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Abstract: Stable encapsulation of medically active compounds can lead to longer storage life and
facilitate the slow-release mechanism. In this work, the dynamic and molecular interactions between
plumbagin molecule with β-cyclodextrin (BCD) and its two derivatives, which are dimethyl-β-
cyclodextrin (MBCD), and 2-O-monohydroxypropyl-β-cyclodextrin (HPBCD) were investigated.
Molecular dynamics simulations (MD) with GLYCAM-06 and AMBER force fields were used to
simulate the inclusion complex systems under storage temperature (4 ◦C) in an aqueous solution.
The simulation results suggested that HPBCD is the best encapsulation agent to produce stable
host–guest binding with plumbagin. Moreover, the observation of the plumbagin dynamic inside the
binding cavity revealed that it tends to orient the methyl group toward the wider rim of HPBCD.
Therefore, HPBCD is a decent candidate for the preservation of plumbagin with a promising longer
storage life and presents the opportunity to facilitate the slow-release mechanism.

Keywords: inclusion complexes; β-cyclodextrin; 2-O-monohydroxypropyl-β-cyclodextrin; dimethyl-
β-cyclodextrin; plumbagin; molecular dynamics simulations

1. Introduction

Plumbagin, or 2-methyljuglone, is an essential plant-based naphthoquinone that
has been extensively used as a medicinal compound in Asian countries [1]. It exhibits
several influential biological effects such as antioxidant, anti-inflammatory, anticancer,
antibacterial, and antifungal activities [2]. Moreover, cytotoxic activity against lung and
breast carcinoma has been reported in several studies [3–5]. Unfortunately, the cytotoxicity
of the medicinal compound can also affect healthy cells [6]. Moreover, plumbagin has
low water solubility, bioavailability, and melting point, which lead to the compound’s
instability [7,8]. Recently researchers have reported that nano-encapsulation of plumbagin
with β-cyclodextrin (BCD) can reduce toxicity and enhance pharmaceutical efficacy [9,10].
Our works have also reported the use of BCD and its derivatives to enhance the stability
and aqueous solubility of plumbagin [11,12].

Cyclodextrins are cyclic oligosaccharides with hydrophobic inner cavities and hy-
drophilic surfaces. Since 1953, BCD has been one of the well-known encapsulation agents
for biologically active compounds. For simplicity, they usually are described as a truncated
cone with a wider rim and narrow rim comprised of secondary and primary hydroxyl
groups, respectively. The BCD inclusion complex can provide higher thermal stability,
slower release rate, and resistance to α-amylase in saliva for various active compounds.
However, water solubility has not been fairly improved by encapsulation with BCD due to
its strong crystal lattice energy. Scientific studies have suggested that the substitution of
primary or secondary hydroxyl groups with other functional groups can lead to higher wa-
ter solubility [13–16]. Two BCD derivatives of interest are dimethyl-β-cyclodextrin (MBCD)
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and 2-O-monohydroxypropyl-β-cyclodextrin (HPBCD), which have been reported to sub-
stantially improve the solubility of the inclusion complex [17,18].

Our previous experimental and computational studies revealed that the preservation
of plumbagin can be intensely improved by encapsulation with BCD under an affordable
price scheme. Furthermore, the molecular docking and semi-empirical calculations of
BCD and its two derivatives (MBCD and HPBCD) with plumbagin suggested that the
inclusion complexes are possible. There were two potential binding conformations, so-
called conformation-I and conformation-II which have been defined by the position of
plumbagin’s methyl group inside the bound cavity. The methyl group was located near the
wider rim of the truncated cone in conformation-I and near the narrow rim in conformation-
II [10,12]. Nevertheless, the intermolecular interactions and dynamics of plumbagin and
β-cyclodextrins (BCDs) inclusion complexes were not fully investigated, especially not
under an aqueous solution with thermal effects.

Therefore, in this work, molecular dynamics simulations (MD) were performed to
investigate the structural dynamic behavior of the plumbagin–BCDs inclusion complexes
in an aqueous solution under the storage temperature (4 ◦C). The free binding energy
and binding–releasing pathway of inclusion complexes were observed to find the finest
host for plumbagin to enhance its stability, which could be supportive information on the
encapsulation and transport processes of plumbagin.

2. Results
2.1. Solvated Inclusion Complexes Equilibrium and Stability

The total system energy of all equilibrated inclusion complexes in an aqueous solution
under a storage temperature of 4 ◦C was observed throughout 200 ns MD simulations.
For both conformations (I and II) of plumbagin–BCD and plumbagin–HPBCD inclusion
complexes (BCD-I, BCD-II, HPBCD-I, and HPBCD-II), the energies were steady at −7000
kcal/mol. For plumbagin–MBCD inclusion complexes, in both conformations (MBCD-I
and MBCD-II), the energies were steady at −9000 kcal/mol. Thus, all solvated inclusion
complexes fully reached equilibrium and were considered to be stable isothermal systems.

For stability analysis of plumbagin and hosts molecules, the all-atom root-mean-
square deviation (RMSD) of plumbagin and BCDs were plotted using red and black
lines, respectively, as shown in Figure 1. The all-atom RMSD of the host’s molecules
presented higher deviation than plumbagin molecule, as the consequence of the difference
in molecular size and chemical structure. Plumbagin is a naphthoquinone that has limited
structural flexibility; thus, its structural deviation throughout the whole MD simulation
was small and steady (RMSD of 0.1 to 0.9 Å); meanwhile, hosts molecules—which are
cyclic oligosaccharides with seven glucose units—lead to a higher degree of structural
motions, especially when there are substituted functional groups on the rims of a truncated
cone (e.g., MBCD and HPBCD).
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deviation of MBCD molecules was the highest among other inclusion complexes (RMSD 
ranging from 1.8 to 4.8 Å). The high fluctuation could be the result of additional dynamic 
motions of substituted methyl groups on both rims of the truncated cone. Nevertheless, 
several steady intervals were found during 200 ns MD simulations. In MBCD-I, the MBCD 
structure was gradually deviated until reaching a maximum distance of 3.95 Å within the 
first 10 ns. Then, there were three short stable intervals, 20 to 40 ns each, until 100 ns, with 
2.85 to 4.35 Å fluctuation. Interestingly, the RMSD profile was highly fluctuated, ranging 
from 1.8 to 4.8 Å during 100 to 130 ns, which could refer to large structural motions within 
this specific period. However, after 130 ns, the RMSD fluctuation was stabilized within 
the 4.0 to 4.8 Å range until the end of simulation, which indicated the restoration of 
MBCD’s structural stability. Inversely, the RMSD of the MBCD molecule in MBCD-II re-
vealed a large structural deviation during the first 90 ns with steady fluctuation (3.9 to 4.6 
Å). Then, the deviation of MBCD structure gradually declined during 90 to 130 ns to the 
minimum distance of 1.9 Å. Afterward, the structural fluctuation was kept steady between 
2.5 and 3.1 Å until 185 ns. However, the high degree of structural deviation arose again 
toward the end of simulation, with RMSD fluctuating between 1.8 to 4.8 Å. This was an 

Figure 1. RMSD plots of plumbagin and BCDs during 200 ns MD simulations. The red and black
lines represent the RMSD of plumbagin and BCDs, respectively.

