and Computational Chemistry (LMQC) linked to the Depart-
ment of Biological Sciences at Federal University of Amapá (UNIFAP/Macapá-Brazil), to the Graduate
Program in Medicinal Chemistry and Molecular Modeling, Health Science Institute at Federal Univer-
sity of Pará (UFPA/Belém-Brazil), University of the State of Amapá (UEAP) and Department of Phar-
maceutical and Organic Chemistry—Institute of Biosanitary Research ibs.GRANADA—University of
Granada (UGR-Granada-Spain).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data is contained within the article or Supplementary Materials.

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

References
1. Chereda, B.; Melo, J.V. Natural course and biology of CML. Ann. Hematol. 2015, 94, 107–121. [CrossRef] [PubMed]
2. Amarante-Mendes, G.P.; Rana, A.; Datoguia, T.S.; Hamerschlak, N.; Brumatti, G. BCR-ABL1 Tyrosine Kinase Complex Signaling

Transduction: Challenges to Overcome Resistance in Chronic Myeloid Leukemia. Pharmaceutics 2022, 14, 215. [CrossRef]
[PubMed]

3. Mathisen, M.S.; O’Brien, S.; Thomas, D.; Cortes, J.; Kantarjian, H.; Ravandi, F. Role of Tyrosine Kinase Inhibitors in the
Management of Philadelphia Chromosome–Positive Acute Lymphoblastic Leukemia. Curr. Hematol. Malig. Rep. 2011, 6, 187–194.
[CrossRef] [PubMed]

4. Jabbour, E.J.; Cortes, J.E.; Kantarjian, H.M. Resistance to Tyrosine Kinase Inhibition Therapy for Chronic Myelogenous Leukemia:
A Clinical Perspective and Emerging Treatment Options. Clin. Lymphoma Myeloma Leuk. 2013, 13, 515–529. [CrossRef]

5. Raslan, M.A.; Raslan, S.A.; Shehata, E.M.; Mahmoud, A.S.; Sabri, N.A. Advances in the Applications of Bioinformatics and
Chemoinformatics. Pharmaceuticals 2023, 16, 1050. [CrossRef]

6. Shi, L.; Su, Z.; Xie, A.; Liao, C.; Qiao, W.; Zhang, D.; Shan, S.; Pan, D.; Li, Z.; Ning, Z.; et al. An Integrated Biochemoinformatics
System for Drug Discovery. In Frontiers in Biochip Technology; Xing, W.-L., Cheng, J., Eds.; Springer: Boston, MA, USA, 2006;
pp. 191–206.

7. Banavath, H.N.; Sharma, O.P.; Kumar, M.S.; Baskaran, R. Identification of novel tyrosine kinase inhibitors for drug resistant T315I
mutant BCR-ABL: A virtual screening and molecular dynamics simulations study. Sci. Rep. 2014, 4, 6948. [CrossRef]

8. Carofiglio, F.; Trisciuzzi, D.; Gambacorta, N.; Leonetti, F.; Stefanachi, A.; Nicolotti, O. Bcr-Abl Allosteric Inhibitors: Where We Are
and Where We Are Going to. Molecules 2020, 25, 4210. [CrossRef]

9. Martorana, A.; La Monica, G.; Bono, A.; Mannino, S.; Buscemi, S.; Palumbo Piccionello, A.; Gentile, C.; Lauria, A.; Peri, D.
Antiproliferative Activity Predictor: A New Reliable In Silico Tool for Drug Response Prediction against NCI60 Panel. Int. J. Mol.
Sci. 2022, 23, 14374. [CrossRef]

10. Firdayani, F.; Sani, A.W.; Rahayu, M.D.; Sartono, A.; Widiyarti, G.; Sundowo, A.; Setyawati, D.R. Machine learning model for
antiproliferative virtual screening of herbal compounds against hepatocellular carcinoma. J. Appl. Pharm. Sci. 2023, 13, 177–184.
[CrossRef]

11. Bonanni, D.; Pinzi, L.; Rastelli, G. Development of machine learning classifiers to predict compound activity on prostate cancer
cell lines. J. Cheminform. 2022, 14, 77. [CrossRef]

12. Köhn, H.-F.; Hubert, L.J. Hierarchical Cluster Analysis. In Wiley StatsRef: Statistics Reference Online; Wiley: Hoboken, NJ, USA,
2015; pp. 1–13.

