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ABSTRACT: Cyclodextrins are well known for their ability to
form stable, highly soluble complexes with various substances,
which makes them widely used as excipients in food, cosmetics,
and pharmaceuticals. In this work, properties of heptakis(2,6-O-
dimethyl)-f-cyclodextrin (DM-$-CD) in vacuo and in water, as
well as its ability to bind the antidepressant drug mianserin (MIA)
in aqueous solution, are investigated computationally. The results
are shown to depend strongly on the density functional theory
(DFT) applied. The most stable conformers of DM-$-CD found
with the B3LYP-GD2 method differ from these indicated by -
MO062X-GD3 and other functionals. According to the latter, two B3LYP-GD2 M062X-GD3
crystal structures, ZULQAY and BOYFOKO3, optimized in vacuo - : CR1 NRI
and in water, respectively, have the lowest energy. Both the B3LYP-

GD2 and M062X-GD3 results show that all tested inclusion and noninclusion complexes of MIA:DM-f-CD in stoichiometry 1:1 are
stable in water. However, the structures and their energetic properties obtained with each method differ: in the most stable
configurations, different aromatic rings of MIA are embedded inside DM-f-CD, and the corresponding complexation energies
(calculated with the 6-31++G(d,p) basis set and corrected for the basis set superposition error) are —29.6 (B3LYP-GD2) and —23.9
(M062X-GD3) kcal/mol. The NMR spectra of DM-3-CD and MIA:DM-f-CD are also compared.

B INTRODUCTION CDs in the crystal lattice, such as (a) two or three of the 06-CHj,
groups are rotated “inward”, closing the cavity on one side of the
cone; (b) the cavity can be either empty or filled by the 06-CH,
groups of another methylated CD; and (c) the space between
the methylated CDs can be either empty or occupied by one or
two water molecules.'®

However, the structure and other properties of DM-$-CD in
crystals are determined by interactions with similar molecules,
while its characteristics in the gas or liquid phase can be very
different and thus have a large influence on its chemical
behavior, but they were not explored in the past. To our
knowledge, only one attempt was made to find the ground state
of DM-$-CD in vacuo at the density functional theory (DFT)
level, but the results were only briefly described in the
conference abstract."® There are also some other theoretical
studies concerning the DM-f-CD molecule, but they mostly
focus on its inclusion complexes, in which the host geometry is

Cyclodextrins (CDs) are cyclic oligosaccharides, which, due to
their toroidal shape and ability to form stable, water-soluble
inclusion complexes with various organic molecules, in the last
decades found many applications in chemistry, cosmetic and
food industry, as well as in pharmacy and medicine.'”” The
solubility of natural cyclodextrins (-, f-, and y-CDs) in water at
the room temperature is not very high (145, 18.5, and 232 mg/
mL, respectively) and among them, 3-CD seems to be the worst
candidate for a drug carrier. However, the size of its central
(hydrophobic) cavity with a diameter of 6.0—6.5 A is very
suitable for the inclusion of many drugs, and its solubility can be
significantly enhanced by replacing some of the hydroxyl groups
with various substituents."”'°~'> One such derivative is heptakis-
(2,6-O-dimethyl)-f-cyclodextrin (DM-$-CD; Chart 1a). Its
solubility in water is 570 mg/mL, so it is about 30 times greater
than that of -CD, while the diameter of its cavity is practically
the same as in the native cyclodextrin.®

Despite these undoubted advantages and a wide range of
possible practical applications, knowledge about this molecule is
quite limited. In several works, the crystal structure of DM-j-
CD, mainly in the form of clathrate hydrates with various
number of water molecules, was studied experimentally."*~"”
The authors point out some common features of methylated
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Chart 1. Structures of: (a) DM-4-CD and (b) Mianserin
(MIA). The Symbols CR, NR, and M Indicate Fragments of
the MIA Molecule (The Two Aromatic Rings and Methyl
Group, Respectively) Entering the Cyclodextrin Cavity in the
Inclusion Complexes

(a) (b)

one of the various structures found exgerlmentally or just
created in molecular modeling programs.'”~>* The theory level
applied also differs in these works. This makes it difficult to
compare the stability of various complexes because the choice of
the reference geometry (ie., isolated reactants) and the
quantum method can have a great impact on the obtained
complexation energies, as demonstrated in our recent studies of
systems containing cyclodextrins. 2627

In one of these works, the complex of the native $-CD with
mianserin (MIA) was 1nvest1gated Mianserin is a tetracychc
drug used for the treatment of depression and insomnia.”* " It
is usually administrated as a racemate of (S)- and (R)-
enantiomers, but S-MIA is suggested to be more potent.’”*
The results of DFT calculations performed in ref 26 showed that
MIA forms very stable, both inclusion and noninclusion
complexes with 3-CD, but contrary to expectations, one of the
noninclusive complexes turned out to be energetically preferred.
It is interesting whether the analogous complexes of MIA with
DM-f-CD exhibit similar characteristics and whether their
stability differs from that of MIA:$-CD. In the literature, there is
very little information about the MIA:DM-$-CD systems,
mainly concerning the use of native #-CD and its derivatives
for the enantiomeric se}paratlon of mianserin and its analogues
chiral pharmaceuticals.

The aim of this study is to broaden the knowledge about
properties of the DM-/-CD molecule in vacuo and in water as
well as its complex with MIA in aqueous solution using the
theoretical approach. For both systems, an attempt is made to
find their lowest energy configurations and characterize them at
the density functional theory level. Additionally, the dependence
of the results on the DFT method applied in the calculations is
examined. This includes a comparison of the relative energies of
various conformers of DM-3-CD calculated using seven
different density functionals and, for both systems, a more
detailed comparative analysis of the preferred structures, their
energies, as well as the NMR spectra obtained with two DFT
methods: B3LYP-GD2 and MO062X-GD3. The influence of
diffuse functions on the molecular geometries and their
stabilization energies is also analyzed.

B COMPUTATIONAL DETAILS

The conformational space of the DM-f-CD molecule was
explored using the “hierarchical approach”, in which the

accuracy of the theoretical methods was gradually increased in
three subsequent steps. The procedure is shown in the flow chart
[Figure SI in the Supporting Information (SI)] and described in
detail in the section Procedure in SI; therefore, only its most
important points are presented below. In the first step, from the
initial, regular geometry [Figure S2a (SI)], a large number of
different structures were created by varying selected torsion
angles using the molecular mechanics methods and the
Conformational Search module available in the program
Hyperchem.”” In the second step, these structures were re-
optimized in the program MOPAC™ using the semiempirical
methods PM6 and PM7 in vacuo and in water (COSMO
model*”). At this stage, to refine the search for the most stable
structures, molecular dynamics simulations were performed
additionally in the program Gabedit*’ combined with MOPAC.
In the third step, the lowest energy conformers selected after all
semiempirical calculations (60 structures in vacuo and 60 in
water) were fully optimized in the Gaussian 09 program*' using
the 6-31G(d,p) basis set and the BALYP-GD2 method that is the
standard B3LYP functional” including the Grimme empirical
pairwise long-range (dispersion) corrections.”” The DFT
calculations were performed, respectively, in vacuo and in
water, with the solvent being described by the polarizable
continuum model (PCM).**

Additionally, the single-point (SP) calculations and opti-
mizations (OPT) in vacuo and in water were carried out for the
five DM-f3-CD structures extracted (by removing surrounding
molecules and adding the missing hydrogens) from the
experimental data available in the Cambridge Crystallographic
Data files (CCDF; structures crystallized from water at given
temperatures): ZULQAY—the anhydrous DM-3-CD at 60
°C,"* CEQCUW-DM-$-CD-2H,0 at 18 °C,"* BOYFOKO03-
DM-4-CD-15H,0 at 4 °C,"> BOYFOK04-DM-4-CD-15H,0 at
18 °C'°'® and PABNEM—the complex of DM-f-CD with (2,4-
dichlorophenoxy)acetic acid at 50 °C."”

The quality of the results obtained with the BALYP-GD2/6-
31G(d,p) method was further verified by performing the single-
point (SP) calculations using the 6-31G(d,p) basis set and six
other DFT methods available in the Gaussian 09 package: M0S-
GD3,*>*® M06-GD3,*” M062X-GD3,*” wB97XD,"*
mPWI1PW91,* and Mll.so They were chosen based on the
results of the work of Boese,”" who tested various functionals for
the set of 49 complexes containing hydrogen bonds and, for the
methods listed above, reported small root-mean-square errors
with respect to the CCSD(T)/CBS reference values. The single-
point calculations were performed for the set of ten structures
containing the five conformers having the lowest B3LYP-GD2
energies after the conformational search and the five optimized
crystal structures. Since these tests showed differences between
the results obtained with the B3LYP-GD2 and other DFT
methods, all ten structures were re-optimized with the M062X-
GD3/6-31G(d,p) method. Additionally, to evaluate the effect of
the diffuse functions on the relative energies for the optimized
structures, the single-point calculations were performed with the
B3LYP-GD2 and M062X-GD3 methods and the 6-31++G(d,p)
basis set.

