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ABSTRACT: One of the most investigated molecular targets for anticancer therapy is the proto-oncogene MYC, which is amplified
and thus overexpressed in many types of cancer. Due to its structural characteristics, developing inhibitors for the target has proven
to be challenging. In this study, the anti-MYC potential of lanostane-type triterpenes was investigated for the first time, using
computational approaches that involved ensemble docking, prediction of structural properties and pharmacokinetic parameters,
molecular dynamics (MD), and binding energy calculation using the molecular mechanics-generalized born surface area (MM-
GBSA) method. The analysis of physicochemical properties, druglikeness, and pharmacokinetic parameters showed that ligands
ganoderic acid E (I), ganoderlactone D (II), ganoderic acid Y (III), ganoderic acid Df (IV), lucidenic acid F (V), ganoderic acid XL4
(VI), mariesiic acid A (VII), and phellinol E (VIII) presented properties within the filter used. These eight ligands, in general, could
interact with the molecular target favorably, with interaction energy values between −8.3 and −8.6 kcal mol−1. In MD, the results of
RMSD, RMSF, radius of gyration, and hydrogen bonds of the complexes revealed that ligands I, IV, VI, and VII interacted
satisfactorily with the protein during the simulations and assisted in its conformational and energetic stabilization. The binding
energy calculation using the MM-GBSA method showed better results for the MYC-VII and MYC-I complexes (−44.98 and −41.96
kcal mol−1, respectively). These results support the hypothesis that such molecules can interact with MYC for a considerable period,
which would be an essential condition for them to exert their inhibitory activity effectively.

■ INTRODUCTION

The MYC (also known as C-MYC) protein is a transcriptional
factor belonging to the basic helix−loop−helix zipper
(bHLHZiP) family, which plays important roles in regulating
gene expression influencing fundamental cellular processes,
such as growth, proliferation, differentiation, and cell death.1−4

MYC is a proto-oncogene that is highly expressed during
embryonic development and becomes inactivated in adult
somatic cells.5,6 However, oncogenic activation and over-
expression of the MYC family are reported in many malignant
neoplasms, making it one of the most investigated molecular
targets in anticancer therapy.6−9 Genomic alterations,
epigenetic modifications, and post-translational protein

remodeling are associated with MYC activation in human
cancers.
MYC overexpression is often associated with gene

amplification and chromosomal rearrangements.10 Addition-
ally, genetic variants, such as point mutations and indels
(insertions/deletions), can enhance MYC protein stability and
activity contributing to cancer progression.11 Increased
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enhancer activity or the activation of superenhancers
surrounding the MYC locus through mechanisms like
chromosomal translocations or retroviral promoter insertion
can lead to constitutive activation of MYC expression driving
carcinogenesis.12 Furthermore, aberrant epigenetic reprogram-
ming, such as the loss of DNA methylation, dysregulated
noncoding RNA expression, and changes in histone marks, has
been reported to activate the MYC proto-oncogene.13 Post-
translational modification, such as phosphorylation at S62 and
trans−cis-prolyl-isomerization at P63, stabilizes and activates
the MYC protein. Arginine methylation of MYC protein has
also been suggested to alter its stability.14

The MYC oncogene has been identified in approximately
75% of all aggressive cancers and is related to low response to
available conventional therapies.5,15 The mechanisms by which
MYC is related to cancer development have not yet been fully
elucidated. However, it is known that its oncogenic effects
occur, in part, through association with MAX (MYC-associated
factor X) protein. The heterodimer MYC-MAX binds to
promoter regions of target genes involved in cell growth,
proliferation, and metabolism contributing to oncogenic effects
of MYC.16−20 Many challenges are faced in developing MYC
inhibitors, as this protein has an intrinsically disordered
chemical structure manifesting itself in a dynamic range of
unstable conformations devoid of effective sites on its
surface.21 Due to these characteristics, the molecular target
was considered undruggable for a long time.21−23 Despite the
obstacles, many prototype direct and indirect inhibitors have
been designed or are in development.24−34 Furthermore,
computational methods have also helped the discovery and
development of bioactive molecules and enabled the screening
of thousands of compounds aiming to identify inhibitors for
MYC or MYC-MAX.35−41 Until now, only a few small
molecules and peptide inhibitors have been reported, and all
have demonstrated failures in clinical trials due to their
inadequate pharmacokinetic behavior and lack of efficacy
under in vivo conditions.40

In this context, natural products can be investigated as
potential bioactive compounds with anti-MYC potential.
Among the bioactive natural compounds reported in the
literature, lanostane-type triterpenes are molecules biosynthe-
sized by living organisms via the mevalonate pathway.42 They
are mainly produced by fungi of the genus Ganoderma and
have diverse structural characteristics that are still being
explored.43,44 Lanostane triterpenes can have chemical
structures with 24, 27, or 30 carbon atoms. The standard
skeleton (Figure 1A) is formed by the junction of four rings
with trans configurations A/B, B/C, and C/D and may present
substituents mainly in positions C-3, C-7, C-11, C-12, C-15, C-

22, C-23, C-24, and C-25.45 Major related activities include
anticancer, anti-HIV, antinociceptive, antimicrobial, anti-AchE,
antiviral, antimalarial, and anti-inflammatory.46−53

The anticancer potential of pisosterol (Figure 1B), a
lanostane-type triterpene produced by the basidiomycete
Pisolithus tinctorius, has been studied by our group. The
cytotoxic effect of this compound was investigated in three
animal cell models.54 Pisosterol did not show relevant
cytotoxicity in mouse erythrocytes or sea urchin embryos but
showed selectivity for inhibiting the growth of the tumor cell
lines SF-268 (human neuroblastoma), B16 (murine melano-
ma), PC-3 (human prostate cancer), MCF-7 (human breast
cancer), HCT-8 (human colon cancer), HL-60 (human
leukemia), and CEM (human leukemia), especially for
leukemia and melanoma cells (IC50 of 1.55, 1.84, and 1.65
μg mL−1 for CEM, HL-60, and B16, respectively).
Another study evaluated the effects of pisosterol on the

viability of HL-60 cells over time and at different doses. As a
result, a significant drop in cell viability was observed due to
the increase in exposure time and concentration of pisosterol,
with notable reductions of up to 80% after 72 h at 5.0 μg mL−1.
The study also highlighted the ability of this triterpene to cause
morphological changes in the cytoplasm of these cells.55

The in vivo study conducted by our research group
confirmed the antitumor activity of pisosterol in mice with
Sarcoma 180 when they were administered at doses of 50 or
100 mg m−2. The percentage of inhibition of tumor growth for
the mentioned doses presented rates of 43.0 and 38.7%,
respectively. Histopathological analysis to investigate possible
toxicity effects showed that the liver and kidney were the main
organs affected by pisosterol, although such changes were
considered reversible.56

Our group also performed a morphological and cytogenetic
study using fluorescence in situ hybridization analysis of the
locus for MYC in two HL-60 cell lines before and after
treatment with pisosterol. It was found that at a dose of 1.8 μg
mL−1, around 15% of the cells showed stained regions, and
39.5% showed few fluorescence signals (3 or 4 alleles),
showing that the triterpene probably blocks cells with stained
regions in the interphase.57 The same behavior was observed
for glioblastoma multiforme cells (U343 and AHOL1). Before
treatment, 72% of U343 cells and 65% of AHOL1 cells
contained more than two C-MYC alleles. Pisosterol, when
tested at a concentration of 1.8 μg mL−1, was able to block
gene amplification, as only 33% of U343 cells and 15% of
AHOL1 cells showed more than two fluorescence signals.58

The antitumor potential of pisosterol, besides the lack of
computational studies on the anti-MYC potential of natural

Figure 1. Chemical structures of the lanostane-type triterpene skeleton (A) and pisosterol (B).
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products, motivated us to investigate 821 lanostane-type
triterpenes as MYC inhibitors using computational methods.