13. Kim, J.C.; Chan-Seng-Yue, M.; Ge, S.; Zeng, A.G.X.; Ng, K.; Gan, O.I.; Garcia-Prat, L.; Flores-Figueroa, E.; Woo, T.; Zhang, A.X.W.;
et al. Transcriptomic classes of BCR-ABL1 lymphoblastic leukemia. Nat. Genet. 2023, 55, 1186–1197. [CrossRef] [PubMed]

14. Nishiwaki, S.; Kim, J.H.; Ito, M.; Maeda, M.; Okuno, Y.; Koyama, D.; Ozawa, Y.; Gunji, M.; Osaki, M.; Kitamura, K.; et al.
Multi-Lineage BCR-ABL Expression in Philadelphia Chromosome-Positive Acute Lymphoblastic Leukemia Is Associated With
Improved Prognosis but No Specific Molecular Features. Front. Oncol. 2020, 10, 586567. [CrossRef] [PubMed]

15. Malolo, F.-A.E.; Bissoue Nouga, A.; Kakam, A.; Franke, K.; Ngah, L.; Flausino, O.; Mpondo Mpondo, E.; Ntie-Kang, F.; Ndom,
J.C.; Bolzani, V.d.S.; et al. Protease-inhibiting, molecular modeling and antimicrobial activities of extracts and constituents from
Helichrysum foetidum and Helichrysum mechowianum (compositae). Chem. Cent. J. 2015, 9, 32. [CrossRef] [PubMed]

16. Filimonov, D.A.; Lagunin, A.A.; Gloriozova, T.A.; Rudik, A.V.; Druzhilovskii, D.S.; Pogodin, P.V.; Poroikov, V.V. Prediction of
the Biological Activity Spectra of Organic Compounds Using the Pass Online Web Resource. Chem. Heterocycl. Compd. 2014,
50, 444–457. [CrossRef]

17. PASS Online. Available online: http://www.pharmaexpert.ru/passonline/predict.php (accessed on 12 April 2024).
18. Smith, M.T.; McHale, C.M. Toxic Responses of the Blood. In Casarett & Doull’s Toxicology: The Basic Science of Poisons, 9th ed.;

Klaassen, C.D., Ed.; McGraw-Hill Education: New York, NY, USA, 2019.

https://doi.org/10.1007/s00277-015-2325-z
https://www.ncbi.nlm.nih.gov/pubmed/25814077
https://doi.org/10.3390/pharmaceutics14010215
https://www.ncbi.nlm.nih.gov/pubmed/35057108
https://doi.org/10.1007/s11899-011-0093-y
https://www.ncbi.nlm.nih.gov/pubmed/21660654
https://doi.org/10.1016/j.clml.2013.03.018
https://doi.org/10.3390/ph16071050
https://doi.org/10.1038/srep06948
https://doi.org/10.3390/molecules25184210
https://doi.org/10.3390/ijms232214374
https://doi.org/10.7324/JAPS.2023.123438
https://doi.org/10.1186/s13321-022-00647-y
https://doi.org/10.1038/s41588-023-01429-4
https://www.ncbi.nlm.nih.gov/pubmed/37337105
https://doi.org/10.3389/fonc.2020.586567
https://www.ncbi.nlm.nih.gov/pubmed/33194739
https://doi.org/10.1186/s13065-015-0108-1
https://www.ncbi.nlm.nih.gov/pubmed/26042155
https://doi.org/10.1007/s10593-014-1496-1
http://www.pharmaexpert.ru/passonline/predict.php


Pharmaceuticals 2024, 17, 1491 21 of 23

19. Deininger, M.W.N.; Druker, B.J. Specific Targeted Therapy of Chronic Myelogenous Leukemia with Imatinib. Pharmacol. Rev.
2003, 55, 401–423. [CrossRef]