The BCD structure of BCD-I was considerably similar to the reference’s orientation
with low RMSD values (1.2 to 2.5 Å) during the first 115 ns. Afterward, the structural
deviation of BCD started to increase and then re-stabilized within the next 30 ns. This
lead to another stable interval with steady RMSD fluctuation between 2.8 and 3.1 Å until
190 ns. Then, they were probably reformed back to the reference’s orientation again, which
is indicated by low RMSD. While the BCD structure in BCD-II stayed in the reference’s
structure until 82 ns, its RMSD value then increased to be around 3 Å and steady until the
end of simulations.

For plumbagin–MBCD inclusion complexes (MBCD-I and MBCD-II), the structural
deviation of MBCD molecules was the highest among other inclusion complexes (RMSD
ranging from 1.8 to 4.8 Å). The high fluctuation could be the result of additional dynamic
motions of substituted methyl groups on both rims of the truncated cone. Nevertheless,
several steady intervals were found during 200 ns MD simulations. In MBCD-I, the MBCD
structure was gradually deviated until reaching a maximum distance of 3.95 Å within the
first 10 ns. Then, there were three short stable intervals, 20 to 40 ns each, until 100 ns, with
2.85 to 4.35 Å fluctuation. Interestingly, the RMSD profile was highly fluctuated, ranging
from 1.8 to 4.8 Å during 100 to 130 ns, which could refer to large structural motions within
this specific period. However, after 130 ns, the RMSD fluctuation was stabilized within the
4.0 to 4.8 Å range until the end of simulation, which indicated the restoration of MBCD’s
structural stability. Inversely, the RMSD of the MBCD molecule in MBCD-II revealed a
large structural deviation during the first 90 ns with steady fluctuation (3.9 to 4.6 Å). Then,
the deviation of MBCD structure gradually declined during 90 to 130 ns to the minimum
distance of 1.9 Å. Afterward, the structural fluctuation was kept steady between 2.5 and
3.1 Å until 185 ns. However, the high degree of structural deviation arose again toward the
end of simulation, with RMSD fluctuating between 1.8 to 4.8 Å. This was an interesting
structural motion of MBCD from two inclusion complex conformations because the RMSD
profiles appeared to be in reversed trend.
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The finest dynamics system occurred in both conformations of plumbagin–HPBCD
inclusion complexes (HPBCD-I and HPBCD-II). However, the slight RMSD fluctuation
(1.0 to 3 Å) can still be found during the first 30 and 50 ns for HPBCD-I and HPBCD-II,
respectively. These structural deviations at the beginning of simulations might have come
from motions of a hydroxypropyl group attached to the wider rim of HPBCD. The RMSD
profiles of HPBCD were noticeably steady (RMSD of 1.0 to 2.2 Å) during the last 170 and
150 ns of the simulation time for HPBCD-I and HPBCD-II, respectively.

2.2. Dynamics Behavior of Inclusion Complexes

The stability of inclusion complexes was extensively analyzed based on the structural
deviation of the BCDs molecule the using all-atoms RMSD profiles in the previous section.
However, the RMSD value is not a sufficient parameter to fully represent plumbagin
movement inside the simulated space. Therefore, the distance between the centers of mass
of plumbagin and BCDs were measured to investigate the position of plumbagin during
MD simulations, as shown in Figure 2. However, to avoid defects in calculation due to
asymmetrical structure, the substituted functional groups of BCD derivatives were not
taken into consideration. The center of mass of BCD’s core structure was considered to be
the origin; thus, positive and negative distances indicated whether the plumbagin molecule
was located above or below that origin. The black horizontal dashed lines on each subplot
represent half of the vertical distance of BCD core structure in the positive and negative
directions. Therefore, the positive and negative distances above or below these horizontal
lines indicate the release of the plumbagin molecule from BCDs inner cavity.
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Figure 2. Plots of the distance between the center of mass of plumbagin and BCDs during 200 ns MD simulations. The
y-axis of all subplots is presented in a logarithmic scale for a clearer presentation. The black horizontal dashed lines indicate
the distances from the center of mass of BCD core structure to the wider rim and narrow rim with the distances labeled as
+3.95 and −3.95 Å, respectively. The truncated cone diagrams on the right represent the total vertical dimension of BCD’s
core structures, without substituted functional groups.

The plumbagin molecule bounced upward and downward within the BCD cavity
for the first 115 and 82 ns in BCD-I and BCD-II conformations, respectively. Then, the
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plumbagin molecule started to migrate out from the binding cavity with several attempts
to migrate back inside the cavity space. However, the plumbagin could not be stabilized
inside the inner cavity of BCD anymore, which could be a consequence of structural
deviation of BCD, as mentioned in the stability analysis.

Similarly, the relationship between the structural deviation of MBCD and dynamics of
plumbagin could be identified as follows. For MBCD-I conformation, the MBCD structure
deviation could be roughly divided into three stable intervals during the first 100 ns, which
also affects the movement of plumbagin in the same way. In other words, plumbagin
bounced up and down inside the cavity during the first 20 ns and then migrated out and
kept a constant distance with MBCD until 50 ns. Afterward, it shifted back and stayed
closer to the MBCD again until 100 ns. During 100 and 130 ns, in which RMSD indicated
the high structural fluctuation of MBCD, plumbagin was attracted back into MBCD cavity.
However, the highly fluctuated movement was found after 130 ns and the plumbagin
mostly stayed away from MBCD inner cavity, which corresponds to the final stable interval
of MBCD structural deviation. For MBCD-II conformation, the relationship between MBCD
structural deviation and plumbagin movement interpretation is difficult due to the high
fluctuation of plumbagin movement: it intensively bounced upward and downward both
inside and outside the MBCD cavity. Thus, the trend of plumbagin dynamics could not be
clearly seen. However, the distance profile could be divided into three main intervals with
different plumbagin movements, and they are roughly comparable to the RMSD profile
of MBCD. In the first interval, the highest fluctuation of plumbagin movement could be
observed during the first 130 ns, which represented the interchange between its bound
and released states. The second interval was defined between 130 and 185 ns and the
fluctuation of plumbagin movement was reduced, which resulted in a bouncing motion
within MBCD cavity only. In the third interval, the fluctuation of plumbagin movement
increased until the end of the simulation, which represented the revival of interchange
between bound and released states.

The movement of plumbagin in HPBCD-I and HPBCD-II conformations was stable,
as expected, because the high stability of HPBCD structural deviation was previously
observed. Moreover, the plumbagin molecule bounced up and down inside the binding
cavity with no evidence of migration to the solvated space.

