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Abstract: Background: Monoamine oxidases (MAO) are flavoenzymes that metabolize a range
of brain neurotransmitters, whose dysregulation is closely associated with the development of
various neurological disorders. This is why MAOs have been the central target in pharmacological
interventions for neurodegeneration for more than 60 years. Still, existing drugs only address
symptoms and not the cause of the disease, which underlines the need to develop more efficient
inhibitors without adverse effects. Methods: Our drug design strategy relied on docking 25 organic
scaffolds to MAO-B, which were extracted from the ChEMBL20 database with the highest cumulative
counts of unique member compounds and bioactivity assays. The most promising candidates
were substituted with the inactivating propargylamine group, while further affinity adjustment
was made by its N-methylation. A total of 46 propargylamines were submitted to the docking
and molecular dynamics simulations, while the best binders underwent mechanistic DFT analysis
that confirmed the hydride abstraction mechanism of the covalent inhibition reaction. Results: We
identified indole-2-propargylamine 4fH and indole-2-N-methylpropargylamine 4fMe as superior
MAO-B binders over the clinical drugs rasagiline and selegiline. DFT calculations highlighted 4fMe
as more potent over selegiline, evident in a reduced kinetic requirement (∆∆G‡ = −2.5 kcal mol−1)
and an improved reaction exergonicity (∆∆GR = −4.3 kcal mol−1), together with its higher binding
affinity, consistently determined by docking (∆∆GBIND = −0.1 kcal mol−1) and MM-PBSA analysis
(∆∆GBIND = −1.5 kcal mol−1). Conclusions: Our findings strongly advocate 4fMe as an excellent
drug candidate, whose synthesis and biological evaluation are highly recommended. Also, our
results reveal the structural determinants that influenced the affinity and inhibition rates that should
cooperate when designing further MAO inhibitors, which are of utmost significance and urgency
with the increasing prevalence of brain diseases.

Keywords: irreversible inactivation; covalent drugs; monoamine oxidase enzyme; neurotransmitters;
hydride transfer; neurodegeneration; antiparkinsonian drugs; oxidative stress

1. Introduction

Monoamine oxidases (MAOs) are a family of flavoenzymes responsible for the
metabolism of a wide range of endogenous and exogenous amines, in particular, monoamine
neurotransmitters, such as dopamine, serotonin, and noradrenaline [1]. The two enzyme
isoforms, monoamine oxidase A (MAO-A) and monoamine oxidase B (MAO-B), differ in
substrate preference, inhibitor specificity, and distribution in cells and tissues [2]. MAO
enzymes are more common inside neurons and astroglial cells as part of the central nervous
system, but are distributed in other organs throughout the human body as well [3]. MAO-A
is mainly found in the gastrointestinal tract, lung, liver, and placenta, while MAO-B is
preferentially expressed in platelets and accounts for over 80% of this enzyme within
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the brain [4,5]. Extensive crystallographic studies revealed that MAO-A hosts a large
monopartite active site cavity, allowing it to prefer bulkier substrates such as serotonin,
adrenaline, and noradrenaline [6,7]. In contrast, the MAO-B cavity is bipartite and com-
prises two separate areas, the substrate cavity and the entrance cavity, which can adopt
two different arrangements (“open” and “closed”) depending on the conformation of the
side chain of the “gating” Ile199 residue [8,9]. Because of that, MAO-B primarily oxidizes
smaller phenylethylamine and benzylamine, while dopamine, tyramine, and tryptamine
are equally efficiently metabolized by both isoforms [10].

Given their role in neurotransmitter degradation, MAOs are well-known pharma-
cological targets in brain disorders [11]. Several MAO inhibitors (MAOI) are clinically
approved for the treatment of major depressive disorder and Parkinson’s disease, as they
promote an increase in monoamine neurotransmitter levels [2]. In addition, the therapeutic
potential of MAOI appears to be even more valuable, since an over-activity of MAOs
can lead to an elevated production of harmful species, such as aldehydes and hydrogen
peroxide [12]. The latter are byproducts of MAO catalytic activity that relies on the rate-
limiting hydride transfer from the Cα–H moiety vicinal to the amino group onto the N5
atom of the FAD co-factor [13–15], which has been confirmed through a series of exper-
iments [16–18] and computations [19–22] on MAO and other members of a large family
of flavoenzymes. This is followed by the water-assisted amine proton transfer onto the
N1 atom on FAD, which offers a fully reduced FADH2 and releases a neutral imine that is
non-enzymatically hydrolyzed into the final aldehyde. Lastly, the enzyme is regenerated
with the molecular O2 that restores the oxidized FAD and liberates H2O2 (Scheme 1) [10].
With this in mind, the overexpression of MAO and upregulation of its activity, which has
been found in age-associated diseases, was suggested to contribute to the development
of oxidative and inflammatory stress. Moreover, MAOs have recently been found to be
highly expressed in different types of cancers, which is opening new frontiers for MAOIs
as potential antiproliferative agents as well [23–25].
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Scheme 1. The overall amine conversion catalyzed by MAO enzymes.

On the other hand, older age is one of the risk factors for the incidence of many, if
not all, neurodegenerative disorders. Given that the proportion of the elderly population
is constantly increasing due to improved living conditions and more accessible public
healthcare, neurodegenerative diseases were the fifth leading global cause of death in 2016.
Every three seconds, someone in the world develops dementia, and in 2020, more than 55
million people were diagnosed with it. The World Health Organization estimates that these
numbers will double every 20 years, resulting in 78 million affected individuals in 2030 and
139 million in 2050 [26]. These alarming facts indicate the necessity for the development
of new drugs that target the cause or at least the symptoms of neurodegeneration. Ad-
ditionally, recent studies suggest that the neurological symptoms that accompany the
SARS-CoV-2 infection have a basis in neurotransmitter metabolism disorders [27]. Emerg-
ing evidence has suggested that the SARS-CoV-2 virus may activate microglial cells and
play a role in triggering Parkinson’s disease as well as other neurological diseases [28,29].

The development of MAO inhibitors was undertaken with the nonselective reversible
inhibitors iproniazid and phenelzine [30], yet these quickly revealed diverse adverse effects,
including the so-called “cheese reaction”, involving severe, potentially lethal hypertensive
crises following the consumption of foods rich in tyramine [31]. Since tyramine oxidation
occurs exclusively by intestinal MAO-A, this fact prompted researchers to characterize
selective MAO-B inhibitors. These were demonstrated to be effective treatment options,
whilst being free from this potential interaction, which warrants their use without the
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restriction of a low-tyramine diet [32]. Inhibiting MAO-B not only prolongs the half-life
of dopamine and extends its neurotransmission effect for relieving motor symptoms, it
also prevents the MAO-B-mediated oxidative damages during dopamine degradation [33],
which motivated us to focus our work on this isoform. In this context, MAO-B has been the
main target for the treatment of many neurodegenerative disorders such as Parkinson’s
and Alzheimer’s disease since the 1960s [34]. During this time, several drugs have been
developed, where the majority of them are mechanism-based irreversible inhibitors whose
activity relies on forming a covalent bond with the enzyme (Figure 1), which is the most
successful way of inhibiting MAO-B in vivo [35,36]. Among them, selegiline (SEL) and
rasagiline (RAS), which became commercially available in the USA in 1996 and 2006, respec-
tively (Figure 1), proved to be efficacious for the PD treatment, while being administered
without the restriction of a low-tyramine diet [32]. SEL is metabolized in the body via the
cytochrome P450 2B6/2C19 to L-methamphetamine, then to L-amphetamine, which inhibits
dopamine transport to vesicles, leading to dopamine auto-oxidation in the cytoplasm and
an additional source of reactive oxygen species. Due to its amphetamine metabolite, SEL
causes insomnia, decreased appetite, restlessness, and loss of selectivity at higher doses.
On the other hand, RAS is metabolized via the cytochrome P450 1A2 into 1-aminoindan,
which also acts as a neuroprotective [37] and has similar side effects to SEL, but much
less intense. However, its binding is not as pharmacodynamically favorable as that of
SEL. In high doses, it inhibits both MAO-A and MAO-B, so dietary restrictions are still
required when taking these drugs [38]. Therefore, both anti-MAO-B drugs are still linked
with significant untoward effects [39] and treat only the symptoms of a disease, not the
cause, which underlines the necessity for the design of new and more potent compounds.
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Most antiparkinsonian drug designs start with the structure of the previously men-
tioned drugs and then advance to the modification of the heteroaromatic rings and/or
adding of other moieties. The furtherance of computer science [40–42] potentiates the use
of chemical structure databases for screening an immense number of molecules against
specific biological targets with known structures which, arguably, require little to no exper-
tise of the targeted system, and still proved to be ineffectual in the case of MAO-B. Time
is pressing for a change in the drug design perspective since no other drug-developing
stratagems have yielded more potent and safer drugs in the last few decades. With this in
mind, great interest remains in the development of new drugs, novel delivery systems, and
drug combinations, which are of utmost importance with the growing prevalence of brain
illnesses [43]. MAO-B inhibitors are still widely used in the management of Parkinson’s
and Alzheimer’s diseases and a variety of other psychiatric disorders and continue to be
investigated for their therapeutic value and disease-modifying potential [44–48].
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To address this issue, we utilized an approach that relies on 20 organic scaffolds
that Zdrazil and Guha found in the ChEMBL20 database to have the highest cumulative
counts of unique member compounds and bioactivity assays [49]. Promising candidates, as
elucidated by docking simulations, were joined with the propargylamine core, which is
responsible for the MAO-B inhibition mechanism with both SEL and RAS (Figure 1), but
are also highly relevant for drug discovery in general [50–52]. Afterwards, fine-tuning of
the activity was probed by exchanging N–CH3 and N–H propargylamine groups, which
we earlier showed can lead to improvements in MAO inactivation efficiency [53,54] and
selectivity [55]. To investigate the target potency, molecular docking was performed on the
newly designed candidate molecules. Those that successfully docked inside the aromatic
cage in a proper orientation and higher affinities over reference drugs were subjected to
classical molecular dynamics (MD) simulations. Later, candidates with thermodynamic
profiles more favorable than RAS and SEL were further evaluated by the Molecular
Mechanics/Poisson–Boltzmann Surface Area method (MM-PBSA) to estimate the binding
free energy and to unravel which amino acids have the largest impact on the affinity.
Lastly, a selected number of identified candidates were submitted to the mechanistic DFT
calculations using a truncated cluster model of the enzyme active site, while an NBO
population analysis was performed to confirm the inactivation of the hydride abstraction
mechanism.