20. Alqahtani, S. In silico ADME-Tox modeling: Progress and prospects. Expert Opin. Drug Metab. Toxicol. 2017, 13, 1147–1158.
[CrossRef] [PubMed]

21. Kandagalla, S.; Sharath, B.S.; Bharath, B.R.; Hani, U.; Manjunatha, H. Molecular docking analysis of curcumin analogues against
kinase domain of ALK5. In Silico Pharmacol. 2017, 5, 15. [CrossRef]

22. Kotha Anusha, R.; Mohammed, A.; Sandala Anuradha, b.; Vemuri, J.; Tangeda Saritha, J. Molecular Properties Prediction of
Phenothiazine Derivatives by Using Swiss ADME, PkCSM, Lazar and Protox. World J. Pharm. Sci. 2019, 7, 65–71.

23. Schrödinger Release 2024-3: QikProp; Schrödinger, LLC: New York, NY, USA, 2024.
24. Rojas, H.; Ritter, C.; Pizzol, F.D. Mecanismos de disfunção da barreira hematoencefálica no paciente criticamente enfermo: Ênfase

no papel das metaloproteinases de matriz. Rev. Bras.Ter. Intensiv. 2011, 23, 222–227. [CrossRef]
25. DRUGBANK Online. Available online: https://www.drugbank.ca (accessed on 10 April 2024).
26. Poroikov, V.V.; Filimonov, D.A.; Ihlenfeldt, W.-D.; Gloriozova, T.A.; Lagunin, A.A.; Borodina, Y.V.; Stepanchikova, A.V.; Nicklaus,

M.C. PASS Biological Activity Spectrum Predictions in the Enhanced Open NCI Database Browser. J. Chem. Inf. Comput. Sci. 2003,
43, 228–236. [CrossRef]

27. Almeida, V.L.d.; Leitão, A.; Reina, L.d.C.B.; Montanari, C.A.; Donnici, C.L.; Lopes, M.T.P. Cancer and cell cicle-specific and cell
cicle nonspecific anticancer DNA-interactive agents: An introduction. Química Nova 2005, 28, 118–129. [CrossRef]

28. Bursulaya, B.D.; Totrov, M.; Abagyan, R.; Brooks, C.L., 3rd. Comparative study of several algorithms for flexible ligand docking.
J. Comput.-Aided Mol. Des. 2003, 17, 755–763. [CrossRef] [PubMed]

29. Cole, J.C.; Murray, C.W.; Nissink, J.W.M.; Taylor, R.D.; Taylor, R. Comparing protein–ligand docking programs is difficult. Proteins
Struct. Funct. Bioinform. 2005, 60, 325–332. [CrossRef] [PubMed]

30. Hevener, K.E.; Zhao, W.; Ball, D.M.; Babaoglu, K.; Qi, J.; White, S.W.; Lee, R.E. Validation of molecular docking programs for
virtual screening against dihydropteroate synthase. J. Chem. Inf. Model. 2009, 49, 444–460. [CrossRef] [PubMed]

31. Kontoyianni, M.; McClellan, L.M.; Sokol, G.S. Evaluation of Docking Performance: Comparative Data on Docking Algorithms. J.
Med. Chem. 2004, 47, 558–565. [CrossRef]

32. Nissink, J.W.M.; Murray, C.; Hartshorn, M.; Verdonk, M.L.; Cole, J.C.; Taylor, R. A new test set for validating predictions of
protein–ligand interaction. Proteins Struct. Funct. Bioinform. 2002, 49, 457–471. [CrossRef]

33. Barcellos, M.P.; Santos, C.B.R.; Federico, L.B.; Almeida, P.F.d.; da Silva, C.H.T.d.P.; Taft, C.A. Pharmacophore and structure-based
drug design, molecular dynamics and admet/tox studies to design novel potential pad4 inhibitors. J. Biomol. Struct. Dyn. 2019,
37, 966–981. [CrossRef]