For the conformers obtained from the B3LYP-GD2/6-
31G(d,p) and MO062X-GD3/6-31G(d,p) optimizations, the
vibrational analysis was performed. The thermodynamic
calculations were done at 298.15 K and 1 atm of pressure.
Gibbs energies were additionally recalculated with the program
GoodVibes v2.0.3°” using the Grimme approach® to include
the corrections for low vibrational frequencies (wavenumbers
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<100 cm™). In water, additional corrections were applied to
account for the concentration change to 1 mol/L and for the
change of volume available to each molecule in solution when
compared to the gas phase.”* The corrected Gibbs energy values
are denoted below as G, The final IR spectra were obtained
using the Gabedit program and the Lorentzian convolution with
the half-width 20. The wavenumbers were scaled by 0.961
(B3LYP-GD2)*° and 0.951 (M062X-GD3).*°

For the conformers obtained in water, NMR calculations were
performed using the gauge-independent atomic orbital (GIAO)
approach”” at the B3LYP/6-31++G(d,p)//B3LYP-GD2/6-
31G(d,p) and M062X-GD3/6-31++G(d,p)//M062X-GD3/6-
31G(d,p) theory levels. The final chemical shifts § (relative to
tetramethylsilane, TMS) were obtained by applying the
procedure proposed by Tantillo,”® in which they are defined
as: § = (I — 6)/(—S), where o are the isotropic values obtained
from DFT calculations, and I and S are the scaling factors
obtained with the same method. The detailed description of the
procedure used to calculate the scaling factors I and S as well as
their values obtained with the method B3LYP/6-31++G(d,p)//
B3LYP-GD2/6-31G(d,p) in water (PCM) are given in ref 59.
The parameters obtained in the present work for the method
MO062X/6-31++G(d,p)//M062X-GD3/6-31G(d,p) in water
are: Sy = —1.1610, Iy = 32.0341 and Sc = —1.1036, I =
198.2318.

To assess the complexation energies of MIA with DM--CD
in water, a strategy similar to that applied in the earlier work of
one of us where the complexes of MIA with f-CD were
studied,?® was used. The procedure is presented in the flow chart
in Figure S3 (SI). In the complexes, as the initial structure of
DM-$-CD, the most stable structure found in water was used,
denoted below as WI1. For mianserin, it was the S-MIA
enantiomer obtained in ref 26 from the B3LYP/6-31G(d,p)
optimization in water. With these molecules, using the
Hyperchem program, 11 different structures of the complexes
MIA:DM-f-CD (1:1) were built, in which MIA was placed at
different positions with respect to the DM-£-CD cone, as shown
in Figure S4 (SI). For each configuration, further structures were
produced using the Hyperchem program by a systematic
rotation of MIA around each axis X, Y, and Z, changing the
angle stepwise by 10°. The resulting 1188 different structures
(108 different structures for each initial configuration) were fully
optimized in vacuo using the semiempirical PM6 method. Next,
they were ordered according to the increasing heat of formation,
and among them were selected 11 configurations, each being a
representative of one orientation of MIA, as shown in Figure S4
(SI) and having the lowest energy within a set of similar
structures corresponding to this particular configuration. The
eleven selected structures were next fully optimized without
constraints in water (PCM) using the DFT method B3LYP-
GD2/6-31G(d,p) in the Gaussian 16 program.”” The whole
procedure was repeated, this time using the lowest conformer
indicated by the M062X-GD3/6-31G(d,p) method (BOY-
FOKO3 optimized in water) in the initial model of the complex
and optimizing the 11 configurations selected in the final step
with this DFT method.

The complexation energies were calculated according to

_ OPT OPT OPT OPT OPT
Ecompl = EMIA:DM»/J—CD - (EMIA + EDM-ﬂ»CD); where Eyjia.cp, Emia;

and EQPT are the total energies of the optimized complex and its
isolated components, mianserin and DM-$-CD, in their most
stable geometries. An effect of the basis set superposition error
(BSSE) on the complexation energies was calculated using the
counterpoise correction.”!

B RESULTS AND DISCUSSION

The original crystal structures from CCDF and the geometries
obtained from their B3ALYP-GD2/6-31G(d,p) optimization in
vacuo and in water are presented in Figure 1, while in Figure 2

ZULQAY | CEQCUW |BOYFOK03| BOYFOK04| PABNEM

(a) Crystal structures before optimization

i

> mi{:

(b) Crystal structures after optimization in vacuo

-

Figure 1. Crystal structures of DM--CD: (a) original geometries from
CCDF, (b) optimized with the B3LYP-GD2/6-31G(d,p) method in
vacuo, and (c) optimized in water (PCM). In all cases, the top (from the
narrow side of the cone) and side views are shown.

are shown the structures found from the conformational search.
The corresponding relative energies are listed in Table 1. As can
be seen in Figure 1a, the crystal structures have two or three O6-
CHj; groups rotated inward, partially closing one side of the DM-
B-CD cone, the structures CEQCUW and PABNEM being the
most “open”. In all of these molecules, the O3-H:--O2’ hydrogen
bonds are formed between the neighboring glucose units.
However, as already mentioned, the structure of a single
molecule in a liquid or gas phase can be very different than its
geometry in crystals, where it is subjected to specific interactions
with closely adjacent molecules.

Indeed, the BBLYP-GD2 optimization of the crystal structures
in vacuo and in water leads to conformers whose energy is lower
by at least 200 kcal/mol or even much more. Among the original
crystal structures (Figure 1a), BOYFOKO3 has the lowest energy
both in vacuo and in water. After optimization, the structure
corresponding to PABNEM has the lowest energy in vacuo
(Figure 1b), while in water (Figure 1c), BOYFOKO03 remains
favorable [Tables 1 and S1 (SI)].

The conformational search followed by the B3LYP-GD2
optimizations indicated several structures having energy E lower
by several kilocalories per mol than the optimized crystal
structures (Figure 2 and Table 1). All conformers found from
this search contain from 3 to § O6-CHj groups rotated inward at
the more narrow rim of the cone, which practically close this
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(a) Structures from the conformational search - optimized in vacuo
Vi V3 V4 V5

0

(b) Structures from the conformational search — optimized in water

w4 W5

w2 w3
X : ; Y, r
2;3‘ FRiGAEs ,3@ P
\® S 3 i \
el %
Figure 2. Most stable structures of DM-3-CD obtained from the
conformational search and optimized with the B3LYP-GD2/6-

31G(d,p) method: (a) in vacuo and (b) in water (PCM). In all cases,
the top (from the narrow side of the cone) and side views are shown.

Table 1. B3LYP-GD2/6-31G(d,p) Relative Energies AE
(Without Zero-Point Energy (ZPE) Corrections), Enthalpies
AH, and Corrected Gibbs Energies AG,,,, Calculated with
Respect to the Lowest Energy Conformers of DM-f-CD. SP
and OPT Denote the Results Obtained after Single-Point
Calculations and the Geometry Optimization, Respectively”

SP
OPT  OPT OPT 6-31++G(d,p)
AE

structure SP AE AE AH AG,

corr

in VACUO

ZULQAY 3862 278 167 0.07 0.46
CEQCUW 83943 976 868 7.37 7.29
BOYFOKO03 000 378 292 223 2.38
BOYFOKO04  853.71 548 503 529 3.77
PABNEM 63801 215  1.04 0.00 0.31
V1 000  0.00 1.44 0.00
V2 031 057 2.01 1.73
V3 128 125 222 2.66
V4 128 197 429 6.16
Vs 140 193 345 5.08

in WATER (PCM)

ZULQAY 4486 513 3.50 1.51 3.69
CEQCUW 83515 1044  8.53 6.02 7.78
BOYFOKO3 000 293 167 0.00 1.80
BOYFOKO04  848.11  5.69 451 3.61 4.50
PABNEM 640.88 589  4.03 1.97 4.89
w1 000  0.00 1.74 0.00
w2 036  0.04 115 0.28
w3 085  0.63 1.77 1.73
W4 144 172 3.85 228
WS 241 270 4.64 2.67

“The last column contains the results of SP calculations performed
with 6-31++G(d,p) for the optimized structures. All values are in
kcal/mol.

entrance. The most stable conformers in vacuo and in water are
V1 and W1, respectively, and the energy of the four other
structures, V2—VS5 and W2—WS, is higher by no more than 3
kcal/mol (Table 1).