■ RESULTS AND DISCUSSION
The workflow (Figure 2) employed in this study involved
structure-based virtual screening using molecular docking
studies, prediction of physicochemical (druglikeness) and
pharmacokinetic properties, MD simulations, and binding
energy calculation using the MM-GBSA method.
Construction of the Conformational Ensemble. The

disordered nature of the MYC protein has been an obstacle to
the design of new inhibitors.38 Due to the high conformational
complexity of this molecular target, it became necessary to
build a conformational set of relatively stable structures to
improve the chances of ligand coupling. Knowing this, a 400 ns
MD simulation of the protein was performed to select
relatively stable conformations for ensemble docking studies.
Analyses of the RMSD plot and radius of gyration showed that
the protein stabilized from 50 to 400 ns (Figure S1, Supporting
Information). For the clustering process, the molecular
dynamics trajectory was used as an input file; in the
dimensionality reduction stage, the PCA method (principal
component analysis) and K-means were used for the clustering
method. Five structural clusters were generated from these
analyses, with a silhouette score of 0.008 (Figure S2A,
Supporting Information) and clusters with different dimen-
sionalities (Figure S2B, Supporting Information). Finally, the
representative conformation of each cluster was used to
generate the final conformational set for MYC.
Ensemble Docking and Virtual Screening. For induced

coupling studies, the AutoDock Vina 1.2.0 program was used.
The five representative structures of the molecular target,
generated by the EnGens tool, were analyzed on the server to
identify possible binding sites. The results for predicting each
conformation can be seen in Table S1, Supporting
Information.
For the structure arising from cluster 0, the binding site with

the highest druggability score was identified, which involved
the amino acids Gly982, Arg919, Leu943, Lys936, Gly983,
Ala946, Gln912, Ile942, Lys918, Thr947, Arg925, Leu931,
Val940, Leu924, Ser920, Cys984, Ala937, Phe921, Val941,
Lys939, Lys944, Leu917, Glu916, Pro938, Phe922, Asn915,
Asn934, Gln980, and Glu935 (Table S1, Supporting
Information). Docking simulations of 821 ligands against five
conformations of MYC resulted in 41,050 final complexes,

which were subsequently ranked according to their interaction
energy values. In addition, the interaction energy value of the
commercial inhibitor 1074-G5 (−8.3 kcal mol−1) was used as a
positive control. From the overall results, 10% (82) of the
complexes with interaction energy equal to or better than that
of the inhibitor were selected (Table S2, Supporting
Information). In general, the interaction energy values for
these 82 complexes ranged between −8.3 and −10.1 kcal
mol−1, and 15 complexes had an energy of −8.5 kcal mol−1, 12
with −8.4 kcal mol−1, and 33 with −8.3 kcal mol−1.
Druglikeness and ADMET Screening. Predicting phys-

icochemical properties and pharmacokinetic parameters in
silico becomes a fundamental step in developing new active
principles.59 For these analyses, the stereochemistry reported
in the literature was taken into account. The results for
evaluating druglikeness and pharmacokinetic properties for the
82 selected ligands can be seen in Tables S3 and S4
(Supporting Information).
Solubility is a property that influences the oral bioavailability

of drugs, playing a crucial role in their dissolution in the
gastrointestinal environment.60 This process represents a
determining phase in gastric absorption that precedes the
release of the drug into the systemic circulation.61 Once
present in the body, a substance can be subjected to several
metabolization processes where toxic metabolites can be
generated. The cytochrome P450 enzymes, present in the
liver, for example, are responsible for around 90% of the
oxidation of several drugs, and therefore, it is important to
predict interactions with their isoforms.62 The P-glycoprotein
(P-gp) influences the ADMET properties of medicines and
toxins; these pumps act as transporters of various compounds
out of the cell with energy from ATP. The nonspecificity of
substrates of these proteins can reduce the effectiveness of
bioactive molecules.63 The hERG channel blocking substances,
Kv11.1, can cause prolongation of the QT interval, which is
associated with the development of cardiotoxicity and an
increased risk of cardiac arrest.64 Furthermore, in the context
of drug discovery, hepatotoxicity is often cited as the main
reason for termination of development programs.65

Another important aspect in creating new drug prototypes
targeted at the central nervous system is the ability of these
molecules to overcome the blood−brain membrane. This
natural barrier protects the central nervous system and has
complicated therapy for brain disorders as most medications
have difficulty reaching the brain, resulting in limited

Figure 2. Workflow employed in the study.
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therapeutic efficacy and potential side effects on other
organs.66 Furthermore, compounds of the same class have
been effective in the treatment of brain tumors,67−71

demonstrating the ability to cross the BBB. Thus, consider
that assessing the ability to cross the BBB (>50%) is a
fundamental step toward expanding the therapeutic potential

Figure 3. Chemical structures of the lanostane-type triterpene ligands 8-ene-C287 (I), 8-ene-C314 (II), 7,9-diene-C20 (III), 8-ene-C72 (IV), 8-
ene-C58 (V), 8,16-diene-C6 (VI), 7,14-diene-C1 (VII), and 1,7,9-triene-C4 (VIII).

Table 1. Physicochemical Properties for Ligands I−VIIIa

ligand MW (Da) cLog P HBA HBD TPSA (Å2) RB Log S Log D7.4
I 512.643 4.548 7 1 122.65 6 −5.20 1.30
II 474.594 2.482 7 3 121.13 1 −4.43 2.35
III 454.695 7.320 3 2 57.53 5 −6.16 2.09
IV 502.648 3.741 7 3 128.97 6 −4.97 1.37
V 456.579 4.343 6 1 105.58 4 −5.11 1.42
VI 512.643 4.260 7 2 125.81 6 −5.05 1.44
VII 470.694 6.291 4 3 77.76 5 −5.88 2.04
VIII 484.677 5.039 5 4 97.99 5 −5.56 2.11

aNotation: molecular weight (MW), partition coefficient (cLog P), hydrogen bond acceptors (HBA), hydrogen bond donors (HBD), topological
polar surface area (TPSA), number of rotatable bonds (RB), solubility (Log S), and distribution coefficient (Log D7.4).

Table 2. Pharmacokinetic Parameters for the Ligands I−VIIIa

ligand Pgpi (%) Pgps (%) HIA (%) F30 (%) BBB (%) T1/2 (h) CL (h) hERG (%) H-HT (%)

I 27.00 3.70 76.30 34.60 95.30 1.72 1.45 37.80 17.40
II 58.80 2.80 70.00 45.00 93.90 1.54 1.87 36.50 43.00
III 84.10 8.70 80.8 40.90 65.90 1.96 1.16 44.20 48.40
IV 38.70 17.50 71.60 46.00 86.00 1.62 1.75 34.50 46.00
V 40.90 4.00 74.70 33.30 93.30 1.67 1.57 36.90 29.80
VI 41.20 7.00 71.60 31.80 89.80 1.74 1.64 34.70 43.60
VII 71.60 11.40 71.70 40.50 35.60 1.94 1.27 38.90 44.60
VIII 47.50 34.50 78.90 39.20 22.90 1.69 1.61 38.00 35.80

aNotation: P-glycoprotein inhibitor (Pgpi), P-glycoprotein substrate (Pgps), gastrointestinal absorption (HIA), bioavailability (F30), probability of
crossing the blood-brain barrier (BBB), half lifetime (T1/2), clearance rate (CL), human ether-a-go-go-related gene channel blocker (hERG), and
human hepatotoxicity (H-HT).
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of ligands, allowing a broader impact in different areas of
oncology.
Considering the above aspects, for the selection of the

lanostane-type triterpene ligands, the following filter was used:
the compound must follow Lipinski and Veber’s rules and
present good solubility (Log D7.4 > 1 < 3), as well as a low
probability of being a substrate for P-glycoprotein, GI-A >
50%, BBB > 50%, T1/2 > 0.5 h, hERG < 50%, and H-HT <
50%. From these analyses, only eight ligands (Figure 3) were
selected: 8-ene-C287 (I), 8-ene-C314 (II), 7,9-diene-C20
(III), 8-ene-C72 (IV), 8-ene-C58 (V), 8,16-diene-C6 (VI),
7,14-diene-C1 (VII), and 1,7,9-triene -C4 (VIII). The
physicochemical properties and pharmacokinetic parameters
for the eight ligands, selected based on the filter used, can be
seen in Tables 1 and 2, respectively.
The selected ligands were triterpenes with carbonyl,

hydroxyl, and carboxyl functional groups, that is, highly
oxygenated molecules with a strong propensity to act as
hydrogen bond donors or acceptors. Most of these triterpenes
have acidic groups in their side chains and are related to
structural similarities with the presence of unsaturation in their
main skeleton. The molecular weight of these ligands varied
between 442 and 512 Daltons, presenting a greater lipophilic
character, a moderate surface area for the more oxygenated
compounds, at least one axis of rotation, and a short but
flexible side chain.
Ligand I, known as ganoderic acid E, was first isolated from