34. Borges, R.S.; Palheta, I.C.; Ota, S.S.B.; Morais, R.B.; Barros, V.A.; Ramos, R.S.; Silva, R.C.; Costa, J.d.S.; Silva, C.H.T.P.; Campos,
J.M.; et al. Toward of Safer Phenylbutazone Derivatives by Exploration of Toxicity Mechanism. Molecules 2019, 24, 143. [CrossRef]

35. Costa, J.d.S.; Ramos, R.d.S.; Costa, K.d.S.L.; Brasil, D.d.S.B.; Silva, C.H.T.d.P.d.; Ferreira, E.F.B.; Borges, R.d.S.; Campos, J.M.;
Macêdo, W.J.d.C.; Santos, C.B.R.d. An In Silico Study of the Antioxidant Ability for Two Caffeine Analogs Using Molecular
Docking and Quantum Chemical Methods. Molecules 2018, 23, 2801. [CrossRef] [PubMed]

36. Cruz, J.V.; Neto, M.F.A.; Silva, L.B.; Ramos, R.D.S.; Costa, J.D.S.; Brasil, D.S.B.; Lobato, C.C.; Da Costa, G.V.; Bittencourt,
J.A.H.M.; Da Silva, C.H.T.P.; et al. Identification of Novel Protein Kinase Receptor Type 2 Inhibitors Using Pharmacophore and
Structure-Based Virtual Screening. Molecules 2018, 23, 453. [CrossRef]

37. Ramos, R.d.S.; Costa, J.d.S.; Silva, R.C.; da Costa, G.V.; Rodrigues, A.B.L.; Rabelo, É.d.M.; Souto, R.N.P.; Taft, C.A.; Silva,
C.H.T.d.P.d.; Rosa, J.M.C.; et al. Identification of Potential Inhibitors from Pyriproxyfen with Insecticidal Activity by Virtual
Screening. Pharmaceuticals 2019, 12, 20. [CrossRef]

38. Nagar, B.; Bornmann, W.G.; Pellicena, P.; Schindler, T.; Veach, D.R.; Miller, W.T.; Clarkson, B.; Kuriyan, J. Crystal Structures of the
Kinase Domain of c-Abl in Complex with the Small Molecule Inhibitors PD173955 and Imatinib (STI-571)1. Cancer Res. 2002,
62, 4236–4243.

39. Gohlke, H.; Klebe, G. Approaches to the description and prediction of the binding affinity of small-molecule ligands to macro-
molecular receptors. Angew. Chem. (Int. Ed. Engl.) 2002, 41, 2644–2676. [CrossRef]

40. Cera, E.D. Thermodynamic Theory of Site-Specific Binding Processes in Biological Macromolecules; Cambridge University Press:
Cambridge, UK, 1995.

41. PubChem. Available online: https://pubchem.ncbi.nlm.nih.gov/ (accessed on 21 June 2024).
42. Pedersen, O.S.; Pedersen, E.B. The Flourishing Syntheses of Non-Nucleoside Reverse Transcriptase Inhibitors. Synthesis 2000,

2000, 479–495. [CrossRef]
43. Ren, L.; Nan, G.; Wang, Y.; Xiao, Z. Carboxylic Acid-Promoted Single-Step Indole Construction from Simple Anilines and Ketones

via Aerobic Cross-Dehydrogenative Coupling. J. Org. Chem. 2018, 83, 14472–14488. [CrossRef] [PubMed]
44. Leal, E.S.; Aucar, M.G.; Gebhard, L.G.; Iglesias, N.G.; Pascual, M.J.; Casal, J.J.; Gamarnik, A.V.; Cavasotto, C.N.; Bollini, M.

