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Abstract: Human carboxylesterase 1 (hCES1) is a major carboxylesterase in the human body and
plays important roles in the metabolism of a wide variety of substances, including lipids and
drugs, and therefore is attracting more and more attention from areas including lipid metabolism,
pharmacokinetics, drug—drug interactions, and prodrug activation. In this work, we studied the
catalytic hydrolysis mechanism of hCES1 by the quantum mechanics computation method, using
cocaine as a model substrate. Our results support the four-step theory of the esterase catalytic
hydrolysis mechanism, in which both the acylation stage and the deacylation stage include two
transition states and a tetrahedral intermediate. The roles and cooperation of the catalytic triad,
5221, H468, and E354, were also analyzed in this study. Moreover, orthoester intermediates were
found in hCES1-catalyzed cocaine hydrolysis reaction, which significantly elevate the free energy
barrier and slow down the reaction. Based on this finding, we propose that hCES1 substrates with
[3-aminocarboxylester structure might form orthoester intermediates in hCES1-catalyzed hydrolysis,
and therefore prolong their in vivo half-life. Thus, this study helps to clarify the catalytic mechanism
of hCES1 and elucidates important details of its catalytic process, and furthermore, provides important
insights into the metabolism of hCES1 substrates and drug designing.

Keywords: human carboxylesterase 1; catalytic mechanism; QM-cluster; novel intermediate;
drug metabolism

1. Introduction

Carboxylesterases (CES) are a large class of enzymes responsible for hydrolysis of esters and
amides, and play very important roles in the metabolism of various drugs and biosubstances [1-7].
According to their sequence homology, CES can be generally divided into several classes, and
the majority of known CES belong to CES1 and CES2 classes [3,8]. In the human body, human
carboxylesterase 1 (hCES1) and carboxylesterase 2 (hCES2) have distinct tissue distributions and
very different substrate specificities, and are known to be responsible for the metabolism of different
substances or drugs [3,6,8]. hCES2 mainly exists in the gastrointestinal tract and a lower level in
liver, while hCES1 distributes mainly in liver, and less in intestine, kidney, and other tissues. It
is known that hCES1 and hCES2 have significantly different substrate specificities: hCES1 mainly
prefers ester substrates with a large acyl group and a small alcohol group, whereas hCES2 favors
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substrates with a small acyl group and a large alcohol group [6,8]. As an important esterase in the
human body, hCESI1 participates in the metabolism of many endogenous lipids, including cholesterol
and fatty acid esters, as well as a great many commonly used drugs (including cocaine, clopidogrel,
oseltamivir, methylphenidate, meperidine, enalapril, etc.) [3—-6]. Because of its important roles in
metabolism of lipids and drugs, hCES1 is now attracting more and more attention from researchers in
multiple disciplines, including lipid metabolism, prodrug design, drug metabolism, pharmacokinetics,
drug-drug interactions, etc. [5-9].

Since hCES1 is a crucial enzyme for the metabolism of many important lipids and drugs, it would
be very valuable to clearly understand its catalytic mechanism of substrate hydrolysis reaction, to
increase our understanding of properties of carboxylesterases, such as substrate-specificity and reaction
rates, as well as to facilitate the development of drugs or prodrugs which need to be metabolized
or activated by hCESL. It has been generally proposed that the reaction process of carboxylic ester
hydrolysis catalyzed by esterases can be divided into two stages: (I) Formation of acyl-enzyme
intermediate and release of alcohol (“the acylation stage”), and (II) hydrolysis of acyl-enzyme
intermediate to give free enzyme and carboxylic acid (“the deacylation stage”) [2,10,11]. In recent
years, theoretical computation studies, mainly using quantum mechanics (QM) or a hybrid of quantum
mechanics/molecular mechanics (QM/MM) methods, have been performed to elucidate the detailed
catalysis mechanism of esterases, including acetylcholinesterase (AChE) [12], butyrylcholinesterase
(BChE) [13], cocaine esterase (CocE) [14], and triacylglycerol lipase [15,16]; these studies revealed
that each of the two stages (the acylation stage and the deacylation stage) consists of two steps: The
nucleophilic addition (of the catalytic residue or water) and the elimination (of the alcohol or free
catalytic residue), separated by a stable tetrahedral intermediate.

As far as carboxylesterase 1 (CES1) is concerned, in recent years, several crystalline structures of
hCES1 (and CES] from other species) complexed with different substrates have been solved [17-19], and
some details of the catalytic hydrolysis mechanism have been explored based on the crystal structures
and theoretical computations using density functional theory (DFT) or the QM/MM method [19-21].
For instance, Aranda et al. [20] performed a DFT study on the hydrolysis mechanism of ester substrates
catalyzed by AeCXE1 (a CES1 from Actinidia eriantha) and revealed a four-step mechanism, in which
both the formation and the hydrolysis of the acy-lenzyme intermediate consist of two elementary
reactions. In 2017, Wang et al. [21] simulated the acylation stage of hCES1-catalyzed hydrolysis of
methylphenidate using QM/MM, and found the formation of acyl-hCES1 complex to be a two-step
process, including two transition states (TS) separated by a tetrahedral intermediate (IM). These results
agree with the previous mechanism studies of other esterases.

However, a few recent studies have challenged the four-step catalytic hydrolysis mechanism
of esterases. In 2016, a QM/MM study on the hydrolysis mechanism of ghrelin catalyzed by
butyrylcholinesterase [22] found the acylation stage to be a single-step process with no tetrahedral
intermediate. Again, in 2018, a two-step mechanism of hCES1-catalyzed hydrolysis of cocaine was
presented [23], in which both the acylation stage and the deacylation stage are single-step processes
(with no tetrahedral intermediates). These findings urged us to further explore the catalytic mechanism
of esterases, in order to clarify the catalytic mechanisms and elucidate more details in the enzymatic
reactions, which would be helpful in the study of drugs or bioactive substances metabolized by
hCES1 or other esterases. In this work, we present a DFT computation study on the hCES1-catalyzed
hydrolysis mechanism, using cocaine as the model drug, and compare our results with previous
QM/MM results to get more insights into the catalytic mechanism of hCESI.