the fungus Ganoderma lucidum (G. lucidum).72 Ligands II, III,
IV, and V, named ganoderlactone D, ganoderic acid Y,
ganoderic acid Df, and lucidenic acid F, respectively, were also
isolated from G. lucidum. Ligand II has already been
investigated regarding its potential as an acetylcholinesterase
inhibitor.73 At the same time, ligand III exhibited moderate
inhibition of AChE with an IC50 of 21.1 ± 2.66 mM,74 antiviral
activity (20 μg mL−1),75 the ability to inhibit the enzyme
HMG-CoA (IC50 = 8.60 μM), and cytotoxicity against the
K562 lineage (chronic myeloid leukemia) with an IC50 of 17.5
μM.76 Ligand IV showed potent human aldose reductase
inhibitory activity with an IC50 of 22.8 μM.77 According to the
authors of this latter study, the presence of the carboxyl group
is important for activity, as its methyl ester has been shown to
be much less active. Ligand V78 showed potent inhibitory
effects on EBV-EA induction, with IC50 values of 352 mol/32
pmol TPA ratio.79 Ligand VI, known as ganoderic acid XL4,
was isolated from Ganoderma theaecolum,80 while ligand VII
(mariesiic acid A) was isolated from the seeds of Abies mariesii,
a common plant in Japan.81 Ligand VIII, known as phellinol E,
was isolated from the fungus Phellinus igniarius and showed
cardioprotective activity against oxygen-glucose deprivation/
reoxygenation injury in H9c2 cells at a concentration of 20
μM.82
Analyses of the Complex Interactions. The complexes

formed with the eight ligands selected in the screening of the
druglikeness and physicochemical parameters were analyzed to
understand the molecular behavior of these triterpenes at the
MYC site. Table 3 shows the ligands that interacted most
effectively with the protein, highlighting the amino acid
residues involved in the interactions, the number of hydrogen
bonds, bond distance, and the value of the interaction energy
of the complexes. Thus, we expect that these ligands may
inhibit the formation of the MYC-MAX complex. This type of
inhibition may occur through conformational changes in MYC,
limiting the binding interface with MAX. Furthermore, these

ligands may compete with MAX for shared binding regions on
MYC, decreasing the availability of MYC to form the MYC-
MAX complex. Small molecules (NSC13728, PKUMDL-YC-
1101, PKUMDL-YC-1201, PKUMDL-YC-1202, PKUMDL-
YC-1203, PKUMDL-YC-1204, PKUMDL-YC-1301, and
L755507)37,38,40 identified from computational studies were
able to interact with the bHLH-LZ domain of MYC and
destabilize the formation of the MYC-MAX complex and
reduce its oncogenic activity.37,38,40

The ligands I, III, IV, V, V, VI, and VII, due to their
structural similarities, formed complexes with MYC through
hydrogen bonds involving the amino acids Glu916, Arg919,
Ser920, and Phe921 with carboxylate groups present in their
side chain (Figure 3); the interaction energy of these
complexes varied between −8.3 and −8.6 kcal mol−1 (Table
3).
Ligand VIII formed a complex with an energy of −8.3 kcal

mol−1 and made two hydrogen bonds with the amino acids
Glu935 and Ser920 with the hydroxyl oxygen present in the
side chain and carbonyl present in the C-3 position. Ligand II
interacted with MYC with an energy of −8.5 kcal mol−1
through three hydrogen bonds involving the hydroxyl at C-12
and the carbonyl of the lactone functional group with the
amino acids Leu917, Arg919, and Ser920 (Table 3 and Figure
S3, Supporting Information).
Considering the absolute value of the interaction energy, the

best results were for ligands I and II. Regarding the
interactions involving the amino acids Leu917, Ser920,
Phe921, Leu943, and Lys939, it is worth noting that these
have already been previously reported for new MYC inhibitor
prototypes.39,83,84 These amino acids are in the helix−loop−
helix region of MYC and are responsible for important
interactions for the dimerization process with the MAX
protein. When ligands bind to these amino acids, they can
interfere with the interaction with the MAX protein, which can
impair the formation of the MYC-MAX complex.39,83,84 In
addition, comparing the interaction energy values of the
complexes generated in this study with energy values of
complexes formed with ligands described in the literature
(D347-2761, 7594-0037, L755507, and 10074-65, Table S2,
Supporting Information) and designed for inhibition of MYC
or MYC-MAX, we verified a better molecular complementarity
in our results (Table S2, Supporting Information).

Table 3. Molecular Docking Results for Complexes MYC-I−
MYC-VIII

ligand
code

energy
(kcal mol−1) H bond amino acids distance (Å)

I −8.6 3 Arg919, Ser920, and
Phe921

2.69, 2.12,
1.80

II −8.5 3 Leu917, Arg919, and
Ser920

1.91, 2.76,
2.92

III −8.4 3 Arg919, Ser920, and
Phe921

2.03, 2.21,
2.02

IV −8.3 3 Arg919, Ser920, and
Phe921

2.33, 2.16,
1.93

V −8.3 3 Arg919, Ser920, and
Phe921

2.09, 2.29,
2.29

VI −8.3 3 Arg919, Ser920, and
Phe921

2.33, 2.22,
2.29

VII −8.3 3 Arg919, Ser920, and
Phe921

2.10, 2.17,
2.13

VIII −8.3 2 Ser920 and Glu935 2.88, 2.71
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Molecular Dynamics Analysis.MD simulations of 300 ns
were performed to discern the stability of the best results
obtained in the molecular docking study. To analyze the
physical movement and to predict conformational changes at
the molecular level, calculations of root-mean-square deviation
(RMSD), root-mean-square fluctuation (RMSF), radius of

gyration (Rdg), and hydrogen bonds for the complexes (MYC-
I−MYC-VIII) were analyzed.
Analysis of the RMSD of the Complexes. The RMSD in

molecular dynamics simulations is a measure that evaluates the
variability of atomic positions relative to a reference
structure.85 The RMSD evaluation identifies whether the

Figure 4. RMSD graph for the complexes. (A) MYC-I (green line), (B) MYC-IV (blue line), (C) MYC-VI (cyan line), and (D) MYC-VII (orange
line).

Figure 5. RMSD plot for ligands. (A) Ligand I (green line), (B) ligand IV (blue line), (C) ligand VI (cyan line), and (D) ligand VII (orange line).
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complex is maintaining its conformational integrity or whether
there are significant changes over the simulation time. High
RMSD values are associated with more severe conformational
changes, while lower values indicate low structural mobility. As
observed in the RMSD analysis (Figure S4, Supporting
Information), some complexes reached equilibrium at the
beginning of the simulation (I, VI, and VII), while others
exhibited some fluctuations before equilibrium (V and VIII) or
took most of the simulation to stabilize (II and III). Overall,
RMSD values spanned from 0.48 to 1.34 nm, which reveals
relatively low mobility for these systems86 (Figure S4,
Supporting Information). The complexes formed with ligands
I, IV, VI, and VII showed greater stability in relation to RMSD
values, and their trajectories were analyzed in more detail. The
MYC-I complex showed stability between 21 and 130 ns, then
suffered small fluctuations, and stabilized again from 135 ns
until the end of the simulation, with an average RMSD of 0.48
nm (Figure 4, green line). The MYC-IV complexes (Figure 4,
blue line) showed two stability levels from 40 to 139 ns and
142 to 300 ns; the average RMSD value was 0.48 nm.
Analyzing the MYC-VI complex (Figure 4, cyan line), we can
see a greater stability range that starts from 60 ns and remains
practically constant until the end of the simulation; the average
RMSD value was 0.51 nm (Figure 4, cyan line). The MYC-VII
complex showed slight fluctuations in RMSD during the initial
150 ns. It reached relative stability between 160 and 300 ns,
with the average RMSD value being 0.52 nm (Figure 4, orange
line). For these complexes, it is reinforced that the main
conformational changes in the structure of MYC occur mainly
in its side chains. The RMSD results for these complexes were
promising, as they presented significantly low values with little
difference between them. However, considering the absolute
mean RMSD value for these complexes, ligands I, IV, and VI
were able to interact more effectively with MYC as they
showed lower RMSD values. Comparing the results shown in
the RMSD graphs of the complexes obtained in this study
(Figure 4) with those described,40,83 we can verify that the
triterpenes used in this study were able to stabilize the MYC
structure more quickly and that the average RMSD value was
significantly lower, therefore generating more stable complexes.
Such behavior may influence the inhibitory potential for these
ligands, but to date, a direct relationship between RMSD
variation and pharmacological action for this target has not
been reported.
RMSD Analysis for the Ligands at the MYC Binding