Discovery of novel dengue virus entry inhibitors via a structure-based approach. Bioorg. Med. Chem. Lett. 2017, 27, 3851–3855.
[CrossRef]

45. Daina, A.; Michielin, O.; Zoete, V. SwissADME: A free web tool to evaluate pharmacokinetics, drug-likeness and medicinal
chemistry friendliness of small molecules. Sci. Rep. 2017, 7, 42717. [CrossRef]

https://doi.org/10.1124/pr.55.3.4
https://doi.org/10.1080/17425255.2017.1389897
https://www.ncbi.nlm.nih.gov/pubmed/28988506
https://doi.org/10.1007/s40203-017-0034-0
https://doi.org/10.1590/S0103-507X2011000200016
https://www.drugbank.ca
https://doi.org/10.1021/ci020048r
https://doi.org/10.1590/S0100-40422005000100021
https://doi.org/10.1023/B:JCAM.0000017496.76572.6f
https://www.ncbi.nlm.nih.gov/pubmed/15072435
https://doi.org/10.1002/prot.20497
https://www.ncbi.nlm.nih.gov/pubmed/15937897
https://doi.org/10.1021/ci800293n
https://www.ncbi.nlm.nih.gov/pubmed/19434845
https://doi.org/10.1021/jm0302997
https://doi.org/10.1002/prot.10232
https://doi.org/10.1080/07391102.2018.1444511
https://doi.org/10.3390/molecules24010143
https://doi.org/10.3390/molecules23112801
https://www.ncbi.nlm.nih.gov/pubmed/30380600
https://doi.org/10.3390/molecules23020453
https://doi.org/10.3390/ph12010020
https://doi.org/10.1002/1521-3773(20020802)41:15%3C2644::AID-ANIE2644%3E3.0.CO;2-O
https://pubchem.ncbi.nlm.nih.gov/
https://doi.org/10.1055/s-2000-6357
https://doi.org/10.1021/acs.joc.8b02180
https://www.ncbi.nlm.nih.gov/pubmed/30378428
https://doi.org/10.1016/j.bmcl.2017.06.049
https://doi.org/10.1038/srep42717


Pharmaceuticals 2024, 17, 1491 22 of 23

46. Daina, A.; Michielin, O.; Zoete, V. iLOGP: A Simple, Robust, and Efficient Description of n-Octanol/Water Partition Coefficient
for Drug Design Using the GB/SA Approach. J. Chem. Inf. Model. 2014, 54, 3284–3301. [CrossRef]

47. Lima, L.R.; Bastos, R.S.; Ferreira, E.F.B.; Leão, R.P.; Araújo, P.H.F.; Pita, S.S.d.R.; De Freitas, H.F.; Espejo-Román, J.M.; Dos Santos,
E.L.V.S.; Ramos, R.d.S.; et al. Identification of Potential New Aedes aegypti Juvenile Hormone Inhibitors from N-Acyl Piperidine
Derivatives: A Bioinformatics Approach. Int. J. Mol. Sci. 2022, 23, 9927. [CrossRef] [PubMed]

48. Di, L.; Kerns, E.H. Chapter 5—Lipophilicity. In Drug-Like Properties, 2nd ed.; Di, L., Kerns, E.H., Eds.; Academic Press: Boston,
MA, USA, 2016; pp. 39–50.

49. Johnson, T.W.; Gallego, R.A.; Edwards, M.P. Lipophilic Efficiency as an Important Metric in Drug Design. J. Med. Chem. 2018,
61, 6401–6420. [CrossRef] [PubMed]

50. Waring, M.J. Lipophilicity in drug discovery. Expert Opin. Drug Discov. 2010, 5, 235–248. [CrossRef] [PubMed]
51. Sepay, N.; Sepay, N.; Al Hoque, A.; Mondal, R.; Halder, U.C.; Muddassir, M. In silico fight against novel coronavirus by finding

chromone derivatives as inhibitor of coronavirus main proteases enzyme. Struct. Chem. 2020, 31, 1831–1840. [CrossRef] [PubMed]
52. OpenEye. ROCS, 3.6.2.0; Cadence Molecular Sciences: Santa Fe, NM, USA, 2024.
53. Hawkins, P.C.D.; Skillman, A.G.; Nicholls, A. Comparison of Shape-Matching and Docking as Virtual Screening Tools. J. Med.

