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Abstract: Alzheimer’s disease (AD) is a neurological disease, and its signs and symptoms appear
slowly over time. Although current Alzheimer’s disease treatments can alleviate symptoms, they
cannot prevent the disease from progressing. To accurately diagnose and treat Alzheimer’s disease,
it is therefore necessary to establish effective methods for diagnosis. Apolipoprotein E4 (ApoE4),
the most frequent genetic risk factor for AD, is expressed in more than half of patients with AD,
making it an attractive target for AD therapy. We used molecular docking simulations, classical
molecular mechanics optimizations, and ab initio fragment molecular orbital (FMO) calculations to
investigate the specific interactions between ApoE4 and the naturally occurring compounds found in
the plant Moringa Oleifera. According to the FMO calculations, quercetin had the highest binding
affinity to ApoE4 among the sixteen compounds because its hydroxyl groups generated strong
hydrogen bonds with the ApoE4 residues Trp11, Asp12, Arg15, and Asp130. As a result, we proposed
various quercetin derivatives by introducing a hydroxyl group into quercetin and studied their
ApoE4 binding properties. The FMO data clearly showed that adding a hydroxyl group to quercetin
improved its binding capacity to ApoE4. Furthermore, ApoE4 Trp11, Asp12, Arg15, and Asp130
residues were discovered to be required for significant interactions between ApoE4 and quercetin
derivatives. They had a higher ApoE4 binding affinity than our previously proposed epicatechin
derivatives. Accordingly, the current results evaluated using the ab initio FMO method will be useful
for designing potent ApoE4 inhibitors that can be used as a candidate agent for AD treatment.

Keywords: Alzheimer’s disease; ApoE4; natural inhibitors; Moringa oleifera; quercetin; fragment
molecular orbital; molecular docking; molecular mechanics; in silico drug design

1. Introduction

Alzheimer’s disease (AD) is a degenerative condition that causes the deterioration
of brain cells, resulting in dementia characterized by declining cognitive function and
decreased ability to perform daily activities. Several risk factors have been identified,
including advanced age, genetic predisposition, head injuries, vascular disorders, infections,
and environmental factors [1]. Currently, the number of AD patients globally is reported
to be around 50 million, and this number is projected to increase rapidly in the coming
years, raising concerns about the impact on families and the economy [1]. Currently, the
pharmacological care of AD is confined to the application of cholinesterase inhibitors and
N-methyl-d-aspartate antagonists, which are used to relieve symptoms rather than cure
or prevent the disease [1]. Recent studies have focused on using multi-omics analyses
to identify natural compounds and metabolites with neuroprotective properties that can
modulate signaling pathways related to neurovascular endothelial cells in AD treatment [2].

Less than 5% of Alzheimer’s cases are early-onset AD, whereas late-onset AD (LOAD)
refers to a large portion of Alzheimer’s cases that occur after the age of 65 [3]. The likelihood
of LOAD is substantially raised by a mutation in the apolipoprotein E (ApoE) gene, which
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has three major allele variants (ε2, ε3, and ε4). The major risk component for LOAD is
the ApoE4 allele, while ApoE2 appears to confer protection against AD [4–8]. ApoE is an
essential cholesterol transporter that contributes to lipid transfer and brain regeneration.
Moreover, ApoE4 is linked with a greater possibility of cerebral amyloid angiopathy and
age-associated dementia [8].

Natural products have historically played a crucial role in the discovery of pharma-
ceuticals, particularly for the treatment of infectious and malignant diseases, as well as
other medical conditions such as cardiovascular disease and multiple sclerosis [9]. Here,
we examined the interactions between ApoE4 and various substances found in the plant
Moringa oleifera (M. oleifera) to identify potent natural inhibitors of ApoE4. M. oleifera is a
member of the Moringaceae family, which originated in the Indian subcontinent [10] and is
commonly referred to as the “miracle tree” or “tree of life” due to its widespread use as a
functional food and nutritional supplement [11]. For example, its plant parts such as leaves,
roots, bark, gum, flowers, fruits, seeds, and seed oil contain biologically active substances
such as vitamins, carotenoids, polyphenols, phenolic acids, flavonoids, alkaloids, glucosi-
nolates, isothiocyanates, tannins, and saponins, which are believed to have high nutritional
and therapeutic effects [10,12,13]. Accordingly, numerous pharmacological properties
of M. oleifera, including antibacterial, anti-hypercholesterolemic, antitumor, antidiabetic,
anti-inflammatory, and antioxidant properties, have been reported [10,11,14–19]. Recent
research has shown that M. oleifera has neuroprotective properties against the symptoms of
AD, dementia, Parkinson’s disease, stroke, and neurotoxicity [11,16,20–28].

In a recent study [29,30], we investigated the binding characteristics of the SARS-CoV-2
main protease (Mpro) and 35 compounds that occur naturally from M. oleifera, Aloe vera,
and Nyctanthes arbour-tristis using a combination of molecular simulation approaches. To
discover which compound binds deeply to Mpro and to propose new medicinal com-
pounds that could serve as possible Mpro inhibitors, we performed protein–ligand docking
simulations, classical molecular mechanics (MM) optimizations, and ab initio fragment
molecular orbital (FMO) computations. Using the same molecular simulations, we recently
studied the interactions between ApoE4 and compounds from the spice cinnamon [31].
Epicatechin was found to have the greatest potential to bind to ApoE4 of the ten natural
compounds. In addition, we proposed various epicatechin derivatives and investigated
their interactions with ApoE4. We found that adding a hydroxyl group at an appropriate
position of epicatechin greatly improved its ability to bind ApoE4. Furthermore, it was
shown that ApoE4’s Asp130 and Asp12 residues play a vital role in the binding of ApoE4
to epicatechin derivatives [31].

Using similar ab initio molecular simulations as in our previous research [29–31], here,
we investigated the ability of natural products contained in M. oleifera to bind specifically
to ApoE4. The binding properties of 16 natural products from M. oleifera with ApoE4 were
investigated in detail using the ab initio FMO approach [32]. Quercetin was found to interact
most effectively with ApoE4 and thus could be a therapeutic lead molecule as a potent
ApoE4 inhibitor. Moreover, we proposed some new quercetin derivatives and investigated
their ability to bind to ApoE4. The results of FMO calculations showed that the proposed
compounds exhibited higher binding affinity for ApoE4 than the original quercetin as well
as our previously reported epicatechin derivatives [31]. Accordingly, it can be assumed that
our proposed quercetin derivatives have a considerable inhibitory effect on ApoE4.