Even though the structural movement of BCDs and dynamics of plumbagin can
be predicted using all-atom RMSD and distance profile, the visualization of inclusion
complexes is also important for behavior analysis. According to previously analyzed
results, there are multiple stable intervals during MD simulations that could be selected for
further analysis. After careful consideration based on RMSD profiles and distance profiles,
two stable intervals were selected. The first stable interval (15 to 20 ns) was chosen to
represent the initial bound state during MD simulations. The second stable interval (145 to
150 ns) was used to represent the dynamics behavior of inclusion complexes during the
latter part of simulations.

Ten snapshots during the selected stable intervals were illustrated in comparison
with the initial structure from structural minimization as shown in Figure 3. During 15
to 20 ns, plumbagin molecule in all inclusion complexes was located inside or near the
rim of BCDs cavity, which is consistent with the distance profiles. However, the motion
of the plumbagin molecule was elevated during the latter stable interval (145 to 150 ns)
in three inclusion complexes, which are the BCD-I, BCD-II, and MBCD-I conformations.
Thus, this resulted in the release of a plumbagin molecule from the inner cavity of BCD
and MBCD into the solvated space. According to the all-atom RMSD profiles of these
three inclusion complexes, the structural deviation of BCD and MBCD was also increased
during the latter part of the simulations, which can be used to support the observation
from molecular visualization. On the other hand, the plumbagin molecule was not released
from the inner cavities of the MBCD-II, HPBCD-I, and HPBCD-II conformations during the
latter stable interval. Therefore, these three inclusion complexes should provide a stronger
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binding between the hosts (BCDs) and the guest (plumbagin) molecule than the previous
three systems.
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Figure 3. Illustrations of initial inclusion complex structures and dynamic snapshots from two stable intervals. Plumbagin
and BCDs molecules are presented as green and light gray stick models, respectively. In both molecules, oxygen and
hydrogen atoms are highlighted with red and white color, respectively. For dynamic snapshots, all intermediate frames are
presented with the transparent model, only the first and the last frames were illustrated without transparency. Bound and
released states are specified according to the positions and motions of plumbagin molecule.

In addition, the visualization of MD snapshots can also reveal the interesting behavior
of the plumbagin molecule in each inclusion complex. For the BCD-I conformation, the
plumbagin molecule was released from the narrow rim, which was enlarged due to the
structural deformation of BCD, and its methyl group was rotated down approximately
90 degrees. For the BCD-II conformation, the alignment of plumbagin was kept at the
original orientation, even during the migration from BCD’s inner cavity. For MBCD-I and
MBCD-II conformations, the plumbagin molecule floated up to the wider rim of MBCD
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with changing in orientation by pointing its methyl group toward the side of MBCD cavity.
However, after plumbagin was released in MBCD-I conformation, its alignment seemed to
be random and clung on the outer surface of MBCD with some weak interaction. For the
HPBCD-I conformation, the orientation of plumbagin inside the HPBCD cavity did not
change at all. Inversely, the plumbagin molecule flipped its methyl group toward the wider
rim of HPBCD in the HPBCD-II conformation, and this meant that plumbagin preferred to
orient as conformation-I inside HPBCD’s cavity.

2.3. Binding Energies and Intermolecular Interactions

To gain more understanding about the binding interactions between BCDs and
plumbagin in each inclusion complex, molecular mechanics–generalized born surface
area continuum solvation (MM/GBSA) approach [19] was used to estimate the binding
energy. The calculations were based on 5,000 frames from the two selected stable intervals
(15 to 20 ns and 145 to 150 ns). The binding energy and all energetic contributions were
plotted and listed in Figure 4 and Table 1, respectively.
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(∆Egb) and nonpolar (∆Enpol) energies, which contribute to solvation-free energy, are presented as teal and yellow bars,
respectively. The error bar is included for each bar plot to represent the standard deviation values.
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Table 1. Binding energies of all inclusion complexes, presented with major energetic components in kcal/mol from
MM/GBSA calculation during two stable intervals.

Component BCD-I BCD-II MBCD-I MBCD-II HPBCD-I HPBCD-II

15–20 ns interval
∆Ggas −10.11 ± 2.67 −10.61 ± 3.09 −15.83 ± 5.54 −27.72 ± 3.56 −28.93 ± 3.83 −31.32 ± 3.43
∆Gsol 5.49 ± 1.77 5.92 ± 2.24 4.89 ± 1.64 10.54 ± 2.19 14.77 ± 3.07 15.42 ± 2.65

∆GTotal −4.62 ± 1.66 −4.69 ± 1.64 −10.94 ± 4.22 −17.18 ± 2.58 −14.16 ± 1.98 −15.90 ± 2.04
T∆S 8.91 7.04 5.37 −0.86 −6.69 −7.98

∆Gbind(MM/GBSA) −13.53 −11.73 −16.31 −16.32 −7.47 −7.92

145–150 ns interval
∆Ggas −25.56 ± 2.65 −9.97 ± 3.43 −4.92 ± 5.06 −29.84 ± 3.30 −29.21 ± 3.94 −33.52 ± 4.77
∆Gsol 11.53 ± 1.93 5.58 ± 2.34 2.01 ± 1.97 11.52 ± 1.83 14.74 ± 3.04 18.22 ± 3.51

∆GTotal −14.03 ± 1.74 −4.39 ± 1.93 −2.91 ± 3.39 −18.32 ± 2.41 −14.47 ± 1.93 −15.30 ± 2.31
T∆S 9.60 33.14 34.91 0.06 −4.42 −5.54

∆Gbind(MM/GBSA) −23.63 −37.53 −37.82 −18.38 −10.05 −9.76

The average interaction energy in the gas phase (∆Ggas) was the summation of van
der Waals (∆Evdw) and electrostatic (∆Eele) energies. The solvation-free energy in the
implicit aqueous phase (∆Gsol) was the summation of electrostatic (∆Egb) and nonpolar
(∆Enpol) energies. Therefore, the total energy difference (∆GTotal) from the binding was the
summation of ∆Ggas and ∆Gsol. Then, the entropy change (T∆S) of plumbagin from the
host–guest complexation at a storage temperature was subtracted from ∆GTotal to obtain
the binding energy (∆Gbind(MM/GBSA)).

In Figure 4, all inclusion complexes during both stable intervals showed negative
van der Waals and electrostatic contributions in gas phase energy; however, they showed
small negative electrostatic and highly positive nonpolar contributions in solvation-free
energy. Therefore, all inclusion complexes complied with the typical phenomena, which
are the favorable interaction energy in the gas phase and unfavorable solvation-free energy.
The reason that most systems would have unfavorable solvation-free energy is that this
energetic contribution refers to the de-solvation process of bound molecules from solvated
space and restoring the binding interface. It was also very clear that the leading contri-
bution for host–guest binding in all plumbagin–BCDs inclusion complexes was van der
Waals interactions.