2. Results and Discussion
2.1. Docking of Organic Scaffolds into the MAO-B Active Site

The starting point of our analysis were organic scaffolds 1–20 identified by Zdrazil
and Guha to have the highest numbers of unique compounds (≥200) reported in the
ChEMBL20 database from 1998 to 2014 [49]. These are depicted in Figure 2 together
with benzimidazole (21), benzothiazole (22), 1,3-benzodioxole (23), N-phenylpiperazine
(24), and iminocoumarin (25), which are selected based on our broad experience in their
derivatization towards compounds with useful photophysical [56], antioxidant [57], and
antitumor properties [58].

Systems 1–25 were submitted to the docking analysis in order to probe their MAO-B
affinities and identify the most promising scaffolds for the next steps of the analysis. The
data in Figure 2 show that all of the scaffolds are found within a narrow range of affinities,
spanning values from −5.2 kcal mol−1 for benzothiazole 22 to −8.2 kcal mol−1 for stilbene
11. However, a large number of the considered skeletons do not bind to the active site, but
most preferably attach to other nonproductive positions on the enzyme surface, which limits
their usefulness. Still, notable exceptions are provided by coumarin (16) and iminocoumarin
(25), whose active site affinities are between −6.6 and −6.8 kcal mol−1, respectively, thus
highlighting their significance for our drug design strategy (Figure 3). This conclusion is ad-
ditionally confirmed by a range of coumarin [59,60] and iminocoumarin [61,62] derivatives
identified in the literature as potent MAO-B inhibitors.

Also, a detailed inspection of all of the binding poses among systems most preferably
attaching to nonproductive positions reveals that some scaffolds do bind to the enzyme
active site, with only marginally lower affinities. This still allows for their significant
population within the druggable area and filters them as useful candidates as well. The
latter holds for diphenylether (2), indole (4), and naphthalene (7), whose placement within
the MAO-B active site is between only 0.1 and 0.3 kcal mol−1 less exergonic over the
identified most potent pose (Figure 3). Such an approach is justified by realizing that an
analogous docking protocol for propylbenzene, the matching scaffold of a potent clinical
inhibitor SEL (Figure 1), revealed that it binds MAO-B in a nonproductive way with the
affinity of −5.8 kcal mol−1, while its active site placement is only marginally lower at
−5.6 kcal mol−1.
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2.2. Docking of Propargylamine Derivatives into the MAO-B Active Site

After the preceding docking of pure organic scaffolds identified five promising candi-
dates, 2, 4, 7, 16, and 25, we proceeded by designing their propargylamine derivatives with
a direct C–N(propargylamine) bond at all chemically non-equivalent positions over the scaf-
fold’s structure. In doing so, we considered both the unsubstituted propargylamine with
the secondary amine (–N(H)–) and its methylated analog (–N(Me)–), based on our earlier
work that elucidated the latter to be a significant factor contributing to the higher potency of
SEL over RAS [53], but also in determining the MAO-B selectivity for N-methylhistamine
over histamine [55]. This strategy led to 46 different propargylamines whose docking
MAO-B binding affinities are given in Table 1. In analyzing the data, we will employ a
general notation XyZ, such as 2aH or 4cMe, where X and y denote the scaffold number
and the position of the attached propargylamine moiety, respectively, while Z assumes H
or Me given the type of its amino group, –N(H)– or –N(Me)–. On a very general note, we
can say that, apart from its crucial warhead role in inactivating MAO-B, the introduced
propargylamine group improves the affinity, which represents an interesting insight. A
good example is naphthalene 7, a nonproductive binder with ∆GBIND = −6.3 kcal mol−1,
while all of his four propargylamine derivatives surpass that affinity. This goes even further
by transforming 7 into an active site binder 7aH (Figure 4), linked with the highest potency
among all of the considered derivatives, ∆GBIND = −7.8 kcal mol−1, in line with a range
of potent naphthalene-bearing ligands able to inactivate MAO-B [63,64]. Similarly, four-
out-of-six diphenylether derivatives have a more exergonic binding than unsubstituted
2, yet none are preferentially placed within the active site. Still, for 2bH and 2bMe, we
identified less-favorable active site poses, but with affinity differences exceeding 0.4 kcal
mol−1, which limits their applicability. In contrast, although unsubstituted iminocoumarin
25 is a more promising lead than coumarin 16, all of its propargylamine derivatives are
nonproductive binders, except 25eH, which has the third highest active site affinity among
all of the systems (∆GBIND = −7.1 kcal mol−1). Moreover, 25cH should also be considered
given its high active site affinity, being ∆GBIND = −6.9 kcal mol−1. On the other hand,
coumarin scaffold 16 offered three active site binders, 16bH, 16cH, and 16fH, with an
interesting observation that, in all of them, the propargylamine N-methylation considerably
reduced affinities and even changed the preference to nonproductive positions. Still, this
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hints at a very preliminary conclusion that, in terms of their size and electronic features, the
molecular architecture of coumarin and iminocoumarin scaffolds, when propargylamine-
bearing, is somewhere at the borderline for the efficient binding within the bipartite MAO-B
substrate cavity. As a result, further N-methylation likely crosses that border and predom-
inantly exerts unfavorable effects on the binding profile. Lastly, following the scaffold
docking, indole 4 was certainly the least promising skeleton, with its lowest nonproductive
affinity ∆GBIND = −5.8 kcal mol−1, being further reduced to −5.5 kcal mol−1 for the active
site attachment. Yet, upon derivatization, it offered as much as six active site ligands,
with the most potent 4fH having ∆GBIND = −7.5 kcal mol−1. This agrees with several
literature reports that identified indole as a valuable building block for efficient MAO-B
ligands [65–67], including potent irreversible inhibitors ASS234 (IC50 = 177 nM) [68] and
contilisant (IC50 = 78 nM) [69].

Table 1. Binding affinities and modes of binding for organic scaffolds substituted with the propargy-
lamine group at designated positions as obtained with the docking simulations (in kcal mol−1).

Scaffold Position –N(X)– a Binding Mode of
Binding

Active Site
Binding
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Table 1. Cont.

Scaffold Position –N(X)– a Binding Mode of
Binding

Active Site
Binding
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Figure 4. The structure of potent propargylamine inhibitors 4cH, 4fH, 4fMe, 7aH, 16cH, 16fH,
and 25eH and their binding position within the MAO-B active site relative to the FAD co-factor
and “aromatic cage” Tyr398 and Tyr435 residues, as elucidated from the docking analysis. These
complexes were carried to the molecular dynamics simulations and the subsequent DFT calculations.
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In ending this section, it is gratifying to see that the propargylamine group had a
dominantly positive effect on the binding potency, while ligands 4cH, 4fH, 4fMe, 7aH,
16cH, 16fH, and 25eH were carried out to the next phase (Figure 4). This choice is jus-
tified, seeing that all of these ligands show higher affinity over reference drugs RAS
(∆GBIND = −5.9 kcal mol−1) and SEL (∆GBIND = −6.2 kcal mol−1). We note in passing that
our docking protocol predicted a higher affinity of SEL over RAS, being in line with their
experimental KI and IC50 values [70], which lends credence to the accuracy of the presented
analysis.

2.3. Molecular Dynamics Simulations of Selected Propargylamines in the MAO-B Active Site

Seven potent drug candidates that most preferentially bind to the active site, under-
lined through the docking analysis, were submitted to classical molecular dynamics (MD)
simulations to inspect their conformational flexibility within MAO-B and reveal specific
protein–ligand interactions governing the binding. The first thing we monitored was the
evolution of distances between the terminal Cγ atom of the propargylamine unit and the
N5 atom of the FAD co-factor (Figure 1), which helped us to evaluate the tendency of each
ligand to persist within the active site during 300 ns of MD simulations (Figure S1). It
turned out that only the ligands 4fH, 4fMe, and 16cH remained firmly bound within the
enzyme, while the other four systems revealed a tendency to depart from it. Specifically,
16fH and 25eH almost immediately left the active site, while 7aH and 4cH acted the same
after 120 and 230 ns (Figure S1), which suggests their very limited inhibition ability. This
left us with ligands 4fH, 4fMe, and 16cH for the subsequent binding affinity analysis and
its decomposition into contributions from individual residues (Table 2).