2. Results and Discussion
2.1. Optimized Structures of the ApoE4–Ligand Complexes

The chemical structures of the compounds used in the present study are depicted in
Figure 1. Table S1 of the Supporting Information lists their pharmacokinetic characteristics
computed with the SwissADME web tool [33]. According to Lipinski’s rule of five [34], active
drugs must meet the following criteria: (1) the molecular weight (MW) is less than 500 g/mol,
(2) the number of H-bond acceptors is less than 10, (3) the number of H-bond donors is less
than five, and (4) the octanol–water partition coefficient (LogP) is less than 5. As indicated
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in Table S1, 16 compounds satisfied Lipinski’s rule [34]. Other significant properties such
as total polar surface area (TPSA) and the number of rotatable bonds were also estimated
using SwissADME [33]. TPSA and the number of rotatable bonds for orally active drugs
should be less than 140 Å2 and 10, respectively. As listed in Table S1, all compounds satisfy
the conditions. Therefore, we used these compounds and optimized their structures using
Gaussian 16 [35] to determine their restrained electrostatic potential (RESP) charges [36].

Molecules 2023, 28, x FOR PEER REVIEW 3 of 20 
 

 

2. Results and Discussion 
2.1. Optimized Structures of the ApoE4–Ligand Complexes 

The chemical structures of the compounds used in the present study are depicted in 
Figure 1. Table S1 of the Supporting Information lists their pharmacokinetic characteristics 
computed with the SwissADME web tool [33]. According to Lipinski’s rule of five [34], 
active drugs must meet the following criteria: (1) the molecular weight (MW) is less than 
500 g/mol, (2) the number of H-bond acceptors is less than 10, (3) the number of H-bond 
donors is less than five, and (4) the octanol–water partition coefficient (LogP) is less than 
5. As indicated in Table S1, 16 compounds satisfied Lipinski’s rule [34]. Other significant 
properties such as total polar surface area (TPSA) and the number of rotatable bonds were 
also estimated using SwissADME [33]. TPSA and the number of rotatable bonds for orally 
active drugs should be less than 140 Å2 and 10, respectively. As listed in Table S1, all com-
pounds satisfy the conditions. Therefore, we used these compounds and optimized their 
structures using Gaussian 16 [35] to determine their restrained electrostatic potential 
(RESP) charges [36]. 

 
Figure 1. Chemical structures of our used compounds contained in Moringa oleifera. 

(16) Aurantiamide acetate (13) Kaempferol (14) Luteolin (15) Quercetin 

(12) Apigenin 

(1) Benzyl amine 

(10) Daidzein 

(3) Eugenol 

(6) Ferulic acid 

(4) Gallic acid 

(11) Genistein (9) Moringin 

(8) Niazirin (7) Sinapic acid (5) Syringic acid 

(2) Vanillin 

Figure 1. Chemical structures of our used compounds contained in Moringa oleifera.

Using the protein–ligand docking simulation program AutoDock 4.2.6 [37], we docked
each compound to the ligand-binding pocket of ApoE4 based on the optimized structure
and the RESP charge of the compound. Figure S1a shows the surface representation of
the optimized ApoE4 structure and its ligand-binding cavity, demonstrating that ApoE4
contains a large binding cavity for ligand docking. The generated candidate structures of
the ApoE4–compound complex were grouped into clusters according to their structural
similarity. These clusters were ranked based on the size of the lowest binding energy (BE)
between ApoE4 and the compound for the structures contained in each cluster. Since the
classical MM approach was used to assess BEs, some inaccuracies may exist in these values.
Therefore, the AutoDock results were only used to choose the representative structures
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of the ApoE4–compound complexes for further computations. Table 1 lists the cluster
ranking, BE, and number of poses for the cluster with the largest number of poses. Among
the clusters generated with AutoDock 4.2.6 [37], we here used the cluster with the largest
number of poses because there is a high probability for a compound to have one of the
structures in the cluster with the largest number of poses.

Table 1. The cluster ranking, lowest binding energy (BE: kcal/mol), and number of poses for the
selected cluster obtained with the AutoDock 4.2.6 program [37]. The 256 poses were created and
clustered based on their structural similarity, and each cluster was ranked in the order of lowest BE
between ApoE4 and each compound. We selected the cluster with the highest number of poses because
there is a high probability that the compound has one of the conformations in the cluster. This cluster
was used as a potential candidate for the complex structure in the subsequent molecular simulations.

Compound Cluster Rank BE (kcal/mol) Poses

Crystallized ligand 2 −5.97 165

(1) Benzyl amine 1 −2.60 212

(2) Vanillin 4 −2.17 86

(3) Eugenol 2 −2.64 159

(4) Gallic acid 1 −2.83 133

(5) Syringic acid 1 −2.70 106

(6) Ferulic acid 5 −2.30 52

(7) Sinapic acid 1 −3.43 90

(8) Niazirin 4 −3.53 90

(9) Moringin 1 −4.68 70

(10) Daidzein 1 −4.13 163

(11) Genistein 1 −4.77 78

(12) Apigenin 1 −3.68 91

(13) Kaempferol 3 −3.54 67

(14) Luteolin 3 −3.86 39

(15) Quercetin 1 −4.02 43

(16) Aurantiamide acetate 14 −2.31 19

To optimize the candidate structures of the ApoE4–compound complex, we used the
MM method [38–40] of the AMBER18 (Assisted Model Building with Energy Refinement)
program [41]. The structures were fully optimized in explicit water molecules, and quercetin
was confirmed to bind to the ligand-binding pocket of ApoE4, as shown in Figure S1b. For
the other compounds, similar structures bound to the ligand-binding pocket were obtained
with the MM optimizations. To validate the accuracy of the docking simulations, we
conducted a re-docking simulation and analyzed the root mean square deviation (RMSD)
between the docked and the crystallized conformations of the native ligand in the ligand-
binding site of ApoE4. Figure S2 shows the superimposed structures of the docked and
the crystallized conformations. The obtained RMSD between both conformations is 0.29 Å,
indicating the accuracy of our docking simulations. Therefore, we used the same docking
and MM-optimization methods for obtaining the stable structures of the ApoE4 complexes
with other compounds.

2.2. Interactions between ApoE4 and Compounds with Higher Binding Affinities

To determine which compound binds most strongly to ApoE4, we first investigated
the total inter-fragment interaction energy (IFIE) between the compound and all ApoE4
residues for the MM optimized structure using the ab initio FMO method [32]. Table 2 lists
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the total inter-fragment interaction energies (IFIEs) for the 16 compounds along with the
ApoE4 residues participating in the hydrogen bond interactions with each compound. A
larger magnitude of the total IFIE indicates a stronger interaction between ApoE4 and the
compound. Of the 16 compounds, quercetin has the largest total IFIE (−136.2 kcal/mol).
Its magnitude is 26.7 kcal/mol larger than that of the second-best compound luteolin.
Furthermore, the total IFIE of quercetin is 16.5 kcal/mol higher than that of epicatechin,
which was determined to be the top-ranked compound as an ApoE4 inhibitor in our previous
study [31]. Accordingly, it is expected that quercetin will be a potent inhibitor of ApoE4.