However, the results of SP calculations performed with other
DFT methods and the 6-31G(d,p) basis set for the B3LYP-GD2
optimized structures do not confirm V1 and W1 to be the most
stable, which is shown in Figure 3, Tables S2, and S3 (SI). The

40 -
—OPT B3LYP-GD2
a) VACUO —SP M05-GD3
35 —SP M06-GD3
—SP M062X-GD3
30 —SP wB9I7XD
= —SP mPWI1PW91
S, —SP M1
g2s
=
S20
=
3 15
10
5

—
(=)

—OPT B3LYP-GD2

(b) WATER —SP M05-GD3
14 —SP M06-GD3
—SP M062X-GD3
12 —SP wBI7XD
—SP mPWI1PW91
—SP Ml

—
=

AE [kcal/mol]
o

6

4

2

0 > > > v > s
F S eSS

& & §° j‘o &

LA AT R U

Figure 3. Relative energies obtained for various conformers of DM-j-
CD from the B3LYP-GD2/6-31G(d,p) optimization (OPT) in vacuo
(a) and in water (b) and from the corresponding single-point (SP)
calculations performed with six other DFT methods and the same basis
set.

relative energies AE, as well as the trends seen in the series SP,
strongly depend on the functional used; nevertheless, each of
them indicates one of the crystal (optimized) structures. In
vacuo, four methods (M062X-GD3, wB97XD, mPW1PW91,
and M11) predict ZULQAY to be energetically favorable, while
two other methods suggest BOYFOKO03 (M06-GD3) and
PABNEM (MO05-GD3). In water, most methods predict that
BOYFOKO3 has the lowest energy, except for mPW1PW91 that
points toward ZULQAY. The results obtained with the latter
functional generally differ from the rest, yielding high AE values
for various conformers. In the case of other methods, the
divergences are smaller but still substantial. Concerning the
conformers V1 and W1, the differences between their energy
and the most stable conformer indicated by a given method
range in vacuo from 1.17 (wB97XD) to 5.44 kcal/mol (M11),
while in water they are smaller: from 0.68 (wB97XD) to 4.22
kecal/mol (M11). Most tested methods confirm the increasing
energy trend when going from W1 to WS and indicate that the
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crystal structure CEQCUW has the highest energy compared to
all other structures.

To verify whether indeed the optimized crystal structures
ZULQAY and BOYFOKO3 are more stable than V1 and W2, the
conformers shown in Figures 1b,c and 2b,c were re-optimized
with the method M062X-GD3/6-31G(d,p) [Tables 2 and S4

Table 2. M062X-GD3/6-31G(d,p) Relative Energies AE
(Without ZPE Corrections), Enthalpies AH, and Corrected

Gibbs Energies AG,,,, Calculated with Respect to the Lowest
Energy Conformers of DM--CD“
SP
OPT OPT  OPT 6-31++G(dp)
structure SP AE AE AH AG. o AE
in VACUO
ZULQAY 47.80 0.00 0.00 0.00 0.00
CEQCUW 836.78 4.37 4.42 5.52 4.33
BOYFOKO03 0.00 1.96 2.02 342 2.48
BOYFOKO04 850.78 6.32 6.55 7.97 6.11
PABNEM 640.79 0.18 0.19 0.77 0.25
V1 323 3.64 6.12 4.11
V2 2.95 3.62 6.54 5.18
V3 323 391 6.80 $.55
V4 6.53 6.82 10.62 9.24
Vs 5.26 6.07 9.24 8.02
in WATER (PCM)

ZULQAY 54.23 1.55 1.25 0.40 1.24
CEQCUW 832.56 6.69 6.29 5.09 523
BOYFOKO03 0.00 0.00 0.00 0.00 0.00
BOYFOKO04 845.33 3.71 3.54 4.02 3.49
PABNEM 644.06 2.81 2.30 1.17 2.27
W1 247 2.62 4.06 225
w2 2.72 2.80 3.95 2.39
W3 3.07 3.18 4.99 3.28
W4 4.11 4.59 7.30 4.51
WS 7.03 7.28 9.21 6.73

“The last column contains the results of SP calculations performed
with 6-31++G(d,p) for the optimized structures. All values are in
kcal/mol.

(SD)]. As can be seen, the re-optimization has little effect on the
relative energies and trends reflected already in the SP results.
The largest change is noted for the structure CEQCUW in
vacuo, for which AE is lowered from 8.12 to 4.37 kcal/mol.
Since the wB97XD results suggested small energy differences
between ZULQAY and V1 in vacuo, and especially between
BOYFOKO3 and W1 in water, an additional test was performed
by re-optimizing these four structures at the wB97XD/6-
31G(d,p) theory level. The resulting relative energies AE are
3.22 (V1-ZULQAY in vacuo) and 0.27 kcal/mol (W1-
BOYFOKO3 in water), so they qualitatively confirm the greater
stability of the optimized crystal structures. As shown in Figure
SS (SI), in all cases, the re-optimized structures remain similar to
these obtained from the B3LYP-GD2 optimization, the largest
root-mean-square deviation (RMSD) of atomic positions of
0.191 A is obtained for ZULQAY optimized in vacuo with the
MO062X-GD3 method. For comparison, the RMSD values,
calculated for different conformers obtained from the M062X-
GD3 optimizations, are 7.475 (V1-ZULQAY) and 6.330 A (W1-
BOYFOKO03). Very similar values (7.480 and 6.329 A) are
obtained when the B3LYP-GD2 geometries V1 and W1 are
compared to the M062X-GD3 structures ZULQAY and
BOYFOKO3. Despite this, their IR spectra are very similar
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(Figure 4). Some discrepancies in the intensity and peak shifts
are related to the density functional and scaling factors used
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Figure 4. IR spectra obtained from the DFT calculations in vacuo (a)
and in water (b) for the DM-f-CD structures predicted as the most
stable in vacuo and in water by the methods B3LYP-GD2 (V1 and W1)
and M062X-GD3 (ZULQAY and BOYFOKO03).

rather than to structure differences, as they are not observed in
the spectra calculated with the same DFT method [Figure S6
(SD].

Also, adding diffuse functions to the basis set does not
significantly affect the geometry of DM-f-CD, which is shown in
Figure S7 (SI), where the lowest energy conformers optimized
with a given method and two basis sets, 6-31G(d,p) and 6-31+
+G(d,p), are compared. The RMSD values are very small,
reflecting mainly the displacement of some hydrogen atoms due
to the slight rotation of methyl groups. Therefore, to assess the
influence of diffuse functions on the relative energies for all
analyzed structures, only the single-point calculations were
performed using the B3LYP-GD2 and M062X-GD3 methods
and the 6-31++G(d,p) basis function. The resulting relative
energies are included in Tables 1 and 2, while in Figure S8a,b
(SI), they are compared to those obtained with the smaller basis
set. For most conformers, the impact of diffuse functions on the
B3LYP-GD2 relative energies is larger than on the M062X-GD3
values; however, this does not affect the overall trends, which in
both cases remain unchanged.

The distribution of the M062X-GD3 relative Gibbs energies
AG,,, is similar to that of AE, while some differences appear in
the B3LYP-GD2 series [Tables 1, 2 and Figure S8c,d (SI)]. In
the latter case, due to the entropy effects in vacuo, the lowest
Gibbs energy has the PABNEM optimized structure, while in
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water, it is BOYFOKO3. As can be seen in Figure S8d (SI), in
most cases, the values AG,,, obtained with both methods in
water are relatively small, which suggests that at the standard
temperature, the conformational interconversion should occur
rather easily; therefore, different conformers of DM-f-CD may
coexist in the liquid phase.

This conclusion seems to be supported by a comparison of the
NMR chemical shifts calculated in water to the experimental
values obtained in D,0O (Figure S; the & values for each atom in
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Figure 5. Computed 'H (a) and *C (b) NMR chemical shifts &
(calculated as averages over & values for all equivalent atoms present in
DM-f3-CD) obtained in water for the structures: W1 optimized with the
B3LYP-GD2 method and BOYFOKO3 optimized with the M062X-
GD3 method, compared to the experimental values (EXP) measured in
D,O (horizontal lines): @ ref 63, * ref 64,  ref 65, ¢ ref66. The linear
regression analysis between the experimental and calculated values, as
well as the corresponding coefficients of determination R are shown in
Figure S10 (S1).

these structures are given in Table SS (SI)). Neither the results
B3LYP for W1 nor M062X for BOYFOKO03 show perfect
agreement with the measured 'H and 13C NMR spectra,
although both reflect the general trends present in them. For
most atoms, the BALYP chemical shifts are higher than M062X,
but the pattern is similar, and in both cases, the largest deviations
are observed for the protons H-1, H-2, and H-4 [Figure Sa; for
atom numbers see Figure S2b (SI)]. These are the hydrogen
atoms from the glucose rings, which belong to the exterior
surface of the cyclodextrin cone. The more detailed analysis of
chemical shifts for the protons H-1, H-2, and H-4 in all
conformers considered in the present work shows that for none
of them, the calculated results are completely consistent with the

experimental data [Figure S9a—c (SI)]. The B3LYP ZULQAY
SP results show the best fit for proton chemical shifts, but at the
same time, its 6 values for carbons deviate much more from the
reference level than in the other structures [Figure S9d—f (SI)].