Chem. 2007, 50, 74–82. [CrossRef] [PubMed]
54. Neves, B.J.; Mottin, M.; Moreira-Filho, J.T.; Sousa, B.K.d.P.; Mendonca, S.S.; Andrade, C.H. Chapter 4—Best Practices for Docking-

Based Virtual Screening. In Molecular Docking for Computer-Aided Drug Design; Coumar, M.S., Ed.; Academic Press: Cambridge,
MA, USA, 2021; pp. 75–98.

55. OpenEye. EON, 3.0.0.0; Cadence Molecular Sciences: Santa Fe, NM, USA, 2024.
56. Marchant, C.A.; Briggs, K.A.; Long, A. In silico tools for sharing data and knowledge on toxicity and metabolism: Derek for

windows, meteor, and vitic. Toxicol. Mech. Methods 2008, 18, 177–187. [CrossRef]
57. McConkey, B.J.; Sobolev, V.; Edelman, M. The performance of current methods in ligand–protein docking. Curr. Sci. 2002,

83, 845–856.
58. Meng, X.Y.; Zhang, H.X.; Mezei, M.; Cui, M. Molecular docking: A powerful approach for structure-based drug discovery. Curr.

Comput.-Aided Drug Des. 2011, 7, 146–157. [CrossRef]
59. Trott, O.; Olson, A.J. AutoDock Vina: Improving the speed and accuracy of docking with a new scoring function, efficient

optimization, and multithreading. J. Comput. Chem. 2010, 31, 455–461. [CrossRef] [PubMed]
60. Dallakyan, S.; Olson, A.J. Small-molecule library screening by docking with PyRx. Methods Mol. Biol. 2015, 1263, 243–250.

[CrossRef]
61. Turner, G.W.; Tedesco, E.; Harris, K.D.M.; Johnston, R.L.; Kariuki, B.M. Implementation of Lamarckian concepts in a Genetic

Algorithm for structure solution from powder diffraction data. Chem. Phys. Lett. 2000, 321, 183–190. [CrossRef]
62. Shamsara, J. CrossDocker: A tool for performing cross-docking using Autodock Vina. SpringerPlus 2016, 5, 344. [CrossRef]

[PubMed]
63. Sousa dos Santos, E.L.V.; Cruz, J.N.; da Costa, G.V.; de Sá, E.M.F.; da Silva, A.K.P.; Fernandes, C.P.; de Faria Mota Oliveira,

A.E.M.; Duarte, J.L.; Bezerra, R.M.; Tavares, J.F.; et al. Essential Oil of Ocimum basilicum against Aedes aegypti and Culex
quinquefasciatus: Larvicidal Activity of a Nanoemulsion and In Silico Study. Separations 2024, 11, 97. [CrossRef]

64. de Almeida, R.B.M.; Barbosa, D.B.; do Bomfim, M.R.; Amparo, J.A.O.; Andrade, B.S.; Costa, S.L.; Campos, J.M.; Cruz, J.N.; Santos,
C.B.R.; Leite, F.H.A.; et al. Identification of a Novel Dual Inhibitor of Acetylcholinesterase and Butyrylcholinesterase: In Vitro and
In Silico Studies. Pharmaceuticals 2023, 16, 95. [CrossRef] [PubMed]

65. Protein Data Bank. Available online: https://www.rcsb.org/ (accessed on 2 April 2024).
66. BIOVIA_Dassault_Systèmes. Discovery Studio Visualizer, 17.2; Dassault Systèmes: San Diego, CA, USA, 2017.
67. Schrödinger Release 2024-3: Desmond Molecular Dynamics System; D.E. Shaw Research: New York, NY, USA, 2024.
68. Bowers, K.J.; Chow, D.E.; Xu, H.; Dror, R.O.; Eastwood, M.P.; Gregersen, B.A.; Klepeis, J.L.; Kolossvary, I.; Moraes, M.A.; Sacerdoti,

F.D.; et al. Scalable Algorithms for Molecular Dynamics Simulations on Commodity Clusters. In Proceedings of the SC ‘06:
Proceedings of the 2006 ACM/IEEE Conference on Supercomputing, Tampa, FL, USA, 11–17 November 2006; p. 43.