Table 2. ApoE4 residues involved in hydrogen bond interactions with each of the compounds, and
total inter-fragment interaction energies (IFIE: kcal/mol) between each compound and all AApoE4
residues calculated using the ab initio FMO method [32].

Compounds Residues Involved
in H Bonds Total IFIE

(1) Benzyl amine Asp130, Gln133 −28.5
(2) Vanillin Asp130 −45.7
(3) Eugenol No residue −33.6

(4) Gallic acid Asp130 −82.6
(5) Syringic acid Glu4, Gly8, Gln133 −66.1
(6) Ferulic acid Gln1, Glu4, Asp12 −51.6
(7) Sinapic acid Glu4, Asp12, Arg15 −80.6

(8) Niazirin Asp12, Arg15 −101.5
(9) Moringin Asp12, Arg15 −102.7
(10) Daidzein Asp12, Ala129 −82.7
(11) Genistein Asp12, Ala129, Asp130 −109.1
(12) Apigenin Glu4, Arg15, Asp130 −73.6

(13) Kaempferol Glu4, Arg15, Asp130 −76.1
(14) Luteolin Asp12, Arg15, Asp130 −109.5

(15) Quercetin Trp11, Asp12, Arg15, Asp130 −136.2
(16) Aurantiamide acetate No residue −51.5

The flavonoid quercetin is contained in the leaves of M. oleifera [42] at a concentration
of 384.61 mg/100 g [43]. Quercetin is responsible for Moringa’s hypolipidemic, antihyper-
tensive, antioxidant, and anti-diabetic activities [44]. It protects the body against neurotoxic
substances and can prevent the development of neuronal damage and dementia [45]. Many
in vitro and in vivo studies have proven that quercetin has strong anti-inflammatory prop-
erties [46]. According to a previous study, quercetin showed a protective effect against
synucleinopathies by effectively preventing alpha-synuclein aggregation [47]. In the brains
of AD patients, tau protein is abnormally misfolded at both its presynaptic and postsynaptic
terminals. This abnormal tau is abundant in synaptoneurosomal fractions [48]. It has been
reported that quercetin can significantly reduce tau protein hyper-phosphorylation [49].
Acetylcholin esterase (AChE) inhibitors enhance nicotinic receptor expression in AD pa-
tients, which improves cognitive memory [50]. Previous studies have demonstrated that
quercetin is very effective at inhibiting AChE [51–53]. In AD mice, quercetin has been
shown to inhibit the accumulation of Aβ by balancing ApoE4 [54]. Therefore, quercetin is
expected to significantly contribute to the treatment of AD by stabilizing ApoE4 [55].

To elucidate why quercetin binds most strongly to ApoE4, we examined the IFIEs
between each ApoE4 residue and compound evaluated using the ab initio FMO method.
Figure 2a shows that quercetin strongly interacts with the Asp12 and Asp130 residues of
ApoE4, indicating that these two residues are responsible for the strong binding between
ApoE4 and quercetin. The magnitudes of IFIEs for the residues Trp11 (−11.4 kcal/mol),
Asp12 (−62.3 kcal/mol), Arg15 (−15.4 kcal/mol), and Asp130 (−41.4 kcal/mol) are larger
than 10 kcal/mol. The strong binding of quercetin is considerably facilitated by Asp12,
as it has a very high IFIE value of −62.3 kcal/mol. We also investigated the interaction
structure between these ApoE4 residues and quercetin. As seen in Figure 2b, quercetin
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formed six hydrogen bonds with the ApoE4 residues. Two strong hydrogen bonds were
created between the oxygen atom of Asp12 and the hydrogen atoms of the two distinct
hydroxyl groups of quercetin at 1.44 and 1.56 Å, respectively. The other hydroxyl group
in quercetin formed a strong hydrogen bond with the oxygen atom in Asp130 at 1.49 Å.
The oxygen atoms of the two different hydroxyl groups of quercetin established hydrogen
bonds with the hydrogen atoms of the NH2 group of Arg15 at 1.94 and 2.11 Å, respectively.
In addition, the hydrogen atom in the NH group of Trp11 and the oxygen atom in the
hydroxyl group of quercetin formed a hydrogen bond at 2.10 Å. Notably, four distinct
hydroxyl groups in quercetin formed hydrogen bonds with the ApoE4 residues, resulting
in a higher total IFIE between quercetin and ApoE4. Furthermore, quercetin formed strong
hydrogen bonds with the negatively charged ApoE4 residues Asp130 and Asp12. These
charged residues might be hydrated by surrounding water molecules, facilitating the
screening of their electrostatic interactions with quercetin. We thus checked the positions
of the water molecules, which are hydrogen-bonded to Asp130 or Asp12 of ApoE4 in the
MM-optimized structure of the ApoE4−quercetin complex. It was confirmed that Asp12
and Asp130 in the ApoE4−quercetin complex did not have any hydrogen bonds with
water molecules. Therefore, the electrostatic interactions between these negatively charged
residues of ApoE4 and the positively charged groups of quercetin were not screened by
water molecules. As a result, the electrostatic interactions remained essential for the strong
binding between ApoE4 and quercetin. Similar interacting properties were obtained for
the ApoE4 complexes with the other compounds.
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Luteolin had the second-highest total IFIE (−109.5 kcal/mol) among the compounds
utilized in the present study, as listed in Table 2. Luteolin is a flavonoid found in Moringa
leaves [56]. It is a naturally occurring antioxidant that can be found in various vegetables
and spices [57]. Luteolin has been reported to have anti-inflammatory and anti-allergic
properties. It can offer protection against conditions like cardiovascular disease that are
related to inflammatory processes [57]. Many in vitro and in vivo studies [58,59] have
shown that luteolin has excellent neuroprotective characteristics through various pathways.
Previous studies [60,61] found that luteolin inhibited aging-related brain microglia activity
and neuroinflammation, resulting in improved cognitive functions. Recently, an interesting
antiviral activity against the severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2)
has been reported [62].