Table 2. Binding free energies (∆GBIND) from MD trajectories using the MM-PBSA approach, and
their decomposition on a per-residue basis a.

Ligand SEL RAS 4fH 4fMe 16cH

∆GBIND −20.1 −18.1 −20.0 −21.6 −19.7
FAD −2.87 −3.00 −4.63 −4.84 −3.13

Tyr398 −2.43 −1.70 −2.07 −2.13 −2.44
Tyr435 −2.26 −2.43 −2.31 −2.25 −2.15
Gln206 −1.81 −1.62 −2.21 −2.56 −1.37
Leu171 −1.15 −1.81 −0.96 −0.89 −0.96
Cys172 −1.15 −0.99 −0.59 −0.76 −0.83
Ile199 −1.00 −0.57 −0.98 −1.06 −1.45

Phe343 −1.00 −0.80 −0.98 −1.19 −0.28
Tyr326 −0.80 −0.90 −0.74 −0.69 −2.52
Ile198 −0.63 −0.75 −0.18 −0.34 −0.29
Tyr60 −0.56 −0.19 −0.75 −1.01 −0.27
Tyr188 −0.51 −0.40 −0.22 −0.29 −0.19
Gly434 −0.48 −0.35 −0.44 −0.32 −0.41
Leu328 −0.32 −0.17 −0.37 −0.39 −0.43
Trp432 −0.20 −0.13 −0.16 −0.15 −0.14
Val173 −0.19 −0.11 −0.14 −0.18 −0.10
Thr399 −0.19 −0.09 −0.14 −0.10 −0.06
Cys192 −0.18 −0.08 −0.05 −0.06 −0.08
Gly205 −0.14 −0.10 −0.25 −0.21 −0.13
Met341 −0.13 −0.07 −0.10 −0.30 −0.06
Phe168 −0.11 −0.31 −0.07 −0.09 −0.23

a Residues are selected to list all of those with contributions higher than −0.10 kcal mol−1 for the reference drug
selegiline (SEL), as these account for around 90% of its total binding affinity. Residues disfavoring the binding
have much smaller contributions not exceeding +0.20 kcal mol−1 in all of the studied ligands, and thus are not
listed. All values are in kcal mol−1.

It turned out that ∆GBIND for all ligands are negative and indicate a favorable binding.
This holds for the reference drugs as well, whose binding affinities, ∆GBIND = −20.1 kcal mol−1

for SEL and ∆GBIND = −18.1 kcal mol−1 for RAS, reveal the right trend among values.
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Still, these are likely overestimated in absolute terms, which is a known limitation of
the MM-PBSA approach, as extensively discussed in a recent review by Homeyer and
co-workers [71] that also underlined its immense potential in predicting relative binding
energies in biomolecular complexes [71], which is the focus here. In this context, the rel-
ative difference among ligands of ∆∆GBIND = −2.0 kcal mol−1 in favor of SEL is found
in excellent agreement with −2.6 kcal mol−1 predicted from experimental IC50 values of
82.5 nM for RAS [72] and 1.3 nM for SEL [73], which lends confidence to presented conclu-
sions.

16cH appears as the least potent ligand with ∆GBIND = −19.7 kcal mol−1. Yet, it
is largest in size, which is why its contribution from the gating Ile199 at the end of the
substrate cavity is highest at −1.45 kcal mol−1, corresponding to a series of favorable
C–H···π contacts with the aromatic part of the ligand. Given its volume, it provides the
most opportunities for interaction with the “aromatic cage” tyrosines, Tyr398, Tyr435, and
Tyr326, whose individual contributions, together with that from the FAD co-factor, sum up
to the highest value of −10.24 kcal mol−1, which account for 52% of its total binding affinity.
The high contribution from FAD originates in its interactions with the propargylamine
moiety through positive π···π stacking contacts, with the average distance between the
reactive N5(FAD) and Cα(16cH) being 3.77 Å. This holds for all of the considered five
ligands, where it represents the largest individual contribution in all cases. However,
the rest of the crucial active site residues exhibit reduced contributions relative to other
ligands, thereby resulting in a lower total affinity over reference SEL. This is improved
in both indoles 4fH and 4fMe, whose affinities either match or even surpass that of SEL
by −1.5 kcal mol−1 for the latter. Both ligands significantly advance their contacts with
FAD, especially 4fMe, where the FAD’s contribution is as much as 2 kcal mol−1 higher
than in SEL, being dominantly responsible for its higher affinity. Part of this stems from a
very favorable hydrogen bonding that both indole N–H groups are making with FAD C4-
carbonyl moiety (Figures 5 and S2). This is stronger in 4fMe, as seen in its shorter average
N–H···O distance of 1.96 Å relative to 2.11 Å in 4fH. At the same time, the unsubstituted
propargylamine N–H group in 4fH is also making hydrogen bonding contacts with the
same FAD C4-carbonyl moiety at d(N–H···O) = 2.87 Å. However, this interaction positions
its reactive Cα group in a less optimal position for the inactivation reaction (Figure 5),
evident in a longer Cα(ligand)···N5(FAD) distance of 5.07 Å in 4fH relative to 3.21 Å in
4fMe. In other words, with its secondary propargylamine nitrogen atom, 4fH exerts its
ability to form two favorable hydrogen bonds with the FAD C4-carbonyl group, which
results in a less reactive conformation for the covalent inhibition process. We will further
elaborate on this aspect in the last part of the discussion, dealing with the mechanistic
calculations.
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active site. Dashed lines indicate the relevant distances discussed in the text, including the hydrogen
bonding contacts between C4-carbonyl on FAD and both indole (2.11 Å in 4fH, 1.96 Å in 4fMe) and
propargylamine nitrogens (2.87 Å in 4fH), as well as reactive coordinates between N5(FAD) and
Cα(ligand) (5.07 Å in 4fH, 3.21 Å in 4fMe).
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In contrast, 4fMe features the tertiary propargylamine nitrogen center that is unable
to form any hydrogen bonds with FAD, but rather prefers positioning its N–Me group
within the hydrophobic pocket comprising Ile198, Ile199, and Tyr188. This is evident in
a consistently higher contribution from these three residues in 4fMe, where it sums to
−1.69 kcal mol−1, relative to 4fH, where it is −1.38 kcal mol−1. Such a preference locates
the vicinal Cα–H group in 4fMe in a position closer to the FAD co-factor, which will
determine its larger inactivation potency, as the subsequent discussion will show. This
strongly underlines the fact that the ligand capacity to form hydrogen bonds within the
active site is not a prerequisite for a successful binding or an efficient covalent inhibition,
but other electrostatic and hydrophobic interactions are dominating in this respect. After
all, this is precisely the case with SEL and RAS themselves [53], as much more frequent
hydrogen bonding contacts that RAS is making with the active site residues only position
it into a less reactive conformation over SEL. Other than that, we see a high contribution
from Gln206 in both indoles that comes as a result of positive side-chain amide N–H···π
contacts with the aromatic part of each ligand. We also observe that two “aromatic cage”
tyrosines directly hosting the ligand alkyne unit, Tyr398 and Tyr435, show an identical large
cumulative effect of −4.38 kcal mol−1 in both ligands, which is a noteworthy coincidence
that confirms the appropriate placement of this warhead moiety within the MAO-B active
site. We note that these two residues were previously identified, both experimentally [74]
and computationally [55,75], as important in properly orienting substrates for the chemical
reaction, and their mutations have led to enzymes with considerably reduced activities [76].
Analogously, our current study confirms their significance for the inhibitor affinity as
well. Lastly, most of the remaining residues promoting the binding of both 4fH and 4fMe
are hydrophobic in nature (Table 2), which exert their stabilizing effect by being in the
vicinity of ligand aromatic parts. With all of this in mind, we decided to submit the
derivatives 4fH and 4fMe to the mechanistic DFT calculations to further evaluate their
inhibition potency through kinetic and thermodynamic parameters underlying the MAO-B
inactivation chemical reaction.

