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Abstract: The absence of adequate force field (FF) parameters to describe certain metallic complexes
makes new and deeper analyses impossible. In this context, after a group of researchers developed
and validated an AMBER FF for a platinum complex (PC) conjugated with AHBT, new possibilities
emerged. Thus, in this work, we propose an improved path to obtain NMR spectroscopic param-
eters, starting from a specific FF for PC, allowing to obtain more reliable information and a longer
simulation time. Initially, a docking study was carried out between a PC and PI3K enzyme, aiming
to find the most favorable orientation and, from this pose, to carry out a simulation of classical
molecular dynamics (MD) with an explicit solvent and simulation time of 50 ns. To explore a new
PC environment, a second MD simulation was performed only between the complex and water
molecules, under the same conditions as the first MD. After the results of the two MDs, we proposed
strategies to select the best amino acid residues (first MD) and water molecules (second MD) through
the analyses of hydrogen bonds and minimum distance distribution functions (MDDFs), respectively.
In addition, we also selected the best frames from the two MDs through the OWSCA algorithm. From
these resources, it was possible to reduce the amount and computational cost of subsequent quantum
calculations. Thus, we performed NMR calculations in two chemical environments, enzymatic and
aqueous, with theory level GIAO–PBEPBE/NMR-DKH. So, from a strategic path, we were able to
obtain more reliable chemical shifts and, therefore, propose safer spectroscopic probes, showing a
large difference between the values of chemical shifts in the enzymatic and aqueous environments.

Keywords: platinum complex; spectroscopic probes; PI3K; NMR; molecular dynamics

1. Introduction

Early diagnosis is the best chance for a positive outcome in the fight against cancer [1]
and the search for precise spectroscopic probes that are very well-founded in their perfor-
mance is increasing. Therefore, for an analysis involving a ligand that acts as a probe of a
biological target, computational simulations are extremely welcome [2,3].

In this context, the PI3K enzyme is known for its association with several diseases,
including breast cancer, making such an enzyme an important molecular target for the
therapeutics of this disease. Thus, its inhibition becomes a promising strategy to combat
this type of disease [4].

With that in mind, the search for molecules that act as spectroscopic probes for this
enzyme becomes relevant. In that sense, the platinum complex (PC) shown in Figure 1 has
the ability to inhibit the PI3K enzyme due to the presence of the benzothiazole-derived
compound (AHBT) in its structural composition [5].
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without the O48-H49 bond. 

In the work mentioned above, a simulation of molecular dynamics was performed 
so that, subsequently, NMR calculations could be carried out. However, due to the lack of 
efficient force field parameters to describe the platinum complex, a quantum molecular 
dynamics simulation was conducted with a very short calculation time. This makes it im-
possible for a deeper analysis to take place. 

A new possibility arose when, in 2021, another group of researchers developed a new 
and efficient AMBER force field specifically for PC (Figure 1) [6]. From there, we propose 
to use this force field (FF) to perform a simulation of classical molecular dynamics (MD) 
between the PC and PI3K at the nanosecond scale, allowing a deeper investigation to oc-
cur. 

Thus, we initially carried out a docking study to obtain the best orientation and per-
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The two MD simulations allowed the selection of the best amino acid and water res-
idues through the analysis of hydrogen bonds and Minimum Distance Distribution Func-
tions (MDDF) [7], respectively. Furthermore, to select the most important frames of the 
MDs, the sophisticated mathematical resource, OWSCA [8], was used.  

Based on this, more precise NMR calculations (i.e., with strategically determined 
frames and residues) allowed the computational cost of quantum calculations to be re-
duced and the obtaining of spectroscopic parameters to be improved. As a consequence, 
a more reliable study on the performance of the PC with PI3K is proposed, providing 
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Figure 1. Three-dimensional structure of the cis-dichloro(2-aminomethylpyridine) platinum(II)
bonded to 2-(4′-amino2′-hydroxyphenyl)benzothiazole (AHBT).

A platinum complex analogous to the one shown in Figure 1, studied in the work by
Pereira et al. (2019) [3], was used as a spectroscopic probe for the PI3K enzyme. In [3],
the benzothiazole derivative present in the platinum complex is the ABT compound, i.e.,
without the O48-H49 bond.

In the work mentioned above, a simulation of molecular dynamics was performed
so that, subsequently, NMR calculations could be carried out. However, due to the lack
of efficient force field parameters to describe the platinum complex, a quantum molecular
dynamics simulation was conducted with a very short calculation time. This makes it
impossible for a deeper analysis to take place.

A new possibility arose when, in 2021, another group of researchers developed a new
and efficient AMBER force field specifically for PC (Figure 1) [6]. From there, we propose
to use this force field (FF) to perform a simulation of classical molecular dynamics (MD)
between the PC and PI3K at the nanosecond scale, allowing a deeper investigation to occur.