Site. The molecular behavior of ligands 8-ene-C287 (I), 8-ene-
C72 (IV), 8,16-diene-C6 (VI), and 7,14-diene-C1 (VII), while
interacting with residues at the MYC binding site, was
analyzed. The RMSD plot of ligands along 300 ns of
simulation is shown in Figure 5. Ligands IV and VI presented
plateaus with RMSD variations and an average value of 0.20
and 0.22 nm, respectively. On the other hand, ligands I and
VII showed a greater stability range throughout the simulation
with RMSD values of 0.18 and 0.09 nm, respectively. These
results show that the ligands underwent few changes in their
conformations when bonded to MYC, reflecting their
stabilization at the binding site.
RMSF Analysis for the Complexes. RMSF was used to

investigate the flexibility of specific residues of the complexes
over time. Discrete fluctuations indicate greater relative
stability for the complex. On the other hand, more pronounced
fluctuations indicate less stabilization.87 The graphs relating to
these analyses are shown in Figure 6. More specifically, in the

MYC-IV, MYC-VI, and MYC-VII complexes, slight fluctua-
tions were observed in amino acids in regions 906−924 and
965−980, which reflect greater flexibility. Amino acids between
930 and 960, in the central region of the protein, showed more
pronounced fluctuations for all complexes (Figure 6). Only the
MYC-I and MYC-IV complexes showed high flexibility when
considering the final region. These results show that the
presence of the ligands assists in protein stabilization.
Analysis of the Radius of Gyration of the Complexes.

The radius of gyration (Rdg) was used to evaluate the
complexes’ size, compactness, and conformational changes
throughout the MD simulation. In general, low Rdg values
indicate more stable and compact conformations, while higher
values are associated with less compact and more expanded
structures.88 In addition, compaction indicates how molecules
are organized and whether they are in conformations that favor
effective interactions.89 More compact complexes tend to have
a configuration that facilitates interaction between components
and are therefore more stable, as the interaction between
molecules is stronger.90 Rdg results are depicted in Figure 7.
The complexes MYC-I, MYC-IV, MYC-VI, and MYC-VII
generally exhibited similar behavior, showing few variations
along the trajectory, with values below 1.5 nm.
This shows that, despite the conformational changes in the

structure of the MYC protein and ligands throughout the
simulation run, the compactness remained practically un-
changed.
Analysis of Hydrogen Bonds during MD. Evaluating the

ability of new prototype inhibitors to form hydrogen bonds
with specific molecular targets has been a useful strategy for
drug screening and design.91 The graphs illustrated in Figure
S5 (Supporting Information) show that the ligands established
interactions with the MYC protein, promoting the formation of
hydrogen bonds that help stabilize the complexes. By analyzing
the graphs (Figure S5, Supporting Information), ligands I and
VII showed greater oscillations in the number of hydrogen
bonds throughout the simulation; for ligand I, the number of
bonds was between 1 and 4 and for ligand VII between 1 and 7
bonds. On the other hand, ligands IV and VI showed smaller
variations in the number of bonds, for ligand IV from 4 to 6
bonds on average, and for ligand VI between 2 and 4 bonds on
average. Thus, the ability of the ligands to carry out stable

Figure 6. RMSF plot for the complexes MYC-I (green line), MYC-IV
(blue line), MYC-VI (cyan line), MYC-VII (orange line), and native
MYC (black line).
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interactions through hydrogen bonds reinforces the con-
clusions observed in the RMSD and RMSF, and the radius of
gyration analyzes and supports the possibility of these ligands
having an anticancer therapeutic effect via inhibition of the
MYC protein.
Analysis of Complex Interactions during MD. The

integrity of the MYC-I, MYC-IV, MYC-VI, and MYC-VII
complexes during the 300 ns MD trajectories was verified
through analysis in the VMD 1.9.4a51 program.92 In general,
the ligands remained associated with the MYC binding site,
only modifying the types of interactions with the amino acids.
Figure 8 shows a summary of the conformations adopted

during the simulations for each complex. The ligands
investigated formed multiple bonds (hydrophobic and hydro-
philic) with the molecular target during the trajectory. These
interactions involved the amino acids Leu917, Arg919, Ser920,
Phe921, Leu943, Val940, Lys939, Glu916, Ile942, Ala937,
Tyr949, Arg925, Pro938, and Leu93, between others (Figures
S6−S9, Supporting Information).
Binding Energy Calculation Analysis Using the MM-

GBSA Method. The MM-GBSA technique is often used to
calculate protein−ligand complexes’ final state binding
energy.93 For the analysis of this study, the last 10 ns (100

frames) of relatively stable trajectories (290−300 ns) was
analyzed, at a temperature of 303.15 K. The influence of the
external dielectric constant of the solvent on the calculation of
binding energy was investigated for values 20, 40, and 80. The
binding energy value did not show significant changes for the
analyzed constant values (Figure S10, Supporting Informa-
tion). However, a slightly different response was obtained for
the internal solute dielectric constant of 2 and the external
solute dielectric constant of 20. The contributions of the
energetic terms associated with the (ΔEBind) binding energy
calculation for the MYC-I, MYC-IV, MYC-VI, and MYC-VII
complexes are shown in Figure 9. The binding energy

decomposition analysis showed positive values for polar
solvation energy (ΔEGB) and negative values for van der
Waals interaction energy (ΔEvdW), electrostatic (ΔEELE), and
nonpolar contributions (ΔESURF). The electrostatic interaction
energy values were more significant than the van der Waals
interaction energy for final energy (Figure 9). This behavior
can be justified by the presence of functional groups
(carboxylate) charged on the side chain of the ligands. For
the MYC-I, MYC-IV, MYC-VI, and MYC-VII complexes,
energies of −41.96 ± 3.03, −32.48 ± 3.41, −38.83 ± 2.59, and
−44.98 ± 4.41 kcal mol−1 were found, respectively (Figure 9).
These results are in agreement with the binding energy
described for MYC complexes in previous studies.40,75 Binding
energy values reflect the magnitude of interactions between
ligands and proteins, making it possible to estimate the relative
stability of these dynamic systems.94 In this case, the
interactions of the molecular target MYC with the ligands
7,14-diene-C1 (VII) proved to be energetically more favorable
compared to the other ligands. Such observations suggest
strong connections in the complexes, which can be translated
as greater inhibitory action and, consequently, greater potential
for therapeutic effects.
The contribution of the main amino acid residues to the

energy of binding was investigated, covering amino acids
distant up to 10 Å from the ligands (Figure 10). The most
favorable contributions were identified in the four complexes
(MYC-I, MYC-IV, MYC-VI, and MYC-VII), and the
complexes exhibited distinct energetic decompositions for
the binding energy. In the MYC-I complex, the main
contributions were Phe921 (ΔE = −3.66 kcal mol−1),
Lys939 (ΔE = −2.05 kcal mol−1), Ile942 (ΔE = −2.53 kcal
mol−1), and Leu943 (ΔE = −2.29 kcal mol−1) (Figure 10). In

Figure 7. Radius of gyration graph for complexes MYC-I (green line),
MYC-IV (blue line), MYC-VI (cyan line), and MYC-VII (orange
line).

Figure 8. Conformational ensemble of the complexes MYC-I, MYC-
IV, MYC-VI, and MYC-VII during the 300 ns trajectory.

Figure 9. Contributions of the energetic terms associated with the
binding energy calculation for the MYC-I, MYC-IV, MYC-VI, and
MYC-VII complexes.
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the MYC-IV complex, the main contributions were Arg919
(ΔE = −3.06 kcal mol−1), Ser920 (ΔE = −3.14 kcal mol−1),
and Phe921 (ΔE = −3.94 kcal mol−1) (Figure 10). For the
MYC-VI complex, the contributions of amino acid residues
Leu917 (ΔE = −3.02 kcal mol−1), Arg919 (ΔE = −5.25 kcal
mol−1), and Phe921 (ΔE = −2.18 kcal mol−11) (Figure 10)
were obtained. Completion analysis of the MYC-VII complex
showed that amino acids developed more for binding energy
binding of Ser920 (ΔE = −2.07 kcal mol−1), Phe921 (ΔE =
−2.77 kcal mol−1), and Phe922 (ΔE = −2.61 kcal mol−1)
(Figure 10). The amino acids Leu917, Ser920, and Phe921
showed strong contributions to binding energy in previous
studies, and as hot spots, the amino acids Leu924, Gln927, and
Leu943 stood out.40

Based on the computational studies carried out so far, the
7,14-diene-C1 (VII) ligand stands out as the hit compound for
MYC inhibition. This triterpene showed an interaction energy
of −8.3 kcal mol−1, follows those of Lipinski and Veber, has
ADMET parameters within the filter used, and showed strong
interaction with a molecular target in molecular dynamics
simulation studies, justified through RMSD, RMSF, Rdg, and
hydrogen bonds analyses. The complex formed with this
triterpene showed the best binding energy with a value of
−42.64 kcal mol−1. A triterpene belonging to the class of
compounds called pisosterol has shown anticancer poten-
tial54−56,95 and the ability to act in the attenuation of cancer
cell lines with MYC overexpression.57,58 Therefore, all these
results are important and could represent a breakthrough for
developing new agents of anticancer and MYC inhibitors.