2.4. DFT Analysis of the Inhibition Reaction

Previously, we used QM cluster calculations [53] and EVB QM/MM simulations [54]
to elucidate the precise molecular mechanism behind the irreversible MAO inhibition with
the clinical drugs SEL and RAS. We showed that MAO inactivation occurs through a three-
step process (Figure 6), where, in the rate-limiting first step, the enzyme uses the N5(FAD)
atom to abstract a hydride anion from the inhibitor Cα–H group. This was found to be in
full analogy with the MAO catalytic mechanism [13], thereby confirming that both SEL
and RAS are mechanism-based inhibitors [2,77]. This process creates a C4a(FAD) adduct
and an allene motif on the inhibitor, which proceeds by transferring the N5-hydrogen back
to the inhibitor Cβ atom as a proton, H+, thereby forming a three-membered ring with Cγ

and N5 and C4a atoms on FAD. The last step involves the breaking of the bond between
Cγ(inhibitor)–C4a(FAD) and the formation of a full N5-adduct, thus agreeing with the crys-
tallographic structures (Figure 1). In addition, the computed kinetic and thermodynamic
data confirmed the higher potency of SEL through a lower activation energy, ∆∆G‡ = −1.2
kcal mol−1, the latter matching the experimental value of −1.4 kcal mol−1 [70], and a more
exergonic process, ∆∆GR = −0.8 kcal mol−1, both supporting the validity of the proposed
hydride mechanism. With this in mind, following MD simulations, we created a cluster
model of MAO-B with 4fH, 4fMe, and reference drugs SEL and RAS, including the FAD
co-factor and Tyr435, Tyr398, Tyr326, Ile199, Phe343, and Gln206 residues, as described
in Section 3. These were submitted to M06–2X/6–31+G(d) geometry optimization and
PBE0/6–311++G(d,p) single-point calculations, which gave stationary points corresponding
to enzyme–inhibitor complexes.
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Direct Cα–H hydride abstraction turned out as feasible in both inhibitors (Figure 7). In
the transition state TS1, the transferring hydrogen is placed between the leaving α–carbon
and the accepting N5 atom, with bond distances of between 1.43 and 1.26 Å for 4fH,
respectively, matching those in 4fMe at between 1.48 and 1.26 Å, in the same order. Despite
these similarities, the activation-free energy for this process in 4fH is 24.9 kcal mol−1, which
is increased to 26.0 kcal mol−1 in 4fMe. If this was the rate-limiting step for both ligands,
it would predict 4fH to be around six times a more efficient inhibitor. Yet, following the
hydride abstraction, the 4fH carbocation is stabilized to an allene adduct at −7.4 kcal mol−1,
while in 4fMe, this is noticeably more exergonic at −15.5 kcal mol−1. In both cases, the
adduct features a strong Cγ(inhibitor)–C4a(FAD) covalent bond of between 1.55 Å for
4fH and 1.56 Å for 4fMe. The allene nature of SP2 is evidenced in an even distribution
of Cα–Cβ and Cβ–Cγ bonds of between 1.31 and 1.30 Å in 4fH, and between 1.32 and
1.31 Å in 4fMe, respectively. From that point, the succeeding reaction cleaves the formed
N5(FAD)–H bond and transfers the hydrogen as a proton H+ onto the most nucleophilic
allene Cβ atom, which is highly demanding in 4fH, going over the highest point on the
free energy surface. The latter represents the rate limiting step of the entire conversion with
4fH, with the activation barrier of ∆G‡ = 32.6 kcal mol−1 being much more challenging
than in 4fMe. In contrast, 4fMe achieves the SP2 → SP3 reaction over a significantly lower
barrier of 25.5 kcal mol−1 and forms a much more exergonic intermediate SP3. In line
with our earlier results, during the SP2 → SP3 process, an analogous proton transfer to
Cγ is not feasible, while that of Cα reverts the system to SP1 and is not productive. The
last step is highly exergonic and requires almost identical activation free energies in both
ligands to offer a very stable adduct SP4 as the final product, which features a fully formed
N5(FAD)–Cγ covalent bond of between 1.32 Å in 4fH and 1.35 Å in 4fMe. The rest of the
adduct represents a conjugated cyanine structure that accommodates the excess positive
charge, with Cγ–Cβ, Cβ–Cα and Cα–N distances of 1.41, 1.37, and 1.35 Å in 4fH, while
being 1.38, 1.40, and 1.32 Å in 4fMe, respectively. Overall, 4fMe proved to be a more
effective inhibitor than 4fH with a lower activation energy, ∆G‡ = 26.0 kcal mol−1, and a
more favorable reaction exergonicity, ∆GR = −32.7 kcal mol−1.

To demonstrate the validity of the hydride transfer mechanism, we utilized an NBO
population analysis focusing on atomic charges on relevant sites during the inactivation
reaction with a more potent 4fMe ligand. In the reactive complex (SP1), the charge on
the carbon atom undergoing the H− abstraction (Cα) is −0.34 |e|, while on the accept-
ing N5(FAD) it is −0.35 |e|. At the same time, the total charge on the entire 4fMe is
0.00 |e|, while on FAD it is 0.02 |e|, which indicates that no charge is exchanged
among the reactants before the reaction. In the transition state TS1, the charge on Cα

becomes more positive at −0.21 |e|, while that on N5(FAD) gains a more negative value of
−0.51 |e|. Jointly, this confirms the anionic nature of the transferring hydrogen. We note
that the Cα atom undergoing the H− abstraction experiences a somewhat smaller change
in the atomic charge among the interacting partners, which is rationalized by the presence
of the neighboring amino group that compensates for the charge loss through electron
donation. This is seen in the reduced charge on the latter and a shortened N(amino)–Cα
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distance in 4fMe, changing from −0.47 |e| and 1.45 Å in SP1 to −0.43 |e| and 1.42 Å
in TS1, all being consistent with the proposed H− transfer. This is further supported by
the 0.40 |e| total charge on 4fMe and −0.39 |e| on FAD in TS1, which indicate that
around 40% of the electron charge density is transferred along with the hydrogen atom
during the rate-limiting first step. In addition, the atomic charge on N1(FAD) changes from
−0.36 |e| in SP1 to −0.39 |e| in TS1, thereby indicating that some of the relocated an-
ionic charge resides on that site through resonance, to assume −0.44 |e| in the final
adduct SP4 (Figure 1). The latter agrees with very recent mass spectrometry data that
reveals the deprotonated nature of the adduct N1 site even under highly acidic conditions
(pH ≈ 2) [78], which all confirms our mechanistic proposal.
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Lastly, to evaluate the quality of these results, we have utilized the same approach on
the reference drugs RAS and SEL, whose reaction profiles are presented in Figure S3. Our
results confirm a higher efficiency of SEL through a lower barrier ∆∆G‡ = −1.3 kcal mol−1,
being fully in line with the determined kinact values of 0.53 min−1 for SEL and 0.05 min−1

for RAS [70]. In addition, these experimental parameters translate to a difference in the
activation free-energy of −1.4 kcal mol−1 in favor of SEL, which puts our computed value
in an almost perfect agreement with experiments and lends strong credence to our results.
More importantly, all of this indicates that the kinetic requirements calculated for 4fMe
(∆G‡ = 26.0 kcal mol−1) suggest it to be around 69 times more potent inhibitor than SEL
(∆G‡ = 28.5 kcal mol−1), which highlights 4fMe as a very promising lead compound whose
synthesis and biological evaluation are very much advised.

3. Materials and Methods
3.1. System Preparation

The starting point for our computations was the high-resolution (1.7 Å) X-ray structure
of MAO-B in a complex with N-methyl-1-aminoindan [79] obtained from the Protein Data
Bank (accession code 2C67). Original crystal waters were removed from the structure for
the docking analysis, but also to assure that, during the subsequent molecular dynamics
simulations, the water molecules from the bulk solvent could diffuse into the active site dur-
ing equilibration and production runs. The protein exists as a homodimer with a covalently
bound FAD co-factor to the conserved Cys397 residue in each subunit. Protonation states
of ionizable residues were set according to PROPKA3.11 server predictions [80] and by
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inspecting hydrogen bonding networks in their closest vicinity, while the missing hydrogen
atoms were added using the tleap module in AmberTools16 [81].

3.2. Docking Simulations and Cross-Docking Validation

Following the mentioned system preparation, we performed docking simulations
of the selected 25 organic scaffolds and, subsequently, 46 propargylamine ligands using
the AutoDock Vina algorithm [82] through the UCSF Chimera 1.16. program [83], which
operates based on dispersion, hydrogen bonds, electrostatic, and desolvation components
to determine the most probable complex conformation. The considered ligands were
prepared for the docking simulations with the DockPrep tool within the UCSF Chimera
1.16. software [83], while their protonation states were verified with the MarvinSketch
program at pH = 7.2. In this context, all of the ligands were considered to be neutral
unionized systems, in line with typical pKa values for the present functional groups. The
preparation of the grid map was performed using AutoDock Vina, with a grid size set to
60 × 60 × 60 points. During docking simulations, both the MAO-B enzyme and the ligands
were treated as rigid. The ten most exergonic ligand positions were manually analyzed
and visualized, and favorable poses of a selected number of promising ligands were
submitted to the molecular dynamics simulations. In addition, since docking simulations
held an important role in discriminating between productively and non-productively bound
ligands, we performed a cross-docking validation of the utilized docking procedure [84–86]
using the AutoDock Vina and AutoDock 4 programs [82], which further underlined its
accuracy (for details see Supplementary Materials).

3.3. Molecular Dynamics Simulations

For the FAD co-factor and considered ligands, geometry optimization and RESP
charge calculations were performed with the Gaussian 16 program [87] at B3LYP/6–31G(d)
and HF/6–31G(d) levels, respectively, while the enzyme was modeled using the AMBER
ff14SB force field. The initial position of each ligand was taken from the preceding docking
simulations, and thus the formed complexes were solvated in a truncated octahedral box
of TIP3P waters spanning 10 Å thick buffers. The system was neutralized with 5 Na+

ions that were distributed around the system using the Monte-Carlo method within the
CHARMM-GUI server, maintaining the net zero charge to simulate periodic boundary
conditions. The prepared simulation boxes were submitted to geometry optimization in
the GROMACS 2020.4 program [88]. Optimized systems were gradually heated from 0
to 300 K and equilibrated during 250 ps using NVT conditions, followed by productive
and unconstrained MD simulations of 300 ns employing a time step of 2 fs at a constant
pressure (1 atm) and temperature (310 K). The long-range electrostatic interactions were
calculated using the Particle Mesh Ewald method [89], and were updated in every second
step, while the non-bonded interactions were truncated at 10.0 Å.