Thus, we initially carried out a docking study to obtain the best orientation and
perform an MD simulation (50 ns) with an explicit solvent. Soon after, a second MD
(50 ns) was performed only between the PC and the explicit water molecules. Finally, NMR
calculations in an enzymatic environment and in an aqueous environment were conducted.

The two MD simulations allowed the selection of the best amino acid and water
residues through the analysis of hydrogen bonds and Minimum Distance Distribution
Functions (MDDF) [7], respectively. Furthermore, to select the most important frames of
the MDs, the sophisticated mathematical resource, OWSCA [8], was used.

Based on this, more precise NMR calculations (i.e., with strategically determined
frames and residues) allowed the computational cost of quantum calculations to be reduced
and the obtaining of spectroscopic parameters to be improved. As a consequence, a more
reliable study on the performance of the PC with PI3K is proposed, providing better and
safer spectroscopic probes.

2. Methodology
2.1. Molecular Docking

The starting coordinates of PC for the docking simulation, besides the RESP atomic
charges, were obtained from the work of Pereira et al. (2021) [6], where the B3LYP functional
and the LANL2DZ ECP basis set were used for the Pt atom and def2-TZVPP for the
other atoms.

The crystallographic structure of PI3K and the active ligand (N-(6-[2-(methylsulfanyl)
pyrimidin-4-yl]-1,3-benzothiazol-2-yl) acetamide) docked in the active site of the PI3K are
provided from the work of D’Angelo and collaborators (PDB code: 3QJZ) [9]. Thus, the
position of the active ligand served as a guide to the PI3K active site region where PC
was docked. The simulation was performed considering a constraint of 11 Å and flexible
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residues at the same distance (totaling 155 flexible residues). In addition, the resolution of
the grid used was 0.30 Å. A total of 100 poses were requested in the simulation using the
Molegro Virtual Docker software [10].

The poses obtained from the docking study were analyzed so that only one could
be selected. Among the various possible orientations of the PC in the PI3K active site,
we selected the conformation that presented a structure orientation closer to the crys-
tallographic structure of the active ligand of PI3K (N-(6-[2-(methylsulfanyl)pyrimidin-4-
yl]-1,3-benzothiazol-2-yl) acetamide) (Figure 2). Furthermore, another relevant criterion
was reproducing the interactions already reported in the literature with favorable interac-
tion energy (H-Bonds between PC and residue Val882). In this sense, the most favorable
orientation was prepared for the next step, the classical molecular dynamics simulation.
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Figure 2. Overlapping of the selected pose (purple) and the PI3K active ligand (N-(6-[2-
(methylsulfanyl)pyrimidin-4-yl]-1,3-benzothiazol-2-yl) acetamide) (yellow).

2.2. Classical Molecular Dynamics

The new and efficient AMBER force field developed in [6], specifically for PC, was
used to describe the complex. For the enzyme, the leaprc.ff14SB force field was used, in
addition to the TIP3P model, to describe water molecules [11,12]. Eight Na+ ions were
added to neutralize the charge of the system.

Initially, a minimization of the system occurred to relax the system and remove the
bad contacts between the atoms. Soon after, a heating ramp from 0 to 310 K was performed
and, subsequently, the system was equilibrated at 310 K. The last step, production, was
performed with NPT ensemble, in 50 ns generating 2000 frames.

As a way of comparison with the simulation of PC within the active site of PI3K,
another simulation was performed, this time with the complex without the enzyme, only
in an aqueous environment. This second MD followed the same procedure described in the
previous lines. In both MD simulations, the AMBER 20 software [13] was used. From these
two simulations, subsequent NMR calculations were analyzed considering the enzymatic
environment and the aqueous environment.

2.2.1. Selection of the Best Snapshots and Residues

The best frames of the trajectories of the two MDs were selected with the assistance of
an efficient mathematical tool, the OWSCA algorithm [8]. The selection of conformations
by the OWSCA method was performed using the Wavepress program [8].
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OWSCA is based on the wavelet analysis, which is a mathematical procedure that
converts a sign in a different form. Thus, the discrete wavelet can be defined according to
Equation (1),

dj,k =
∫ ∞

−∞
x(t)ψj, k k(t)dt (1)

where dj,k is the wavelet coefficient, t is the variable time (normalized between 0 and 1), j
represents the scaling parameter (resolution), which determines the time and frequency
resolutions of the scaled wavelet function ψ, and k represents the shifting parameter, which
translates the scaled wavelet along the time axis. In the present work, we use the Haar
wavelet for the selection of structures. The Haar wavelet can be defined according to
Equation (2).