2. Results and Discussions

2.1. Gibbs Free Energy Profile of the Whole Reaction Pathway

For each of the two stages of the catalytic hydrolysis, i.e., acylation of hCES1 and deacylation of
hCES], the transition states were found and the intermediates, reactant, and product were obtained
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through intrinsic reaction coordinate (IRC) calculation. None of the intermediates, reactant, or product
had imaginary frequencies in the vibrational analysis, while each of the transition states had only one
imaginary frequency; this indicates that the freezing of C atoms during the computations did not
introduce inappropriate restraints which would significantly interfere with the catalysis process. The
Gibbs free energy of each of the stationary point structures are illustrated in the free energy profile in
Figure 1, which clearly reveal that each of the two stages was a two-step process. During the acylation
stage of hCES], the catalytic residue Ser221 attacked the carbonyl carbon of the substrate cocaine to
form an orthoester intermediate IM1, which was then cleaved to give acyl-hCES1 and a methanol
molecule (IM2) (Figure 2). During the deacylation stage, a water molecule attacked the acyl-hCES1
complex to form another orthoester intermediate, IM3, and then the ester bond between acyl and
Ser221 was broken to release the free enzyme and hydrolysis product (Figure 3). (Please see Electronic
Supplementary Information for the detailed structures.)
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Figure 1. Free energy profile of the whole reaction process of hCES1-catalyzed hydrolysis of cocaine.
The relative Gibbs free energies at 298 K and 310 K of each substance are given in kcal/mol (the numbers
in parentheses are the free energies at 310 K). IM1 and IM3 are orthoester intermediates, whereas IM1t
and IM3t are tetrahedral intermediates before the formation of orthoesters. The left half (Reactant —
IM2) is the process of acylation of hCES1, wherein IM2 is the complex of acyl-hCES1 with a methanol
molecule; the right half (IM2 — Product) is the process of hydrolysis of acyl-hCES1 intermediate,
wherein IM2 indicates the complex of acyl-hCES1 with a water molecule.
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Figure 2. Transition states and intermediates in the acylation stage of hCES1. The ligands are shown in
magenta. Non-polar residues which are far from the reaction center are not displayed. Blue dashed lines
indicate common hydrogen bonds, and red/magenta dashed lines are bonds to be formed or broken.
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Figure 3. Transition states and intermediates in the deacylation stage of hCES1.

2.2. Acylation Stage of hCES1-Catalyzed Cocaine Hydrolysis

In the initial structure of hCES1-cocaine complex (Reactant, Figure 2), cocaine bound to the
catalytic site and formed three hydrogen bonds to hCES], i.e., cocaine:NH ... 5221:0, cocaine:C=0
... G143:NH, and cocaine:CH30 ... G142:NH. These three hydrogen bonds retained in all transition
states and intermediates in the acylation stage, except IM1, the orthoester intermediate. Lipophilic
interactions also formed between cocaine and the adjacent non-polar residues (L97, L255, L363, and
F426), which are not displayed in Figures 2 and 3 for clarity. During the first elementary reaction,
nucleophilic addition of 5221:0Y to cocaine carbonyl group, S221:HY gradually moved from OY to
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H468:N*¢, while 5221:0Y approached cocaine carbonyl carbon to form a “triangle pyramid” transition
state (TS1). The Gibbs free energy barrier of this step was quite low (1.3 kcal/mol only) (Figure 1),
indicating that TS1 was easily formed and possibly closed to the structure of Reactant. The distance
between $221:0Y and carbonyl carbon was 1.995 A, much longer than common C-O single bond
length; the C=0 and C-OMe bond lengths were 1.232 A and 1.364 A, respectively, similar to those in
Reactant (1.211 A and 1.339 A, respectively). The carbonyl oxygen formed one hydrogen bond with
G143:NH and another hydrogen bond with cocaine:NH to form an intramolecular six-membered ring,
and therefore became more stable. After that, 5221:0Y continued to approach the carbonyl carbon to
form a tetrahedral intermediate (IM1t). During the conversion of Reactant — TS1 — IM1t, S221:HY was
transferred from S$221:0Y to H468:N¢, and H468:H® was transferred from H468:N° to E354 carboxylate
anion to form a carboxylic acid, accompanying the electron rearrangement in the histidine ring of H468.
Through such a proton transfer and nucleophilic addition, the negative formal charge was transferred
from E354 in Reactant to cocaine carbonyl oxygen in IM1t. This S221-H468-E354 proton transferring
chain found in this study agrees very well with the previous theories [4,24,25].

However, interestingly, IM1t was not the final product of this step. As illustrated in the IRC
of TS1 (Figure 4, the black lines), after formation of IM1t, cocaine:NH gradually migrated from the
nitrogen toward the carbonyl oxygen, and finally formed an orthoester tetrahedral intermediate IM1
with no formal charges on nitrogen or oxygen atoms. The orthoester intermediate IM1 had the lowest
Gibbs free energy (—11.0 kcal/mol) among all the stationary point structures, significantly lower than
IM1t (—4.9 kcal/mol). The higher stability of IM1 over IM1t can be attributed to the fact that the
carbonyl oxygen atom formed two formal covalent bonds and had no formal negative charges, and
the conversion from IM1t to IM1 was actually an acid-base neutralization in which the “acid” R3NH*
donated a proton to the “base” oxygen anion.
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Figure 4. Intrinsic reaction coordinate of TS1 (A,B) and TS4 (C,D). (A,C) Changes of single point
energies along the reaction coordinate; (B,D) Distances between cocaine N and NH (solid lines) and
between carbonyl O and NH (dash lines). The red lines are the computation results with no polarization
function for hydrogens, while the black ones are the normal results.
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It is also worth mentioning that polarization functions of hydrogen atoms were necessary for
the calculation of this proton transfer. Although it is common sense that polarization functions of
hydrogen are needed in theoretical studies of chemical reactions involving hydrogen transfer, in many
DFT and QM/MM studies of large systems like protein or enzymatic reactions, polarization functions
of hydrogen were usually omitted to reduce the computation workload. To evaluate the effects of
this omission on the DFT computation results of our system, we removed the polarization functions
of hydrogen atoms involved in the proton transfer and hydrogen bonding (i.e., by changing their
basis set from 6-31G** to 6-31G*). As shown in Figure 4 (the red lines), the proton transfer process of
5221 — H468 — E354 was not significantly affected; however, the IRC terminated at the tetrahedral
intermediate IM1t and would not proceed to the orthoester IM1. This result might indicate that the
polarization functions of hydrogen are important in theoretical studies of such kind of enzymatic
reactions and could be useful in exploring more details of the reaction mechanism.

In the next step, H468:N* coordinated cocaine:OMe through its H® (which was just S221:HY,
received from S221) to form the transition state TS2, and some conformation transitions occurred in
cocaine and sidechains of residues including H468 and S221 during this process. TS2 had a relative
Gibbs free energy of 11.8 kcal/mol, and the free energy barrier of this reaction was 22.7 kcal/mol
(22.8 kcal/mol read directly from Figure 1, due to rounding errors). In TS2, cocaine:OMe was rather
far from the carbonyl carbon (2.060 A), and the carboxylester group of acyl-hCES1 was closed to a
planar conformation; this indicates that the tetrahedral intermediate IM1 needed to overcome much
resistance to form TS2 to facilitate the leaving of the methoxy group. Starting from TS2, H468:N*®
gradually transferred its H atom to cocaine:OMe, which gradually departed from the carbonyl carbon
and finally cleaved from the cocaine main body as a methanol molecule (as displayed in IM2). And
during this process, E354 transferred the proton back to H468:N°.