3.4. Binding Free Energy Calculations

The binding free energies, ∆GBIND, for each ligand for MAO-B were calculated by the
established MM-PBSA protocol using the g_mmpbsa utility available in the GROMACS
2020.4 program [90]. For that purpose, every tenth structure from the corresponding MD
trajectories was utilized, resulting in a total of 30.000 considered snapshots. The calculated
MM-PBSA binding free energies were decomposed into specific residue contributions on a
per-residue basis according to the established procedure. This protocol calculates contri-
butions to ∆GBIND arising from each amino acid residue, and identifies the nature of the
energy change in terms of its interaction and solvation energies or entropic contributions.

3.5. DFT Mechanistic Analysis

Following MD simulations, we selected a representative structure for each inhibitor,
assuring that all of the ligands were found to be in a reactive orientation with their propar-
gylamine groups pointing towards FAD. This allowed us to build a cluster model of the
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MAO-B enzyme by extracting the initial positions of each inhibitor, FAD co-factor, and
Ile199, Gln206, Tyr326, Phe343, Tyr398, and Tyr435 residues. This selection was determined
through the preceding MM-PBSA analysis that identified them as important for the lig-
and binding, but also prompted by the analogous cluster recently employed by Fierro
and co-workers [91] in elucidating differences in the catalytic activity of MAO-B towards
p-chloro- and p-methoxy-β-methylphenethylamine. The FAD co-factor was truncated at
the ethyl group on its N10 atom, while all of the selected amino acids were truncated at
their α-carbons, which were kept in the form of the methyl group. To minimize errors
associated with the initial selection of starting geometries from MD trajectories, we tried
several conformations of each substrate within the so-formed cluster and proceeded with
the mechanistic calculations using the most stable complexes.

As a good compromise between accuracy and computational feasibility, all of the
geometries were optimized by the very efficient M06–2X/6–31+G(d) method with thermal
Gibbs free energy corrections extracted from the corresponding frequency calculations
without the scaling factors. The final single-point energies were refined with a highly
flexible 6–311++G(d,p) basis set employing the PBE0 DFT functional, in line with our
previous work, where an analogous approach was utilized to elucidate the catalytic [13]
and inhibition [53] mechanisms, as well as the selectivity [55] of MAO-B enzymes, but
was also successfully applied to other biological systems as well [92,93]. In the utilized
cluster approach, a truncated but carefully selected part of the enzyme was treated with the
quantum mechanical methodology. To account for the long-range electrostatic interactions
and polarization effects caused by the rest of the enzyme, we included a conductor-like
polarisable continuum model (CPCM), with a common dielectric constant of ε = 4 and other
parameters corresponding to pure water. This approximation assumes that the enzyme’s
surrounding is a homogeneous polarizable medium characterized by a dielectric constant ε.
This yields the (CPCM)/PBE0/6–311++G(d,p)//(CPCM)/M06–2X/6–31+G(d) model used
here. In this approach, the steric influence that the enzyme matrix imposes on the active site
is usually modeled by fixing the position of certain atoms, typically where the truncation
of the residues is made. Yet, this could, especially for smaller models, lead to a too-rigid
cluster having an artificial strain, which can result in wrong energy profiles. Larger models,
such as the one employed here, usually grant enough flexibility to accommodate changes
that take place during the reaction, and these models have been shown to generally yield
good results [94,95]. For those reasons, we did not fix the position of any atom during the
geometry optimization and obtained stable stationary points and the resulting free-energy
profiles. The validity of the employed computational approach is further prompted by its
success in offering relative kinetic and thermodynamic results for reference drugs rasagiline
and selegiline in excellent quantitative agreement with available experiments. All of the
transition state structures were verified to have the appropriate imaginary frequencies,
from which the corresponding reactants and products were determined by the intrinsic
reaction coordinate (IRC) procedure. Atomic charges were obtained by natural bond orbital
(NBO) analyses [96] as the single-point calculations at the (CPCM)/M06–2X/6–31+G(d)
level. All of the calculations were performed using the Gaussian 16 software [88].

4. Conclusions

Our computational strategy in designing potent and efficient MAO-B inhibitors relied
on considering 20 different organic scaffolds identified in the ChEMBL20 database to have
the highest cumulative counts of unique member compounds and bioactivity assays [49],
together with five additional skeletons based on our experience in their derivatization
towards a range of photophysical and biological activities. These compounds were docked
to the MAO-B enzyme, revealing coumarin (16) and iminocoumarin (25) to be the prefer-
able active-site binders. Additionally, diphenylether (2), indole (4), and naphthalene (7)
were found to exhibit placements within MAO-B active sites that are only between 0.1 and
0.3 kcal mol−1 less exergonic over their most favorable nonproductive poses. The five high-
lighted scaffolds were fully mono-substituted with the propargylamine core as a common
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functional group responsible for the irreversible MAO-B inactivation through the covalent
adduct formation with its FAD co-factor, while the fine-tuning of the proposed ligands was
attempted by exchanging the propargylamine N–H group with the N–Me moiety. This
led to 46 different propargylamines that were submitted to docking simulations, with a
consistent conclusion that the introduced propargylamine unit generally increased the
affinity, while even changing the preference from nonproductive to active site binding in
indole derivatives. As a result, seven different ligands with indole, naphthalene, coumarin,
and iminocoumarin scaffolds showed higher active site affinities over the clinical drugs
RAS and SEL. These were further analyzed through the classical molecular dynamics sim-
ulations to inspect their conformational flexibility within the MAO-B enzyme and revealed
specific protein–ligand interactions governing the binding. The results show that only
ligands 4fH, 4fMe, and 16cH remained firmly bound within the enzyme, while the other
four derivatives demonstrated a tendency to depart it during 300 ns of MD simulations.
Out of the three ligands with a favorable binding profile, only indole-2-propargylamine
4fH and indole-2-N-methylpropargylamine 4fMe exerted affinities similar or surpassing
that for SEL, respectively. Specifically, the binding of 4fMe turned out as more exergonic
by −1.6 kcal mol−1, being predominantly afforded by a more favorable placement of its
propargylamine unit towards both FAD and “aromatic-cage” tyrosines, and the positioning
of its N–Me unit within the hydrophobic pocket involving Ile198, Ile199, and Tyr188. The
latter is seen in a consistently higher joint contribution from these three residues in 4fMe
(−1.69 kcal mol−1), relative to that in 4fH (−1.38 kcal mol−1). In contrast, the unsubsti-
tuted propargylamine N–H group in 4fH displayed its ability to form additional hydrogen
bonding with the C4-carbonyl group on FAD, which only positions this ligand in a less
reactive conformation for the inactivation reaction.

The most promising derivatives 4fH and 4fMe were submitted to the mechanistic DFT
calculations within the MAO-B cluster model, which showed that both inhibitors followed
the three-step hydride mechanisms [53], where, in the first step, the ligand undergoes the
hydride abstraction from its Cα–H group onto the FAD N5 atom, thus creating a C4a(FAD)
adduct and an allene motif on the inhibitor. This is followed by the proton transfer from
the newly formed N5–H group to the inhibitor Cβ atom. The latter creates a strained
three-membered ring with Cγ, N5, and C4a atoms on FAD, which transform into the fully
formed N5-adduct, thereby tying in with crystallographic data collected on inactivated
enzymes. Although this mechanistic scenario is feasible with both of the considered ligands,
the obtained reaction profiles point to a much higher efficiency of 4fMe, seen in a lower
activation free energy, ∆G‡ = 26.0 kcal mol−1, and a more favorable reaction exergonicity,
∆GR = −32.7 kcal mol−1. Together with a more favorable binding affinity over clinically em-
ployed SEL, consistently determined through both docking (∆∆GBIND = −0.1 kcal mol−1)
and MM-PBSA MD simulations (∆∆GBIND = −1.5 kcal mol−1), the latter indicates its faster
MAO-B inactivation through reduced kinetic requirements (∆∆G‡ = −2.5 kcal mol−1) and
an improved reaction exergonicity (∆∆GR = −4.3 kcal mol−1) over SEL, thereby promoting
indole-2-N-methylpropargylamine 4fMe to an excellent drug candidate whose synthesis
and biological evaluation are highly recommended.