As well known, the molecule environment influences the 'H
NMR spectra, and this effect was observed also for DM-$3-CD:
the chemical shifts measured in DMSO-dg were found to be
lower than in D,0.°*%* Thus, the discrepancies between the
theoretical and measured values can also be related to a very
approximate description of the solvent effect (PCM) in the
quantum calculations, as it does not account propetly for specific
solute—solvent interactions (e.g., formation of hydrogen bonds
between DM-f3-CD and H,O molecules). Additionally, as can be
seen in Tables 1 and 2, the relative energy differences
corresponding to the successive local minima are rather small.
It is therefore very likely that in the liquid phase, many different
structures coexist and contribute to the measured NMR spectra.

Another important property of DM-f-CD studied in the
present work is its capability to form the complex with
mianserin. In Figure 6 are compared the eleven structures
obtained from the B3LYP-GD2 and M062X-GD3 calculations.
In each set, the initial model of the complex was based on a
different cyclodextrin conformer indicated by the given method.
In the first set it was W1, and in the second, optimized
BOYFOKO3. The corresponding BSSE-corrected complexation
energies and free enthalpies for both sets are compared in Figure
7. As for DM-$-CD, also for the complex, an effect of diffuse
functions was investigated by performing the single-point
calculations with the 6-31++G(d,p) basis set for the optimized
structures of MIA:DM-f3-CD, and these results are also shown in
Figure 7. The exact energy values are listed in Tables S6 and S7
(SI). As can be seen, when the equivalent configurations in the
B3LYP-GD2 and M062X-GD3 sets are compared, in most cases,
the final orientation of the MIA with respect to DM-f-CD is very
similar. Note, however, that during the M062X-GD3
optimization, the FAIl structure transformed into another
CRI configuration, having the complexation energy lower by
about 4 kcal/mol than the one denoted as CR1. Both methods
indicate that the formation of MIA:DM-$-CD in an aqueous
solution is always energetically profitable, independently of the
configuration. Since the narrow entrance to the DM-$-CD is
blocked by methoxy groups, the inclusion complexes are formed
only via the wider rim of the cone, and there are only three such
configurations: CR1, NR1, and M1.

Figure 7 clearly shows that the E?fif,l and G?frercompl values
depend strongly on both the structure and the method used. The
absolute B3LYP-GD2/6-31G(d,p) values are generally larger
than M062X-GD3/6-31G(d,p), but the differences between
them are not uniform. According to the B3LYP-GD2 results, the
most stable configuration of the complex MIA:DM-S-CD is
CRI1 (EBSE = —30 kcal/mol), while in the M062X-GD3 set, it is

NR1 (EEEHSEI = —20.9 kcal/mol). In these configurations, one of
the aromatic rings of MIA (CR or NR) is immersed inside the
cyclodextrin cavity. Among the noninclusion complexes, the
configuration FV1 deserves attention, as in both series, its Efosxf,f,l
is comparable to those for the inclusion forms. It may be related
to the fact that the wider edge of the cyclodextrin cone is rich in
negatively charged oxygen atoms, which allows for more efficient
interaction with MIA than in other noninclusion complexes.
Nevertheless, a more detailed analysis of the interactions
between MIA and DM-f-CD is necessary to verify this
supposition. The B3LYP-GD2/6-31G(d,p) Gibbs energies

(Figure 7b) predict the spontaneous formation of all
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Figure 6. Structures of the MIA:DM-f}-CD complex in the eleven configurations obtained after the B3LYP-GD2/6-31G(d,p) and M062X-GD3/6-
31G(d,p) optimizations; the symbols MIA:W1 and MIA:BOYFOKO3 indicate which of the DM--CD conformers were used in the initial model of the
complex, CR, NR, and M—the fragments of the MIA molecule (Chart 1b) inserted in the interior cavity of DM-$-CD, FA and FV— two different
“flat” orientations of MIA, numbers 1, 2, and the label S—different sides of the cyclodextrin cone.

configurations, while the M062X-GD3/6-31G(d,p) values of

forSrEcompl are negative for the inclusion complexes and only one

noninclusion structure (M2). The latter results mainly from
much smaller M062X-GD3 complexation energies, as for most
structures, both methods yield similar entropy changes.

The effect of diffuse functions on the complexation energies E
and G is different in the two sets. In the case of B3ALYP-GD2, the
SP 6-31++G(d,p) E?flflf,l values are slightly less negative than
those obtained with the smaller basis set, while in the M062X-
GD3 series, an opposite relation occurs. As a result, the
differences between the SP complexation energies obtained by
the two DFT methods become smaller, but the trends in each
series remain unchanged. Thus, the energetically and
thermodynamically most stable MIA:DM-$-CD configuration
in the SP B3LYP-GD2 series is still CR1 (Egnr; = —29.6 kcal/
mol), while in the SP M062X-GD3 series, it is NR1 (Elr; =
—23.9 kcal/mol).

For DM-f-CD in these two configurations, CR1 and NR1, the
averaged chemical shifts 6 and their changes A upon
complexation are additionally analyzed. Despite the structural
differences, their "H and "*C NMR spectra are similar (Figure
8a,b). However, there are some differences in the changes AS
(Figure 8c,d), calculated between the averaged & values for DM-
B-CD in the complex and the corresponding ones in the isolated
most stable conformer. In the complex NR1 (MIA:BOY-
FOKO3), the signals for the protons H-6 are upfield shifted
(lower ppm values) much more than in CR1 (MIA:W1), while
for the protons 6-CHj, quite a big downfield shift appears in
CR1, while it is very small (upfield) in NR1. In both complexes,
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the largest change A¢ is found for the group of protons 2-CH;
(downfield shift). The detailed analysis shows that the main
contributions to the averaged values come from the protons 2-
CH; belonging to the methyl groups located close to MIA and,
at the same time, to the oxygen from the OH group.
Nevertheless, in both configurations, the largest negative AJ is
obtained for one of the protons H-3, namely, atoms having the
numbers 94 (CR1 B3LYP) and 123 (NR1 M062X) in Table S8
(SI). These hydrogens belong to the interior cavity of DM-f-
CD, and in both cases, they appear to be involved in the
interaction with the aromatic ring NR of MIA. Since for the six
remaining protons H-3, the changes are smaller and, for four of
them AJ are positive, the averaged AJ are relatively small. For
carbons, the largest differences, either in values or/and in a sign,
are seen for C1, C4, and CS, which is again an effect of averaging
over different values coming from seven equivalent atoms
[Table S8 (SI)].

Unfortunately, there is no experimental data for MIA:DM-$-
CD, which could be used to verify the results presented above.
However, some comparison can be made with the results
obtained in the earlier study performed for the complex MIA:j-
CD,”® where similar configurations were optimized with the
B3LYP/6-31G(d,p) method, and for the lowest energy
structures, the SP calculations with the B3LYP-GD2/6-31G-
(d,p) method were performed. In the latter case, the
complexation energies were additionally corrected for the
BSSE. For the complex formed by f-CD in its ground state
geometry (denoted there as CCCW), the SP B3LYP-GD2
results indicated that the noninclusion flat configuration FA1 of

https://doi.org/10.1021/acs.jpcb.1c06831
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Figure 7. BSSE-corrected complexation energies ECBOS;'}E)] and Gibbs
energies G?frercompl for MIA:DM-$-CD in the eleven configurations
obtained in water (PCM) from the B3LYP-GD2/6-31G(d,p) and
MO062X-GD3/6-31G(d,p) optimizations (OPT), and the correspond-
ing values (also BSSE-corrected) obtained from the single-point
calculations performed with the same methods and the 6-31++G(d,p)

basis set.