In summary, the acylation stage consisted of two steps, and the second step determined the
rate of the whole acylation process with a free energy barrier of 22.7 kcal/mol. During this stage,
5221:0Y transferred its proton to H468:N*¢ which then passed the proton to cocaine:OMe; at the same
time, 5221:0Y approached the carbonyl carbon to form a tetrahedral orthoester intermediate, then
the methoxy group (together with the received proton) left the carbonyl carbon to release a methanol
molecule. Synchronous with the receiving and donating proton of H468:N¢, H468:H® was transferred
between H468:N® and E354:carboxylate in concert with bond rearrangement of the imidazole ring.
These details agree well with the previous hypotheses [4,24,25].

2.3. Deacylation Stage of hCES1-Catalyzed Cocaine Hydrolysis

The deacylation process, as illustrated in Figure 3, was basically a reverse process of the acylation
stage. Starting from the acyl-hCES1 complex IM2, in which a water molecule replaced the methanol
molecule in Figure 2, the water molecule approached the carbonyl carbon to form a triangle pyramid
transition state, TS3, and simultaneously, a hydrogen atom of the water molecule moved away from
the water oxygen towards H468:N*¢. In TS3, the distance between water oxygen and carbonyl carbon
was 1.988 A. After crossing TS3, the water oxygen continued to approach the carbonyl carbon to form
a tetrahedral intermediate, which then converted to an orthoester intermediate, IM3. At the same time,
the water molecule transferred a proton to H468:N¢, while H468:N?® transferred its proton to E354
carboxylate anion to form a carboxylic acid. The Gibbs free energy barrier of this step was 14.7 kcal/mol.

In the fourth step, 5221:0Y moved away from the carbonyl carbon to form the triangle pyramid
transition state TS4, in which the distance between 5221:0Y and the carbonyl carbon was 2.001 A.
Then, 5221:0Y continued leaving the carbonyl carbon and received a proton from H468:N* (which
was originally from the water molecule) to restore the free catalytic S221 residue. Synchronously with
the H468 — 5221 proton transfer, E354 carboxylic acid transferred a proton to H468 and converted to a
carboxylate anion. The free energy barrier of this step was 11.1 kcal/mol.

Therefore, briefly, during the deacylation stage, a water molecule added to the carbonyl carbon to
form a tetrahedral intermediate, then 5221:0Y left the carbonyl carbon to release the free 5221 residue
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and cocaine carboxylic acid; in this process, the water molecule transferred one of its protons to H468,
which then passed it to 5221:0Y, and another proton transferred back and forth between E354 and
H468 in cooperation with the water — H468 — 5221 proton transfer. These details also agree well with
the previous hypotheses [4,24,25]. Step 3 determined the rate of the deacylation stage, and the free
energy barrier was 14.7 kcal/mol.

In summary, the hCES1-catalyzed hydrolysis of cocaine consisted of four steps: Steps 1 and
2 were acylation of hCES1 and Steps 3 and 4 were deacylation of hCES1. Step 2 determined the
overall rate of the whole enzymatic hydrolysis reaction, and the activation energy (E,) of the whole
reaction was 22.7 kcal/mol. This value agrees well with the experimental results (kcat = 0.058 min~},
E, = 21.5 kcal/mol, 298 K) [23].

2.4. Differences Between Our Computational Results and Previous Results

Both the previous results [23] and ours gave good predicted E, values of the hCES1-catalyzed
hydrolysis of cocaine (20.1 kcal/mol and 22.7 kcal/mol, respectively), which were close to the experimental
results (21.5 kcal/mol). However, many important differences were found between these studies.

Firstly, the previous QM/MM studies suggested a two-step reaction mechanism in which both the
acylation stage and the deacylation stage were a single-step process with no tetrahedral intermediates
(Figure 5A). For the acylation process, it was actually a typical SN2 reaction in which the approaching
of 5221:0Y to the carbonyl carbon was concerted with the leaving of methoxy group; when 5221:0Y
reached an “equilibrium” with the methoxy group, the system reached a “watershed” at the energy
maximum of the reaction coordinate, i.e., the tetrahedral transition state TS1. The deacylation process
was similar to the acylation. Such an Sy2 mechanism commonly occurred in alkyl substitutions, but
was rarely found in interconversion of carboxylic acid derivatives, including transesterification and
ester hydrolysis [26]. In contrast, our studies revealed a canonical four-step mechanism, in which
both the acylation and the deacylation stages consisted of two steps, the nucleophilic addition and the
elimination, with two triangular pyramid transition states separated by a tetrahedral intermediate
(Figure 5B).
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Molecules 2019, 24, 4057 8 of 15

Generally, the SN2 mechanism was not favorable in the acyl substitutions, like transesterification
and ester hydrolysis, because the leaving group alkoxide anion (herein, MeO™ or 5221-O7) was a
strong base, whereas the addition—elimination mechanism would facilitate the leaving of alkoxide
anion by lowing the activation energy of the elimination step [26]. However, we could assume that
an SN2 mechanism might be possible in the enzymatic ester hydrolysis reactions, since the catalytic
residues (herein, H468, etc.) may coordinate the alkoxide group and facilitate its leaving process. To
verify this hypothesis, we tried to search for the transition states of the SN2 reaction process, using the
model and computation method as described here, but failed. The obtained “transition states” were
very similar to the tetrahedral intermediates IM1t or IM3t, and their unique imaginary frequencies
and “intrinsic reaction coordinates” did not lead to the desired reactants and products, but led to the
orthoester intermediates (IM1 and IM3). These results indicate that such an Sy2 mechanism was not
possible using our computation method, and the assumed tetrahedral “transition states” were actually
tetrahedral intermediates located at energy minima (if they would not further convert to orthoesters).