Lastly, to verify the accuracy of our results, the relative data among the clinical
drugs selegiline (SEL) and rasagiline (RAS) were found to be in excellent agreement
with experiments. Specifically, both the docking and MM-PBSA MD simulations pointed
to a higher affinity of SEL (∆∆GBIND = −2.0 kcal mol−1), thus matching the value of
−2.6 kcal mol−1 suggested from determined IC50 values, while the computed difference in
kinetic requirements for the inhibition, ∆∆GBIND = −1.3 kcal mol−1 in favor of SEL, agrees
with −1.4 kcal mol−1 advised by the available kinact values for both inhibitors. We believe
all of this lends credibility to the results presented in this study and the conclusions derived
thereof.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ph17101292/s1, Figure S1. Evolution of the distances between
the N5 atom on the FAD co-factor and the terminal C(γ) atom on selected propargylamine inhibitors
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during 300 ns of MD simulations. Figure S2. Evolution of selected distances for systems 4fH and 4fMe
bound to the MAO-B active site during 300 ns of MD simulations. Figure S3. Free-energy profiles for
the irreversible MAO-B inhibition with RAS and SEL. Details of the cross-docking validation.
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15. Poberžnik, M.; Purg, M.; Repič, M.; Mavri, J.; Vianello, R. Empirical valence bond simulations of the hydride-transfer step in the
monoamine oxidase A catalyzed metabolism of noradrenaline. J. Phys. Chem. B 2016, 120, 11419–11427. [CrossRef] [PubMed]

https://github.com/lvrban2/Monoamine-oxidase-B-and-indole-2-N-methylpropargylamine/tree/main
https://github.com/lvrban2/Monoamine-oxidase-B-and-indole-2-N-methylpropargylamine/tree/main
https://doi.org/10.2174/156802612805219978
https://www.ncbi.nlm.nih.gov/pubmed/23231396
https://doi.org/10.1038/nrn1883
https://www.ncbi.nlm.nih.gov/pubmed/16552415
https://doi.org/10.1111/j.1471-4159.1990.tb03121.x
https://www.ncbi.nlm.nih.gov/pubmed/2398352
https://doi.org/10.1146/annurev.neuro.22.1.197
https://www.ncbi.nlm.nih.gov/pubmed/10202537
https://doi.org/10.1126/science.3875898
https://www.ncbi.nlm.nih.gov/pubmed/3875898
https://doi.org/10.1073/pnas.0505975102
https://www.ncbi.nlm.nih.gov/pubmed/16129825
https://doi.org/10.1073/pnas.0710626105
https://www.ncbi.nlm.nih.gov/pubmed/18391214
https://doi.org/10.1038/nsb732
https://doi.org/10.1073/pnas.1633804100
https://doi.org/10.1111/j.2042-7158.1984.tb03004.x
https://doi.org/10.3389/fnmol.2019.00143
https://www.ncbi.nlm.nih.gov/pubmed/31191248
https://doi.org/10.1007/s12035-015-9284-1
https://www.ncbi.nlm.nih.gov/pubmed/26081152
https://doi.org/10.1002/ejoc.201201122
https://doi.org/10.1002/prot.24690
https://www.ncbi.nlm.nih.gov/pubmed/25220264
https://doi.org/10.1021/acs.jpcb.6b09011
https://www.ncbi.nlm.nih.gov/pubmed/27734680


Pharmaceuticals 2024, 17, 1292 18 of 20

16. Tormos, J.R.; Suarez, M.B.; Fitzpatrick, P.F. 13C kinetic isotope effects on the reaction of a flavin amine oxidase determined from
whole molecule isotope effects. Arch. Biochem. Biophys. 2016, 612, 115–119. [CrossRef]

17. Tararina, M.A.; Allen, K.N. Bioinformatic analysis of the flavin-dependent amine oxidase superfamily: Adaptations for substrate
specificity and catalytic diversity. J. Mol. Biol. 2020, 432, 3269–3288. [CrossRef]

18. Tararina, M.A.; Xue, S.; Smith, L.C.; Muellers, S.N.; Miranda, P.O.; Janda, K.D.; Allen, K.N. Crystallography coupled with kinetic
analysis provides mechanistic underpinnings of a nicotine-degrading enzyme. Biochemistry 2018, 57, 3741–3751. [CrossRef]

19. Zapata-Torres, G.; Fierro, A.; Barriga-González, G.; Salgado, J.C.; Celis-Barros, C. Revealing monoamine oxidase B catalytic
mechanisms by means of the quantum chemical cluster approach. J. Chem. Inf. Model. 2015, 55, 1349–1360. [CrossRef]

20. Atalay, V.; Erdem, S.S. A comparative computational investigation on the proton and hydride transfer mechanisms of monoamine
oxidase using model molecules. Comput. Biol. Chem. 2013, 47, 181–191. [CrossRef]

21. Yildiz, I. Computational insights on the hydride and proton transfer mechanisms of L-proline dehydrogenase. PLoS ONE 2023,
18, e0290901. [CrossRef]

22. Yildiz, I. Computational analysis of hydride and proton transfer steps in L-lactate oxidase based on QM and QM–MM methods. J.
Mol. Struct. 2024, 1295, 136706. [CrossRef]

23. Sblano, S.; Boccarelli, A.; Mesiti, F.; Purgatorio, R.; de Candia, M.; Catto, M.; Altomare, C.D. A second life for MAO inhibitors?
From CNS diseases to anticancer therapy. Eur. J. Med. Chem. 2024, 267, 116180. [CrossRef] [PubMed]

24. Han, H.; Li, H.; Ma, Y.; Zhao, Z.; An, Q.; Zhao, J.; Shi, C. Monoamine oxidase A (MAO A): A promising target for prostate cancer
therapy. Cancer Lett. 2023, 563, 216188. [CrossRef] [PubMed]

25. Aljanabi, R.; Alsous, L.; Sabbah, D.A.; Gul, H.I.; Gul, M.; Bardaweel, S.K. Monoamine oxidase (MAO) as a potential target for
anticancer drug design and development. Molecules 2021, 26, 6019. [CrossRef] [PubMed]

26. Alzheimer’s Disease International. 2023. Available online: https://www.alzint.org/about/dementia-facts-figures/dementia-
statistics/ (accessed on 13 May 2024).

27. Hok, L.; Rimac, H.; Mavri, J.; Vianello, R. COVID-19 infection and neurodegeneration: Computational evidence for interactions
between the SARS-CoV-2 spike protein and monoamine oxidase enzymes. Comput. Struct. Biotechnol. J. 2022, 20, 1254–1263.
[CrossRef]

28. Sun, Y.; Liu, W.; Luo, B. Virus infection participates in the occurrence and development of human diseases through monoamine
oxidase. Rev. Med. Virol. 2023, 33, e2465. [CrossRef]

29. Bouali-Benazzouz, R.; Benazzouz, A. COVID-19 infection and parkinsonism: Is there a link? Mov. Disord. 2021, 36, 1737–1743.
[CrossRef]

30. Fox, H.H.; Gibas, J.T. Synthetic tuberculostats. V. Alkylidene derivatives of isonicotinylhydrazine. J. Org. Chem. 1953, 18, 983–989.
[CrossRef]

31. Asatoor, A.M.; Levi, A.J.; Milne, M.D. Tranylcypromine and cheese. Lancet 1963, 282, 733–734. [CrossRef]
32. Szökö, É.; Tábi, T.; Riederer, P.; Vécsei, L.; Magyar, K. Pharmacological aspects of the neuroprotective effects of irreversible

MAO-B inhibitors, selegiline and rasagiline, in Parkinson’s disease. J. Neural Transm. 2018, 125, 1735–1749. [CrossRef] [PubMed]
33. Weinreb, O.; Amit, T.; Bar-Am, O.; Youdim, M.B. Rasagiline: A novel anti-Parkinsonian monoamine oxidase-B inhibitor with

neuroprotective activity. Prog. Neurobiol. 2010, 92, 330–344. [CrossRef] [PubMed]
34. Bortolato, M.; Shih, J.C. Behavioral outcomes of monoamine oxidase deficiency: Preclinical and clinical evidence. Int. Rev.

Neurobiol. 2011, 100, 13–42. [CrossRef]
35. Ramsay, R.R. Molecular aspects of monoamine oxidase B. Prog. Neuropsychopharmacol. Biol. Psychiatry 2016, 69, 81–89. [CrossRef]

[PubMed]
36. De Cesco, S.; Kurian, J.; Dufresne, C.; Mittermaier, A.K.; Moitessier, N. Covalent inhibitors design and discovery. Eur. J. Med.

Chem. 2017, 138, 96–114. [CrossRef]
37. Zhuo, C.; Zhu, X.; Jiang, R.; Ji, F.; Su, Z.; Xue, R.; Zhou, Y. Comparison for efficacy and tolerability among ten drugs for treatment

of Parkinson’s disease: A network meta-analysis. Sci. Rep. 2017, 7, 45865. [CrossRef]
38. Jost, W.H. A critical appraisal of MAO-B inhibitors in the treatment of Parkinson’s disease. J. Neural Transm. 2022, 129, 723–736.

[CrossRef]
39. Binda, C.; Milczek, E.M.; Bonivento, D.; Wang, J.; Mattevi, A.; Edmondson, D.E. Lights and shadows on monoamine oxidase

inhibition in neuroprotective pharmacological therapies. Curr. Top. Med. Chem. 2011, 11, 2788–2796. [CrossRef]
40. Tang, Y.; Moretti, R.; Meiler, J. Recent advances in automated structure-based de novo drug design. J. Chem. Inf. Model. 2024, 64,

1794–1805. [CrossRef] [PubMed]
41. Yu, Z.; Wu, Z.; Wang, Z.; Wang, Y.; Zhou, M.; Li, W.; Liu, G.; Tang, Y. Network-based methods and their applications in drug

discovery. J. Chem. Inf. Model. 2024, 64, 57–75. [CrossRef] [PubMed]
42. Niazi, S.K.; Mariam, Z. Computer-aided drug design and drug discovery: A prospective analysis. Pharmaceuticals 2024, 17, 22.