MIA:3-CD is favorable, having the complexation energy and
Gibbs energy of —23.5 (not published result) and —8.84 kcal/
mol, respectively. These values are smaller than —30 and —17.9
kcal/mol obtained with the same method for CR1 of MIA:DM-
P-CD, which suggests that the formation of the latter is more
profitable. However, since for the systems containing cyclo-
dextrins, the BALYP-GD2 results appear to be less accurate than
MO062X-GD3, for a more reliable comparison, the structures of
MIA:$-CD should be re-optimized with the latter functional.
It should also be mentioned that there are some additional
aspects of the complexation phenomenon, which are not
included in the present research. The complexation energies
presented above were obtained with respect to the most stable
structure of DM-f-CD, thus defining some reference level for
comparisons. However, this molecule exhibits quite high
flexibility, and other conformers might also contribute to the
complex formation. In several works, the conformational
flexibility of native cyclodextrins as well as of the inclusion
complex 1:1 of -CD with phenylalanine (zZPHE) was analyzed
using the simulation techniques.””~® According to the results
reported by Jana and Bandyopadhyay, upon complexation, the
flexibility of both molecules, f-CD and zPHE, is significantly
reduced, so their conformational fluctuations in the complex are
much more limited than in the free molecules.”” Mianserin is
much larger and more rigid than zPHE, so it can be expected that
it will limit the flexibility of the complexes MIA:3-CD and
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MIA:DM-$-CD even more, but the verification of this
assumption requires more detailed studies. Another factor
influencing the complexation process is the solvation of
reactants and their partial dehydration during the complex
formation. In the present work, this phenomenon is only
approximately accounted for by a continuum solvent model, but
it would be advisable to analyze such effects in detail at the
molecular level.

B SUMMARY AND CONCLUSIONS

In this work, an attempt was made to find and characterize the
lowest energy structures of DM-f-CD and its complex with
mianserin using a computational approach, in which the
configuration space was explored by successively increasing
the accuracy of the applied method up to the DFT level. In the
case of the cyclodextrin alone, the theoretically found con-
formers were compared with five crystal structures. The
dependence of the obtained results on various DFT methods
as well as on the presence of diffuse functions in the basis set was
also examined. The main conclusions can be summarized as
follows:

(a) The results of the research carried out for the DM--CD
molecule turned out to be strongly dependent on the DFT
method used. The popularly used method B3LYP-GD2/
6-31G(d,p) indicated as the most stable conformers those
found from the theoretical search: V1 in vacuo and W1 in
water and therefore assigned higher energy to all crystal
structures (after their optimization). However, these
results are not corroborated by the subsequent single-
point calculations performed with several other density
functionals, most of which yield the lowest energy for the
two preoptimized crystal structures: ZULQAY in vacuo
and BOYFOKO3 in water. The re-optimization of selected
structures with the M062X-GD3/6-31G(d,p) method,
followed by the single-point calculations with the same
functional and the 6-31++G(d,p) basis set, confirmed that
ZULQAY and BOYFOKO3 are the most stable con-
formers. On this basis, it is recommended to use these two
DM-$3-CD structures to build models of its complexes
with other molecules in a given environment.

(b) According to the M062X-GD3 results obtained in water,
there are at least several DM-f-CD structures whose
relative energies, enthalpies, and Gibbs energies are in the
range of several kcal/mol. This suggests that intercon-
version between different conformers is possible at a low
energy cost, so they can coexist in the liquid phase. Some
discrepancies observed between the NMR chemical shifts
calculated for individual conformers in water and the
corresponding experimental values seem to support this
conclusion, although they may also be partly due to the
simplified model of solvent (PCM) used in the
calculations.

(c) The DFT results show that the low energy structures of a
single molecule of DM-f-CD in water are less open than
in vacuo. In the liquid phase, a narrow end of the cone is
closed by a greater number of methoxy groups rotated
inward; therefore, the formation of inclusion complexes
with drugs can occur only through the wider entrance of
the cyclodextrin.

The choice of the DFT method and the initial structure of

DM-$-CD used in the model of MIA:DM-$-CD has a

large impact on the obtained configurations and complex-

(d)
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Figure 8. Comparison of the 'H and '*C NMR averaged chemical shifts 5 (a, b) for DM-4-CD in the most stable configurations of MIA:DM-A-CD in
water (PCM) indicated by the methods B3LYP-GD2 (CR1) and M062X-GD3 (NR1), and the changes A§ of chemical shifts upon complexation (c,

d), calculated with respect to W1 and optimized BOYFOKO3, respectively.

ation energies. The B3LYP-GD2 calculations carried out
for the complex containing the conformer W1 of DM-§-
CD predict the structure CR1 as the most stable (Eﬁiﬁil =
—29.6 kcal/mol), while the more accurate M062X-GD3
results, obtained with the model based on the
BOYFOKO3 conformer, indicate the NR1 configuration
(E};Siil = —23.9 kcal/mol), followed by less stable FA1,
which in fact is CR1, and M1 (—21.1 and —19.6 kcal/mol,
respectively). All of these structures are typical inclusion
complexes, in which some fragment of MIA—one of the
aromatic rings (NR or CR) or the methyl group M—is
immersed in the interior cavity of DM-f-CD via its wider
entrance.

(e) In many works it is assumed that, since cyclodextrins form
with other molecules, mainly inclusion complexes,
noninclusion configurations are irrelevant and can be
neglected. According to the results of the M062X-GD3
calculations, all eleven tested MIA:DM-f-CD config-
urations are stable in aqueous solution, although indeed
the formation of inclusion complexes is energetically and
thermodynamically more favorable. Nevertheless, as
shown by the negative Gibbs energy values, some of the
noninclusion complexes can also be formed sponta-
neously, which may have some influence on the final
properties of the drug in the biological environment.

B ASSOCIATED CONTENT

© Supporting Information
The Supporting Information is available free of charge at
https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831.

Detailed information about the computational procedure,
DFT total, and relative energies of DM--CD conformers;

13085

comparison of selected DM-f-CD structures; NMR
chemical shift values and their comparison; DFT total
energies of MIA and MIA:DM-$-CD; and Cartesian
coordinates of DM-f-CD and MIA:DM-$-CD (PDF)

B AUTHOR INFORMATION

Corresponding Author

Anna Ignaczak — Theoretical and Structural Chemistry Group,
Department of Physical Chemistry, Faculty of Chemistry,
University of Lodz, 90-236 Lodz, Poland; ® orcid.org/0000-
0002-3872-2426; Phone: +(48) 42 635 57 91;

Email: anna.ignaczak@chemia.uni.lodz.pl

Author

Lukasz Orszanski — Theoretical and Structural Chemistry
Group, Department of Physical Chemistry, Faculty of
Chemistry, University of Lodz, 90-236 Lodz, Poland

Complete contact information is available at:
https://pubs.acs.org/10.1021/acs.jpcb.1c06831

Notes
The authors declare no competing financial interest.

B ACKNOWLEDGMENTS

DFT calculations have been carried out using resources
provided by Wroclaw Centre for Networking and Super-
computing (http://wcss.pl), Grant No. 443. AL thanks Prof.
B. Patecz and Dr. S. Belica-Pacha from the University of Lodz for
discussions that inspired her to conduct this research.

https://doi.org/10.1021/acs.jpcb.1c06831
J. Phys. Chem. B 2021, 125, 13077—13087


https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831?goto=supporting-info
https://pubs.acs.org/doi/suppl/10.1021/acs.jpcb.1c06831/suppl_file/jp1c06831_si_001.pdf
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="Anna+Ignaczak"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://orcid.org/0000-0002-3872-2426
https://orcid.org/0000-0002-3872-2426
mailto:anna.ignaczak@chemia.uni.lodz.pl
https://pubs.acs.org/action/doSearch?field1=Contrib&text1="%C5%81ukasz+Orszan%CC%81ski"&field2=AllField&text2=&publication=&accessType=allContent&Earliest=&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831?ref=pdf
http://wcss.pl
https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831?fig=fig8&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831?fig=fig8&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831?fig=fig8&ref=pdf
https://pubs.acs.org/doi/10.1021/acs.jpcb.1c06831?fig=fig8&ref=pdf
pubs.acs.org/JPCB?ref=pdf
https://doi.org/10.1021/acs.jpcb.1c06831?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as

The Journal of Physical Chemistry B

pubs.acs.org/JPCB

B REFERENCES

(1) Uekama, K.; Hirayama, F.; Irie, T. Cyclodextrin Drug Carrier
Systems. Chem. Rev. 1998, 98, 2045—2076.

(2) Mura, P. Analytical Techniques for Characterization of Cyclo-
dextrin Complexes in the Solid State: a Review. J. Pharm. Biomed. Anal.
2015, 113, 226—238.

(3) Jambhekar, S. S.; Breen, P. Cyclodextrins in Pharmaceutical
Formulations I: Structure and Physicochemical Properties, Formation
of Complexes, and Types of Complex. Drug Discovery Today 2016, 21,
356—362.

(4) Jambhekar, S. S.; Breen, P. Cyclodextrins in Pharmaceutical
Formulations II: Solubilization, Binding Constant, and Complexation
Efficiency. Drug Discovery Today 2016, 21, 363—368.