In our opinion, such different outcomes probably arose from the different models and computation
methods used in these studies. Both the QM cluster approach and the QM/MM approach are widely
used in the study of enzymatic reactions [27-31]. QM/MM simulations are usually considered to
have advantages in modeling the long-range effects of the environments and simulating the high
number of degrees of freedom of the system, and therefore could give better estimates of activation
free energies (E,) [31]. Compared to the QM/MM method, the QM cluster method usually neglects
ensemble averaging, which could be very important in enzyme kinetics [32]. However, due to the
extremely high computation workload in QM/MM molecular dynamics simulations of enzymatic
reactions, low computation levels (such as semi-empirical methods, e.g., SCC-DFTB and PM6) usually
have to be applied to the QM region [30]. We noticed that the major parts of computation in the
two works supporting the one-step acylation/deacylation mechanism [22,23] were performed with
SCC-DFTB in combination of molecular force field CHARMM?27. Actually, in a work published in
2017 [21], the hCES1-catalyzed hydrolysis mechanism of d-threo-methylphenidate was studied using
SCC-DFTB and the results were compared with those of DFT (B3LYP/6-31G*). The DFT method
clearly showed a two-step acylation process, with two transition states separated by a tetrahedral
intermediate; however, the SCC-DFTB method overestimated the free energy of the intermediate, and
therefore the intermediate had the highest free energy of the whole reaction pathway and thus became
“the only transition state” of the whole acylation process, which seemed like a “one-step” acylation
process. Later in the same work [21], the SCC-DFTB method was optimized by modifying the Mulliken
charge and then the two-step acylation mechanism was reproduced using the modified SCC-DFTB
(termed “SCC-DFTBMR”). In the computation study of hCES1-catalyzed hydrolysis of cocaine [23] and
butyrylcholinesterase-catalyzed hydrolysis of ghrelin [22], the SCC-DFTB method was used without
modifications. So, it might be possible that the free energy of tetrahedral intermediates of cocaine and
ghrelin were also overestimated, and hence, they seemed like “tetrahedral transition states”.

The second significant difference was that the proton transfer between H468 and E354 was observed
in our study, but unobserved in the previous QM/MM study. Actually, in all carboxylesterases, the
“catalytic triad” consisting of serine, glutamate, and histidine was highly conserved and played essential
roles in the catalytic hydrolysis of the substrates, and mutation of any of these residues resulted in
significant loss of the esterase activity [2,4,24,33]. According to the putative catalytic mechanism of
carboxylesterases [4,24,25], the Glu and His residues in the catalytic triad formed a charge relay system,
which efficiently assisted the proton transfer between the catalytic serine and alcohol/water molecule.
Take the acylation stage as an example: in Step 1, the glutamate anion firstly deprived the proton from
His:N®, then His:Ne deprived the proton from Ser:OH to produce a Ser-O anion, which then attacked
the carbonyl carbon of the substrate to form the tetrahedron intermediate. Step 2 (releasing of the
alcohol) was virtually a reversed process of Step 1; however, His:Ne would not return its proton (which
was originally from Ser:OH) to serine, but transferred it to the alcohol, which gradually left the carbonyl
carbon. The proposed proton transfer between Glu and His residues was clearly observed in this study.
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Nevertheless, our computation results show that the proposed three “substeps”, i.e., the H468—E354
proton transfer, the 5221—H468 proton transfer, and the attacking of 5221 to the carbonyl carbon, were
roughly synchronous (Figure 6), instead of occurring sequentially. As shown in Figure 6, in all of the
four steps, the three “substeps”, proton transfer between H468 and E354, proton transfer between
H468 and S221/methanol/water, and attacking/leaving of oxygen of 5221/methanol/water, occurred
roughly in the same time period around the transition states. Obviously, upon receiving a proton from
5221 (or water), H468 would carry a positive charge and thus become energetically less stable; so, by
transferring another proton to E354 carboxylate anion, H468 would diminish its extra positive charge
and reduce its energy. Contrary to our results, the previous QM/MM computation results [23] detected
no proton transfers between H468 and E354, either in the acylation stage or in the deacylation stage. In
the one-step acylation mechanism, H468 received a proton from 5221 and immediately transferred it to
the methoxy group, and the deacylation mechanism was similar to the acylation. Just from a chemical
point of view, this proton transfer mechanism might also work; however, without such an H468 «
E354 proton transfer to alleviate the positive charge carried by H468, the tetrahedral “transition state”
may be energetically unfavorable and the energy barrier of the reaction would possibly be increased.
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Figure 6. Distance (A) of H468:N5-H (Blue), oxygen atom of S221/methanol/water—H (Red), and oxygen
atom of 5221/methanol/water—carbonyl carbon atom (Black) along the intrinsic reaction coordinate.
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2.5. Orthoester Intermediates in the hCES1-Catalyzed Hydrolysis of Cocaine

Our study found that orthoester intermediates existed in the hCES1-catalyzed cocaine hydrolysis
process, both in the acylation stage (IM1) and in the deacylation stage (IM3). To our knowledge, a
similar mechanism has been proposed for aminoacyl migration between 1,2-diol of nucleotides [34],
but such orthoester intermediates have not been reported for enzymatic ester hydrolysis yet. The
formation of orthoesters significantly reduced the energy of the intermediates, and hence elevated
the free energy barriers of Steps 2 and 4 (Figure 1). As illustrated in Figure 1, if the reaction of Step 1
stopped at the tetrahedral intermediate IM1t without continuing to form orthoester intermediate IM1,
the free energy barrier of Step 2 would be 16.7 kcal/mol, instead of 22.7 kcal/mol. Even so, Step 2 would
still determine the rate of the whole cocaine hydrolysis reaction. This agrees with the previous DFT
computation results of ester hydrolysis mechanism catalyzed by AeCXE1 [20], which showed that the
second step (cleaving of the alkoxy group from the carbonyl) was the rate-determining step. Hence,
without orthoester intermediates formed during the enzymatic reaction, the activation free energy (E,)
of the whole reaction would be 16.7 kcal/mol at 298 K; according to the conventional transition state
theory [35], the rate constant kot would be 3.6 s1 (214 min™1), significantly higher than the actual kcat
value (0.058 min~! [23]).

As we know, the hCES1-catalyzed hydrolysis of cocaine into methanol and benzoylecgonine
(keat = 0.058 min~! [23]) was significantly slower than the hydrolysis of cocaine into benzoic acid and
ecgonine methyl ester (catalyzed by cocaine esterase or butyrylcholinesterase, keat = 7.8 s™! and 4 min~!,
respectively [36,37]). From a chemistry viewpoint, cleavage of the methyl ester bond of cocaine would
be much easier than cleavage of the benzoate ester bond; this can also be supported by the fact that
conversion of cocaine to benzoylecgonine could occur non-enzymatically in plasma, but conversion of
cocaine to ecgonine methyl ester must be enzymatic [38]. Hence, we propose that the low reaction
rate of hCES1-catalyzed cocaine hydrolysis might be partially attributed to the formation of orthoester
intermediate during the enzymatic reaction.