ψHaar(t) =


−1 0 ≤ t < 0.5

1 0.5 ≤ t < 1
0 Otherwise

(2)

In addition, aiming to increasingly reduce the computational cost of NMR calculations,
the best residues of amino acids (first MD) and water (second MD) were selected. The
selection criteria followed, respectively, the investigation of hydrogen bonds and the
Minimum Distance Distribution Function (MDDF) [7].

2.3. Nuclear Magnetic Resonance (NMR) Calculations

From the strategic selection of the best frames and residues of the two MDs described
above, the NMR calculations were performed. The software and method used in the
calculation were, respectively, Gaussian 09 [14] and the GIAO-DFT method [15], with the
functional PBEPBE [16] and the NMR-DKH basis set, designed to obtain NMR parameters
for platinum compounds [17].

Once the shielding tensors were derived from these calculations, to obtain the 195Pt
chemical shifts, the cisplatin (experimental chemical shift δ(195Pt) = −2097 ppm) was used
as reference [17], and the same theory level described above applied to obtain cisplatin
shielding tensors. This procedure was successfully used by Pereira et al., 2019 [3].

3. Results and Discussion
3.1. Docking

After analyzing the 100 poses obtained from the docking calculation, the best ori-
entation was selected (Figure 3). As can be seen, three hydrogen bonds (H-Bonds) were
identified involving the platinum complex and the valine (Val882) and glutamic acid
(Glu880) amino acids. In addition, the pose interaction energy was −158.7 kcal/mol,
suggesting that the PC interacts favorably in the PI3K cavity.

From the observation of Figure 3, it is possible to notice that the PC acts both as an
electron donor and acceptor. In the first interaction between the complex and valine (2.31 Å),
the PC acts as an electron donor (PC:H24···O:Val882). In the second H-Bond (2.56 Å), the
PC accepts electrons from valine (Val882:H···O48:PC). Finally, in the last interaction shown
in Figure 3 (2.96 Å), the PC acts as an electron donor for glutamic acid (PC:H49···O:Glu880).

As previously mentioned, different from the platinum complex studied by Pereira et. al.
(2019) [3], in the complex under investigation in this work, there is an extra O48-H49 bond.
For this reason, it was not possible to compare whether interactions involving O48-H49
were also found in [3]. On the other hand, as pointed out by Pereira and co-workers [3], the
interaction between PC and Val882 was also found (PC:N23-H24···O:Val882) in our work.

The docking study is a static investigation, i.e., a time scale is not considered. In
addition, the effect of temperature and the effect of the solvent are not considered. Thus, an
analysis over time becomes suggestive, considering both the thermal effect and the solvent
effect [18].
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3.2. MD in Enzymatic and Aqueous Environment

There are reports in the literature about the development of an FF for the cisplatin
molecule. These studies began in 1994 through the work of Yao and collaborators [19],
where they used statistical analysis to infer on bond stretching and bond angles parameters.
This study was further refined later by the work of Scheeff and collaborators [20]. The
cited works served as a starting point for the formulation of a new methodology for the
parameterization of coordination compounds with platinum developed from quantum
molecular dynamics calculations [21].

In this same perspective, it is possible to find, in the literature, works that present other
parameterization strategies for OPLA-SS2 [22] and POSSIM [23] force fields [24]. However,
in many cases, especially involving metal complexes, the developed parameters are not
transferable among several complexes since each compound has its peculiarities. For these
reasons, the absence of parameters to describe platinum complexes in MD simulations
remains a major challenge. Thus, the development of a specific force field for the PC [6]
paved the way for a reliable MD simulation, enabling the study of the PC with an important
biological target, PI3K.

Based on the best pose stated in the docking simulation (Figure 3), an MD calculation
(50 ns) was performed. Changes in the spatial coordinates of PC and PI3K along the entire
trajectory are indicated using the RMSD graph (Figure 4). The x, y, and z coordinates of the
first frame of the trajectory were used as a reference for the RMSD calculation.

From the analysis of Figure 4, it is possible to notice the excellent evolution of the
PC over time, presenting an average of only 1.42 Å and standard deviation of 0.14 Å. The
oscillation of the enzyme along the entire trajectory resulted in an average of 3.68 Å, a
value considered low for a large system with numerous degrees of freedom. Furthermore,
the standard deviation of its oscillation was only 0.65 Å, which shows that there were no
large variations. However, to ensure that the system has in fact reached equilibrium, we
considered the last 30 ns (20–50 ns) of the simulation for the analysis.

The analysis of the hydrogen bonds formed between the PC and PI3K was performed
using the VMD (Visual Molecular Dynamics) software [25]. A cutoff radius of 3.5 Å and
cutoff angle of 30◦ were considered. Two H-Bonds were found, both involving the amino
acid valine (Val882), as shown in Figure 5.
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residue (1.93 Å and 1.86 Å) during the MD simulation.