■ METHODS
Ligand Library and Preparation. The lanostane-type

triterpene compounds were selected from articles published in
the literature between 1956 and 2022. The 2D structures of
the compounds (ligands) were generated using ChemDraw
Ultra 12.0 software.96 Avogadro software (version 1.2) was
employed to produce 3D conformations and to perform energy
minimization procedures using the universal force field
(UFF).97 When necessary, Open Babel (version 2.3.1) was
employed to convert 3D structures into pdbqt format.98 The
(R) or (S) stereochemistry of each lanostane-type triterpene
structure was represented as indicated in the original literature.

Molecular Target Selection and Preparation. The
three-dimensional structure of the MYC-MAX heterodimer
complexed to the DNA molecule was obtained from the
Protein Data Bank (PDB)99 with the ID 1NKP.100 In PyMOL
v2.5.3 software,101 MYC was separated from the MAX protein
and DNA molecule, and the water molecules were removed.
The protonation step at pH 7.4 was performed using the
PROPKA algorithm, available on the PDB2PQR server
(https://server.poissonboltzmann.org/pdb2pqr),102 and the
stereochemical quality of the protein was evaluated by the
Ramachandran plot generated from the PROCHECK server
(https://saves.mbi.ucla.edu/).103

Conformational Ensemble. Initially, using the GRO-
MACS v2023 program,104 a 400 ns MD simulation of the
protein in water was carried out to obtain relatively stable
conformations during the trajectory. To carry out the
simulation, the traditional protocol was used, which consists
of the steps of preparing the topology files, defining the box
and solvent, adding ions, minimizing energy, equilibration, and
production. From the MD trajectory, the EnGens tool was
used to build the representative conformational set of the
molecular target, according to the methodology described by
Conev and co-workers (https://github.com/KavrakiLab/
EnGens).105

Determination of the Binding Site. The CavityPlus web
server was used to evaluate possible binding sites in the
protein’s three-dimensional structure (http://www.pkumdl.
cn:8000/cavityplus/index.php).106 This tool identifies pockets
in three-dimensional protein structures and classifies them with
drug scores and druggability scores. The search for binding
sites was carried out using the five conformations generated by
the EnGens tool. The binding site was selected based on the
druggability score and similarity with previous studies.40,84

Ensemble Docking. Molecular docking simulations were
performed using AutoDock Vina 1.2.0.107 Five three-dimen-
sional structures of the molecular target generated by the
EnGens tool were used, with a simulation box centered at
58.75, 63.75, and 52.50 for the X, Y, and Z coordinates,
respectively, and a size of 15 × 12 × 14 Å.
Druglikeness Prediction and Pharmacokinetic Pa-

rameters. The SwissADME webserver (http://www.
swissadme.ch/)108 was used to estimate the druglikeness,
distribution coefficient (Log D7.4), and aqueous solubility (Log
S) of the ligands. In addition, the Lipinski and Veber rules were
used for screening through oral bioavailability.109,110 To
evaluate these rules, the molecular weight (MW), number of
hydrogen bond donor (HBD) and acceptor (HBA) atoms,
partition coefficient (cLog P), topological polar surface area
(TPSA), and number of rotatable bonds (RB) were analyzed.
The evaluation of the absorption, distribution, metabolism,
elimination, and toxicity (ADMET) parameters of the
lanostane-type triterpenes was carried out using the
ADMETlab platform (https://admet.scbdd.com/home/
index/).111 The properties analyzed for screening were the
P-glycoprotein inhibitor (Pgpi), P-glycoprotein substrate
(Pgps), gastrointestinal absorption (HIA), bioavailability
(F30), probability of crossing the blood−brain barrier
(BBB), half lifetime (T1/2), clearance rate (CL), human
ether-a-go-go-related gene (hERG) channel blocker, and
human hepatotoxicity (H-HT).
Molecular Dynamics Simulations. Molecular dynamics

(MD) simulations were conducted using GROMACS 2023
software.104,112 For the protein under study, the topology

Figure 10. Contributions of the energetic terms associated with the
binding energy calculation for the MYC-I, MYC-IV, MYC-VI, and
MYC-VII complexes.
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parameters were defined with the aid of the AMBER99SB
force field.113 The topology parameters for the ligands were
generated using the ACPYPE (AnteChamber Python Parser
interfacE) server (https://www.bio2byte.be/acpype/).114,115

The initial conformation of the ligands used for each complex
was the best pose, selected from induced coupling studies
carried out using the ensemble docking technique. Each
complex was solvated in a cubic box with tip3p water, with
periodic boundary conditions applied, and the system
neutralized with Na+ or Cl− ions (0.15 mol L−1). Before the
simulation, each complex underwent energy minimization,
which consisted of 10,000 steps of the steepest descent
algorithm followed by a 10,000-step conjugate gradient
algorithm, thus ensuring system stability. Subsequently, each
molecular model was gradually heated from 0 to 303.15 K in
the isothermal isovolumetric (NVT) ensemble for 200 ps. It
was then equilibrated for 1.0 ns in the isothermal−isobaric set
(NPT) at 303.15 K and 1.0 atm.
Calculation of Binding Energy (MM-GBSA). The

gmx_MMPBSA 1.6.3 package, an efficient GROMACS tool,
was used to calculate binding energy using the MM-GBSA
method (https://valdes-tresanco-ms.github.io/gmx_
MMPBSA/dev/).116 To calculate the binding energy, the last
10 ns of relative stability (100 frames) of the complex’s
trajectory (290−300 ns) were used, with an internal dielectric
constant of 2, external dielectric constants of 20, 40, 80, and a
temperature of 303.15 K. The contribution of the total energy
components ΔGBind is described in eqs 1−3below, where
ΔGcomplex, ΔGreceptor, and ΔGligand represent the estimated
binding energy of the complex, protein, and ligand,
respectively. ΔGn refers to the contribution of each individual
entity (complex, protein, and ligand). The term ΔEGas
represents the variation in interaction energy between the
protein and the ligand in the gas phase, obtained through van
der Waals (ΔEvdW) and electrostatic (ΔEELE) interactions.
Meanwhile, the term ΔEsol reflects the binding energy of
solvation, derived by calculating the polar (ΔEGB) and
nonpolar contributions. Finally, TΔS corresponds to the
entropy term but was not considered in the calculations.

= +G G G G( )Bind complex receptor ligand (1)

= +G E E T Sn Gas sol (2)

= + + +G E E E E T Sn vdW ELE GB SURF (3)

■ CONCLUSIONS
The anti-MYC potential of triterpenes was evaluated using
computational approaches involving molecular docking, MD,
and binding energy calculation. Using the EnGens tool, the
relatively stable MYC protein conformational ensemble was
generated to track the initial binding poses of the triterpenes.
In the docking studies, 82 ligands were selected based on the
interaction energy values between −8.3 and −10.1 kcal mol−1.
The virtual screening of these 82 triterpenes using
physicochemical (druglikeness) and pharmacokinetic
(ADMET) properties allowed the selection of eight
triterpenes. The stability of these eight complexes was analyzed
by 300 ns MD simulations. The RMSD, RMSF, and radius of
gyration plots revealed that four ligands, 8-ene-C287 (I), 8-
ene-C72 (IV), 8,16-diene-C6 (VI), and 7,14-diene-C1 (VII),
effectively interacted with the protein during the simulation
and helped its stabilization. The binding energy was calculated

using the MM-GBSA method and presented energies between
−32.48 and −44.98 kcal mol−1 for the complexes MYC-I,
MYC-IV, MYC-VI, and MYC-VII.
The computational results obtained in this study support the

hypothesis of strong interactions between the molecular target
and the lanostane-type ligands, especially for the 7,14-diene-C1
(VII) ligand, which was considered a hit compound. This
behavior may suggest a possible inhibitory action for these
molecules, motivating further in vitro anti-MYC experiments.
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L.; do Nascimento Borges, B.; de Oliveira, E. H. C. Pisosterol Induces