Apparently, the unique chemical structure of the substrate cocaine was required during the
formation of orthoester intermediates. Cocaine was actually a 3-aminocarboxylester; as shown in
Figure 2, upon formation of the tetrahedral intermediate IM1t, the negatively charged carbonyl oxygen
atom attracted the hydrogen atom on the 3-amino group by a hydrogen bond, and an intramolecular
six-membered ring was formed. Such an intramolecular six-membered ring was rather stable and
facilitated the proton transfer from the nitrogen atom to the oxygen atom to give the orthoester
intermediate IM1. On the other hand, the unique steric/electrostatic restraints imposed by the catalytic
cavity of hCES1 were important for keeping the appropriate substrate conformation required for the
formation of the intramolecular six-membered ring, and hence were also important for the formation
of the orthoester intermediate. Therefore, from this finding, we can further propose that other hCES1
substrates bearing the similar structure features ([3-aminocarboxylesters) might also form orthoester
intermediates in hCES1 catalytic cavity (Figure 7), and hence their hydrolysis rates might be decreased
and their in vivo half-life prolonged. It should be emphasized that, since it is difficult to determine or
characterize the detailed conformation of substrate in the covalent enzyme-substrate complex, the
existence of orthoester intermediates of cocaine or other similar substrates still needs to be validated in
future experimental studies. Nevertheless, we expect that this hypothesis can provide insights or clues
for the study of metabolism mechanisms of other hCES1 substrates, as well as the design of drugs
which need to be activated or deactivated by hCES1.

Furthermore, as stated above, polarization functions of hydrogen atoms were required to correctly
describe the formation of orthoester intermediates. In most QM cluster or QM/MM computation studies
of enzymatic reactions, polarization functions of hydrogen atoms were usually omitted and this did
not seem to cause great problems. But based on this finding, we would recommend that polarization
functions should be applied to hydrogen atoms, at least those directly involved in the proton transfer,
to correctly describe the reaction mechanisms and to explore more details of the reaction.
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Figure 7. Proposed mechanism of formation of orthoester intermediates during the hCES1-catalyzed
hydrolysis of substrates bearing (3-aminocarboxylester structure. The intramolecular six-membered
ring scaffold (shown in red) is chemically stable. Only the orthoester intermediate in the acylation stage
is shown here for example.

3. Materials and Methods

3.1. Construction of Cluster Model of hCES1-Cocaine Complex

The X-ray crystal structure of hCES1 (PDB entry ID: 1IMX5 [17]) was used as the initial
three-dimensional (3-D) structure for the modeling, because its ligand homatropine has the same
scaffold (tropine) to cocaine and just differs from cocaine in the sidechains. The structure of homatropine
was then converted to cocaine by modifying the sidechains (including adding the methoxycarbonyl
group and removing the hydroxymethylene group). The nitrogen atom of cocaine was protonated and
the amino acid residues were set to usual protonation states. Sidechains of a few amino acid residues
were slightly adjusted and an energy-minimization was performed to relax the system. Cocaine
and the surrounding amino acid residues, namely Leu97, Gly141-Gly143, Ser221-Ala222, Leu255,
Glu354, Leu363, Phe426, and His468, were selected to be included in the final cluster model for QM
computations (176 atoms in total). The final QM cluster model had a net charge of 0 and a multiplicity
of 1. The whole preparation process of the cluster model was accomplished in BIOVIA Discovery
Studio 2017 [39].

3.2. Computation of the Reaction Mechanism and Free Energies

The reaction mechanism and the free energy profiles of the enzymatic reaction were calculated
using conventional quantum chemistry methods. For each elementary reaction, the transition state
(TS) was firstly obtained by geometrical optimization of the initial guess structure, and the intrinsic
reaction coordinate (IRC) was calculated, followed by geometrical optimization to give the reactant,
product, and intermediates. To avoid the distortion of the model, the carbon « (Cy) atom of each
amino acid residue was frozen during the simulation. All the stationary point structures were then
subject to vibration analysis and calculated for the thermal correction values at both 298 K and 310 K.
The hybrid-meta GGA functional M06-2X [40,41] was used in the geometrical optimization, vibration
analysis, and IRC calculation, and DFT-D3 empirical dispersion corrections (zero damping) [42] were
applied in the calculation. Cocaine and the residues participated in the catalytic reaction or closed
to the reaction center (Glu354, His468, Ser221, Ala222, and Gly141-Gly143) were assigned the basis
set 6-31G* [43—45], and other residues which were non-polar and far from the reaction center (Leu97,
Leu255, Leu363, and Phe426) were assigned the basis set 3-21G [46]. Hydrogen atoms involved in
the proton transfer or hydrogen bonding were assigned the basis set 6-31G** [43—45]. The frequency
scale factor of 0.9670 [47] was used in the calculation of thermal correction values. All the above QM
computations were done in Gaussian 16 [48] using the IEFPCM implicit solvent model [49-51]. Finally,
single point energy of all the stationary point structures were recalculated using the double-hybrid
functional PWPB95 [52] and basis set def2-TZVP [53,54] with DFT-D3 corrections (B] damping) [55],
which were added to the thermal correction values of Gibbs free energy to give the final free energies.
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This step of single point energy calculation was accomplished in ORCA 4.1.1 [56,57] with density-fitting
approximation [54,58,59] and the CPCM solvent model [60]. The dielectric constant (¢) of the solvent in
both Gaussian 16 and ORCA 4.1.1 was set to 4 to mimic the protein environment around the catalytic
site [20,27,61,62].

4. Conclusions

In this study, the reaction mechanism of hCES1-catalyzed hydrolysis of cocaine was investigated
by the QM cluster method. Our results clearly show a four-step hydrolysis mechanism, in which both
the acylation stage and the deacylation stage include two transition states and one tetrahedral orthoester
intermediate. Moreover, this study found that orthoester intermediates exist in the hCES1-catalyzed
hydrolysis process of cocaine, which significantly elevate the activation free energy of the reaction
and decrease the reaction rate. We further propose that hCES]1 substrates with 3-aminocarboxylester
structure might undergo a similar orthoester mechanism, and hence their metabolism would be delayed.
We expect that this finding and hypothesis may provide clues or ideas for the study of hCES1-related
drug metabolism and design of drugs which need to be metabolized or activated by hCES1.

Supplementary Materials: The structures of Reactant, transition states, intermediates, and product can be found
in the Electronic Supplementary Information.

Author Contributions: Funding: M.Y. and Z.Y,; investigation: M.Y., Z.Z., Z.L., C.Z,, ].Z., and S.F,; project
administration: Z.Y.; writing—original draft: M.Y.; writing—review and editing: Z.Y.

Funding: This study was supported by the National Natural Science Foundation of China (81872782, 81761128016),
the Drug Innovation Major Project (Grant no 2018ZX09711001-006-008, 2018ZX09711001-007-003), The Natural
Science Foundation of Shandong Province (ZR2016BL05), A Project of Shandong Province Higher Educational
Science and Technology Program (J17KA260), the NSFC cultivation project of Jining Medical University
(JYP2018K]J18), and the Open Project of Beijing Key Laboratory of Antimicrobial Agents (2019BJZDS004).