From Table 1, the negative total energy difference and binding energy of all inclusion
complexes, during both stable intervals, indicated the favorable host–guest complexations.
However, the binding affinity among all inclusion complexes is different, with several
interesting perspectives. For the 15 to 20 ns interval, the total energy difference suggests the
binding affinity rank without the effect of entropy change, as follows: MBCD-II > HPBCD-II
> HPBCD-I > MBCD-I > BCD-II > BCD-I. For the 145 to 150 ns interval, the ranking is
MBCD-II > HPBCD-II > HPBCD-I > BCD-I > BCD-II > MBCD-I. Comparison between
the results from two stable intervals showed the switching of binding affinity ranking
of BCD-I and MBCD-I, which are the inclusion complexes with evidence of plumbagin
release. Thus, this leads to one important question, which is that of why the binding
affinity between plumbagin and BCD in BCD-I conformation was stronger, with evidence
of plumbagin leaving the binding cavity. Then, a hypothesis was proposed as follows: the
stronger binding between plumbagin and BCD may occur at the rim, which consists of
hydroxyl groups. If this hypothesis is true, this means that the release of plumbagin in
BCD-I conformation is not the complete release.

However, the binding affinity analysis, based solely on the total energy difference, was
not comprehensive because the entropy effect was excluded. Therefore, the binding affinity
based on MM/GBSA binding energy was investigated as well. For 15 to 20 ns, the binding
affinity ranking is MBCD-II > MBCD-I > BCD-I > BCD-II > HPBCD-II > HPBCD-I. For 145
to 150 ns, the binding affinity ranking is MBCD-I > BCD-II > BCD-I > MBCD-II > HPBCD-I
> HPBCD-II. By considering the entropy change listed in Table 1, there were both positive
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and negative entropy changes. As generally known, a negative entropy change implies
that the system is in high order and positive entropy implies the elevation is in disorder.
Therefore, BCD-II, BCD-II, and MBCD-I conformations tend to progress toward disorder,
with respect to time, because the entropy changes are positive and elevated, especially in
BCD-II and MBCD-I conformations. For the MBCD-II conformation, the entropy change
increased from a small negative value to a small positive value, which can suggest that
this system is not stable because the motion of molecules in this system tends to generate
disorder as well. On the other hand, HPBCD-I and HPBCD-II conformations produced
the negative entropy change, which supports the immobility of plumbagin inside HPBCD
cavity. Thus, plumbagin–HPBCD inclusion complexes tend to produce the highest stability
of host–guest binding, even though the binding energy (∆Gbind(MM/GBSA)) is not strong
compared with others.

To validate the calculated binding energies, the data from other literature have been
listed for comparison in Table 2. The results show that the calculated energy difference of
inclusion complexes, without entropic contribution, is comparable with published data
from molecular docking and semi-empirical PM6 method. However, the reason that the
result from HPBCD-II shows a high deviation from the published value was a consequence
of the changing of plumbagin alignment to conformation I. Thus, our calculated energy
difference of the HPBCD-II conformation during both stable intervals was represented in
the inclusion complex conformation I. From this comparison, the calculated results were
considered to be reliable.

Table 2. Comparison of binding energy and total energy difference of plumbagin–BCDs inclusion complexes during the
bound state in kcal/mol, with published results from the literature.

Inclusion Complex Results from This Study Results from Published Literature

∆GTotal ∆Gbind(MM/GBSA) Binding Energy Calculation Technique

BCD-I −4.62 ± 1.66 −13.53 −5.03 a [10] Molecular docking
−6.18 a [12] Semi-empirical PM6

BCD-II −4.69 ± 1.64 −11.73 −5.00 a [10] Molecular docking
−6.15 a [12] Semi-empirical PM6
−4.90 a [20] Molecular docking

MBCD-I −10.94 ± 4.22 −16.31 −8.03 a [12] Semi-empirical PM6
MBCD-II −17.18 ± 2.58 −16.32 −12.78 a [12] Semi-empirical PM6
HPBCD-I −14.16 ± 1.98 −7.47 −9.08 a [12] Semi-empirical PM6
HPBCD-II −15.90 ± 2.04 −7.92 −5.70 a [12] Semi-empirical PM6

a Binding energy without entropic contribution (exclude entropy change).

Despite the fact that the plumbagin binding behavior can be obtained based on
interpretation from binding energy and entropy change, the intermolecular interaction
between plumbagin and BCDs is not fully understood. Consequently, the intermolecular
bonding of the inclusion complexes was investigated from snapshots during the latter
stable intervals (145 to 150 ns) in order to find the key factor that facilitates the binding
or release mechanisms. The interaction that could be clearly visualized was hydrogen
bonding, which was related to electrostatic contribution, as shown in Figure 4. However,
it is not necessary that the hydrogen bond will always be found within the inclusion
complexes because the small ligand might be attracted to the BCDs solely on hydrophobic
interaction. The representative snapshots (145 ns) from each conformation were illustrated
in Figure 5 with hydrogen bonding shown as the blue dash line.
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Figure 5. Illustrations of snapshot at 145 ns from all plumbagin–BCDs inclusion complexes. Plumba-
gin and BCDs molecules are presented as green and light gray stick models, respectively. The bound
water molecules are presented as ball and stick models. In all molecules, oxygen and hydrogen
atoms are highlighted with red and white colors, respectively. The blue dash lines represent the
hydrogen bonds.

According to our hypothesis about the interaction between plumbagin and BCD in
BCD-I conformation, after the detailed visualization, there was no hydrogen bonding
between plumbagin and the hydroxyl group of BCDs, as was expected. However, the
plumbagin molecule formed two hydrogen bonds between its oxygen atom and two water
molecules instead, which could facilitate the formation of an interaction network near
BCD cavity. In addition, the enlarged narrow rim of BCD that has been observed earlier
occurred because some of the primary hydroxyl groups are bent toward the inner cavity of
BCD. Interestingly, even though the plumbagin molecule already migrated out from BCD’s
cavity in the BCD-II conformation, it formed several hydrogen bonds with secondary
hydroxyl groups and O4 atom of BCD, along with another two water molecules. This
interaction should be the consequence of high distortion of BCD structure which is similar
to the dynamic motion of BCD in BCD-I conformation. Therefore, this should be the
reason that the binding energy of these two inclusion complexes turned out to be stronger
than expected.

For MBCD-I conformation, the plumbagin molecule formed two hydrogen bonds be-
tween its oxygen atom and two water molecule, which is exactly the same as the interaction
found in BCD-I conformations. On the other hand, the plumbagin molecule formed two
hydrogen bonds between its oxygen atom and hydroxyl group with O4 atom of MBCD
in MBCD-II conformation, which facilitates the binding of plumbagin inside MBCD inner
cavity. The visualization also revealed another interesting motion of MBCD which turn out
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to be similar to BCD. Several methyl groups on narrow rim of MBCD migrated inside the
hydrophobic cavity and made the inner cavity of MBCD shallow. Therefore, this could be
the reason behind the floating of the plumbagin molecule to the wider rim of MBCD.

As expected, the plumbagin molecule formed several hydrogen bonds between its
oxygen atoms with secondary hydroxyl groups and O4 atom of HPBCD, along with water
molecules in both conformations. Therefore, this can confirm that the plumbagin molecule
tends to stay inside the encapsulated cavity of HPBCD.