In the present FMO calculations, the strongest favorable interaction (−55.2 kcal/mol)
between luteolin and Asp130 of ApoE4 was observed, followed by that between luteolin
and Asp12 (−30.9 kcal/mol), as shown in Figure 3a. Therefore, it was revealed that these
Asp residues were essential for the strong interaction between ApoE4 and luteolin. These
residues formed three hydrogen bonds with luteolin, as seen in Figure 3b. An oxygen atom
of Asp130 formed two strong hydrogen bonds with the hydrogen atoms of the two different
hydroxyl groups of luteolin at 1.47 and 1.58 Å, respectively. Similarly, the oxygen atom of
Asp12 formed a hydrogen bond with the hydrogen atom of a hydroxyl group in luteolin
at 1.50 Å. Moreover, the oxygen atom of the same hydroxyl group formed another weak
hydrogen bond with the hydrogen atom of Arg15 at 2.44 Å.
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bonds are represented by red dotted lines, and their distances are given in Å.
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As shown in Table 2, genistein had the third-highest total IFIE of the compounds studied,
with a value of −109.1 kcal/mol, which was only 0.4 kcal/mol lower than the second-highest
compound luteolin. Genistein is an isoflavone found in Moringa leaves, legumes, peanuts,
and green peas [63]. It was indicated that genistein has potential as a lead molecule in the
treatment of a wide range of diseases, such as postmenopausal symptoms, cancer, and bone,
brain, and heart problems. As genistein is considered to pass the blood–brain barrier to exert
its neuroprotective effect, it has been extensively studied in the treatment of neurodegenerative
diseases, including Alzheimer’s, Huntington’s, and Sanfilippo diseases [63].

As depicted in Figure 4a, the strongest attractive interaction (−54.3 kcal/mol) was
found between genistein and Asp130, followed by genistein and Asp12 (−27.2 kcal/mol),
suggesting the importance of these Asp residues for the strong interactions between ApoE4
and genistein. As shown in Figure 4b, these residues formed two hydrogen bonds with
genistein. At 1.54 Å, an oxygen atom of Asp130 formed a strong hydrogen bond with a
hydrogen atom of the hydroxyl group of genistein. At 1.82 Å, an oxygen atom of Asp12
formed a hydrogen bond with the hydrogen atom of the hydroxyl group of genistein.
Furthermore, the oxygen atom of the carbonyl group of the main chain between Ala129
and Asp130 formed a hydrogen bond with the hydrogen atom of a hydroxyl group of
genistein at 1.65 Å. Accordingly, as indicated in Figures 2–4, Asp12 and Asp130 of ApoE4
were elucidated to be the key residues for the strong binding between ApoE4 and the
three compounds (quercetin, luteolin, and genistein) with higher total IFIEs to ApoE4.
These residues were also essential for the strong interactions with ApoE4 and cinnamon
compounds in our previous study [31].
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2.3. Interactions between ApoE4 and Other Compounds with Lower Binding Affinities

As indicated in Table 2, only five compounds of the 16 used in our present study had
total IFIEs greater than 100 kcal/mol. The total IFIEs for moringin and niazirin were −102.7
and −101.5 kcal/mol, respectively. The distributions of IFIEs and interaction structures
between ApoE4 residues and moringin and niazirin are shown in Figures S3 and S4 of the
Supporting Information, respectively. As shown in Figure S3a, Asp12 had the strongest
interaction with moringin since the oxygen atom of Asp12 formed two strong hydrogen
bonds at 1.55 and 1.58 Å with the hydrogen atoms of the two different hydroxyl groups of
moringin, as shown in Figure S3b. Additionally, a hydrogen bond was formed between the
oxygen atom of the hydroxyl group of moringin and the hydrogen atom of the NH2 group
of Arg15.

Niazirin had strong attractive interactions with Asp12 (−47.2 kcal/mol) and Arg15
(−26.9 kcal/mol), as shown in Figure S4a. These residues formed five hydrogen bonds
with niazirin. The oxygen atom of Asp12 formed two hydrogen bonds with the two distinct
hydroxyl groups of niazirin at 1.52 and 1.78 Å, as shown in Figure S4b. In addition, the
hydrogen atoms of the NH2 group of Arg15 formed three weak hydrogen bonds with the
oxygen atoms of the two different hydroxyl groups of niazirin. As a result, it was revealed
from Figures S3 and S4 that the interactions between ApoE4 and moringin or niazirin were
significantly influenced by Asp12 and Arg15, while Asp130 had no significant contribution
to the binding of these compounds.

As shown in Table 2, benzyl amine had the lowest total IFIE (−28.5 kcal/mol) of the
16 compounds. The total IFIE is approximately five times smaller than that of the best
compound, quercetin, indicating a weak binding between benzyl amine and ApoE4. Only
Asp130 of ApoE4 had a strong attractive interaction (−11 kcal/mol) with benzyl amine,
as shown in Figure 5a. The hydrogen atoms of the NH2 group of benzyl amine formed
hydrogen bonds with the oxygen atoms of Asp130 and the carbonyl oxygen of Gln133 at
1.80 and 2.47 Å, respectively, as shown in Figure 5b. Figure S5 displays the IFIE graph and
interaction structure of the second weakest compound, eugenol (−33.6 kcal/mol). Only
the residue Trp11 (−10.3 kcal/mol) had an IFIE greater than 10 kcal/mol, and there were
no hydrogen bond interactions between ApoE4 residues and eugenol. The interaction
structure and IFIE graph for the third weakest compound, vanillin, are shown in Figure S6.
Only Asp130 had an IFIE higher than 10 kcal/mol, as a hydrogen bond was formed at
1.56 Å between the oxygen atom of Asp130 and the hydrogen atom of the hydroxyl group
of vanillin. The IFIE graphs and interaction structures between ApoE4 residues and each
of the other eight compounds are shown in Figures S7–S14, indicating how the natural
compounds from M. oleifera and the ApoE4 residues interact with each other.
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2.4. Classification of Compounds Using VISCANA Analysis

Using the visualized cluster analysis (VISCANA) of protein–ligand interactions [64],
we classified the 26 compounds, including 16 compounds from M. oleifera and 10 natural
compounds from cinnamon [31] based on their IFIEs with ApoE4, to elucidate the differ-
ences in their specific interactions with the ApoE4 residues. Based on the similarity of IFIEs
between each compound and the ApoE4 residues existing around the ligand-binding site
of ApoE4, the 26 compounds were classified into various groups, as shown in Figure S15,
where red and blue colors indicate attractive and repulsive interactions, respectively, and
the shading represents the magnitude of IFIE.

In our previous study [31], epicatechin from cinnamon was found to bind most
strongly to ApoE4. Notably, this compound was classified into the same cluster as the most
effective compound, quercetin, from M. oleifera, as indicated in Figure S15. The second
and third effective M. oleifera compounds, luteolin and genistein, were also classified in
the same cluster. These effective compounds were found to interact strongly with the
residues Asp12 and Asp130 of ApoE4, indicating that these residues are essential for the
strong interactions between ApoE4 and compounds. Notably, the same cluster included
the compound daidzein, which had a rather small total IFIE (−82.7 kcal/mol) with ApoE4.
Both daidzein and genistein are isoflavones and have a similar structure. Daidzein has
two hydroxyl groups, while genistein has three hydroxyl groups to form strong hydrogen
bonds with the aspartate residues Asp12 and Asp130, as shown in Figure 4b. In contrast,
as shown in Figure S14a,b, daidzein has a smaller IFIE with Asp130 because there was no
hydrogen bond formed between the hydroxyl group of daidzein and Asp130. As a result,
the IFIE value between daidzein and Asp130 was significantly lower than that of genistein,
leading to a smaller total IFIE for daidzein compared with that of genistein. Accordingly,
strong hydrogen bonds with both the Asp12 and Asp130 residues of ApoE4 were found to
be necessary for a compound to bind strongly to ApoE4.