ACS Omega http://pubs.acs.org/journal/acsodf Article

https://doi.org/10.1021/acsomega.4c10201
ACS Omega 2024, 9, 50844−50858

50856

https://doi.org/10.1039/c002534h
https://doi.org/10.1039/c002534h
https://doi.org/10.1039/c002534h
https://doi.org/10.1016/j.ebiom.2021.103756
https://doi.org/10.1016/j.ebiom.2021.103756
https://doi.org/10.1016/j.cell.2012.08.026
https://doi.org/10.1016/j.cell.2012.08.026
https://doi.org/10.7554/eLife.50731
https://doi.org/10.7554/eLife.50731
https://doi.org/10.7554/eLife.50731
https://doi.org/10.1016/j.chembiol.2019.02.009
https://doi.org/10.1016/j.chembiol.2019.02.009
https://doi.org/10.1038/s41598-018-28107-4
https://doi.org/10.1038/s41598-018-28107-4
https://doi.org/10.1038/s41598-018-28107-4
https://doi.org/10.1016/j.juro.2013.07.019
https://doi.org/10.1016/j.juro.2013.07.019
https://doi.org/10.1016/j.juro.2013.07.019
https://doi.org/10.18632/oncotarget.10784
https://doi.org/10.18632/oncotarget.10784
https://doi.org/10.18632/oncotarget.10784
https://doi.org/10.1038/nature14985
https://doi.org/10.1038/nature14985
https://doi.org/10.1016/j.molcel.2015.02.028
https://doi.org/10.1016/j.molcel.2015.02.028
https://doi.org/10.1158/1078-0432.CCR-15-2448
https://doi.org/10.1158/1078-0432.CCR-15-2448
https://doi.org/10.1124/pr.112.007336
https://doi.org/10.3390/molecules25061375
https://doi.org/10.3390/molecules25061375
https://doi.org/10.1124/mol.109.054858
https://doi.org/10.1124/mol.109.054858
https://doi.org/10.1038/srep22298
https://doi.org/10.1038/srep22298
https://doi.org/10.3390/ijms20010120
https://doi.org/10.3390/ijms20010120
https://doi.org/10.3390/ijms20010120
https://doi.org/10.1016/j.jbc.2022.101898
https://doi.org/10.1016/j.jbc.2022.101898
https://doi.org/10.3390/molecules28155658
https://doi.org/10.3390/molecules28155658
https://doi.org/10.1039/C8RA03468K
https://doi.org/10.1039/C8RA03468K
https://doi.org/10.3390/molecules28041756
https://doi.org/10.3390/molecules28041756
https://doi.org/10.1186/s13020-024-00922-0
https://doi.org/10.1186/s13020-024-00922-0
https://doi.org/10.1186/s13020-024-00922-0
https://doi.org/10.3390/molecules191117478
https://doi.org/10.3390/molecules191117478
https://doi.org/10.3390/molecules191117478
https://doi.org/10.3390/biom13010024
https://doi.org/10.3390/biom13010024
https://doi.org/10.1142/S0192415X23500878
https://doi.org/10.1142/S0192415X23500878
https://doi.org/10.3390/molecules27206989
https://doi.org/10.3390/molecules27206989
https://doi.org/10.1016/j.phytochem.2018.09.003
https://doi.org/10.1016/j.phytochem.2018.09.003
https://doi.org/10.1038/ja.2017.122
https://doi.org/10.1038/ja.2017.122
https://doi.org/10.1080/10286020.2021.2017899
https://doi.org/10.1080/10286020.2021.2017899
https://doi.org/10.3390/foods13040614
https://doi.org/10.3390/foods13040614
https://doi.org/10.3390/foods13040614
https://doi.org/10.3390/foods13040614
https://doi.org/10.1080/10286020.2022.2094787
https://doi.org/10.1080/10286020.2022.2094787
https://doi.org/10.1515/znc-2004-7-812
https://doi.org/10.1515/znc-2004-7-812
https://doi.org/10.1515/znc-2004-7-812
https://doi.org/10.1016/j.tiv.2007.01.018
https://doi.org/10.2174/1871520620666200203160117
http://pubs.acs.org/journal/acsodf?ref=pdf
https://doi.org/10.1021/acsomega.4c10201?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


G2/M Cell Cycle Arrest and Apoptosis via the ATM/ATR Signaling
Pathway in Human Glioma Cells. Anticancer Agents Med. Chem. 2020,
20 (6), 734−750.
(57) Silva, T. C. R.; Lima, P. D. L.; Bahia, M. O.; Khayat, A. S.;
Bezerra, F. S.; Andrade-Neto, M.; Seabra, A. D.; Pontes, T. B.;
Moraes, M. O.; Montenegro, R. C.; Costa-Lotufo, L. V.; Pessoa, C.;
Pinto, G. R.; Burbano, R. R. Pisosterol Induces Interphase Arrest in
HL60 Cells with C-MYC Amplification. Hum. Exp. Toxicol. 2010, 29
(3), 235−240.
(58) Pereira, E. L. R.; Lima, P. D. L.; Khayat, A. S.; Bahia, M. O.;
Bezerra, F. S.; Andrade-Neto, M.; Montenegro, R. C.; Pessoa, C.;
Costa-Lotufo, L. V.; Moraes, M. O.; Yoshioka, F. K. N.; Pinto, G. R.;
Burbano, R. R. Inhibitory Effect of Pisosterol on Human
Glioblastoma Cell Lines with C-MYC Amplification. J. Appl. Toxicol.
2011, 31 (6), 554−560.
(59) Kar, S.; Leszczynski, J. Open Access in Silico Tools to Predict
the ADMET Profiling of Drug Candidates. Expert Opin. Drug Discov.
2020, 15 (12), 1473−1487.
(60) Jambhekar, S. S.; Breen, P. J. Drug Dissolution: Significance of
Physicochemical Properties and Physiological Conditions. Drug
Discov. Today 2013, 18 (23−24), 1173−1184.
(61) Azman, M.; Sabri, A. H.; Anjani, Q. K.; Mustaffa, M. F.; Hamid,
K. A. Intestinal Absorption Study: Challenges and Absorption
Enhancement Strategies in Improving Oral Drug Delivery. Pharm.
2022, 15 (8), 975.
(62) Stavropoulou, E.; Pircalabioru, G. G.; Bezirtzoglou, E. The Role
of Cytochromes P450 in Infection. Front. Immunol. 2018, 9, 89.
(63) Lagares, L. M.; Minovski, N.; Novic,̌ M. Multiclass Classifier for
P-Glycoprotein Substrates, Inhibitors, and Non-Active Compounds.
Molecules 2019, 24 (10), 2006.
(64) Yang, P. C.; Demarco, K. R.; Aghasafari, P.; Jeng, M. T.;
Dawson, J. R. D.; Bekker, S.; Noskov, S. Y.; Yarov-Yarovoy, V.;
Vorobyov, I.; Clancy, C. E. A Computational Pipeline to Predict
Cardiotoxicity: From the Atom to the Rhythm. Circ. Res. 2020, 126
(8), 947−964.
(65) He, S.; Ye, T.; Wang, R.; Zhang, C.; Zhang, X.; Sun, G.; Sun, X.
An In Silico Model for Predicting Drug-Induced Hepatotoxicity. Int. J.
Mol. Sci. 2019, 20 (8), 1897.
(66) Wu, D.; Chen, Q.; Chen, X.; Han, F.; Chen, Z.; Wang, Y. The
Blood-Brain Barrier: Structure, Regulation, and Drug Delivery. Signal
Transduction Targeted Ther. 2023, 8, 217.
(67) Kim, K. H.; Moon, E.; Choi, S. U.; Kim, S. Y.; Lee, K. R.
Lanostane triterpenoids from the mushroom Naematoloma fascicu-
lare. J. Nat. Prod. 2013, 76 (5), 845−851.
(68) Upadhyay, M.; Shrivastava, B.; Jain, A.; Kidwai, M.; Kumar, S.;
Gomes, J.; Goswami, D. G.; Panda, A. K.; Kuhad, R. C. Production of
ganoderic acid by Ganoderma lucidum RCKB-2010 and its therapeutic
potential. Ann. Microbiol. 2014, 64, 839−846.
(69) Li, Q.; Zheng, Y.; Fu, A.; Wei, M.; Kang, X.; Chen, C.; Zhu, H.;
Zhang, Y. 30-norlanostane triterpenoids and steroid derivatives from
the endophytic fungus Aspergillus nidulans. Phytochemistry 2022, 201,
No. 113257.
(70) Li, J. C.; Li, S. Y.; Tang, J. X.; Liu, D.; Feng, X. Y.; Rao, K. R.;
Zhao, X. D.; Li, H. M.; Li, R. T. Triterpenoids, steroids and other
constituents from Euphorbia kansui and their anti-inflammatory and
anti-tumor properties. Phytochemistry 2022, 204, No. 113449.
(71) Lee, D. J.; Hong, S. M.; Yoon, D. H.; Ham, S. L.; Kim, J.; Kim,
S. Y.; Choi, S. U.; Kim, C. S.; Lee, K. R. Triterpenoids from the leaves
of Abies koreana and their biological activities. Phytochemistry 2023,
208, No. 113594.
(72) Kikuchi, T.; Matsuda, S.; Kadota, S.; Murai, Y.; Ogita, Z.
Ganoderic acid D, E, F, and H and lucidenic acid D, E, and F, new
triterpenoids from ganoderma lucidum. Chem. Pharm. Bull. 1985, 33
(6), 2624−2627.
(73) Wei, J. C.; Wang, Y. X.; Dai, R.; Tian, X. G.; Sun, C. P.; Ma, X.
C.; Jia, J. M.; Zhang, B. J.; Huo, X. K.; Wang, C. C27-Nor Lanostane
Triterpenoids of the Fungus Ganoderma Lucidum and Their
Inhibitory Effects on Acetylcholinesteras. Phytochem. Lett. 2017, 20,
263−268.