2.4. Hydrogen Bonding Lifetime of Inclusion Complexes and the Dynamic of Water Molecules

The lifetime analysis of hydrogen bonding between BCDs and plumbagin throughout
200 ns MD simulations (200,000 frames) can provide more detailed information about the
time-dependent behavior of the hydrogen bonds. The distance and angle cutoff for the
hydrogen bond used in the calculation were 3.0 Å and 135◦, respectively. The highest
five ranks of hydrogen bonding frequency from each inclusion complex are illustrated
in Figure 6.
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Figure 6. The hydrogen bonding frequency plot of all inclusion complexes with the highest five
ranks is shown as blue horizontal bars. Y-axis labels indicate the interacting atom pairs and x-axis
labels indicate the number of frames that the hydrogen bonding occurred between each pair. The
plumbagin molecule is denoted by P. The hydroxypropyl group is denoted by 2HP. The glucose units
are denoted by 4GA, RGA, or YGA. Please note that the number after glucose unit notation refers to
the numeric order of glucose units in BCDs. The one and two letter abbreviations of the atom and
functional group name, followed by its position in the numeric form, are specified after @ symbol.

The plots in Figure 6 clearly show that hydrogen bonding between the oxygen atom
of the plumbagin molecule and the hydroxyl group from the glucose unit in both HPBCD-I
and II conformations had a high frequency. These hydrogen bonds sustained 44.51% and
33.41% of total simulation time in HPBCD-I and HPBCD-II conformation, respectively.
Therefore, the frequency of hydrogen bonding between plumbagin molecule and HPBCD
was significantly higher than other systems. Moreover, the binding in HPBCD-I confor-
mation tended to be stronger than HPBCD-II conformation, due to its higher degree of
sustained hydrogen bonding. Interestingly, the oxygen atom of the plumbagin molecule
formed the hydrogen bond with the hydroxyl group of the attached hydroxypropyl chain
of HPBCD as well. Even though these bonds were not frequently presented during the
simulations, their frequency was considerably higher than some interacting pairs in other
systems. Thus, this single hydroxypropyl chain in HPBCD could still be considered as one
of the factors that help improve the efficiency of plumbagin binding.

In addition, the dynamic of water molecules around inclusion complexes are inves-
tigated to gain more understanding about the role of the water molecule in binding and
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release states of plumbagin. The water molecule counting around inclusion complexes
could represent the dynamic of water molecules and indicate the difference in the water
network between binding and release states. However, the total number of water molecules
inside the periodic box is large, and distant water molecules should not have significant
interaction with the inclusion complexes. Therefore, two layers of spherical water shell
were separately defined around BCDs and plumbagin molecules, with a radius of 1.5 and
3.0 Å. The number of water molecules inside both water shells was collected throughout
200 ns simulations, as shown in Figure 7.
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Figure 7. The plot of water molecule counting within defined spherical water shells (1.5 and 3.0 Å)
around BCDs and plumbagin molecule throughout 200 ns. The blue and black lines represent
the number of water molecules within 1.5 Å water shell around BCDs and plumbagin molecules,
respectively. The red and yellow lines represent the number of water molecules within 3.0 Å water
shell around BCDs and plumbagin molecules, respectively.

There are only one or two water molecules that stayed around BCDs and plumba-
gin structures within the 1.5 Å water shell, which are shown as blue and black lines
in Figure 7. These water counting profiles were consistent with the MD snapshot illus-
trations in Figure 5, which indicates that the plumbagin molecule interacted with one or
two water molecules for all inclusion complexes.

More water molecules were found inside the second water shell with a 3.0 Å radius.
The red lines in Figure 7 refer to the number of water molecules around BCDs structure
and they are higher than the yellow lines that represent the number of water molecules
around the plumbagin. The water molecules counting profiles around BCDs were quite
stable, ranging from 60 to 90, 70 to 100, and 65 to 90 molecules for BCD-I/II, MBCD-I/II,
and HPBCD-I/II conformations, respectively. The reason that number of water molecules
were all stable around BCDs, even though plumbagin molecules migrated out for some
systems, was that the hydrophobicity of BCDs inner cavities should not attract more water
molecules to fulfill them.

On the other hand, the water molecules counting profiles around plumbagin are
different among inclusion complexes. For BCD-I and BCD-II conformations, the number of
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water molecules noticeably increased at 120 ns and 90 ns, respectively, which were close to
the time that plumbagin leaves the encapsulated cavity. Therefore, the water molecules
were attracted by the plumbagin molecule after it migrated from BCD inner cavity. For
MBCD-I and MBCD-II conformations, the water molecules counting profiles were the most
fluctuated due to the abrupt motion of plumbagin molecule throughout the simulations,
as discussed earlier. For HPBCD-I and HPBCD-II conformations, the water molecules
counting profiles around plumbagin were very stable, which indicates that plumbagin
never left the inner cavity of HPBCD and these were consistent with the results from
previous sections.

Consequently, all this information can be used to support the superior stability of
plumbagin encapsulation with HPBCD over other BCD derivatives.

3. Discussion

The stability analysis of plumbagin–BCDs inclusion complexes, based on all-atom
RMSD and distance profiles, suggested that both conformations of plumbagin–HPBCD
inclusion complex are the most stable host–guest ligand complex systems. On the other
hand, plumbagin molecules tended to migrate from BCD’s inner cavity after some period
with a high degree of structural deviation of the BCD molecule. The plumbagin–MBCD
inclusion complexes were the least stable systems due to high fluctuation in MBCD struc-
tural deviation and the plumbagin molecule was abruptly bounced up and down inside
the binding cavity. Moreover, it tended to migrate out of the encapsulate pocket at an early
stage of simulation, which indicated the instability of the host–guest complex system.

According to binding energy decomposition, the leading contribution to the binding
between plumbagin and BCDs is van der Waals interaction, which is reasonable due to the
strong hydrophobicity inside the inner cavity of BCDs. Even though all inclusion complexes
have negative binding energy, which indicates the favorable host–guest complexation, it
is not necessarily true that the most stable binding will come from the strongest binding
energy. Entropy change upon complexation was one important factor that was used for the
analysis in this work. BCD-II, BCD-II, MBCD-I, and MBCD-II conformations had positive
entropy changes during the latter interval of MD simulations. Thus, these four inclusion
complexes tended to be unstable with respect to time.

The intermolecular visualization from the MD snapshots taken during the latter
interval of simulation indicated that the plumbagin molecule migrated out from BCD’s
cavity. However, it still clings to the outer surface of BCD, with some hydrogen bonding,
or forming an interaction network with surrounding water molecules. Despite several
interactions presented on the outer surface, these inclusion complexes are not considered to
be stable due to the instability of plumbagin inside the shallow inner cavity which occurred
from BCD distortion. Similarly, the plumbagin molecule migrated out from MBCD in the
MBCD-I conformation and formed an interaction network with water molecules. Even
though the plumbagin molecule was still bound inside MBCD’s cavity in the MBCD-II
conformation, the stability of this complex system tends to be low due to positive entropy
changes and shallow cavity. Inversely, the intermolecular interaction between plumbagin
and HPBCD suggested that the plumbagin molecule was well encapsulated within the
cavity of HPBCD and it preferred to orient as conformation-I.