In line with the work of Pereira et. al. [3] and with our docking study, the majority
bond PC:H24···O:Val882 (1.93 Å) was found, where the PC acts as an electron donor.
Furthermore, the PC received electrons from Val882 through the Val882:H···O48:PC bond
(1.86 Å). These two H-Bonds had the highest frequencies of occurrence in the entire MD
simulation with 87.25% and 69.50%, respectively.

In addition, we plotted the graph of the distances versus time of the two H-Bonds
pointed out with the highest frequency of occurrence in the considered analysis time
(20–50 ns). The first graph (Figure 6a) refers to the PC:H24···O:Val882 interaction, where
the average bond length corresponds to 1.99 Å and the standard deviation was only
±0.28 Å. The second graph (Figure 6b) corresponds to the Val882:H···O48:PC hydrogen
bond, with a mean distance of 2.24 Å and a standard deviation of ±0.22 Å.



Magnetochemistry 2023, 9, 89 7 of 12

Magnetochemistry 2023, 9, x FOR PEER REVIEW 7 of 12 
 

 

In line with the work of Pereira et. al. [3] and with our docking study, the majority 
bond PC:H24···O:Val882 (1.93 Å) was found, where the PC acts as an electron donor. Fur-
thermore, the PC received electrons from Val882 through the Val882:H···O48:PC bond 
(1.86 Å). These two H-Bonds had the highest frequencies of occurrence in the entire MD 
simulation with 87.25% and 69.50%, respectively. 

In addition, we plotted the graph of the distances versus time of the two H-Bonds 
pointed out with the highest frequency of occurrence in the considered analysis time (20–
50 ns). The first graph (Figure 6a) refers to the PC:H24···O:Val882 interaction, where the 
average bond length corresponds to 1.99 Å and the standard deviation was only ±0.28 Å. 
The second graph (Figure 6b) corresponds to the Val882:H···O48:PC hydrogen bond, with 
a mean distance of 2.24 Å and a standard deviation of ±0.22 Å. 

 
Figure 6. Bond lengths versus time of the two H-bonds with the highest frequency of occurrence in 
the MD simulation. (a) PC:H24···O:Val882; and (b) Val882:H···O48:PC. 

On the other hand, the bond between the PC and glutamic acid (PC:H49···O:Glu880, 
2.96 Å) shown in Figure 3 was not found in the MD simulation. This reflects the im-
portance of complementing the docking simulation with the MD simulation, because in-
teractions that are pointed out initially may not remain during a long simulation period. 
In this way, a deeper study is carried out with the combination of these two techniques. 

In order to compare the results of the NMR calculations in an enzymatic environment 
and in an aqueous environment, a second MD simulation was carried out only between 
the PC and water molecules. This new calculation was performed following the same pro-
cedure presented in Section 2.2. 

To select the best residues of water molecules, the Minimum Distance Distribution 
Functions (MDDF) [7] were used. The MDDFs are functions similar to the Radial Distri-
bution Functions, however, the MDDFs consider the complete solute, not just the center 
of mass as the Radial Distribution Functions, which more efficiently characterizes how the 
solvent molecules are near the solute [7]. 

Thus, as can be seen in Figure 7, the total density of water molecules that can be found 
in a radius of 8 Å with respect to the PC is depicted in blue. Therefore, at short distances, 
there is a greater density, and as the distance increases, the function converges and stabi-
lizes. The peaks presented refer to the solvation spheres. 

Figure 6. Bond lengths versus time of the two H-bonds with the highest frequency of occurrence in
the MD simulation. (a) PC:H24···O:Val882; and (b) Val882:H···O48:PC.

On the other hand, the bond between the PC and glutamic acid (PC:H49···O:Glu880,
2.96 Å) shown in Figure 3 was not found in the MD simulation. This reflects the importance
of complementing the docking simulation with the MD simulation, because interactions
that are pointed out initially may not remain during a long simulation period. In this way,
a deeper study is carried out with the combination of these two techniques.

In order to compare the results of the NMR calculations in an enzymatic environment
and in an aqueous environment, a second MD simulation was carried out only between
the PC and water molecules. This new calculation was performed following the same
procedure presented in Section 2.2.

To select the best residues of water molecules, the Minimum Distance Distribution
Functions (MDDF) [7] were used. The MDDFs are functions similar to the Radial Distribu-
tion Functions, however, the MDDFs consider the complete solute, not just the center of
mass as the Radial Distribution Functions, which more efficiently characterizes how the
solvent molecules are near the solute [7].