(74) Lee, I. S.; Ahn, B. R.; Choi, J. S.; Hattori, M.; Min, B.; Bae, K.
H. Selective Cholinesterase Inhibition by Lanostane Triterpenes from
Fruiting Bodies of Ganoderma Lucidum. Bioorg. Med. Chem. Lett.
2011, 21 (21), 6603−6607.
(75) Zhang, W.; Tao, J.; Yang, X.; Yang, Z.; Zhang, L.; Liu, H.; Wu,
K.; Wu, J. Antiviral Effects of Two Ganoderma Lucidum
Triterpenoids against Enterovirus 71 Infection. Biochem. Biophys.
Res. Commun. 2014, 449 (3), 307−312.
(76) Wang, K.; Bao, L.; Xiong, W.; Ma, K.; Han, J.; Wang, W.; Yin,
W.; Liu, H. Lanostane Triterpenes from the Tibetan Medicinal
Mushroom Ganoderma Leucocontextum and Their Inhibitory Effects
on HMG-CoA Reductase and α-Glucosidase. J. Nat. Prod. 2015, 78
(8), 1977−1989.
(77) Fatmawati, S.; Shimizu, K.; Kondo, R. Ganoderic Acid Df, a
New Triterpenoid with Aldose Reductase Inhibitory Activity from the
Fruiting Body of Ganoderma Lucidum. Fitoterapia 2010, 81 (8),
1033−1036.
(78) Kikuchi, T.; Kanoumi, A.; Kadota, S.; Murai, Y.; Tsubono, K.;
Ogita, Z. Constitutents of the Fungus Ganoderma Lucidum (FR.)
KARST. I.: Structures of Ganoderic Acids C2, E, I, and K, Lucidenic
Acid F and Related Compounds. Chem. Pharm. Bull. 1986, 34 (9),
3695−3712.
(79) Akihisa, T.; Nakamura, Y.; Tagata, M.; Tokuda, H.; Yasukawa,
K.; Uchiyama, E.; Suzuki, T.; Kimura, Y. Anti-Inflammatory and Anti-
Tumor-Promoting Effects of Triterpene Acids and Sterols from the
Fungus Ganoderma Lucidum. Chem. Biodivers. 2007, 4 (2), 224−231.
(80) Liu, L. Y.; Yan, Z.; Kang, J.; Chen, R. Y.; Yu, D. Q. Three New
Triterpenoids from Ganoderma Theaecolum. J. Asian Nat. Prod. Res.
2017, 19 (9), 847−853.
(81) Hasegawa, S.; Miura, T.; Kaneko, N.; Hirose, Y.; Iitaka, Y.
Further New Rearranged Lanostanoids from the Seeds of Abies
Mariesii and A. Firma. Tetrahedron 1987, 43 (8), 1775−1784.
(82) Li, Y. T.; Zhang, Z.; Feng, Y.; Cheng, Y.; Li, S.; Li, C.; Tian, L.
W. Cardioprotective 22-Hydroxylanostane Triterpenoids from the
Fruiting Bodies of Phellinus Igniarius. Phytochemistry. 2021, 191,
No. 112907.
(83) Yao, R.; Zhang, M.; Zhou, J.; Liu, L.; Zhang, Y.; Gao, J.; Xu, K.
Novel Dual-Targeting c-Myc Inhibitor D347−2761 Represses
Myeloma Growth via Blocking c-Myc/Max Heterodimerization and
Disturbing Its Stability. Cell Commun. Signaling 2022, 20 (1), 73.
(84) Singh, A.; Kumar, A.; Kumar, P.; Nayak, N.; Bhardwaj, T.; Giri,
R.; Garg, N. A Novel Inhibitor L755507 Efficiently Blocks C-Myc-
MAX Heterodimerization and Induces Apoptosis in Cancer Cells. J.
Biol. Chem. 2021, 297 (1), No. 100903.
(85) Knapp, B.; Frantal, S.; Cibena, M.; Schreiner, W.; Bauer, P. Is
an Intuitive Convergence Definition of Molecular Dynamics
Simulations Solely Based on the Root Mean Square Deviation
Possible? J. Comput. Biol. 2011, 18 (8), 997−1005.
(86) Martínez, L. Automatic Identification of Mobile and Rigid
Substructures in Molecular Dynamics Simulations and Fractional
Structural Fluctuation Analysis. PLOS ONE 2015, 10, No. e0119264.
(87) Fuglebakk, E.; Echave, J.; Reuter, N. Measuring and Comparing
Structural Fluctuation Patterns in Large Protein Datasets. Bioinforma.
2012, 28 (19), 2431−2440.
(88) Bagewadi, Z. K.; Khan, T. M. Y; Gangadharappa, B.;
Kamalapurkar, A.; Shamsudeen, S. M.; Yaraguppi, D. A. Molecular
dynamics and simulation analysis against superoxide dismutase
(SOD) target of Micrococcus luteus with secondary metabolites from
Bacillus licheniformis recognized by genome mining approach. Saudi J.
Biol. Sci. 2023, 30 (9), No. 103753.
(89) Lobanov, M. Y.; Bogatyreva, N. S.; Galzitskaya, O. V. Radius of
gyration as an indicator of protein structure compactness. Mol. Biol.
2008, 42, 623−628.
(90) Amperayani, K. R.; Varadhi, G.; Oruganti, B.; Parimi, U. D.
Molecular Dynamics and Absolute Binding Free Energy Studies of
Piperine Derivatives as Potential Inhibitors of SARS-CoV-2 Main
Protease. J. Biomol. Struct. Dyn. 2023, 41 (23), 13696−13706.
(91) Menéndez, C. A.; Accordino, S. R.; Gerbino, D. C.;
Appignanesi, G. A. Hydrogen Bond Dynamic Propensity Studies for