2.5. Proposal of Novel Quercetin Derivatives as Potent ApoE4 Inhibitors

As quercetin was found to bind most strongly to ApoE4, we chose it as the leading
compound to propose novel compounds as potent ApoE4 inhibitors. As shown in Figure 2b,
the hydroxyl groups of quercetin significantly contributed to its strong interactions with
the ApoE4 residues. Hence, we here considered the addition of a hydroxyl group to some
different sites of quercetin to propose novel quercetin derivatives. As listed in Table 3, the
hydrogen atom at each of the five introducing sites of quercetin was changed to a hydroxyl
group. The proposed derivatives are defined as Qa, Qb, Qc, Qd, and Qe, respectively,
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according to the introductory site of a hydroxyl group. We used the MM method to
optimize the structures of the ApoE4 complexes with these proposed derivatives, and
the total IFIEs between ApoE4 and these proposed derivatives were evaluated using the
ab initio FMO method. As indicated in Table 3, the total IFIEs were found to depend
significantly on the hydroxylation site. Qa, Qc, and Qe had higher total IFIEs than the
original quercetin, suggesting that the addition of a hydroxyl group to quercetin could
greatly enhance the binding of these quercetin derivatives to ApoE4. Particularly, Qe
had a total IFIE (−178.3 kcal/mol) that was 42.1 kcal/mol higher than that of quercetin
(−136.2 kcal/mol), followed by Qc (−149.9 kcal/mol) and Qa (−144.1 kcal/mol). Notably,
the total IFIEs of these quercetin derivatives were higher than those of our previously
proposed epicatechin derivatives Ea (−141.6 kcal/mol) and Ee (−128.4 kcal/mol) [31].
Therefore, our proposed quercetin derivatives (Qe, Qc, and Qa) are expected to be effective
ApoE4 inhibitors.

Table 3. ApoE4 residues involved in hydrogen bond interactions with each of the quercetin deriva-
tives, and total IFIEs (kcal/mol) between all ApoE4 residues and quercetin or its derivatives proposed
in our present study. Our proposed derivatives are defined as the compounds Qa–Qe depending on
the site replaced with a hydroxyl group. For example, in the compound Qa, the hydrogen atom at
the a-site of quercetin shown in the figure is replaced with a hydroxyl group.
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Quercetin Trp11, Asp12, Arg15, Asp130 −136.2
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To elucidate the reason for this notable improvement in total IFIE by the hydroxyla-
tion, we investigated the IFIEs between Qa/Qc/Qe and the ApoE4 residues. Figure 6a
shows the results for the Qe derivative, indicating that Trp11 (−11.8 kcal/mol), Asp12
(−59.6 kcal/mol), Arg15 (−21.1 kcal/mol), and Asp130 (−75.3 kcal/mol) exhibited higher
IFIEs with the best quercetin derivative, Qe. Trp11 and Asp12 showed remarkably similar
IFIEs with quercetin (Figure 2a). In contrast, Arg15 and Asp130 had higher IFIEs with Qe
compared with those of quercetin. In fact, the addition of a hydroxyl group to the e-site of
quercetin increased the IFIE between Asp130 and quercetin by 33.9 kcal/mol, as seen in
Figures 2a and 6a. A similar increase of 5.7 kcal/mol was seen in the IFIE between Arg15
and Qe. As a result, Qe had the highest total IFIE of −178.3 kcal/mol among our proposed
quercetin derivatives. To reveal the reason for this enhancement, we investigated the inter-
action structure between Qe and some key ApoE4 residues. Figure 6b demonstrates that
the hydrogen atom of the newly added hydroxyl group at the e-site of quercetin formed a
strong hydrogen bond with the oxygen atom of Asp130 at 1.65 Å, leading to an increased
IFIE between Qe and Asp130 than that for quercetin. In addition, the residues Trp11, Asp12,
and Arg15 contributed to hydrogen bonds with Qe.
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Figure 6. (a) IFIEs between the most effective quercetin derivative Qe and ApoE4 residues. The total
IFIE of Qe is also shown. ApoE4 residues with negative IFIEs greater than 10 kcal/mol are displayed
with red bars. (b) Structure of the interactions between Qe and key ApoE4 residues. Hydrogen bonds
are represented by red dotted lines, and their distances are given in Å. The introduced OH group at
the e-site of quercetin is shown in a blue dotted circle.

The IFIEs between the quercetin derivative Qc and ApoE4 residues are shown in
Figure S16a. Trp11 (−11.2 kcal/mol), Asp12 (−69.0 kcal/mol), Arg15 (−12.1 kcal/mol),
and Asp130 (−44.3 kcal/mol) displayed higher IFIEs than 10 kcal/mol. The IFIEs of Asp12
and Asp130 were higher for Qc as compared with those for the ApoE4−quercetin complex.
The newly added hydroxyl group at the c-site of quercetin formed a hydrogen bond
with Arg15 at 2.09 Å, as shown in Figure S16b. Figure S17a indicates that Qa had strong
attractive interactions with Asp12 (−58.9 kcal/mol), Arg15 (−17.2 kcal/mol), and Asp130
(−46.1 kcal/mol). The IFIEs of Arg15 and Asp130 residues slightly increased compared
with the ApoE4−quercetin complex. As a result, the total IFIE of Qa is higher than quercetin.
However, as seen in Figure S17b, the introduced hydroxyl group at the a-site failed to form
hydrogen bonds with ApoE4 residues, resulting in a similar total IFIE of Qa compared with
the pristine quercetin. The results for Qb are shown in Figure S18a, indicating the higher
IFIEs of Trp11 (−11.3 kcal/mol), Asp12 (−60.8 kcal/mol), Arg15 (−10.0 kcal/mol), and
Asp130 (−42.4 kcal/mol). Compared with the IFIEs for the ApoE4−quercetin complex, the
IFIEs of Asp12 and Arg15 slightly decreased. As a result, Qb has a lower total IFIE than
quercetin. Additionally, as illustrated in Figure S18b, the added hydroxyl group at the b-site
did not form a hydrogen bond with ApoE4 residues, indicating that the hydroxylation at the
b-site of quercetin is not suitable for enhancing the binding between quercetin and ApoE4.