Thus, as can be seen in Figure 7, the total density of water molecules that can be
found in a radius of 8 Å with respect to the PC is depicted in blue. Therefore, at short
distances, there is a greater density, and as the distance increases, the function converges
and stabilizes. The peaks presented refer to the solvation spheres.
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In Figure 7a, the function in red represents the contribution of all the O atoms in the wa-
ter molecules to the total function. The first peak characterizes the first sphere of solvation,
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which is related to the specific interactions between the PC and the water molecules. The
second peak represents the second solvation sphere and refers to non-specific interactions.
The curve in green depicts the contribution of H atoms to the total function. The sum of the
two curves (red and green) results in the function of total distribution.

Furthermore, from Figure 7b it can be seen that the hydrogen atoms contribute the
most to the total function, whereas the Pt atom practically does not contribute to the total
minimum distance distribution function (blue curve in Figure 7b).

Given the above, a radius of 3.2 Å was adopted to ensure that all interactions, spe-
cific and non-specific, were considered. In this way, all water molecules present at this
distance would be included, along with PC, in the NMR calculation. Through this re-
source, it was possible to obtain a great decrease in the computational cost of quantum
calculations (NMR).

3.3. Selection of the Best MD Structures—OWSCA

Aiming to reduce the amount of quantum calculations in this work, the best configura-
tions of the last 30 ns of the two MDs were selected. For this, a sophisticated computational
resource was used, the OWSCA algorithm. Indeed, this method is fully optimized and
presents satisfactory results in the selection of structures [26].

As described in Section 2.2.1, we used the Haar wavelet, from the Daubechies family.
The selection of the best wavelet is an important step since the wrong choice, i.e., selecting
a wavelet from a family that does not properly select the frames from the MD simulation,
can impact the statistical data derivate of the system and will affect all the next steps from
the work, in our case, the quantum mechanics calculations [26].

It is worth mentioning that this methodology makes the selection of the frames by the
compression of the total MD result, using the wavers coming from the system behavior.
This is different to the traditional cluster selection, which groups the frames according to
structural similarity. The advantage of this approach comes from the number of statistical
values of the system that lead to the selected frames for the following calculations [26].

Keeping this in mind, Figure 8a,b shows the treatment of the signal obtained for MD
simulations, the signal in blue represents the original configurations of the system, and the
signal in red represents the configurations treated by the OWSCA methodology.
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Figure 8. Energies of the systems studied (original and compressed) at each moment. (a) First MD
with PC and PI3K; (b) Second MD with PC and water molecules.

The original signal obtained by MD simulations generated 2000 conformations. Thus,
the treatment of the signal of the first system (PC plus PI3K, Figure 8a) resulted in the
selection of 93 structures, whereas the treatment of the signal of the second system (PC
plus water molecules, Figure 8b) resulted in the selection of 98 structures. It is important
to mention that the treatment of both signals originated a small number of conformations,
showing that the used method is efficient in reducing the number of structures obtained by
MD simulations.

3.4. NMR Spectroscopy

The entire path taken so far was strategically designed to obtain better spectroscopic
parameters. Starting from a specific parameterization for the platinum complex, we offer
accurate analyses and more reliable results. In addition, a critical point of computer
simulations is the computational cost.

In this way, we propose strategies to reduce the number of frames that would be
submitted to NMR calculations, in addition to an appropriate selection of the main amino
acid residues and water molecules.

In line with that, we proposed to reduce the PC:PI3K system to be able to perform
GIAO-DFT calculations without a very high computational cost. For this reduction, other
studies indicate that only the residues of the PI3K active site in the range for performance
H-Bonds can be considered for studies of the complex–enzyme relationship [2,3,27]. In the
PC:PI3K system, the reduced system is composed by the platinum complex and the residue
Val882. The representation of the reduced system can be seen in Figure 9.

With this in mind, chemical shifts calculations were performed at a theory level
PBEPBE/NMR-DKH, using the 93 and 98 frames selected with amino acid residues and
water molecules, respectively. The average chemical shifts values for both environments
were presented in Table 1. These calculations point out that, as expected, there is a differ-
ence when the chemical environment was changed from water to enzymatic of around
1600 ppm.
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Table 1. Theoretical 195Pt chemical shifts in different chemical environments performed at theory
level PBEPBE/NMR-DKH.

Chemical Environment δ(195Pt) (ppm)

Enzymatic −1306.58 ± 25.33
Aqueous −2911.25 ± 9.66

This large difference between the chemical shift in enzymatic (−1306.58 ppm) and
aqueous (−2911.25 ppm) environments is important to understanding the behavior of PC
in these two environments.