[CrossRef] [PubMed]
43. Bali, N.R.; Salve, P.S. Impact of rasagiline nanoparticles on brain targeting efficiency via gellan gum based transdermal patch: A

nanotheranostic perspective for Parkinsonism. Int. J. Biol. Macromol. 2020, 164, 1006–1024. [CrossRef] [PubMed]
44. Tripathi, A.C.; Upadhyay, S.; Paliwal, S.; Saraf, S.K. Privileged scaffolds as MAO inhibitors: Retrospect and prospects. Eur. J. Med.

Chem. 2018, 145, 445–497. [CrossRef] [PubMed]

https://doi.org/10.1016/j.abb.2016.10.018
https://doi.org/10.1016/j.jmb.2020.03.007
https://doi.org/10.1021/acs.biochem.8b00384
https://doi.org/10.1021/acs.jcim.5b00140
https://doi.org/10.1016/j.compbiolchem.2013.08.007
https://doi.org/10.1371/journal.pone.0290901
https://doi.org/10.1016/j.molstruc.2023.136706
https://doi.org/10.1016/j.ejmech.2024.116180
https://www.ncbi.nlm.nih.gov/pubmed/38290352
https://doi.org/10.1016/j.canlet.2023.216188
https://www.ncbi.nlm.nih.gov/pubmed/37076041
https://doi.org/10.3390/molecules26196019
https://www.ncbi.nlm.nih.gov/pubmed/34641563
https://www.alzint.org/about/dementia-facts-figures/dementia-statistics/
https://www.alzint.org/about/dementia-facts-figures/dementia-statistics/
https://doi.org/10.1016/j.csbj.2022.02.020
https://doi.org/10.1002/rmv.2465
https://doi.org/10.1002/mds.28680
https://doi.org/10.1021/jo50014a012
https://doi.org/10.1016/S0140-6736(63)90368-4
https://doi.org/10.1007/s00702-018-1853-9
https://www.ncbi.nlm.nih.gov/pubmed/29417334
https://doi.org/10.1016/j.pneurobio.2010.06.008
https://www.ncbi.nlm.nih.gov/pubmed/20600573
https://doi.org/10.1016/B978-0-12-386467-3.00002-9
https://doi.org/10.1016/j.pnpbp.2016.02.005
https://www.ncbi.nlm.nih.gov/pubmed/26891670
https://doi.org/10.1016/j.ejmech.2017.06.019
https://doi.org/10.1038/srep45865
https://doi.org/10.1007/s00702-022-02465-w
https://doi.org/10.2174/156802611798184355
https://doi.org/10.1021/acs.jcim.4c00247
https://www.ncbi.nlm.nih.gov/pubmed/38485516
https://doi.org/10.1021/acs.jcim.3c01613
https://www.ncbi.nlm.nih.gov/pubmed/38150548
https://doi.org/10.3390/ph17010022
https://www.ncbi.nlm.nih.gov/pubmed/38256856
https://doi.org/10.1016/j.ijbiomac.2020.06.261
https://www.ncbi.nlm.nih.gov/pubmed/32619667
https://doi.org/10.1016/j.ejmech.2018.01.003
https://www.ncbi.nlm.nih.gov/pubmed/29335210


Pharmaceuticals 2024, 17, 1292 19 of 20

45. Monte, C.D.; D’Ascenzio, M.; Guglielmi, P.; Mancini, V.; Carradori, S. Opening new scenarios for human MAO inhibitors. Cent.
Nerv. Syst. Agents Med. Chem. 2016, 16, 98–104. [CrossRef] [PubMed]

46. Finberg, J.P.M.; Rabey, J.M. Inhibitors of MAO-A and MAO-B in psychiatry and neurology. Front. Pharmacol. 2016, 7, 340.
[CrossRef]

47. Riederer, P.; Müller, T. Monoamine oxidase-B inhibitors in the treatment of Parkinson’s disease: Clinical-pharmacological aspects.
J. Neural Transm. 2018, 125, 1751–1757. [CrossRef]

48. Tipton, K.F.; Davey, G.P.; McDonald, A.G. Kinetic behavior and reversible inhibition of monoamine oxidases—Enzymes that
many want dead. Int. Rev. Neurobiol. 2011, 100, 43–64. [CrossRef]

49. Zdrazil, B.; Guha, R. The rise and fall of a scaffold: A trend analysis of scaffolds in the medicinal chemistry literature. J. Med.
Chem. 2018, 61, 4688–4703. [CrossRef]

50. Carneiro, A.; Uriarte, E.; Borges, F.; João Matos, M. Propargylamine: An important moiety in drug discovery. Future Med. Chem.
2023, 15, 211–224. [CrossRef]

51. Zindo, F.T.; Joubert, J.; Malan, S.F. Propargylamine as functional moiety in the design of multifunctional drugs for neurodegenera-
tive disorders: MAO inhibition and beyond. Future Med. Chem. 2015, 7, 609–629. [CrossRef]

52. Chrienova, Z.; Nepovimova, E.; Andrys, R.; Dolezal, R.; Janockova, J.; Muckova, L.; Fabova, L.; Soukup, O.; Oleksak, P.; Valis, M.;
et al. Privileged multi-target directed propargyl-tacrines combining cholinesterase and monoamine oxidase inhibition activities. J.
Enzym. Inhib. Med. Chem. 2022, 37, 2605–2620. [CrossRef] [PubMed]
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56. Beč, A.; Vianello, R.; Hranjec, M. Synthesis and spectroscopic characterization of multifunctional D-π-A benzimidazole derivatives
as potential pH sensors. J. Mol. Liq. 2023, 386, 122493. [CrossRef]
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58. Boček, I.; Hok, L.; Persoons, L.; Daelemans, D.; Vianello, R.; Hranjec, M. Imidazo[4,5-b]pyridine derived tubulin polymerization
inhibitors: Design, synthesis, biological activity in vitro and computational analysis. Bioorg. Chem. 2022, 127, 106032. [CrossRef]

59. Akwu, N.A.; Lekhooa, M.; Deqiang, D.; Aremu, A.O. Antidepressant effects of coumarins and their derivatives: A critical analysis
of research advances. Eur. J. Pharmacol. 2023, 956, 175958. [CrossRef]

60. Pisani, L.; Catto, M.; Muncipinto, G.; Nicolotti, O.; Carrieri, A.; Rullo, M.; Stefanachi, A.; Leonetti, F.; Altomare, C.A. A twenty-year
journey exploring coumarin-based derivatives as bioactive molecules. Front. Chem. 2022, 10, 1002547. [CrossRef]

61. Lv, Y.; Zheng, Z.; Liu, R.; Guo, J.; Zhang, C.; Xie, Y. Monoamine oxidase B inhibitors based on natural privileged scaffolds: A
review of systematically structural modification. Int. J. Biol. Macromol. 2023, 251, 126158. [CrossRef]

62. Kecel-Gunduz, S.; Budama-Kilinc, Y.; Gok, B.; Bicak, B.; Akman, G.; Arvas, B.; Aydogan, F.; Yolacan, C. Computer-aided anticancer
drug design: In vitro and in silico studies of new iminocoumarin derivative. J. Mol. Struct. 2021, 1239, 130539. [CrossRef]

63. Košak, U.; Knez, D.; Coquelle, N.; Brus, B.; Pišlar, A.; Nachon, F.; Brazzolotto, X.; Kos, J.; Colletier, J.-P.; Gobec, S. N-
Propargylpiperidines with naphthalene-2-carboxamide or naphthalene-2-sulfonamide moieties: Potential multifunctional anti-
Alzheimer’s agents. Bioorg. Med. Chem. 2017, 25, 633–645. [CrossRef]

64. Bhawna Kumar, A.; Bhatia, M.; Kapoor, A.; Kumar, P.; Kumar, S. Monoamine oxidase inhibitors: A concise review with special
emphasis on structure activity relationship studies. Eur. J. Med. Chem. 2022, 242, 114655. [CrossRef]

65. Prins, L.H.A.; Petzer, J.P.; Malan, S.F. Inhibition of monoamine oxidase by indole and benzofuran derivatives. Eur. J. Med. Chem.
2021, 45, 4458–4466. [CrossRef] [PubMed]

66. Elsherbeny, M.H.; Kim, J.; Gouda, N.A.; Gotina, L.; Cho, J.; Pae, A.N.; Lee, K.; Park, K.D.; Elkamhawy, A.; Roh, E.J. Highly potent,
selective and competitive indole-based MAO-B inhibitors protect PC12 cells against 6-hydroxydopamine- and rotenone-induced
oxidative stress. Antioxidants 2021, 10, 1641. [CrossRef] [PubMed]

67. George, N.; Jawaid Akhtar, M.; Al Balushi, K.A.; Alam Khan, S. Rational drug design strategies for the development of promising
multi-target directed indole hybrids as Anti-Alzheimer agents. Bioorg. Chem. 2022, 127, 105941. [CrossRef]