69. Schrödinger Release 2024-3: Maestro; Schrödinger, LLC: New York, NY, USA, 2024.
70. Schrödinger Release 2024-3: Prime; Schrödinger, LLC: New York, NY, USA, 2024.
71. Jacobson, M.P.; Pincus, D.L.; Rapp, C.S.; Day, T.J.F.; Honig, B.; Shaw, D.E.; Friesner, R.A. A hierarchical approach to all-atom

protein loop prediction. Proteins Struct. Funct. Bioinform. 2004, 55, 351–367. [CrossRef] [PubMed]
72. Jacobson, M.P.; Friesner, R.A.; Xiang, Z.; Honig, B. On the Role of the Crystal Environment in Determining Protein Side-chain

Conformations. J. Mol. Biol. 2002, 320, 597–608. [CrossRef] [PubMed]
73. Ferreira, E.F.B.; Silva, L.B.; Costa, G.V.; Costa, J.S.; Fujishima, M.A.T.; Leão, R.P.; Ferreira, A.L.S.; Federico, L.B.; Silva, C.H.T.P.;

Rosa, J.M.C.; et al. Identification of New Inhibitors with Potential Antitumor Activity from Polypeptide Structures via Hierarchical
Virtual Screening. Molecules 2019, 24, 2943. [CrossRef]

74. Silva, L.B.; Ferreira, E.F.B.; Maryam; Espejo-Román, J.M.; Costa, G.V.; Cruz, J.V.; Kimani, N.M.; Costa, J.S.; Bittencourt, J.A.H.M.;
Cruz, J.N.; et al. Galantamine Based Novel Acetylcholinesterase Enzyme Inhibitors: A Molecular Modeling Design Approach.
Molecules 2023, 28, 1035. [CrossRef]

75. Gabrielson, S. SciFinder. J. Med. Libr. Assoc. JMLA 2018, 106, 588–590. [CrossRef]

https://doi.org/10.1021/ci500467k
https://doi.org/10.3390/ijms23179927
https://www.ncbi.nlm.nih.gov/pubmed/36077329
https://doi.org/10.1021/acs.jmedchem.8b00077
https://www.ncbi.nlm.nih.gov/pubmed/29589935
https://doi.org/10.1517/17460441003605098
https://www.ncbi.nlm.nih.gov/pubmed/22823020
https://doi.org/10.1007/s11224-020-01537-5
https://www.ncbi.nlm.nih.gov/pubmed/32412544
https://doi.org/10.1021/jm0603365
https://www.ncbi.nlm.nih.gov/pubmed/17201411
https://doi.org/10.1080/15376510701857320
https://doi.org/10.2174/157340911795677602
https://doi.org/10.1002/jcc.21334
https://www.ncbi.nlm.nih.gov/pubmed/19499576
https://doi.org/10.1007/978-1-4939-2269-7_19
https://doi.org/10.1016/S0009-2614(00)00318-3
https://doi.org/10.1186/s40064-016-1972-4
https://www.ncbi.nlm.nih.gov/pubmed/27652002
https://doi.org/10.3390/separations11040097
https://doi.org/10.3390/ph16010095
https://www.ncbi.nlm.nih.gov/pubmed/36678592
https://www.rcsb.org/
https://doi.org/10.1002/prot.10613
https://www.ncbi.nlm.nih.gov/pubmed/15048827
https://doi.org/10.1016/S0022-2836(02)00470-9
https://www.ncbi.nlm.nih.gov/pubmed/12096912
https://doi.org/10.3390/molecules24162943
https://doi.org/10.3390/molecules28031035
https://doi.org/10.5195/jmla.2018.515


Pharmaceuticals 2024, 17, 1491 23 of 23

76. dos Santos, I.V.F.; Borges, R.S.; Silva, G.M.; de Lima, L.R.; Bastos, R.S.; Ramos, R.S.; Silva, L.B.; da Silva, C.H.T.P.; dos Santos,
C.B.R. Hierarchical Virtual Screening Based on Rocaglamide Derivatives to Discover New Potential Anti-Skin Cancer Agents.
Front. Mol. Biosci. 2022, 9, 836572. [CrossRef]