Since our goal is to verify the difference in the chemical shift value in the different
environments, it is important to verify if the mean results of the chemical shifts are statis-
tically different from each other. For this we performed a Student’s t-test, considering a
confidence level of 95%, taking into account that the null hypothesis is that the two means
are equal. For our data, the p-value was equal to 0.029, which leads us to rule out the null
hypothesis, that is, the mean chemical shift values for the platinum complex in an aqueous
and enzymatic environment are statistically different.

The higher chemical shift in the enzyme active site is an expected result, since the
active sites have a hydrophobic characteristic, given that H-Bonds are formed between the
PC and the PI3K enzyme, highlighting the importance of these interactions for changes in
the chemical shift. The same behavior was observed for similar compounds, with Pt and
Re, in previous studies [2,3].

These results indicate that the PC shows a different behavior in both environments,
showing the sensitivity of the Pt chemical shift to these media, which is an interesting result
for the application of this complex as a spectroscopic probe.

4. Conclusions

From the docking and MD (50 ns) studies between the PC and PI3K, we point out the
Val882 residue as the most frequently occurring amino acid in the entire MD simulation.
Thus, 93 frames were selected by the OWSCA algorithm and submitted to the first NMR
calculations containing the PC and the Val882 residue.

Subsequently, a second MD simulation (50 ns) was performed between the PC and the
water molecules. Similarly, 98 frames were selected by OWSCA to decrease the number
of NMR calculations. From the analysis of the Minimum Distance Distribution Function
(MDDF) of the water molecules with respect to the PC, it was possible to adopt a radius of
3.2 Å. In this way, all water molecules present within a radius of 3.2 Å were included in the
NMR calculation, ensuring that all interactions, specific and non-specific, were considered.
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Finally, NMR calculations in two chemical environments (enzymatic and aqueous)
were performed at a theory level GIAO–PBEPBE/NMR-DKH, showing chemical shifts of
−1306.58 ppm and −2911.25 ppm, respectively. This change indicates that the δ(195Pt) is
sensitive to the environment change, pointing out that the PC has the potential to be used
as a spectroscopic probe.

Overall, this work proposes a strategic path to obtain the chemical shifts in enzymatic
and aqueous environments. When starting a study containing a specific FF for the PC, this
leads to a more reliable investigation with, therefore, more refined results. In addition,
in the selection of the best frames and residues, we achieved a decrease in the quantum
calculations and computational cost. Thus, this work inspires new spectroscopic probes to
be obtained from specific FFs, allowing deeper and more reliable analyses.

Author Contributions: T.M.R.S. and T.C.R. conceived the overarching project; T.M.R.S. performed
and analyzed the docking and MD simulations; G.A.A. performed and analyzed NMR calculations;
M.A.G. selected the best frames through the OWSCA algorithm; C.A.T. and T.C.R. reviewed the work
analyses; C.A.T. and T.C.R. reviewed all manuscript writing. All authors have read and agreed to the
published version of the manuscript.

Funding: This research was funded by Conselho Nacional de Desenvolvimento Científico e Tec-
nológico (CNPq), grant number 307837/2014-9, and Fundação de Amparo à Pesquisa do Estado de
Minas Gerais (FAPEMIG), grant number PPM-00831-15.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data associated with this research are available and can be obtained by
contacting the corresponding author.

Acknowledgments: The authors thank the Brazilian agencies CNPq, FAPEMIG, and CAPES for the
financial support.

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

References
1. Catalan-Gomez, S.; Briones, M.; Cortijo-Campos, S.; Garcia-Mendiola, T.; de Andres, A.; Garg, S.; Kung, P.; Lorenzo, E.; Pau, J.L.;

Redondo-Cubero, A. Breast cancer biomarker detection through the photoluminescence of epitaxial monolayer MoS2 flakes. Sci.
Rep. 2020, 10, 16039. [CrossRef] [PubMed]

2. Andolpho, G.A.; da Cunha, E.F.F.; Ramalho, T.C. Insights into the value of statistical models, solvent, and relativistic effects for
investigating Re complexes of 2-(4′-aminophenyl) benzothiazole: A potential spectroscopic probe. J. Mol. Model. 2022, 28, 154.
[CrossRef] [PubMed]

3. Pereira, B.T.L.; Goncalves, M.A.; Mancini, D.T.; Kuca, K.; Ramalho, T.C. First Attempts of the Use of Pt-195 NMR of Phenylben-
zothiazole Complexes as Spectroscopic Technique for the Cancer Diagnosis. Molecules 2019, 24, 3970. [CrossRef]

4. Fuso, P.; Muratore, M.; D’Angelo, T.; Paris, I.; Carbognin, L.; Tiberi, G.; Pavese, F.; Duranti, S.; Orlandi, A.; Tortora, G.; et al. PI3K
Inhibitors in Advanced Breast Cancer: The Past, The Present, New Challenges and Future Perspectives. Cancers 2022, 14, 2161.
[CrossRef] [PubMed]