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

References

1.  Mentlein, R.; Heymann, E. Hydrolysis of ester- and amide-type drugs by the purified isoenzymes of
nonspecific carboxylesterase from rat liver. Biochem. Pharmacol. 1984, 33, 1243-1248. [CrossRef]

2. Satoh, T.; Hosokawa, M. The mammalian carboxylesterases: From Molecules to Functions. Annu. Rev.
Pharmacol. Toxicol. 1998, 38, 257-288. [CrossRef] [PubMed]

3. Hosokawa, M. Structure and Catalytic Properties of Carboxylesterase Isozymes Involved in Metabolic
Activation of Prodrugs. Molecules 2008, 13, 412—-431. [CrossRef]

4. Redinbo, M.R.; Potter, PM. Mammalian carboxylesterases: From drug targets to protein therapeutics. Drug
Discovery Today 2005, 10, 313-325. [CrossRef]

5. Lian, J.; Nelson, R.; Lehner, R. Carboxylesterases in lipid metabolism: From mouse to human. Protein Cell
2018, 9, 178-195. [CrossRef] [PubMed]

6. Wang, D; Zou, L; Jin, Q.; Hou, J.; Ge, G.; Yang, L. Human carboxylesterases: A comprehensive review. Acta
Pharm. Sinica B 2018, 8, 699-712. [CrossRef]

7. Xu,J;Qiu, J.C;Ji, X,; Guo, H.L.; Wang, X.; Zhang, B.; Wang, T.; Chen, F. Potential Pharmacokinetic Herb-Drug
Interactions: Have we Overlooked the Importance of Human Carboxylesterases 1 and 2? Curr. Drug Metab.
2019, 20, 130-137. [CrossRef]

8. Di, L. The Impact of Carboxylesterases in Drug Metabolism and Pharmacokinetics. Curr. Drug Metab. 2019,
20, 91-102. [CrossRef]

9.  Laizure, S.C.; Herring, V.; Hu, Z.; Witbrodt, K.; Parker, R.B. The role of human carboxylesterases in drug
metabolism: Have we overlooked their importance? Pharmacotherapy 2013, 33, 210-222. [CrossRef]

10. Kraut, J. Serine proteases: Structure and mechanism of catalysis. Ann. Rev. Biochem. 1977, 46, 331-358.
[CrossRef]

11.  Quinn, D.M. Acetylcholinesterase: Enzyme structure, reaction dynamics, and virtual transition states. Chem.
Rev. 1987, 87, 955-979. [CrossRef]


http://dx.doi.org/10.1016/0006-2952(84)90176-X
http://dx.doi.org/10.1146/annurev.pharmtox.38.1.257
http://www.ncbi.nlm.nih.gov/pubmed/9597156
http://dx.doi.org/10.3390/molecules13020412
http://dx.doi.org/10.1016/S1359-6446(05)03383-0
http://dx.doi.org/10.1007/s13238-017-0437-z
http://www.ncbi.nlm.nih.gov/pubmed/28677105
http://dx.doi.org/10.1016/j.apsb.2018.05.005
http://dx.doi.org/10.2174/1389200219666180330124050
http://dx.doi.org/10.2174/1389200219666180821094502
http://dx.doi.org/10.1002/phar.1194
http://dx.doi.org/10.1146/annurev.bi.46.070177.001555
http://dx.doi.org/10.1021/cr00081a005

Molecules 2019, 24, 4057 13 of 15

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

Zhou, Y.; Wang, S.; Zhang, Y. Catalytic Reaction Mechanism of Acetylcholinesterase Determined by
Born-Oppenheimer Ab Initio QM/MM Molecular Dynamics Simulations. . Phys. Chem. B 2010, 114,
8817-8825. [CrossRef] [PubMed]

Chen, X,; Fang, L; Liu, J; Zhan, C.G. Reaction pathway and free energy profile for
butyrylcholinesterase-catalyzed hydrolysis of acetylcholine. J. Phys. Chem. B 2011, 115, 1315-1322.
[CrossRef] [PubMed]

Liu, J.; Hamza, A.; Zhan, C.G. Fundamental Reaction Mechanism and Free Energy Profile for (-)-Cocaine
Hydrolysis Catalyzed by Cocaine Esterase. J. Am. Chem. Soc. 2009, 131, 11964-11975. [CrossRef]

Sadeghi Googheri, M.S.; Housaindokht, M.R.; Sabzyan, H. Reaction mechanism and free energy profile for
acylation of Candida antarctica lipase B with methylcaprylate and acetylcholine: Density functional theory
calculations. J. Mol. Graphics. Modell. 2014, 54, 131-140. [CrossRef]

Sadeghi Googheri, M.S.; Housaindokht, M.R.; Sabzyan, H. Theoretical studies on the deacylation step of
acylated Candida antarctica lipase B: Structural and reaction pathway analysis. ]. Mol. Graphics. Modell.
2015, 57,9-19. [CrossRef]

Bencharit, S.; Morton, C.L.; Xue, Y.; Potter, PM.; Redinbo, M.R. Structural basis of heroin and cocaine
metabolism by a promiscuous human drug-processing enzyme. Nat. Struc. Biol. 2003, 10, 349-356.
[CrossRef]

Fleming, C.D.; Bencharit, S.; Edwards, C.C.; Hyatt, J.L.; Tsurkan, L.; Bai, F; Fraga, C.; Morton, C.L,;
Howard-Williams, E.L.; Potter, PM.; et al. Structural insights into drug processing by human carboxylesterase
1: Tamoxifen, mevastatin, and inhibition by benzil. ]. Mol. Biol. 2005, 352, 165-177. [CrossRef]

Ileperuma, N.R.; Marshall, S.D.; Squire, C.J.; Baker, H.M.; Oakeshott, J.G.; Russell, R.J.; Plummer, K.M.;
Newcomb, R.D.; Baker, E.N. High-resolution crystal structure of plant carboxylesterase AeCXE1, from
Actinidia eriantha, and its complex with a high-affinity inhibitor paraoxon. Biochemistry 2007, 46, 1851-1859.
[CrossRef]

Aranda, J.; Cerqueira, N.M.ES.A.; Fernandes, P.A.; Roca, M.; Tufion, I.; Ramos, M.]J. The Catalytic Mechanism
of Carboxylesterases: A Computational Study. Biochemistry 2014, 53, 5820-5829. [CrossRef]

Wang, X.; Yao, J. Improvement of the self consistent charge density functional tight binding theory by a
modified Mulliken charge. Theor. Chem. Acc. 2017, 136, 124. [CrossRef]