Among the five suggested quercetin derivatives, Qd had the lowest total IFIE
(−110.5 kcal/mol), as shown in Table 3. To determine the cause of this lower IFIE, we
compared the IFIEs for the best derivative Qe (−178.3 kcal/mol) and Qd. As shown in
Figure 7a, Qd had strong attractive interactions with only Glu4 (−31.0 kcal/mol) and
Asp130 (−58.6 kcal/mol). On the other hand, Qe had a higher IFIE (−75.3 kcal/mol) with
Asp130 (Figure 6a). In addition, Qe had strong interactions with Trp11, Asp12, and Arg15
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residues. In the ApoE4−Qd complex (Figure 7b), these residues were not involved in the
interaction with Qd. As a result, the total IFIE of Qd was significantly smaller than that of
Qe. Therefore, it is concluded that the binding affinity of quercetin derivatives to ApoE4
is significantly affected by the hydroxylation site of quercetin and that the site should be
considered for forming new hydrogen bonds with ApoE4 residues. Notably, the present
study was a computational analysis, and experiments should be conducted to confirm
these findings.
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3. Methods of Molecular Simulations

To accurately analyze the interactions between ApoE4 and the compounds, we utilized
the ab initio FMO approach [32]. This technique involves dividing the target protein into
smaller fragments and assessing the electronic states of individual fragments and fragment
pairs while considering the electrostatic potentials of neighboring fragments. Subsequently,
the electronic states of the target protein are determined based on the electronic states of
the fragments and fragment pairs. Using the FMO analysis, we can derive the interaction
energies between the fragments, which are referred to as inter-fragment interaction energies
(IFIEs) [65]. These IFIEs are valuable for investigating the specific interactions between the
desired protein residues and their biological inhibitors.

The current investigation started with a selection of compounds found in various
parts of M. oleifera [11]. Based on the neuroprotective effects of these phytochemicals, we
selected 25 compounds for our present investigation. The selected 25 compounds were
evaluated according to Lipinski’s rule of five [34], which is considered a key criterion for
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pharmacologically active molecules. The web tool SwissADME [33] was used to analyze the
chemical characteristics of the compounds. Of the 25 compounds, only 16 compounds met
Lipinski’s criterion and were selected as candidates for the ApoE4 inhibitor. The B3LYP/6-
31G (d, p) approach in the ab initio molecular orbital calculation program Gaussian16 [35]
was utilized to fully optimize their three-dimensional (3D) structures, which were retrieved
from the PubChem database [66]. The HF/6-31G(d) method and the RESP analysis [36]
of Gaussian16 [35] were used to determine the charge distributions of the optimized
structures. These RESP charges were used in the MM force fields for the compounds in the
MM optimizations and the protein–ligand docking simulations.

The three-dimensional structure of ApoE4 [67] was taken from the protein data
bank [68] (PDB ID: 6NCO) and docked all compounds into the binding site using AutoDock
4.2.6 [37], a protein–ligand docking simulation tool. In the docking simulations, the grid
box size was set to 19 × 19 × 19 Å3. This was around 1.5 times the size of the crystallized
ligand in the co-crystallized complex [67]. The grid box’s center is situated at the center
of the ligand. There were 256 candidate poses, and the distance between each one was
designated as 1.5 Å for clustering. The maximum energy evaluations (ga_num_evals) al-
lowed for each docking run were determined to be 2,500,000. AutoDock 4.2.6 [37] produced
several clusters, but we picked the one with the most poses as a representative structure
and utilized it in the following MM and FMO simulations.

In explicit water, the candidate structures for ApoE4 complexes with the compound
were thoroughly analyzed using classical MM and the molecular dynamics simulation
program AMBER18 [41]. The stability of protein–ligand complexes in water was achieved
by solvating water molecules within 8 Å from the surface of the complex in the MM
optimizations. For this, we used the solvateShell command of AMBER18 [41]. The other
atoms were fixed to optimize the positions of the added water molecules. After that, the
positions of all atoms of protein, ligand, and water molecules were completely optimized.
To represent the ApoE4 residues, the water molecules, and the compounds, the MM
optimizations utilized the AMBER FF99-SBLIN force field [38], the TIP3P model [39], and
the general AMBER force field [40].

The precise investigation of MM-optimized complexes was performed with ab initio
FMO calculations [32] to clarify their binding properties. The FMO results helped us assess
the binding affinity between ApoE4 and the compounds and determine the compound
that binds ApoE4 most efficiently. Each ApoE4 residue, compound, and water molecule
was classified as distinct fragments in the FMO calculations. We analyzed the interaction
between the androgen receptor and its ligands using MP2/6-31G(d) calculations in our
earlier research [69]. The binding energies of the receptor and its ligands were found to
be correlated with the binding energies determined from the results. Therefore, we used
the MP2/6-31G(d) method within the ABINIT-MPVer6.0 [70] tool to accurately assess how
ApoE4 and compounds interact. We were able to identify the ApoE4 residues that play a
key role in their interactions by analyzing the IFIEs from ab initio FMO calculations.

4. Conclusions

To investigate the specific interactions between ApoE4 and natural compounds con-
tained in M. oleifera and propose novel potent inhibitors against ApoE4, we used molecular
docking, classical MM, and ab initio FMO simulations. According to the FMO results,
quercetin was found to bind most strongly to ApoE4 and be a promising candidate com-
pound as an efficient ApoE4 inhibitor. We furthermore proposed five quercetin derivatives
by introducing a hydroxyl group and investigated their binding properties to ApoE4. The
results demonstrated that the addition of a hydroxyl group to some sites of quercetin
significantly enhances the interactions between quercetin and ApoE4. Particularly, the
compound Qe (Table 3) has strong interactions with ApoE4 residues and is expected to be
a potent inhibitor against ApoE4. The FMO results also revealed that the Trp11, Asp12,
Arg15, and Asp130 residues of ApoE4 mainly contribute to the strong binding between
ApoE4 and the quercetin derivatives. The present findings obtained using ab initio FMO