(5) Jansook, P.; Ogawa, N.; Loftsson, T. Cyclodextrins: Structure,
Physicochemical Properties and Pharmaceutical Applications. Int. J.
Pharm. 2018, 535, 272—284.

(6) Cyclodextrin: A Versatile Ingredient; Arora, P.; Dhingra, N., Eds.;
IntechOpen, 2018.

(7) Hadaruga, N. G; Bandur, G. N; David, I; Hadarugi, D. L. A
Review on Thermal Analyses of Cyclodextrins and Cyclodextrin
Complexes. Environ. Chem. Lett. 2019, 17, 349—373.

(8) Viernstein, H.; Wolschann, P. Cyclodextrin Inclusion Complex-
ation and Pharmaceutical Applications. ScienceAsia 2020, 46, 254—262.

(9) Morin-Crini, N.; Fourmentin, S.; Fenyvesi, E.; Lichtfouse, E.;
Torri, G.; Fourmentin, M.; Crini, G. 130 Years of Cyclodextrin
Discovery for Health, Food, Agriculture, and the Industry: a Review.
Environ. Chem. Lett. 2021, 19, 2581—2617.

(10) Pereva, S.; Nikolova, V.; Angelova, S.; Spassov, T.; Dudev, T.
Water Inside -Cyclodextrin Cavity: Amount, Stability and Mechanism
of Binding. Beilstein J. Org. Chem. 2019, 15, 1592—1600.

(11) Wenz, G. Influence of Intramolecular Hydrogen Bonds on the
Binding Potential of Methylated 3-Cyclodextrin Derivatives. Beilstein J.
Org. Chem. 2012, 8, 1890—1895.

(12) Saokham, P.; Muankaew, C.; Jansook, P.; Loftsson, T. Solubility
of Cyclodextrins and Drug/Cyclodextrin Complexes. Molecules 2018,
23, No. 1161.

(13) Steiner, T.; Saenger, W. Crystal Structure of Anhydrous
Heptakis-(2,6-di-O-methyl)cyclomaltoheptaose (Dimethyl-S-cyclo-
dextrin). Carbohydr. Res. 1995, 275, 73—82.

(14) Aree, T.; Saenger, W.; Leibnitz, P.; Hoier, H. Crystal Structure of
Heptakis(2,6-di-O-methyl)-f-cyclodextrin Dihydrate: a Water Mole-
cule in an Apolar Cavity. Carbohydr. Res. 1999, 315, 199—205.

(15) Stezowski, J. J.; Parker, W.; Hilgenkamp, S.; Gdaniec, M.
Pseudopolymorphism in Tetradeca-2,6-O-methyl-$-cyclodextrin: The
Crystal Structures for Two New Hydrates - Conformational Variability
in the Alkylated $-Cyclodextrin Molecule. J. Am. Chem. Soc. 2001, 123,
3919-3926.

(16) 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)-p-cyclodextrin - 15H,0 - A Paradigm of the Hydrophobic
Effect. Angew. Chem., Int. Ed. 2000, 39, 897—899.

(17) Tsorteki, F.; Mentzafos, D. Structure of the Complex of
Heptakis(2,6-di-O-methyl)-fB-cyclodextrin with (2,4-
Dichlorophenoxy)acetic acid. Carbohydr. Res. 2002, 337, 1229—1233.

(18) Viernstein, H.; Karpfen, A; Liedl, E.; Snor, W.; Wolschann, P.
Density Functional Theory Calculations on Methylated f-Cyclo-
dextrins. Sci. Pharm. 2010, 78, No. 724.

(19) Jullian, C.; Miranda, S.; Zapata-Torres, G.; Mendizébal, F.; Olea-
Azar, C. Studies of Inclusion Complexes of Natural and Modified
Cyclodextrin with (+)Catechin by NMR and Molecular Modeling.
Bioorg. Med. Chem. 2007, 15, 3217—3224.

(20) Benghodbane, S.; Khatmi, D. Quantum Chemical Calculations
Based on ONIOM and the DFT Methods in the Inclusion Complex:
Doxycycline/2-0-Me-f-cyclodextrin. J. Inclusion Phenom. Macrocyclic
Chem. 2013, 77, 231—240.

(21) Sangpheak, W.; Khuntawee, W.; Wolschann, P.; Pongsawasdi, P.;
Rungrotmongkol, T. Enhanced Stability of a Naringenin/2,6-dimethyl
p-Cyclodextrin Inclusion Complex: Molecular Dynamics and Free

Energy Calculations Based on MM- and QM-PBSA/GBSA. J. Mol.
Graphics Modell. 2014, 50, 10—18.

(22) Boonyarattanakalin, K.; Viernstein, H.; Wolschann, P.;
Lawtrakul, L.; et al. Influence of Ethanol as a Co-solvent in Cyclodextrin
Inclusion Complexation: A Molecular Dynamics Study. Sci. Pharm.
2018, 83, 387—399.

(23) Biswas, S.; Santra, S.; Yesylevskyy, S.; Maiti, J.; Jana, M.; Das, R.
Picosecond Solvation Dynamics in Nanoconfinement: Role of Water
and Host—guest Complexation. J. Phys. Chem. B 2018, 122, 3996—
4008.

(24) Srihakulung, O.; Maezono, R.; Toochinda, P.; Kongprawechnon,
W.; Intarapanich, A.; Lawtrakul, L. Host-guest Interactions of
Plumbagin with B-Cyclodextrin, Dimethyl-f-cyclodextrin and Hydrox-
ypropyl-B-cyclodextrin: Semi-empirical Quantum Mechanical PM6
and PM7 Methods. Sci. Pharm. 2018, 86, No. 20.

(25) Papaioannou, A.; Christoforides, E.; Bethanis, K. Inclusion
Complexes of Naringenin in Dimethylated and Permethylated f-
Cyclodextrins: Crystal Structures and Molecular Dynamics Studies.
Crystals 2020, 10, No. 10.

(26) Ignaczak, A; Palecz, B.; Belica-Pacha, S. Quantum Chemical
Study and Isothermal Titration Calorimetry of f-Cyclodextrin
Complexes with Mianserin in Aqueous Solution. Org. Biomol. Chem.
2017, 15, 1209—1216.

(27) Ignaczak, A.; Orszanski, £.; Adamiak, M.; Olejniczak, A. B.
Comparative DFT Study of Inclusion Complexes of Thymidine-
Carborane Conjugate with p-Cyclodextrin and Heptakis(2,6-O-
dimethyl)-f-cyclodextrin in Water. J. Mol. Lig. 2020, 315, No. 113767.

(28) Brogden, R. M; Heel, R. C.; Speight, T. M.; Avery, G. S.
Mianserin: a Review of Its Pharmacological Properties and Therapeutic
Efficacy in Depressive Illness. Drugs 1978, 16, 273—301.

(29) Palha, P. A,; Ferreira, L.; Abreu-Lima, A. B.; Ramalhao, C,;
Fernandez, R. A Double-blind Trial Comparing Mianserin and
Maprotiline In Depressed Inpatients. Clin. Ther. 1985, 7, 584—592.

(30) Pawlowska, J.; Czarnocki, Z.; Wojtasiewicz, K.; Maurin, J. K.
Stereoselective Synthesis of (R)-(—)-Mianserin. Tetrahedron: Asymme-
try 2003, 14, 3335—3342.

(31) Farag, R. S; Afifi, M. S; Abd-Rabow, M. M. Extractive
Spectrophotometric Determination of Mianserin Hydrochloride by
Acid-dye Complexation Method in Pure and in Pharmaceutical
Preparations. Int. ]. Pharm. Sci. Res. 2011, 2, 1197—1203.

(32) Pinder, R. M,; van Delft, A. M. L. Pharmacological Aspects of
Mianserin. Acta Psychiatr. Scand. 1983, 67, 59—71.

(33) Hand, T. H.; Marek, G.J.; Seiden, L. S. Comparison of the Effects
of Mianserin and its Enantiomers and Metabolites on a Behavioral
Screen for Antidepressant Activity. Psychopharmacology 1991, 105,
453—458.

(34) Eap, C. B; Powell, K; Baumann, P. Determination of the
Enantiomers of Mianserin and its Metabolites in Plasma by Capillary
Electrophoresis after Liquid-liquid Extraction and On-column Sample
Preconcentration. J. Chromatogr. Sci. 1997, 35, 315—320.

(35) Fillet, M.; Hubert, P.; Crommen, ]J. Method Development
Strategies for the Enantioseparation of Drugs by Capillary Electro-
phoresis using Cyclodextrins as Chiral Additives. Electrophoresis 1998,
19, 2834-2840.