Yao, J.; Yuan, Y.; Zheng, F.; Zhan, C.-G. Unexpected Reaction Pathway for butyrylcholinesterase-catalyzed
inactivation of hunger hormone ghrelin. Sci. Rep. 2016, 6, 22322. [CrossRef] [PubMed]

Yao, J.; Chen, X.; Zheng, F; Zhan, C.-G. Catalytic Reaction Mechanism for Drug Metabolism in Human
Carboxylesterase-1: Cocaine Hydrolysis Pathway. Mol. Pharm. 2018, 15, 3871-3880. [CrossRef] [PubMed]
Satoh, T.; Hosokawa, M. Carboxylesterases: Structure, Function and Polymorphism. Biomol. Therap. 2009,
17,335-347. [CrossRef]

Satoh, T.; Hosokawa, M. Structure, function and regulation of carboxylesterases. Chem. Bio. Int. 2006, 162,
195-211. [CrossRef] [PubMed]

Wade, L.G. Carboxylic acid derivatives. In Organic Chemistry, 6th ed.; Pearson Education, Inc.: London, UK,
2006.

Himo, F. Recent Trends in Quantum Chemical Modeling of Enzymatic Reactions. J. Am. Chem. Soc. 2017,
139, 6780-6786. [CrossRef]

Blomberg, M.R.A.; Borowski, T.; Himo, E; Liao, R.-Z.; Siegbahn, PEM. Quantum Chemical Studies of
Mechanisms for Metalloenzymes. Chem. Rev. 2014, 114, 3601-3658. [CrossRef]

Siegbahn, P.E.M.; Blomberg, M.R.A. Quantum Chemical Studies of Proton-Coupled Electron Transfer in
Metalloenzymes. Chem. Rev. 2010, 110, 7040-7061. [CrossRef]

Sousa, S.E; Ribeiro, A.J.M.; Neves, R.PP; Bras, N.F,; Cerqueira, N.M.ES.A.; Fernandes, P.A.; Ramos, M.].
Application of quantum mechanics/molecular mechanics methods in the study of enzymatic reaction
mechanisms. WIREs Comput. Mol. Sci. 2017, 7, €1281. [CrossRef]

Swiderek, K.; Tunon, I.; Moliner, V. Predicting enzymatic reactivity: From theory to design. WIREs Comput.
Mol. Sci. 2014, 4, 407-421. [CrossRef]

Masgrau, L.; Truhlar, D.G. The Importance of Ensemble Averaging in Enzyme Kinetics. Acc. Chem. Res. 2015,
48, 431-438. [CrossRef] [PubMed]

Sanghani, S.P,; Sanghani, P.C.; Schiel, M. A.; Bosron, W.F. Human Carboxylesterases: An Update on CES1,
CES2 and CES3. Protein Peptide Lett. 2009, 16, 1207-1214. [CrossRef] [PubMed]


http://dx.doi.org/10.1021/jp104258d
http://www.ncbi.nlm.nih.gov/pubmed/20550161
http://dx.doi.org/10.1021/jp110709a
http://www.ncbi.nlm.nih.gov/pubmed/21175195
http://dx.doi.org/10.1021/ja903990p
http://dx.doi.org/10.1016/j.jmgm.2014.10.001
http://dx.doi.org/10.1016/j.jmgm.2015.01.003
http://dx.doi.org/10.1038/nsb919
http://dx.doi.org/10.1016/j.jmb.2005.07.016
http://dx.doi.org/10.1021/bi062046w
http://dx.doi.org/10.1021/bi500934j
http://dx.doi.org/10.1007/s00214-017-2156-1
http://dx.doi.org/10.1038/srep22322
http://www.ncbi.nlm.nih.gov/pubmed/26922910
http://dx.doi.org/10.1021/acs.molpharmaceut.8b00354
http://www.ncbi.nlm.nih.gov/pubmed/30095924
http://dx.doi.org/10.4062/biomolther.2009.17.4.335
http://dx.doi.org/10.1016/j.cbi.2006.07.001
http://www.ncbi.nlm.nih.gov/pubmed/16919614
http://dx.doi.org/10.1021/jacs.7b02671
http://dx.doi.org/10.1021/cr400388t
http://dx.doi.org/10.1021/cr100070p
http://dx.doi.org/10.1002/wcms.1281
http://dx.doi.org/10.1002/wcms.1173
http://dx.doi.org/10.1021/ar500319e
http://www.ncbi.nlm.nih.gov/pubmed/25539028
http://dx.doi.org/10.2174/092986609789071324
http://www.ncbi.nlm.nih.gov/pubmed/19508181

Molecules 2019, 24, 4057 14 of 15

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

Chladek, S.; Sprinzl, M. The 3’-End of tRNA and Its Role in Protein Biosynthesis. Angew. Chem. Int. Ed. Engl.
1985, 24, 371-391. [CrossRef]

Garrett, B.C.; Truhlar, D.G. Transition State Theory. In Encyclopedia of Computational Chemistry; John Wiley &
Sons: Hoboken, NJ, USA, 1998; pp. 3094-3104.

Turner, ].M.; Larsen, N.A.; Basran, A.; Barbas, C.F,, III; Bruce, N.C.; Wilson, I.A.; Lerner, R.A. Biochemical
Characterization and Structural Analysis of a Highly Proficient Cocaine Esterase. Biochemistry 2002, 41,
12297-12307. [CrossRef]

Sun, H.; Pang, Y.P.; Lockridge, O.; Brimijoin, S. Re-engineering Butyrylcholinesterase as a Cocaine Hydrolase.
Mol. Pharmacol. 2002, 62, 220-224. [CrossRef]

Warner, A.; Norman, A.B. Mechanisms of Cocaine Hydrolysis and Metabolism In Vitro and In Vivo: A
Clarification. Therapeutic Drug Monit. 2000, 266-270. [CrossRef]

Dassault Systéemes BIOVIA. Discovery Studio Modeling Environment; Dassault Systémes: San Diego, CA, USA,
2017.

Zhao, Y.; Truhlar, D.G. The M06 Suite of Density Functionals for Main Group Thermochemistry,
Thermochemical Kinetics, Noncovalent interactions, Excited States, and Transition Elements. Theor. Chem.
Acc. 2008, 120, 215-241. [CrossRef]

Zhao, Y,; Truhlar, D.G. Density Functionals with Broad Applicability in Chemistry. Acc. Chem. Res. 2008, 41,
157-167. [CrossRef]

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. ]. Chem. Phys. 2010, 132, 154104.
[CrossRef]

Ditchfield, R.; Hehre, W.].; Pople, J.A. Self-Consistent Molecular Orbital Methods. 9. Extended Gaussian-type
basis for molecular-orbital studies of organic molecules. |. Chem. Phys. 1971, 54, 724.