ACS Omega http://pubs.acs.org/journal/acsodf Article

https://doi.org/10.1021/acsomega.4c10201
ACS Omega 2024, 9, 50844−50858

50857

https://doi.org/10.2174/1871520620666200203160117
https://doi.org/10.2174/1871520620666200203160117
https://doi.org/10.1177/0960327109359637
https://doi.org/10.1177/0960327109359637
https://doi.org/10.1002/jat.1596
https://doi.org/10.1002/jat.1596
https://doi.org/10.1080/17460441.2020.1798926
https://doi.org/10.1080/17460441.2020.1798926
https://doi.org/10.1016/j.drudis.2013.08.013
https://doi.org/10.1016/j.drudis.2013.08.013
https://doi.org/10.3390/ph15080975
https://doi.org/10.3390/ph15080975
https://doi.org/10.3389/fimmu.2018.00089
https://doi.org/10.3389/fimmu.2018.00089
https://doi.org/10.3390/molecules24102006
https://doi.org/10.3390/molecules24102006
https://doi.org/10.1161/CIRCRESAHA.119.316404
https://doi.org/10.1161/CIRCRESAHA.119.316404
https://doi.org/10.3390/ijms20081897
https://doi.org/10.1038/s41392-023-01481-w
https://doi.org/10.1038/s41392-023-01481-w
https://doi.org/10.1021/np300801x?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/np300801x?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1007/s13213-013-0723-9
https://doi.org/10.1007/s13213-013-0723-9
https://doi.org/10.1007/s13213-013-0723-9
https://doi.org/10.1016/j.phytochem.2022.113257
https://doi.org/10.1016/j.phytochem.2022.113257
https://doi.org/10.1016/j.phytochem.2022.113449
https://doi.org/10.1016/j.phytochem.2022.113449
https://doi.org/10.1016/j.phytochem.2022.113449
https://doi.org/10.1016/j.phytochem.2023.113594
https://doi.org/10.1016/j.phytochem.2023.113594
https://doi.org/10.1248/cpb.33.2624
https://doi.org/10.1248/cpb.33.2624
https://doi.org/10.1016/j.phytol.2017.05.015
https://doi.org/10.1016/j.phytol.2017.05.015
https://doi.org/10.1016/j.phytol.2017.05.015
https://doi.org/10.1016/j.bmcl.2011.04.042
https://doi.org/10.1016/j.bmcl.2011.04.042
https://doi.org/10.1016/j.bbrc.2014.05.019
https://doi.org/10.1016/j.bbrc.2014.05.019
https://doi.org/10.1021/acs.jnatprod.5b00331?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jnatprod.5b00331?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jnatprod.5b00331?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.fitote.2010.06.025
https://doi.org/10.1016/j.fitote.2010.06.025
https://doi.org/10.1016/j.fitote.2010.06.025
https://doi.org/10.1248/cpb.34.3695
https://doi.org/10.1248/cpb.34.3695
https://doi.org/10.1248/cpb.34.3695
https://doi.org/10.1002/cbdv.200790027
https://doi.org/10.1002/cbdv.200790027
https://doi.org/10.1002/cbdv.200790027
https://doi.org/10.1080/10286020.2016.1271793
https://doi.org/10.1080/10286020.2016.1271793
https://doi.org/10.1016/S0040-4020(01)81488-5
https://doi.org/10.1016/S0040-4020(01)81488-5
https://doi.org/10.1016/j.phytochem.2021.112907
https://doi.org/10.1016/j.phytochem.2021.112907
https://doi.org/10.1186/s12964-022-00868-6
https://doi.org/10.1186/s12964-022-00868-6
https://doi.org/10.1186/s12964-022-00868-6
https://doi.org/10.1016/j.jbc.2021.100903
https://doi.org/10.1016/j.jbc.2021.100903
https://doi.org/10.1089/cmb.2010.0237
https://doi.org/10.1089/cmb.2010.0237
https://doi.org/10.1089/cmb.2010.0237
https://doi.org/10.1089/cmb.2010.0237
https://doi.org/10.1371/journal.pone.0119264
https://doi.org/10.1371/journal.pone.0119264
https://doi.org/10.1371/journal.pone.0119264
https://doi.org/10.1093/bioinformatics/bts445
https://doi.org/10.1093/bioinformatics/bts445
https://doi.org/10.1016/j.sjbs.2023.103753
https://doi.org/10.1016/j.sjbs.2023.103753
https://doi.org/10.1016/j.sjbs.2023.103753
https://doi.org/10.1016/j.sjbs.2023.103753
https://doi.org/10.1134/S0026893308040195
https://doi.org/10.1134/S0026893308040195
https://doi.org/10.1080/07391102.2023.2193987
https://doi.org/10.1080/07391102.2023.2193987
https://doi.org/10.1080/07391102.2023.2193987
https://doi.org/10.1371/journal.pone.0165767
http://pubs.acs.org/journal/acsodf?ref=pdf
https://doi.org/10.1021/acsomega.4c10201?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


Protein Binding and Drug Design. PLoS One. 2016, 11 (10),
No. e0165767.
(92) Humphrey, W.; Dalke, A.; Schulten, K. VMD: Visual Molecular
Dynamics. J. Mol. Graph. 1996, 14 (1), 33−38.
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Krupa, P. Protocols for Multi-Scale Molecular Dynamics Simulations:
A Comparative Study for Intrinsically Disordered Amyloid Beta in
Amber & Gromacs on CPU & GPU. BioRxiv. 2024.
(113) Hornak, V.; Abel, R.; Okur, A.; Strockbine, B.; Roitberg, A.;
Simmerling, C. Comparison of Multiple Amber Force Fields and
Development of Improved Protein Backbone Parameters. Proteins
2006, 65 (3), 712−725.
(114) Sousa da Silva, A. W.; Vranken, W. F. ACPYPE -
AnteChamber PYthon Parser InterfacE. BMC Res. Notes 2012, 5, 367.
(115) Kagami, L.; Wilter, A.; Diaz, A.; Vranken, W.; Elofsson, A. The
ACPYPE Web Server for Small-Molecule MD Topology Generation.
Bioinformatics 2023, 39 (6), No. btad350.
(116) Valdés-Tresanco, M. S.; Valdés-Tresanco, M. E.; Valiente, P.
A.; Moreno, E. Gmx_MMPBSA: A New Tool to Perform End-State
Free Energy Calculations with GROMACS. J. Chem. Theory Comput.
2021, 17 (10), 6281−6291.

ACS Omega http://pubs.acs.org/journal/acsodf Article

https://doi.org/10.1021/acsomega.4c10201
ACS Omega 2024, 9, 50844−50858

50858

https://doi.org/10.1371/journal.pone.0165767
https://doi.org/10.1016/0263-7855(96)00018-5
https://doi.org/10.1016/0263-7855(96)00018-5
https://doi.org/10.1080/07391102.2023.2274972
https://doi.org/10.1080/07391102.2023.2274972
https://doi.org/10.1080/07391102.2023.2274972
https://doi.org/10.1098/rsfs.2020.0007
https://doi.org/10.1098/rsfs.2020.0007
https://doi.org/10.1098/rsfs.2020.0007
https://doi.org/10.1248/bpb.31.454
https://doi.org/10.1248/bpb.31.454
https://doi.org/10.1021/ja204075s?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1186/1758-2946-4-17
https://doi.org/10.1186/1758-2946-4-17
https://doi.org/10.1186/1758-2946-3-33
https://doi.org/10.1186/1758-2946-3-33
https://doi.org/10.1093/nar/28.1.235
https://doi.org/10.1093/nar/28.1.235
https://doi.org/10.1016/S0092-8674(02)01284-9
https://doi.org/10.1016/S0092-8674(02)01284-9
https://doi.org/10.1016/S0092-8674(02)01284-9
https://doi.org/10.1002/bmb.20966
https://doi.org/10.1002/bmb.20966
https://doi.org/10.1093/nar/gkh381
https://doi.org/10.1093/nar/gkh381
https://doi.org/10.1107/S0021889892009944
https://doi.org/10.1107/S0021889892009944
https://doi.org/10.1016/j.softx.2015.06.001
https://doi.org/10.1016/j.softx.2015.06.001
https://doi.org/10.1016/j.softx.2015.06.001
https://doi.org/10.1093/bib/bbad242
https://doi.org/10.1093/bib/bbad242
https://doi.org/10.1093/bib/bbad242
https://doi.org/10.1093/nar/gky380
https://doi.org/10.1093/nar/gky380
https://doi.org/10.1093/nar/gky380
https://doi.org/10.1021/acs.jcim.1c00203?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jcim.1c00203?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1038/srep42717
https://doi.org/10.1038/srep42717
https://doi.org/10.1038/srep42717
https://doi.org/10.1016/S0169-409X(00)00129-0
https://doi.org/10.1016/S0169-409X(00)00129-0
https://doi.org/10.1021/jm020017n?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jm020017n?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1186/s13321-018-0283-x
https://doi.org/10.1186/s13321-018-0283-x
https://doi.org/10.1186/s13321-018-0283-x
https://doi.org/10.1002/prot.21123
https://doi.org/10.1002/prot.21123
https://doi.org/10.1186/1756-0500-5-367
https://doi.org/10.1186/1756-0500-5-367
https://doi.org/10.1093/bioinformatics/btad350
https://doi.org/10.1093/bioinformatics/btad350
https://doi.org/10.1021/acs.jctc.1c00645?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jctc.1c00645?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
http://pubs.acs.org/journal/acsodf?ref=pdf
https://doi.org/10.1021/acsomega.4c10201?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as