In summary, the encapsulation of plumbagin with HPBCD is the most stable. There-
fore, HPBCD should be a good candidate for the preservation of plumbagin with longer
storage life. Unfortunately, there is no guarantee that plumbagin will migrate out of the
inner cavity of HPBCD upon its usage as a medicinal compound. However, the higher
temperature inside the human body may play an important role in the release process,
and the stable binding between plumbagin molecule and HPBCD could facilitate the
slow-releasing mechanism. Therefore, further study on the effect of temperature will be
useful to support the development of plumbagin encapsulation for usage as a slow-release
drug. We carried out additional simulations for plumbagin–HPBCD complex systems by
heating the final configuration from 4 ◦C (storage temperature) to 25 ◦C and 37 ◦C. Then,
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the systems were equilibrated for 40 ns with similar settings to the simulations at storage
temperature. For 25 ◦C, the plumbagin molecule was well encapsulated as conformation
I inside the HPBCD cavity throughout the whole simulation. However, for 37 ◦C, the
alignment of the plumbagin molecule started to change after 20 ns. For HPBCD-I, the
plumbagin molecule flipped and aligned as conformation II at 40 ns. For HPBCD-II, the
plumbagin molecule pointed its methyl group toward the side of the HPBCD cavity and
floated up near the wider rim at 40 ns. This confirmed that a higher temperature, such as
body temperature (37 ◦C), could trigger the release of plumbagin by promoting the less
stable molecular alignment.

4. Materials and Methods
4.1. Plumbagin and BCDs Structures Preparation

The crystalline structure of plumbagin, BCD, MBCD, and HPBCD were downloaded
from Cambridge Crystallographic Data Centre [21] with the Cambridge Structural Database
(CSD) entry, listed as follows: PVVAQS01 [22], BCDEXD03 [23], BOYFOK04 [24], and
KOYYUS [18] (Figure 8A,B). BCD and its derivatives consist of seven glucose units, the
hydrophilic outer surface originated from primary and secondary functional groups located
on the rims of cyclic-oligosaccharides (Figure 8A) [25]. All cyclodextrins have truncated
cone shapes, which comprise a wider rim and a narrow rim, as sketched in Figure 8C. For
BCDs, the wider rim is defined by the secondary hydroxyl group attached to C2 and C3
atoms or substituted functional groups attached to O2 atom. The narrow rim is defined by
the primary hydroxyl group attached to C6 atom or substituted functional groups attached
to O6 atom.
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Molecular docking and geometry optimization of plumbagin–BCDs inclusion com-
plexes by semi-empirical quantum mechanical PM6 and PM7 methods were performed
with a polarizable continuum model in the previous study. Two major stable conformations
of inclusion complexes were selected (Figure 8C) [12]. In conformation-I, the methyl group
of plumbagin is pointed toward the wider rim of the host molecule. On the other hand, the
methyl group is pointed toward the narrow rim in conformation-II.

4.2. Molecular Dynamics Simulations of Inclusion Complexes

We performed molecular dynamics simulations of plumbagin–BCDs inclusion com-
plexes, using the AMBER20 program package [26] for the insightful study of their dynamic
behavior. The AMBER program package was selected in this study due to its high efficiency
to simulate the dynamic behavior of cyclodextrin over other software [27,28]. The force
field parameters for the plumbagin molecule were generated by using antechamber module
in the AmberTools20 package [26] with AM1-BCC charge method. The inclusion complexes
were solvated in the periodic truncated octahedral box with randomly distributed TIP3P
water molecules and the buffer distance between the inclusion complex and periodic box
wall of 10 Å. The TIP3P water model was selected because a number of biomolecular force
fields were already parameterized in conjunction with this three-sites water model [29].
GLYCAM-06j force field for carbohydrates [30] and general AMBER force field (GAFF2)
were used throughout the simulations. The periodic boundary condition was applied to
all simulations using the PME method for electrostatic interaction. The cutoff used for
Lennard-Jones and Coulomb interactions was 10 Å. To avoid steric effects between water
molecules and inclusion complexes, energy minimization was firstly performed with 1000
cycles of steepest descent, followed by 1000 cycles of the conjugate gradient. Afterward,
all solvated inclusion complexes were gradually heated from 0 to 277.15 K (4 ◦C) over 100
ps with the volume held constant. Then, MD simulations were performed to equilibrate
the system for 200 ns with 2 fs time steps under isotheral-isobaric ensemble (NPT) at
constant storage temperature and pressure of 277.15 K and 1 atm, respectively. Berendsen
barostat and Langevin thermostat were used for regulating the pressure and temperature
during MD simulations. The SHAKE algorithm was used to constrain all bonds involving
hydrogen atoms.

The system energies were extracted from MD trajectories for observation of inclusion
complexes equilibration process. All-atom RMSDs of plumbagin and BCDs throughout
simulations, with structure after heating to storage temperature as reference, were used
to monitor the structural stability. In addition, the distance between the center of mass of
plumbagin and BCDs were collected to fully investigate the dynamic behavior of plumbagin
inside encapsulated cavities. However, the substituted functional groups of two BCD
derivatives were not included in the center of mass calculation. The reason is that the large
dynamic motion of methyl groups in MBCD and single hydroxypropyl in HPBCD could
lead to asymmetrical BCDs structure.

4.3. Binding Energy Calculation

One of the well-known methods for the estimation of binding energy between small
ligand and biological macromolecules with economical time is molecular mechanics–
generalized born surface area continuum solvation (MM/GBSA) [19]. In this approach, the
energy difference (∆E) between host–guest complex and individual free-forms is calculated
based on the free energy of three states as follows: free-guest (EG), free-host (EH), and
inclusion complex (EH/G).

∆E = EH/G − (EH + EG) (1)

The generalized born (GB) model in AMBER uses a sphere to represent each atom in a
molecule; additionally, the interior of the atom is assumed to be uniformly filled with a
material of low dielectric constant (ε = 1). The molecule is surrounded by a solvent of a
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high dielectric constant (ε = 80). The GB model approximates electrostatic energy (Egb) by a
formula as shown below:

Egb = Eε=80 − Eε=1 (2)

The nonpolar energy (Enpol) is proportional to the total solvent accessible surface area
(SA) of the molecule with a constant derived from experimental solvation energies of small
non-polar molecules. Then, a fast LCPO algorithm [31] is used to compute an analytical
approximation.