Molecules 2023, 28, 8035 15 of 19

calculations will be helpful for the development of effective ApoE4 inhibitors, which will
result in the successful treatment of AD.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/molecules28248035/s1, Figure S1: (a) Surface representation of
the optimized ApoE4 structure. The binding cavity for its ligand is shown by the red dotted circle.
(b) MM optimized structure of the ApoE4−quercetin complex.; Figure S2: The docked (blue) and the
crystallized (red) conformations of the native ligand in the ligand-binding site of ApoE4.; Figure S3:
(a) IFIEs between the compound moringin and ApoE4 residues. The total IFIE of moringin is also
shown. ApoE4 residues with negative IFIEs greater than 10 kcal/mol are displayed with red bars.
(b) Structure of the interactions between moringin and key ApoE4 residues. The hydrogen bonds
are shown as red dotted lines and their distances are given in Å.; Figure S4: (a) IFIEs between the
compound niazirin and ApoE4 residues. The total IFIE of niazirin is also shown. ApoE4 residues with
negative IFIEs greater than 10 kcal/mol are displayed with red bars. (b) Structure of the interactions
between niazirin and key ApoE4 residues. The hydrogen bonds are shown as red dotted lines and
their distances are given in Å.; Figure S5: (a) IFIEs between the compound eugenol and ApoE4
residues. The total IFIE of eugenol is also shown. ApoE4 residue with negative IFIE greater than
10 kcal/mol is displayed with a red bar. (b) Structure of the interactions between eugenol and
surrounding ApoE4 residues. There is no hydrogen bond between ApoE4 residues and eugenol.;
Figure S6: (a) IFIEs between the compound vanillin and ApoE4 residues. The total IFIE of vanillin
is also shown. ApoE4 residue with negative IFIE greater than 10 kcal/mol is displayed with a
red bar. (b) Structure of the interactions between vanillin and key ApoE4 residues. The hydrogen
bond is shown as a red dotted line and its distance is given in Å.; Figure S7: (a) IFIEs between
the compound aurantiamide acetate and ApoE4 residues. The total IFIE of aurantiamide acetate
is also shown. ApoE4 residues with negative IFIEs greater than 10 kcal/mol are displayed with
red bars. (b) Structure of the interactions between aurantiamide acetate and surrounding ApoE4
residues. There is no hydrogen bond between aurantiamide acetate and ApoE4 residues.; Figure S8:
(a) IFIEs between the compound ferulic acid and ApoE4 residues. The total IFIE of ferulic acid is also
shown. ApoE4 residues with negative IFIEs greater than 10 kcal/mol are displayed with red bars.
(b) Structure of the interactions between ferulic acid and key ApoE4 residues. The hydrogen bonds
are shown as red dotted lines and their distances are given in Å.; Figure S9: (a) IFIEs between the
compound syringic acid and ApoE4 residues. The total IFIE of syringic acid is also shown. ApoE4
residues with negative IFIEs greater than 10 kcal/mol are displayed with red bars. (b) Structure of
the interactions between syringic acid and key ApoE4 residues. The hydrogen bonds are shown as
red dotted lines and their distances are given in Å.; Figure S10: (a) IFIEs between the compound
apigenin and ApoE4 residues. The total IFIE of apigenin is also shown. ApoE4 residues with negative
IFIEs greater than 10 kcal/mol are displayed with red bars. (b) Structure of the interactions between
apigenin and key ApoE4 residues. The hydrogen bonds are shown as red dotted lines and their
distances are given in Å.; Figure S11: (a) IFIEs between the compound kaempferol and ApoE4
residues. The total IFIE of kaempferol is also shown. ApoE4 residues with negative IFIEs greater than
10 kcal/mol are displayed with red bars. (b) Structure of the interactions between kaempferol and
key ApoE4 residues. The hydrogen bonds are shown as red dotted lines and their distances are given
in Å.; Figure S12: (a) IFIEs between the compound sinapic acid and ApoE4 residues. The total IFIE of
sinapic acid is also shown. ApoE4 residues with negative IFIEs greater than 10 kcal/mol are displayed
with red bars. (b) Structure of the interactions between sinapic acid and key ApoE4 residues. The
hydrogen bonds are shown as red dotted lines and their distances are given in Å.; Figure S13: (a) IFIEs
between the compound gallic acid and ApoE4 residues. The total IFIE of gallic acid is also shown.
ApoE4 residue with negative IFIE greater than 10 kcal/mol is displayed with a red bar. (b) Structure
of the interactions between gallic acid and key ApoE4 residues. The hydrogen bonds are shown as
red dotted lines and their distances are given in Å.; Figure S14: (a) IFIEs between the compound
daidzein and ApoE4 residues. The total IFIE of daidzein is also shown. ApoE4 residues with negative
IFIEs greater than 10 kcal/mol are displayed with red bars. (b) Structure of the interactions between
daidzein and key ApoE4 residues. The hydrogen bonds are shown as red dotted lines and their
distances are given in Å.; Figure S15: Classification of 26 natural compounds using visualized cluster
analysis (VISCANA) based on protein-ligand interactions [69]. Each compound is indicated on the
vertical axis. The horizontal axis on the right represents the ApoE4 residues existing within 10 Å of
the compound. The red and blue colors indicate attractive and repulsive interactions, respectively,
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and the shading represents the magnitude of IFIE. The tree on the left represents the clustering of
compounds based on their IFIEs with ApoE4 residues.; Figure S16: (a) IFIEs between the quercetin
derivative Qc and ApoE4 residues. The total IFIE of Qc is also shown. ApoE4 residues with negative
IFIEs greater than 10 kcal/mol are displayed with red bars. (b) Structure of the interactions between
Qc and key ApoE4 residues. Hydrogen bonds are represented by red dotted lines and their distances
are given in Å. The introduced hydroxyl group at the c-site of quercetin is shown in a blue dotted
circle.; Figure S17: (a) IFIEs between the quercetin derivative Qa and ApoE4 residues. The total IFIE
of Qa is also shown. ApoE4 residues with negative IFIEs greater than 10 kcal/mol are displayed with
red bars. (b) Structure of the interactions between Qa and key ApoE4 residues. Hydrogen bonds are
represented by red dotted lines and their distances are given in Å. The introduced hydroxyl group at
the a-site of quercetin is shown in a blue dotted circle.; Figure S18: (a) IFIEs between the quercetin
derivative Qb and ApoE4 residues. The total IFIE of Qb is also shown. ApoE4 residues with negative
IFIEs greater than 10 kcal/mol are displayed with red bars. (b) Structure of the interactions between
Qb and key ApoE4 residues. Hydrogen bonds are represented by red dotted lines and their distances
are given in Å. The introduced hydroxyl group at the b-site of quercetin is shown in a blue dotted
circle.; Table S1: Chemical properties of the 16 compounds contained in Moringa oleifera [11]. Their
PubChem ID, molecular weight (MW), number of rotatable bonds (RB), number of H-bond acceptors
(HBA), number of H-bond donors (HBD), octanol-water partition coefficient (LogP), and total polar
surface area (TPSA) were computed using SwissADME web tool [35]. The number of rotatable bonds
(RB) is counted by omitting the bonds connected to the hydrogen atoms.

Author Contributions: Investigation, Y.N., H.S. and R.S.; Writing—original draft, D.S.; Writing—
review & editing, N.K. All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by Daiko Foundation, Hibi Science Foundation, and Koyanagi
Foundation.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data are contained within the article and supplementary materials.

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

References
1. Breijyeh, Z.; Karaman, R. Comprehensive Review on Alzheimer’s Disease: Causes and Treatment. Molecules 2020, 25, 5789.