(36) Matthijs, N.; Van Hemelryck, S.; Maftouh, M.; Massart, D. L.;
Vander Heyden, Y. Electrophoretic Separation Strategy for Chiral
Pharmaceuticals Using Highly-sulfated and Neutral Cyclodextrins
Based Dual Selector Systems. Anal. Chim. Acta 2004, 525, 247—-263.

(37) HyperChem(TM) Professional, version 8.0.10; Hypercube, Inc.:
1115 NW 4th Street, Gainesville, Florida, 2011.

(38) Stewart, J. J. P. MOPAC2016, Stewart Computational
Chemistry, 2016. http://OpenMOPAC.net (accessed October 15,
2019).

(39) Klamt, A.; Schiiimann, G. COSMO: a New Approach to
Dielectric Screening in Solvents with Explicit Expressions for the
Screening Energy and Its Gradient. J. Chem. Soc., Perkin Trans. 2 1993,
799—-808S.

https://doi.org/10.1021/acs.jpcb.1c06831
J. Phys. Chem. B 2021, 125, 13077—13087


https://doi.org/10.1021/cr970025p?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/cr970025p?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.jpba.2015.01.058
https://doi.org/10.1016/j.jpba.2015.01.058
https://doi.org/10.1016/j.drudis.2015.11.017
https://doi.org/10.1016/j.drudis.2015.11.017
https://doi.org/10.1016/j.drudis.2015.11.017
https://doi.org/10.1016/j.drudis.2015.11.016
https://doi.org/10.1016/j.drudis.2015.11.016
https://doi.org/10.1016/j.drudis.2015.11.016
https://doi.org/10.1016/j.ijpharm.2017.11.018
https://doi.org/10.1016/j.ijpharm.2017.11.018
https://doi.org/10.1007/s10311-018-0806-8
https://doi.org/10.1007/s10311-018-0806-8
https://doi.org/10.1007/s10311-018-0806-8
https://doi.org/10.2306/scienceasia1513-1874.2020.048
https://doi.org/10.2306/scienceasia1513-1874.2020.048
https://doi.org/10.1007/s10311-020-01156-w
https://doi.org/10.1007/s10311-020-01156-w
https://doi.org/10.3762/bjoc.15.163
https://doi.org/10.3762/bjoc.15.163
https://doi.org/10.3762/bjoc.8.218
https://doi.org/10.3762/bjoc.8.218
https://doi.org/10.3390/molecules23051161
https://doi.org/10.3390/molecules23051161
https://doi.org/10.1016/0008-6215(95)00148-M
https://doi.org/10.1016/0008-6215(95)00148-M
https://doi.org/10.1016/0008-6215(95)00148-M
https://doi.org/10.1016/S0008-6215(99)00033-6
https://doi.org/10.1016/S0008-6215(99)00033-6
https://doi.org/10.1016/S0008-6215(99)00033-6
https://doi.org/10.1021/ja002164l?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja002164l?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja002164l?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1002/(SICI)1521-3773(20000303)39:53.0.CO;2-R
https://doi.org/10.1002/(SICI)1521-3773(20000303)39:53.0.CO;2-R
https://doi.org/10.1002/(SICI)1521-3773(20000303)39:53.0.CO;2-R
https://doi.org/10.1002/(SICI)1521-3773(20000303)39:53.0.CO;2-R
https://doi.org/10.1016/S0008-6215(02)00114-3
https://doi.org/10.1016/S0008-6215(02)00114-3
https://doi.org/10.1016/S0008-6215(02)00114-3
https://doi.org/10.3797/scipharm.cespt.8.POT09
https://doi.org/10.3797/scipharm.cespt.8.POT09
https://doi.org/10.1016/j.bmc.2007.02.035
https://doi.org/10.1016/j.bmc.2007.02.035
https://doi.org/10.1007/s10847-012-0237-2
https://doi.org/10.1007/s10847-012-0237-2
https://doi.org/10.1007/s10847-012-0237-2
https://doi.org/10.1016/j.jmgm.2014.03.001
https://doi.org/10.1016/j.jmgm.2014.03.001
https://doi.org/10.1016/j.jmgm.2014.03.001
https://doi.org/10.3797/scipharm.1412-08
https://doi.org/10.3797/scipharm.1412-08
https://doi.org/10.1021/acs.jpcb.7b10376?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jpcb.7b10376?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.3390/scipharm86020020
https://doi.org/10.3390/scipharm86020020
https://doi.org/10.3390/scipharm86020020
https://doi.org/10.3390/scipharm86020020
https://doi.org/10.3390/cryst10010010
https://doi.org/10.3390/cryst10010010
https://doi.org/10.3390/cryst10010010
https://doi.org/10.1039/C6OB02109C
https://doi.org/10.1039/C6OB02109C
https://doi.org/10.1039/C6OB02109C
https://doi.org/10.1016/j.molliq.2020.113767
https://doi.org/10.1016/j.molliq.2020.113767
https://doi.org/10.1016/j.molliq.2020.113767
https://doi.org/10.2165/00003495-197816040-00001
https://doi.org/10.2165/00003495-197816040-00001
https://doi.org/10.1016/S0957-4166(03)00582-2
https://doi.org/10.1111/j.1600-0447.1983.tb00359.x
https://doi.org/10.1111/j.1600-0447.1983.tb00359.x
https://doi.org/10.1007/BF02244363
https://doi.org/10.1007/BF02244363
https://doi.org/10.1007/BF02244363
https://doi.org/10.1093/chromsci/35.7.315
https://doi.org/10.1093/chromsci/35.7.315
https://doi.org/10.1093/chromsci/35.7.315
https://doi.org/10.1093/chromsci/35.7.315
https://doi.org/10.1002/elps.1150191608
https://doi.org/10.1002/elps.1150191608
https://doi.org/10.1002/elps.1150191608
https://doi.org/10.1016/j.aca.2004.07.031
https://doi.org/10.1016/j.aca.2004.07.031
https://doi.org/10.1016/j.aca.2004.07.031
http://OpenMOPAC.net
https://doi.org/10.1039/P29930000799
https://doi.org/10.1039/P29930000799
https://doi.org/10.1039/P29930000799
pubs.acs.org/JPCB?ref=pdf
https://doi.org/10.1021/acs.jpcb.1c06831?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as

The Journal of Physical Chemistry B

pubs.acs.org/JPCB

(40) Allouche, A. R. Gabedit 2.5.1, Gabedit—A Graphical User
Interface for Computational Chemistry Softwares. J. Comput. Chem.
2011, 32, 174—182.

(41) Frisch, M. J.; Trucks, G. W.; Schlegel, H. B.; Scuseria, G. E,;
Robb, M. A.; Cheeseman, J. R.; Scalmani, G.; Barone, V.; Mennucci, B.;
Petersson, G. A.; et al. Gaussian 09, revision D.01; Gaussian, Inc.:
Wallingford, CT, 2013.

(42) Becke, A. D. Density-Functional Thermochemistry. IIL. The Role
of Exact Exchange. J. Chem. Phys. 1993, 98, 5648—5652.

(43) Grimme, S. Semiempirical GGA-Type Density Functional
Constructed with a Long-Range Dispersion Correction. J. Comput.
Chem. 2006, 27, 1787—1799.

(44) Tomasi, J.; Mennucci, B.; Cammi, R. Quantum Mechanical
Continuum Solvation Models. Chem. Rev. 2005, 105, 2999—3093.

(45) Zhao, Y.; Schultz, N. E; Truhlar, D. G. Exchange-Correlation
Functional with Broad Accuracy for Metallic and Nonmetallic
Compounds, Kinetics, and Noncovalent Interactions. J. Chem. Phys.
2005, 123, No. 161103.

(46) Grimme, S.; Antony, J.; Ehrlich, S.; Krieg, H. A Consistent and
Accurate Ab Initio Parameterization of Density Functional Dispersion
Correction (DFT-D) for the 94 Elements H-Pu. J. Chem. Phys. 2010,
132, No. 154104.

(47) Zhao, Y.; Truhlar, D. G. The M06 Suite of Density Functionals
for Main Group Thermochemistry, Thermochemical Kinetics, Non-
covalent Interactions, Excited States, and Transition Elements: Two
New Functionals and Systematic Testing of four M06-Class Func-
tionals and 12 Other Functionals. Theor. Chem. Acc. 2008, 120, 215—
241.

(48) Chai, J.-D.; Head-Gordon, M. Long-Range Corrected Hybrid
Density Functionals with Damped Atom-Atom Dispersion Correc-
tions. Phys. Chem. Chem. Phys. 2008, 10, 6615—6620.

(49) Adamo, C.; Barone, V. Exchange Functionals with Improved
Long-Range Behavior and Adiabatic Connection Methods without
Adjustable Parameters: The mPW and mPW1PW Models. J. Chem.
Phys. 1998, 108, 664—675.