5. Haider, K.; Rehman, S.; Pathak, A.; Najmi, A.K.; Yar, M.S. Advances in 2-substituted benzothiazole scaffold-based chemothera-
peutic agents. Arch. Pharm. 2021, 354, 2100246. [CrossRef]

6. Pereira, A.F.; Prandi, I.G.; Ramalho, T.C. Parameterization and validation of a new force field for Pt(II) complexes of 2-(4′-amino-
2′-hydroxyphenyl)benzothiazole. Int. J. Quantum Chem. 2021, 121, e26525. [CrossRef]

7. Martinez, L.; Shimizu, S. Molecular Interpretation of Preferential Interactions in Protein Solvation: A Solvent-Shell Perspective by
Means of Minimum-Distance Distribution Functions. J. Chem. Theory Comput. 2017, 13, 6358–6372. [CrossRef]

8. Goncalves, M.A.; Santos, L.S.; Prata, D.M.; Peixoto, F.C.; da Cunha, E.F.F.; Ramalho, T.C. Optimal wavelet signal compression as
an efficient alternative to investigate molecular dynamics simulations: Application to thermal and solvent effects of MRI probes.
Theor. Chem. Acc. 2016, 136, 15. [CrossRef]

9. D’Angelo, N.D.; Kim, T.S.; Andrews, K.; Booker, S.K.; Caenepeel, S.; Chen, K.; D’Amico, D.; Freeman, D.; Jiang, J.A.; Liu, L.B.; et al.
Discovery and Optimization of a Series of Benzothiazole Phosphoinositide 3-Kinase (PI3K)/Mammalian Target of Rapamycin
(mTOR) Dual Inhibitors. J. Med. Chem. 2011, 54, 1789–1811. [CrossRef]

10. Thomsen, R.; Christensen, M.H. MolDock: A new technique for high-accuracy molecular docking. J. Med. Chem. 2006, 49,
3315–3321. [CrossRef]

http://doi.org/10.1038/s41598-020-73029-9
http://www.ncbi.nlm.nih.gov/pubmed/32994454
http://doi.org/10.1007/s00894-022-05146-3
http://www.ncbi.nlm.nih.gov/pubmed/35578053
http://doi.org/10.3390/molecules24213970
http://doi.org/10.3390/cancers14092161
http://www.ncbi.nlm.nih.gov/pubmed/35565291
http://doi.org/10.1002/ardp.202100246
http://doi.org/10.1002/qua.26525
http://doi.org/10.1021/acs.jctc.7b00599
http://doi.org/10.1007/s00214-016-2037-z
http://doi.org/10.1021/jm1014605
http://doi.org/10.1021/jm051197e


Magnetochemistry 2023, 9, 89 12 of 12

11. Arba, M.; Sufriadin, M.; Tjahjono, D.H. Identification of Phosphatidylinositol 3-Kinase delta (PI3K delta) Inhibitor:
Pharmacophore-based Virtual Screening and Molecular Dynamics Simulation. Indones. J. Chem. 2020, 20, 1070–1079.
[CrossRef]

12. Farrokhzadeh, A.; Akher, F.B.; Egan, T.J. Molecular Mechanism Exploration of Potent Fluorinated PI3K Inhibitors with a Triazine
Scaffold: Unveiling the Unusual Synergistic Effect of Pyridine-to-Pyrimidine Ring Interconversion and CF3 Defluorination.
J. Phys. Chem. B 2021, 125, 10072–10084. [CrossRef] [PubMed]

13. York, D.M.; Kollman, P.A. AMBER 2020; University of California: San Francisco, CA, USA, 2020.
14. Frisch, M.J.; Trucks, G.W.; Schlegel, H.B.; Frisch, M.J.; Trucks, G.W.; Schlegel, H.B.; Scuseria, G.E.; Robb, M.A.; Cheeseman, J.R.;

Scalmani, G.; et al. Gaussian 09, Revision A.02; Gaussian, Inc.: Wallingford, CT, USA, 2016.
15. Wolinski, K.; Hinton, J.F.; Pulay, P. Efficient implementation of the gauge-independent atomic orbital method for nmr chemical-

shift calculations. J. Am. Chem. Soc. 1990, 112, 8251–8260. [CrossRef]
16. Perdew, J.P.; Burke, K.; Ernzerhof, M. Generalized gradient approximation made simple. Phys. Rev. Lett. 1996, 77, 3865–3868.

[CrossRef]
17. Paschoal, D.; Guerra, C.F.; de Oliveira, M.A.L.; Ramalho, T.C.; Dos Santos, H.F. Predicting Pt-195 NMR Chemical Shift Using New

Relativistic All-Electron Basis Set. J. Comput. Chem. 2016, 37, 2360–2373. [CrossRef] [PubMed]
18. Alonso, H.; Bliznyuk, A.A.; Gready, J.E. Combining docking and molecular dynamic simulations in drug design. Med. Res. Rev.