68. Marco-Contelles, J.; Unzeta, M.; Bolea, I.; Esteban, G.; Ramsay, R.R.; Romero, A.; Martínez-Murillo, R.; Carreiras, M.C.; Ismaili, L.
ASS234, as a new multi-target directed propargylamine for Alzheimer’s disease therapy. Front. Neurosci. 2016, 10, 294. [CrossRef]
[PubMed]

69. Bautista-Aguilera, O.M.; Budni, J.; Mina, F.; Behenck Medeiros, E.; Deuther-Conrad, W.; Entrena, J.M.; Moraleda, I.; Iriepa,
I.; López-Muñoz, F.; Marco-Contelles, J. Contilisant, a tetratarget small molecule for Alzheimer’s disease therapy combining
cholinesterase, monoamine oxidase inhibition, and H3R antagonism with S1R agonism profile. J. Med. Chem. 2018, 61, 6937–6943.
[CrossRef]

https://doi.org/10.2174/1871524915666150831141705
https://www.ncbi.nlm.nih.gov/pubmed/26320583
https://doi.org/10.3389/fphar.2016.00340
https://doi.org/10.1007/s00702-018-1876-2
https://doi.org/10.1016/B978-0-12-386467-3.00003-0
https://doi.org/10.1021/acs.jmedchem.7b00954
https://doi.org/10.4155/fmc-2022-0243
https://doi.org/10.4155/fmc.15.12
https://doi.org/10.1080/14756366.2022.2122054
https://www.ncbi.nlm.nih.gov/pubmed/36131624
https://doi.org/10.1021/acschemneuro.9b00147
https://www.ncbi.nlm.nih.gov/pubmed/31264403
https://doi.org/10.3390/ijms21176151
https://doi.org/10.1002/chem.201605430
https://www.ncbi.nlm.nih.gov/pubmed/28052533
https://doi.org/10.1016/j.molliq.2023.122493
https://doi.org/10.1039/D3MD00055A
https://doi.org/10.1016/j.bioorg.2022.106032
https://doi.org/10.1016/j.ejphar.2023.175958
https://doi.org/10.3389/fchem.2022.1002547
https://doi.org/10.1016/j.ijbiomac.2023.126158
https://doi.org/10.1016/j.molstruc.2021.130539
https://doi.org/10.1016/j.bmc.2016.11.032
https://doi.org/10.1016/j.ejmech.2022.114655
https://doi.org/10.1016/j.ejmech.2010.07.005
https://www.ncbi.nlm.nih.gov/pubmed/20674099
https://doi.org/10.3390/antiox10101641
https://www.ncbi.nlm.nih.gov/pubmed/34679775
https://doi.org/10.1016/j.bioorg.2022.105941
https://doi.org/10.3389/fnins.2016.00294
https://www.ncbi.nlm.nih.gov/pubmed/27445665
https://doi.org/10.1021/acs.jmedchem.8b00848


Pharmaceuticals 2024, 17, 1292 20 of 20

70. Ramsay, R.R.; Basile, L.; Maniquet, A.; Hagenow, S.; Pappalardo, M.; Saija, M.C.; Bryant, S.D.; Albreht, A.; Guccione, S. Parameters
for irreversible inactivation of monoamine oxidase. Molecules 2020, 25, 5908. [CrossRef]

71. Homeyer, N.; Gohlke, H. Free energy calculations by the molecular mechanics Poisson−Boltzmann surface area method. Mol.
Inform. 2021, 31, 114–122. [CrossRef]

72. Li, Y.; Qiang, X.; Luo, L.; Yang, X.; Xiao, G.; Zheng, Y.; Cao, Z.; Sang, Z.; Su, F.; Deng, Y. Multitarget drug design strategy against
Alzheimer’s disease: Homoisoflavonoid Mannich base derivatives serve as acetylcholinesterase and monoamine oxidase B dual
inhibitors with multifunctional properties. Bioorg. Med. Chem. 2017, 25, 714–726. [CrossRef]

73. Jo, G.; Ahn, S.; Kim, B.-G.; Park, H.R.; Kim, Y.H.; Choo, H.A.; Koh, D.; Chong, Y.; Ahn, J.-H.; Lim, Y. Chromenylchalcones with
inhibitory effects on monoamine oxidase B. Bioorg. Med. Chem. 2013, 21, 7890–7897. [CrossRef] [PubMed]

74. Li, M.; Binda, C.; Mattevi, A.; Edmondson, D.E. Functional role of the “aromatic cage” in human monoamine oxidase B: Structures
and catalytic properties of Tyr435 mutant proteins. Biochemistry 2006, 45, 4775–4784. [CrossRef] [PubMed]

75. Borštnar, R.; Repič, M.; Kamerlin, S.C.L.; Vianello, R.; Mavri, J. Computational study of the pKa values of potential catalytic
residues in the active site of monoamine oxidase B. J. Chem. Theory Comput. 2012, 8, 3864–3870. [CrossRef] [PubMed]

76. Geha, R.M.; Rebrin, I.; Chen, K.; Shih, J.C. Substrate and inhibitor specificities for human monoamine oxidase A and B are
influenced by a single amino acid. J. Biol. Chem. 2001, 276, 9877–9882. [CrossRef]

77. Ramsay, R.R. Inhibitor design for monoamine oxidases. Curr. Pharm. Des. 2013, 19, 2529–2539. [CrossRef]
78. Albreht, A.; Vovk, I.; Mavri, J.; Marco-Contelles, J.; Ramsay, R.R. Evidence for a cyanine link between propargylamine drugs and

monoamine oxidase clarifies the inactivation mechanism. Front. Chem. 2018, 6, 169. [CrossRef]
79. Binda, C.; Hubalek, F.; Li, M.; Herzig, Y.; Sterling, J.; Edmondson, D.E.; Mattevi, A. Binding of rasagiline-related inhibitors to

human monoamine oxidases: A kinetic and crystallographic analysis. J. Med. Chem. 2005, 48, 8148–8154. [CrossRef]
80. Olsson, M.H.M.; Søndergaard, C.R.; Rostkowski, M.; Jensen, J.H. PROPKA3: Consistent Treatment of Internal and Surface

Residues in Empirical pKa Predictions. J. Chem. Theory Comput. 2011, 7, 525–537. [CrossRef]
81. Case, D.A.; Betz, R.M.; Cerutti, D.S.; Cheatham, T.E., III; Darden, T.A.; Duke, R.E.; Giese, T.J.; Gohlke, H.; Goetz, A.W.; Homeyer,

N.; et al. AMBER 2016; University of California: San Francisco, CA, USA, 2016.
82. Morris, G.M.; Huey, R.; Lindstrom, W.; Sanner, M.F.; Belew, R.K.; Goodsell, D.S.; Olson, A.J. AutoDock4 and AutoDockTools4:

Automated docking with selective receptor flexibility. J. Comput. Chem. 2009, 30, 2785–2791. [CrossRef]
83. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF Chimera—A visualiza-

tion system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605–1612. [CrossRef] [PubMed]
84. Liu, K.; Kokubo, H. Exploring the Stability of Ligand Binding Modes to Proteins by Molecular Dynamics Simulations: A

Cross-docking Study. J. Chem. Inf. Model. 2017, 57, 2514–2522. [CrossRef] [PubMed]
85. Liu, K.; Kokubo, H. Prediction of ligand binding mode mong multiple cross-docking poses by molecular dynamics simulations. J.

Comput. Aided Mol. Des. 2020, 34, 1195–1205. [CrossRef] [PubMed]
86. Mateev, E.; Valkova, I.; Angelov, B.; Georgieva, M.; Zlatkov, A. Validation through Re-Docking, Cross-Docking and Ligand

Enrichment in various Well-Resoluted MAO-B Receptors. Int. J. Pharm. Sci. Res. 2022, 13, 1099–1107.
87. 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 C.01; Gaussian, Inc.: Wallingford, CT, USA, 2016.
88. Lindahl, E.; Abraham, M.J.; Hess, B.; van der Spoel, D. GROMACS 2020.4 Manual. Available online: https://zenodo.org/records/

3923644 (accessed on 1 October 2023).
89. Darden, T.; York, D.; Pedersen, L. Particle Mesh Ewald: An N·log(N) Method for Ewald Sums in Large Systems. J. Chem. Phys.

1993, 98, 10089–10092. [CrossRef]
90. Kumari, R.; Kumar, R.; Lynn, A. g_mmpbsa—A GROMACS tool for high-throughput MM-PBSA calculations. J. Chem. Inf. Model.

2014, 54, 1951–1962. [CrossRef]
91. Fierro, A.; Edmondson, D.E.; Celis-Barros, C.; Rebolledo-Fuentes, M.; Zapata-Torres, G. Why p-OMe- and p-Cl-β-

methylphenethylamines display distinct activities upon MAO-B binding. PLoS ONE 2016, 11, e0154989. [CrossRef]
92. Hok, L.; Vianello, R. Selective deuteration improves the affinity of adenosine A2A receptor ligands: A computational case study

with istradefylline and caffeine. J. Chem. Inf. Model. 2012, 63, 3138–3149. [CrossRef]
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