Hehre, W.].; Ditchfield, R.; Pople, J.A. Self-Consistent Molecular Orbital Methods. 12. Further extensions of
Gaussian-type basis sets for use in molecular-orbital studies of organic-molecules. J. Chem. Phys. 1972, 56,
2257.

Hariharan, P.C.; Pople, ]J.A. Influence of polarization functions on molecular-orbital hydrogenation energies.
Theor. Chem. Acc. 1973, 28, 213-222. [CrossRef]

Binkley, ].S.; Pople, J.A.; Hehre, W.]. Self-Consistent Molecular Orbital Methods. 21. Small Split-Valence
Basis Sets for First-Row Elements. J. Am. Chem. Soc. 1980, 102, 939-947.

Alecu, ILM.; Zheng, J.; Zhao, Y.; Truhlar, D.G. Computational Thermochemistry: Scale Factor Databases and
Scale Factors for Vibrational Frequencies Obtained from Electronic Model Chemistries. ]. Chem. Theory.
Comput. 2010, 6, 2872-2887. [CrossRef]

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

Cances, E.; Mennucci, B.; Tomasi, J. A new integral equation formalism for the polarizable continuum model:
Theoretical background and applications to isotropic and anistropic dielectrics. J. Chem. Phys. 1997, 107,
3032-3041. [CrossRef]

Mennucci, B.; Cances, E.; Tomasi, J. Evaluation of Solvent Effects in Isotropic and Anisotropic Dielectrics, and
in Ionic Solutions with a Unified Integral Equation Method: Theoretical Bases, Computational Implementation
and Numerical Applications. J. Phys. Chem. B 1997, 101, 10506-10517. [CrossRef]

Cances, E.; Mennucci, B. Analytical derivatives for geometry optimization in solvation continuum models.
J. Chem. Phys. 1998, 109, 249-259. [CrossRef]

Goerigk, L.; Grimme, S. Efficient and Accurate Double-Hybrid-Meta-GGA Density Functionals—Evaluation
with the Extended GMTKNB30 Database for General Main Group Thermochemistry, Kinetics, and Noncovalent
Interactions. J. Chem. Theory. Comput. 2011, 7, 291-309. [CrossRef]

Weigend, F.; Ahlrichs, R. Balanced basis sets of split valence, triple zeta valence and quadruple zeta valence
quality for H to Rn: Design and assessment of accuracy. Phys. Chem. Chem. Phys. 2005, 7, 3297-3305.
[CrossRef]

Weigend, F. Accurate Coulomb-fitting basis sets for H to Rn. Phys. Chem. Chem. Phys. 2006, 8, 1057-1065.
[CrossRef]

Grimme, S.; Ehrlich, S.; Goerigk, L. Effect of the damping function in dispersion corrected density functional
theory. J. Comp. Chem. 2011, 32, 1456-1465. [CrossRef] [PubMed]


http://dx.doi.org/10.1002/anie.198503711
http://dx.doi.org/10.1021/bi026131p
http://dx.doi.org/10.1124/mol.62.2.220
http://dx.doi.org/10.1097/00007691-200006000-00006
http://dx.doi.org/10.1007/s00214-007-0310-x
http://dx.doi.org/10.1021/ar700111a
http://dx.doi.org/10.1063/1.3382344
http://dx.doi.org/10.1007/BF00533485
http://dx.doi.org/10.1021/ct100326h
http://dx.doi.org/10.1063/1.474659
http://dx.doi.org/10.1021/jp971959k
http://dx.doi.org/10.1063/1.476558
http://dx.doi.org/10.1021/ct100466k
http://dx.doi.org/10.1039/b508541a
http://dx.doi.org/10.1039/b515623h
http://dx.doi.org/10.1002/jcc.21759
http://www.ncbi.nlm.nih.gov/pubmed/21370243

Molecules 2019, 24, 4057 15 of 15

56.
57.

58.

59.

60.

61.

62.

Neese, F. The ORCA program system. Wiley Interdiscip. Rev. Comput. Mol. Sci. 2012, 2, 73-78. [CrossRef]
Neese, F. Software update: The ORCA program system, version 4.0. Wiley Interdiscip. Rev. Comput. Mol. Sci.
2017, 8, €1327. [CrossRef]

Neese, F.; Wennmohs, F.; Hansen, A.; Becker, U. Efficient, approximate and parallel Hartree-Fock and hybrid
DFT calculations. A ‘chain-of-spheres’ algorithm for the Hartree-Fock exchange. Chem. Phys. 2009, 356,
98-109. [CrossRef]

Hellweg, A.; Hattig, C.; Hofener, S.; Klopper, W. Optimized accurate auxiliary basis sets for RI-MP2 and
RI-CC2 calculations for the atoms Rb to Rn. Theor. Chem. Acc. 2007, 117, 587-597. [CrossRef]

Barone, V.; Cossi, M. Quantum Calculation of Molecular Energies and Energy Gradients in Solution by a
Conductor Solvent Model. J. Phys. Chem. A 1998, 102, 1995-2001. [CrossRef]

Cerqueira, N.M.ES.A_; Fernandes, P.A; Eriksson, L.A.; Ramos, M.]. Dehydration of ribonucleotides catalyzed
by ribonucleotide reductase: The role of the enzyme. Biophys. ]. 2006, 90, 2109-2119. [CrossRef]

Ramos, M.].; Fernandes, P.A. Computational Enzymatic Catalysis. Acc. Chem. Res. 2008, 41, 689-698.
[CrossRef]

Sample Availability: Not available.

® © 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http://creativecommons.org/licenses/by/4.0/).


http://dx.doi.org/10.1002/wcms.81
http://dx.doi.org/10.1002/wcms.1327
http://dx.doi.org/10.1016/j.chemphys.2008.10.036
http://dx.doi.org/10.1007/s00214-007-0250-5
http://dx.doi.org/10.1021/jp9716997
http://dx.doi.org/10.1529/biophysj.104.054627
http://dx.doi.org/10.1021/ar7001045
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results and Discussions 
	Gibbs Free Energy Profile of the Whole Reaction Pathway 
	Acylation Stage of hCES1-Catalyzed Cocaine Hydrolysis 
	Deacylation Stage of hCES1-Catalyzed Cocaine Hydrolysis 
	Differences Between Our Computational Results and Previous Results 
	Orthoester Intermediates in the hCES1-Catalyzed Hydrolysis of Cocaine 

	Materials and Methods 
	Construction of Cluster Model of hCES1–Cocaine Complex 
	Computation of the Reaction Mechanism and Free Energies 

	Conclusions 
	References