The energies difference term can be categorized into four energetic contributions from
two phases. First, the van der Waals (∆Evdw) and electrostatic (∆Eele) energies contributed
to the average interaction energy in gas phase (∆Ggas), which was calculated according to
the same force fields used in MD simulations. Second, the electrostatic (∆Egb) and nonpolar
(∆Enpol) energies contributed to solvation-free energy in the implicit aqueous phase (∆Gsol),
which were calculated by using the algorithms mentioned above. Thus, the summation
between average interaction energy and solvation-free energy is the total energy difference
(∆GTotal), as follows:

∆Ggas = ∆Evdw + ∆Eele (3)

∆Gsol = ∆Egb + ∆Enpol (4)

∆GTotal = ∆Ggas + ∆Gsol (5)

Lastly, the entropy change (T∆S) upon complexation of host and guest molecules at sim-
ulated temperature is taken into account to compute the binding energy (∆Gbind(MM/GBSA)).
The entropy calculation has been performed by quasi-harmonic entropy approximation,
as follows:

∆Gbind(MM/GBSA) = ∆GTotal − T∆S (6)

5. Conclusions

MD simulations of plumbagin–BCDs inclusion complexes under storage temperature
(4 ◦C) revealed that the encapsulation of plumbagin with HPBCD was the most efficient,
while MBCD could not produce stable encapsulation. BCD can encapsulate plumbagin
inside its inner cavity for some period of time, but its structural distortion also triggers
the release of plumbagin similar to MBCD. In addition, the sustained hydrogen bonding
between plumbagin molecule inside HPBCD cavity as conformation I tend to promote the
superior ability of plumbagin encapsulation. The single hydroxypropyl chain attached to
the wider rim of HPBCD may also play an important role to facilitate the binding with
plumbagin through weak hydrogen bonding. Therefore, we are convinced that HPBCD
should be one of the good candidates as an encapsulation agent for plumbagin, which
could support the longer storage life and slow-release mechanism.

Author Contributions: Conceptualization, L.L.; data curation, K.J.; formal analysis, K.J., P.T. and
L.L.; investigation, K.J.; project administration, L.L.; supervision, P.T. and L.L.; validation, L.L.;
visualization, K.J.; writing—original draft preparation, K.J., P.T. and L.L.; writing—review and editing,
K.J., P.T. and L.L. All authors have read and agreed to the published version of the manuscript.

Funding: This study was supported by Thammasat University Research Fund, Contract No. TUFT
068/2563.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Acknowledgments: Authors acknowledge the financial support provided by the Thammasat Uni-
versity Research Fund under the TU Research Scholar, contract no. TUFT 068/2563.

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

Sample Availability: Samples of the compounds are not available from the authors.



Molecules 2021, 26, 6784 17 of 18

References
1. Sultanli, S.; Ghumnani, S.; Ashma, R.; Kubatzky, K.F. Plumbagin, a Biomolecule with (Anti)Osteoclastic Properties. Int. J. Mol. Sci.

2021, 22, 2779. [CrossRef]
2. Padhye, S.; Dandawate, P.; Yusufi, M.; Ahmad, A.; Sarkar, F.H. Perspectives on medicinal properties of plumbagin and its analogs.

Med. Res. Rev. 2012, 32, 1131–1158. [CrossRef]
3. Hsu, Y.L.; Cho, C.Y.; Kuo, P.L.; Huang, Y.T.; Lin, C.C. Plumbagin (5-hydroxy-2-methyl-1,4-naphthoquinone) induces apoptosis

and cell cycle arrest in A549 cells through p53 accumulation via c-Jun NH2-terminal kinase-mediated phosphorylation at serine
15 in vitro and in vivo. J. Pharmacol. Exp. Ther. 2006, 318, 484–494. [CrossRef]

4. Sugie, S.; Okamoto, K.; Rahman, K.M.W.; Tanaka, T.; Kawai, K.; Yamahara, J.; Mori, H. Inhibitory effects of plumbagin and
juglone on azoxymethane-induced intestinal carcinogenesis in rats. Cancer Lett. 1998, 127, 177–183. [CrossRef]

5. Tripathi, S.K.; Rengasamy, K.R.R.; Biswal, B.K. Plumbagin engenders apoptosis in lung cancer cells via caspase-9 activation and
targeting mitochondrial-mediated ROS induction. Arch. Pharm. Res. 2020, 43, 242–256. [CrossRef]

6. Inbaraj, J.J.; Chignell, C.F. Cytotoxic action of juglone and plumbagin: A mechanistic study using HaCaT keratinocytes. Chem.
Res. Toxicol. 2004, 17, 55–62. [CrossRef] [PubMed]

7. Tripathi, S.K.; Panda, M.; Biswal, B.K. Emerging role of plumbagin: Cytotoxic potential and pharmaceutical relevance towards
cancer therapy. Food Chem. Toxicol. 2019, 125, 566–582. [CrossRef] [PubMed]

8. Suthanurak, M.; Sakpakdeejaroen, I.; Rattarom, R.; Itharat, A. Formulation and stability test of Benjakul extract tablets: A
preliminary study. Thai Pharmacol. 2010, 32, 160–163.

9. Oommen, E.; Shenoy, B.D.; Udupa, N.; Kamath, R.; Devi, P.U. Antitumour Efficacy of Cyclodextrin-complexed and Niosome-
encapsulated Plumbagin in Mice Bearing Melanoma B16F1. Pharm. Pharmacol. Commun. 1999, 5, 281–285. [CrossRef]

10. Sinlikhitkul, N.; Toochinda, P.; Lawtrakul, L.; Kuropakornpong, P.; Itharat, A. Encapsulation of plumbagin using cyclodextrins to
enhance plumbagin stability: Computational simulation, preparation, characterization, and application. J. Incl. Phenom. Macrocycl.
Chem. 2019, 93, 229–243. [CrossRef]

11. Singh, U.V.; Udupa, N. Reduced toxicity and enhanced antitumor efficacy of betacyclodextrin plumbagin inclusion complex in
mice bearing Ehrlich ascites carcinoma. Indian J. Physiol. Pharmacol. 1997, 41, 171–175. [PubMed]

12. Srihakulung, O.; Maezono, R.; Toochinda, P.; Kongprawechnon, W.; Intarapanich, A.; Luckhana, L. Host-Guest Interactions
of Plumbagin with β-Cyclodextrin, Dimethyl-β-Cyclodextrin and Hydroxypropyl-β-Cyclodextrin: Semi-Empirical Quantum
Mechanical PM6 and PM7 Methods. Sci. Pharm. 2018, 86, 20. [CrossRef] [PubMed]

13. Chen, H.; Li, L.; Ma, Y.; McDonald, T.P.; Wang, Y. Development of active packaging film containing bioactive components
encapsulated in β-cyclodextrin and its application. Food Hydrocoll. 2019, 90, 360–366. [CrossRef]

14. Loftsson, T.; Duchêne, D. Cyclodextrins and their pharmaceutical applications. Int. J. Pharm. 2007, 329, 1–11. [CrossRef]
15. Thurein, S.M.; Lertsuphotvanit, N.; Phaechamud, T. Physicochemical properties of β-cyclodextrin solutions and precipitates

prepared from injectable vehicles. Asian J. Pharm. 2018, 13, 438–449. [CrossRef]
16. Brewster, M.E.; Loftsson, T. Cyclodextrins as pharmaceutical solubilizers. Adv. Drug Del. Rev. 2007, 59, 645–666. [CrossRef]
17. Fenyvesi, É.; Szemán, J.; Csabai, K.; Malanga, M.; Szente, L. Methyl-Beta-Cyclodextrins: The Role of Number and Types of

Substituents in Solubilizing Power. J. Pharm. Sci. 2014, 103, 1443–1452. [CrossRef]
18. Harata, K.; Rao, C.T.; Pitha, J.; Fukunaga, K.; Uekama, K. Crystal structure of 2-O-[(S)-2-hydroxypropyl] cyclomaltoheptaose.