77. da Silva Costa, J.; da Silva Lopes Costa, K.; Cruz Viana, J.; da Silva Ramos, R.; Silva Barros, L.; Do Socorro Barros Brasil, D.; de
Paula da Silva Henrique Tomich, C.; dos Santos Breno Rodrigues, C.; da Cruz Macedo Jorge, W. Virtual Screening and Statistical
Analysis in the Design of New Caffeine Analogues Molecules with Potential Epithelial Anticancer Activity. Curr. Pharm. Des.
2018, 24, 576–594. [CrossRef]

78. Mannhold, R.; Poda, G.I.; Ostermann, C.; Tetko, I.V. Calculation of molecular lipophilicity: State-of-the-art and comparison of log
P methods on more than 96,000 compounds. J. Pharm. Sci. 2009, 98, 861–893. [CrossRef]

79. Cheng, T.; Zhao, Y.; Li, X.; Lin, F.; Xu, Y.; Zhang, X.; Li, Y.; Wang, R.; Lai, L. Computation of Octanol−Water Partition Coefficients
by Guiding an Additive Model with Knowledge. J. Chem. Inf. Model. 2007, 47, 2140–2148. [CrossRef] [PubMed]

80. Wildman, S.A.; Crippen, G.M. Prediction of Physicochemical Parameters by Atomic Contributions. J. Chem. Inf. Comput. Sci. 1999,
39, 868–873. [CrossRef]

81. Moriguchi, I.; Hirono, S.; Nakagome, I.; Hirano, H. Comparison of Reliability of log P Values for Drugs Calculated by Several
Methods. Chem. Pharm. Bull. 1994, 42, 976–978. [CrossRef]

82. Silicos-It. Available online: http://www.silicos-it.be/software.html (accessed on 21 June 2024).
83. Savjani, K.T.; Gajjar, A.K.; Savjani, J.K. Drug solubility: Importance and enhancement techniques. ISRN Pharm 2012, 2012, 195727.

[CrossRef]
84. Delaney, J.S. ESOL: Estimating Aqueous Solubility Directly from Molecular Structure. J. Chem. Inf. Comput. Sci. 2004, 44, 1000–1005.

[CrossRef]
85. Ali, J.; Camilleri, P.; Brown, M.B.; Hutt, A.J.; Kirton, S.B. Revisiting the General Solubility Equation: In Silico Prediction of

Aqueous Solubility Incorporating the Effect of Topographical Polar Surface Area. J. Chem. Inf. Model. 2012, 52, 420–428. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.3389/fmolb.2022.836572
https://doi.org/10.2174/1381612823666170711112510
https://doi.org/10.1002/jps.21494
https://doi.org/10.1021/ci700257y
https://www.ncbi.nlm.nih.gov/pubmed/17985865
https://doi.org/10.1021/ci990307l
https://doi.org/10.1248/cpb.42.976
http://www.silicos-it.be/software.html
https://doi.org/10.5402/2012/195727
https://doi.org/10.1021/ci034243x
https://doi.org/10.1021/ci200387c

	Introduction 
	Results and Discussion 
	Pharmacokinetic Properties Prediction 
	Biological Activity Prediction 
	Molecular Docking Study 
	Molecular Dynamics Simulations 
	Structure–Activity Relationship (SAR) and Molecular Overlay 
	Synthetic Accessibility 
	Theoretical Synthetic Routes Proposed to Compounds LMQC01 and LMQC04 
	Prediction of Lipophilicity and Aqueous Solubility via SwissADME Webserver 

	Material and Methods 
	Selection of Compounds 
	Pharmacokinetic and Toxicological Properties Predictions 
	Biological Activity Prediction 
	Molecular Docking Study 
	Molecular Dynamics Simulations 
	Structure–Activity Relationship (SAR) and Molecular Overlay 
	Synthetic Accessibility and Theoretical Synthetic Route of Promising Compounds 
	Lipophilicity and Water Solubility via SwissADME Webserver 

	Conclusions 
	References