2006, 26, 531–568. [CrossRef] [PubMed]
19. Yao, S.J.; Plastaras, J.P.; Marzilli, L.G. A molecular mechanics amber-type force-field for modeling platinum complexes of guanine

derivatives. Inorg. Chem. 1994, 33, 6061–6077. [CrossRef]
20. Scheeff, E.D.; Briggs, J.M.; Howell, S.B. Molecular modeling of the intrastrand guanine-guanine DNA adducts produced by

cisplatin and oxaliplatin. Mol. Pharmacol. 1999, 56, 633–643. [CrossRef]
21. Yesylevskyy, S.; Cardey, B.; Kraszewski, S.; Foley, S.; Enescu, M.; da Silva, A.M.; Dos Santos, H.F.; Ramseyer, C. Empirical force

field for cisplatin based on quantum dynamics data: Case study of new parameterization scheme for coordination compounds.
J. Mol. Model. 2015, 21, 268. [CrossRef] [PubMed]

22. Jorgensen, W.L.; Maxwell, D.S.; TiradoRives, J. Development and testing of the OPLS all-atom force field on conformational
energetics and properties of organic liquids. J. Am. Chem. Soc. 1996, 118, 11225–11236. [CrossRef]

23. Ponomarev, S.Y.; Kaminski, G.A. Polarizable Simulations with Second-Order Interaction Model (POSSIM) Force Field: Developing
Parameters for Alanine Peptides and Protein Backbone. J. Chem. Theory Comput. 2011, 7, 1415–1427. [CrossRef]

24. Cvitkovic, J.P.; Kaminski, G.A. Developing Multisite Empirical Force Field Models for Pt(II) and Cisplatin. J. Comput. Chem. 2017,
38, 161–168. [CrossRef]

25. Humphrey, W.; Dalke, A.; Schulten, K. VMD: Visual molecular dynamics. J. Mol. Graph. Model. 1996, 14, 33–38. [CrossRef]
[PubMed]

26. Goncalves, M.A.; Goncalves, A.S.; Franca, T.C.C.; Santana, M.S.; Da Cunha, E.F.F.; Ramalho, T.C. Improved Protocol for the
Selection of Structures from Molecular Dynamics of Organic Systems in Solution: The Value of Investigating Different Wavelet
Families. J. Chem. Theory Comput. 2022, 18, 5810–5818. [CrossRef] [PubMed]

27. Murugavel, S.; Ravikumar, C.; Jaabil, G.; Alagusundaram, P. Synthesis, crystal structure analysis, spectral investigations (NMR,
FT-IR, UV), DFT calculations, ADMET studies, molecular docking and anticancer activity of 2-(1-benzyl-5-methyl-1H-1,2,3-
triazol-4-yl)-4-(2-chlorophenyl)-6-methoxypyridine—A novel potent human topoisomerase IIα inhibitor. J. Mol. Struct. 2019,
1176, 729–742.

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

http://doi.org/10.22146/ijc.47327
http://doi.org/10.1021/acs.jpcb.1c03242
http://www.ncbi.nlm.nih.gov/pubmed/34473499
http://doi.org/10.1021/ja00179a005
http://doi.org/10.1103/PhysRevLett.77.3865
http://doi.org/10.1002/jcc.24461
http://www.ncbi.nlm.nih.gov/pubmed/27510431
http://doi.org/10.1002/med.20067
http://www.ncbi.nlm.nih.gov/pubmed/16758486
http://doi.org/10.1021/ic00104a015
http://doi.org/10.1124/mol.56.3.633
http://doi.org/10.1007/s00894-015-2812-0
http://www.ncbi.nlm.nih.gov/pubmed/26386959
http://doi.org/10.1021/ja9621760
http://doi.org/10.1021/ct1007197
http://doi.org/10.1002/jcc.24665
http://doi.org/10.1016/0263-7855(96)00018-5
http://www.ncbi.nlm.nih.gov/pubmed/8744570
http://doi.org/10.1021/acs.jctc.2c00593
http://www.ncbi.nlm.nih.gov/pubmed/36103405

	Introduction 
	Methodology 
	Molecular Docking 
	Classical Molecular Dynamics 
	Selection of the Best Snapshots and Residues 

	Nuclear Magnetic Resonance (NMR) Calculations 

	Results and Discussion 
	Docking 
	MD in Enzymatic and Aqueous Environment 
	Selection of the Best MD Structures—OWSCA 
	NMR Spectroscopy 

	Conclusions 
	References