Carbohydr. Res. 1991, 222, 37–45. [CrossRef]
19. Genheden, S.; Ryde, U. The MM/PBSA and MM/GBSA methods to estimate ligand-binding affinities. Expert Opin. Drug Discov.

2015, 10, 449–461. [CrossRef]
20. Dandawate, P.; Vemuri, K.; Venkateswara Swamy, K.; Khan, E.M.; Sritharan, M.; Padhye, S. Synthesis, characterization, molecular

docking and anti-tubercular activity of Plumbagin–Isoniazid Analog and its β-cyclodextrin conjugate. Bioorg. Med. Chem. Lett.
2014, 24, 5070–5075. [CrossRef]

21. Lichtenthaler, F.W.; Immel, S. Towards Understanding Formation and Stability of Cyclodextrin Inclusion Complexes: Computation
and Visualization of their Molecular Lipophilicity Patterns [1]. Starch 1996, 48, 145–154. [CrossRef]

22. Vijayalakshmi, J.; Rajan, S.S.; Srinivasan, R. Structure of plumbagin. Acta Crystallogr. C Struct. Chem. 1988, 43, 2375–2377.
[CrossRef]

23. Steiner, T.; Koellner, G. Crystalline.beta.-Cyclodextrin Hydrate at Various Humidities: Fast, Continuous, and Reversible Dehydra-
tion Studied by X-ray Diffraction. J. Am. Chem. Soc. 1994, 116, 5122–5128. [CrossRef]

24. Aree, T.; Hoier, H.; Schulz, B.; Reck, G.; Saenger, W. Novel Type of Thermostable Channel Clathrate Hydrate Formed by Heptakis
(2,6-di-O-methyl)-β-cyclodextrin 15 H2O—A Paradigm of the Hydrophobic Effect. Angew. Chem. Int. Ed. 2000, 39, 897–899.
[CrossRef]

25. Connors, K.A. The Stability of Cyclodextrin Complexes in Solution. Chem. Rev. 1997, 97, 1325–1358. [CrossRef]
26. Case, A.; Aktulga, H.M.; Belfon, K.; Ben-Shalom, I.Y.; Brozell, S.R.; Cerutti, D.S.; Cheatham, T.E., III; Cisneros, G.A.; Cruzeiro,

V.W.D.; Darden, T.A.; et al. Amber 2021, University of California, San Francisco. Available online: https://ambermd.org/
CiteAmber.php (accessed on 15 September 2021).

27. Wang, R.; Zhou, H.; Siu, S.W.I.; Gan, Y.; Wang, Y.; Ouyang, D. Comparison of Three Molecular Simulation Approaches for
Cyclodextrin-Ibuprofen Complexation. J. Nanomater. 2015, 2015, 193049. [CrossRef]

http://doi.org/10.3390/ijms22052779
http://doi.org/10.1002/med.20235
http://doi.org/10.1124/jpet.105.098863
http://doi.org/10.1016/S0304-3835(98)00035-4
http://doi.org/10.1007/s12272-020-01221-6
http://doi.org/10.1021/tx034132s
http://www.ncbi.nlm.nih.gov/pubmed/14727919
http://doi.org/10.1016/j.fct.2019.01.018
http://www.ncbi.nlm.nih.gov/pubmed/30685472
http://doi.org/10.1211/146080899128734857
http://doi.org/10.1007/s10847-018-0870-5
http://www.ncbi.nlm.nih.gov/pubmed/9142565
http://doi.org/10.3390/scipharm86020020
http://www.ncbi.nlm.nih.gov/pubmed/29762548
http://doi.org/10.1016/j.foodhyd.2018.12.043
http://doi.org/10.1016/j.ijpharm.2006.10.044
http://doi.org/10.1016/j.ajps.2018.02.002
http://doi.org/10.1016/j.addr.2007.05.012
http://doi.org/10.1002/jps.23917
http://doi.org/10.1016/0008-6215(91)89004-Y
http://doi.org/10.1517/17460441.2015.1032936
http://doi.org/10.1016/j.bmcl.2014.09.032
http://doi.org/10.1002/star.19960480405
http://doi.org/10.1107/S0108270187087705
http://doi.org/10.1021/ja00091a014
http://doi.org/10.1002/(SICI)1521-3773(20000303)39:5&lt;897::AID-ANIE897&gt;3.0.CO;2-R
http://doi.org/10.1021/cr960371r
https://ambermd.org/CiteAmber.php
https://ambermd.org/CiteAmber.php
http://doi.org/10.1155/2015/193049


Molecules 2021, 26, 6784 18 of 18

28. Gebhardt, J.; Kleist, C.; Jakobtorweihen, S.; Hansen, N. Validation and Comparison of Force Fields for Native Cyclodextrins in
Aqueous Solution. J. Phys. Chem. B. 2018, 122, 1608–1626. [CrossRef]

29. Linse, J.-B.; Hub, J.S. Three- and four-site models for heavy water: SPC/E-HW, TIP3P-HW, and TIP4P/2005-HW. J. Chem. Phys.
2021, 154, 194501. [CrossRef]

30. Kirschner, K.N.; Yongye, A.B.; Tschampel, S.M. González0050841r-site models for heavy water: SPC/E-HW, TIP3P-HW, and
TIP4P/: A generalizable biomolecular force field. Carbohydrates. J. Comput. Chem. 2008, 29, 622–655. [CrossRef]

31. Weiser, J.; Shenkin, P.S.; Still, W.C. Approximate atomic surfaces from linear combinations of pairwise overlaps (LCPO). J. Comput.
Chem. 1999, 20, 217–230. [CrossRef]

http://doi.org/10.1021/acs.jpcb.7b11808
http://doi.org/10.1063/5.0050841
http://doi.org/10.1002/jcc.20820
http://doi.org/10.1002/(SICI)1096-987X(19990130)20:2&lt;217::AID-JCC4&gt;3.0.CO;2-A

	Introduction 
	Results 
	Solvated Inclusion Complexes Equilibrium and Stability 
	Dynamics Behavior of Inclusion Complexes 
	Binding Energies and Intermolecular Interactions 
	Hydrogen Bonding Lifetime of Inclusion Complexes and the Dynamic of Water Molecules 

	Discussion 
	Materials and Methods 
	Plumbagin and BCDs Structures Preparation 
	Molecular Dynamics Simulations of Inclusion Complexes 
	Binding Energy Calculation 

	Conclusions 
	References