(50) Peverati, R;; Truhlar, D. G. Improving the Accuracy of Hybrid
Meta-GGA Density Functionals by Range Separation. J. Phys. Chem.
Lett. 2011, 2, 2810—2817.

(51) Boese, A. D. Density Functional Theory and Hydrogen Bonds:
Are We There Yet? ChemPhysChem 2018, 16, 978—985.

(52) GoodVibes, version 2.0.3. https://github.com/bobbypaton/
GoodVibes (accessed November 8, 2018).

(53) Grimme, S. Supramolecular Binding Thermodynamics by
Dispersion-Corrected Density Functional Theory. Chem. - Eur. ]J.
2012, 18, 9955—9964.

(54) Mammen, M.; Shakhnovich, E. L; Deutch, J. M.; Whitesides, G.
M. Estimating the Entropic Cost of Self-Assembly of Multiparticle
Hydrogen-Bonded Aggregates Based on the Cyanuric AcideMelamine
Lattice. J. Organomet. Chem. 1998, 63, 3821—3830.

(55) Scott, A. P.; Radom, L. Harmonic Vibrational Frequencies: an
Evaluation of Hartree-Fock, Moller-Plesset, Quadratic Configuration
Interaction, Density Functional Theory, and Semiempirical Scale
Factors. J. Phys. Chem. A 1996, 100, 16502—16513.

(56) Unal, Y.; Nassif, W.; Ozaydin, B. C.; Sayin, K. Scale Factor
Database for the Vibration Frequencies Calculated in M06-2X, One of
the DFT Methods. Vib. Spectrosc. 2021, 112, No. 103189.

(57) Ditchfield, R. Self-Consistent Perturbation Theory of Diamag-
netism. Mol. Phys. 1974, 27, 789—807.

(58) Tantillo, D. J. Chemical Shift Repository. http://cheschirenmr.
info/Instructions.htm (accessed November 21, 2015).

(59) Ignaczak, A.; Porwanski, S.; Szyszka, M. Deeper Insight into the
Properties of the Newly Synthesized Macrocycles as Drug Receptors—
Some Preliminary Quantum Chemical Studies. New J. Chem. 2017, 41,
521-529.

(60) Frisch, M. J.; Trucks, G. W.; Schlegel, H. B.; Scuseria, G. E,;
Robb, M. A,; Cheeseman, J. R.; Scalmani, G.; Barone, V.; Petersson, G.
A.; Nakatsuji, H.; et al. Gaussian 16, revision B.01; Gaussian, Inc.:
Wallingford, CT, 2016.

13087

(61) Boys, S. F.; Bernardi, F. The Calculation of Small Molecular
Interactions by the Differences of Separate Total Energies. Some
Procedures with Reduced Errors. Mol. Phys. 1970, 19, 553—566.

(62) Hirayama, F.; Kurihara, M.; Horiuchi, Y.; Utsuki, T.; Uekama, K ;
Yamasaki, M. Preparation of Heptakis(2,6-di-O-ethyl)-f-cyclodextrin
and Its Nuclear Magnetic Resonance Spectroscopic Characterization.
Pharm. Res. 1993, 10, 208—213.

(63) Yamamoto, Y.; Onda, M.; Takahashi, Y.; Inoue, Y.; Ch{jo, R.
Two-Dimensional N.M.R. Spectra of O-Methylated Cyclomalto-
Oligosaccharides: Assignment of 'H and '*C Resonances and
Conformational Analysis. Carbohydr. Res. 1987, 170, 229—234.

(64) Correia, I; Bezzenine, N.; Ronzani, N.; Platzer, N.; Beloeil, J.-C.;
Doan, B.-T. Study of Inclusion Complexes of Acridine with - and (2,6-
di-O-Methyl)-f-cyclodextrin by Use of Solubility Diagrams and NMR
Spectroscopy. J. Phys. Org. Chem. 2002, 15, 647—459.

(65) Belica, S.; Jeziorska, D.; Urbaniak, P.; Buko, V. U.; Zavodnik, 1.
B.; Palecz, B. Calorimetric and Spectroscopic Characterization of
Complexes Between f-Cyclodextrin or Heptakis(2,6-di-O-methyl)-f-
cyclodextrin and Sertraline Hydrochloride in Aqueous Solution. J.
Chem. Thermodyn. 2014, 70, 160—167.

(66) Szejtli, J.; Liptak, A.; Jodal, L; Fiigedi, P.; Néndsi, P.; Neszmélyi,
A. Synthesis and "*C-NMR Spectroscopy of Methylated Beta-
cyclodextrins. Starch 1980, 32, 165—169.

(67) Raffaini, G.; Ganazzoli, F. Hydration and Flexibility of a-, #-, y-
and 6-Cyclodextrin: A Molecular Dynamics Study. Chem. Phys. 2007,
333, 128—134.

(68) Jana, M.; Bandyopadhyay, S. Hydration Properties of a-, -, and
7-Cyclodextrins from Molecular Dynamics Simulations. J. Phys. Chem.
B 2011, 115, 6347—6357.

(69) Jana, M.; Bandyopadhyay, S. Molecular Dynamics Study of f-
Cyclodextrin—Phenylalanine (1:1) Inclusion Complex in Aqueous
Medium. J. Phys. Chem. B 2013, 117, 9280—9287.

https://doi.org/10.1021/acs.jpcb.1c06831
J. Phys. Chem. B 2021, 125, 13077—13087


https://doi.org/10.1002/jcc.21600
https://doi.org/10.1002/jcc.21600
https://doi.org/10.1063/1.464913
https://doi.org/10.1063/1.464913
https://doi.org/10.1002/jcc.20495
https://doi.org/10.1002/jcc.20495
https://doi.org/10.1021/cr9904009?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/cr9904009?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1063/1.2126975
https://doi.org/10.1063/1.2126975
https://doi.org/10.1063/1.2126975
https://doi.org/10.1063/1.3382344
https://doi.org/10.1063/1.3382344
https://doi.org/10.1063/1.3382344
https://doi.org/10.1007/s00214-007-0310-x
https://doi.org/10.1007/s00214-007-0310-x
https://doi.org/10.1007/s00214-007-0310-x
https://doi.org/10.1007/s00214-007-0310-x
https://doi.org/10.1007/s00214-007-0310-x
https://doi.org/10.1039/b810189b
https://doi.org/10.1039/b810189b
https://doi.org/10.1039/b810189b
https://doi.org/10.1063/1.475428
https://doi.org/10.1063/1.475428
https://doi.org/10.1063/1.475428
https://doi.org/10.1021/jz201170d?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jz201170d?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1002/cphc.201402786
https://doi.org/10.1002/cphc.201402786
https://github.com/bobbypaton/GoodVibes
https://github.com/bobbypaton/GoodVibes
https://doi.org/10.1002/chem.201200497
https://doi.org/10.1002/chem.201200497
https://doi.org/10.1021/jo970944f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jo970944f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jo970944f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp960976r?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp960976r?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp960976r?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp960976r?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.vibspec.2020.103189
https://doi.org/10.1016/j.vibspec.2020.103189
https://doi.org/10.1016/j.vibspec.2020.103189
https://doi.org/10.1080/00268977400100711
https://doi.org/10.1080/00268977400100711
http://cheschirenmr.info/Instructions.htm
http://cheschirenmr.info/Instructions.htm
https://doi.org/10.1039/C6NJ03089K
https://doi.org/10.1039/C6NJ03089K
https://doi.org/10.1039/C6NJ03089K
https://doi.org/10.1080/00268977000101561
https://doi.org/10.1080/00268977000101561
https://doi.org/10.1080/00268977000101561
https://doi.org/10.1023/A:1018926508695
https://doi.org/10.1023/A:1018926508695
https://doi.org/10.1016/S0008-6215(00)90907-8
https://doi.org/10.1016/S0008-6215(00)90907-8
https://doi.org/10.1016/S0008-6215(00)90907-8
https://doi.org/10.1002/poc.528
https://doi.org/10.1002/poc.528
https://doi.org/10.1002/poc.528
https://doi.org/10.1016/j.jct.2013.10.035
https://doi.org/10.1016/j.jct.2013.10.035
https://doi.org/10.1016/j.jct.2013.10.035
https://doi.org/10.1002/star.19800320506
https://doi.org/10.1002/star.19800320506
https://doi.org/10.1016/j.chemphys.2007.01.015
https://doi.org/10.1016/j.chemphys.2007.01.015
https://doi.org/10.1021/jp2013946?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp2013946?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp404348u?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp404348u?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jp404348u?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
pubs.acs.org/JPCB?ref=pdf
https://doi.org/10.1021/acs.jpcb.1c06831?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as