[CrossRef]
2. Abubakar, M.B.; Sanusi, K.O.; Ugusman, A.; Mohamed, W.; Kamal, H.; Ibrahim, N.H.; Khoo, C.S.; Kumar, J. Alzheimer’s Disease:

An Update and Insights Into Pathophysiology. Front. Aging Neurosci. 2022, 14, 742408. [CrossRef]
3. Long, J.M.; Holtzman, D.M. Alzheimer Disease: An Update on Pathobiology and Treatment Strategies. Cell 2019, 179, 312–339.

[CrossRef]
4. Yamazaki, Y.; Zhao, N.; Caulfield, T.R.; Liu, C.-C.; Bu, G. Apolipoprotein E and Alzheimer disease: Pathobiology and targeting

strategies. Nat. Rev. Neurol. 2019, 15, 501–518. [CrossRef] [PubMed]
5. Husain, M.A.; Laurent, B.; Plourde, M. APOE and Alzheimer’s Disease: From Lipid Transport to Physiopathology and Therapeu-

tics. Front. Neurosci. 2021, 15, 630502. [CrossRef] [PubMed]
6. Kim, J.; Basak, J.M.; Holtzman, D.M. The Role of Apolipoprotein E in Alzheimer’s Disease. Neuron 2009, 63, 287–303. [CrossRef]

[PubMed]
7. Corder, E.H.; Saunders, A.M.; Strittmatter, W.J.; Schmechel, D.E.; Gaskell, P.C.; Small, G.W.; Roses, A.D.; Haines, J.L.; Pericak-

Vance, M.A. Gene dose of apolipoprotein E type 4 allele and the risk of Alzheimer’s disease in late onset families. Science 1993,
261, 921–923. [CrossRef] [PubMed]

8. Strittmatter, W.J.; Saunders, A.M.; Schmechel, D.; Pericak-Vance, M.; Enghild, J.; Salvesen, G.S.; Roses, A.D. Apolipoprotein E:
High-avidity binding to beta-amyloid and increased frequency of type 4 allele in late-onset familial Alzheimer disease. Proc. Natl.
Acad. Sci. USA 1993, 90, 1977–1981. [CrossRef]

9. Atanasov, A.G.; Zotchev, S.B.; Dirsch, V.M.; Supuran, C.T. Natural products in drug discovery: Advances and opportunities. Nat.
Rev. Drug Discov. 2021, 20, 200–216. [CrossRef]

10. Mahaman, Y.A.R.; Huang, F.; Wu, M.; Wang, Y.; Wei, Z.; Bao, J.; Salissou, M.T.M.; Ke, D.; Wang, Q.; Liu, R.; et al. Moringa oleifera
Alleviates Homocysteine-Induced Alzheimer’s Disease-Like Pathology and Cognitive Impairments. J. Alzheimer’s Dis. 2018, 63,
1141–1159. [CrossRef]

11. Ghimire, S.; Subedi, L.; Acharya, N.; Gaire, B.P. Moringa oleifera: A Tree of Life as a Promising Medicinal Plant for Neurodegenera-
tive Diseases. J. Agric. Food Chem. 2021, 69, 14358–14371. [CrossRef]

https://doi.org/10.3390/molecules25245789
https://doi.org/10.3389/fnagi.2022.742408
https://doi.org/10.1016/j.cell.2019.09.001
https://doi.org/10.1038/s41582-019-0228-7
https://www.ncbi.nlm.nih.gov/pubmed/31367008
https://doi.org/10.3389/fnins.2021.630502
https://www.ncbi.nlm.nih.gov/pubmed/33679311
https://doi.org/10.1016/j.neuron.2009.06.026
https://www.ncbi.nlm.nih.gov/pubmed/19679070
https://doi.org/10.1126/science.8346443
https://www.ncbi.nlm.nih.gov/pubmed/8346443
https://doi.org/10.1073/pnas.90.5.1977
https://doi.org/10.1038/s41573-020-00114-z
https://doi.org/10.3233/JAD-180091
https://doi.org/10.1021/acs.jafc.1c04581


Molecules 2023, 28, 8035 17 of 19

12. Mbikay, M. Therapeutic Potential of Moringa oleifera Leaves in Chronic Hyperglycemia and Dyslipidemia: A Review. Front.
Pharmacol. 2012, 3, 24. [CrossRef] [PubMed]

13. Leone, A.; Spada, A.; Battezzati, A.; Schiraldi, A.; Aristil, J.; Bertoli, S. Cultivation, genetic, ethnopharmacology, phytochemistry
and pharmacology of Moringa oleifera leaves: An overview. Int. J. Mol. Sci. 2015, 16, 12791–12835. [CrossRef] [PubMed]

14. Fakurazi, S.; Sharifudin, S.A.; Arulselvan, P. Moringa oleifera Hydroethanolic Extracts Effectively Alleviate Acetaminophen-
Induced Hepatotoxicity in Experimental Rats through Their Antioxidant Nature. Molecules 2012, 17, 8334–8350. [CrossRef]
[PubMed]

15. Tan, W.S.; Arulselvan, P.; Karthivashan, G.; Fakurazi, S. Moringa oleifera flower extract suppresses the activation of inflammatory
mediators in lipopolysaccharide-stimulated RAW 264.7 macrophages via NF-kappaB pathway. Mediat. Inflamm. 2015, 2015, 720171.
[CrossRef] [PubMed]

16. Sutalangka, C.; Wattanathorn, J.; Muchimapura, S.; Thukham-Mee, W. Moringa oleifera Mitigates Memory Impairment and
Neurodegeneration in Animal Model of Age-Related Dementia. Oxidative Med. Cell. Longev. 2013, 2013, 695936. [CrossRef]

17. Karthivashan, G.; Kura, A.U.; Arulselvan, P.; Isa, N.M.; Fakurazi, S. The modulatory effect of Moringa oleifera leaf extract on
endogenous antioxidant systems and inflammatory markers in an acetaminophen-induced nephrotoxic mice model. PeerJ 2016,
4, e2127. [CrossRef]

18. Gupta, R.; Mathur, M.; Bajaj, V.K.; Katariya, P.; Yadav, S.; Kamal, R.; Gupta, R.S. Evaluation of antidiabetic and antioxidant activity
of Moringa oleifera in experimental diabetes. J. Diabetes 2012, 4, 164–171. [CrossRef]

19. Tiloke, C.; Phulukdaree, A.; A Chuturgoon, A. The antiproliferative effect of Moringa oleifera crude aqueous leaf extract on
cancerous human alveolar epithelial cells. BMC Complement. Altern. Med. 2013, 13, 226. [CrossRef]

20. Hannan, A.; Kang, J.-Y.; Mohibbullah; Hong, Y.-K.; Lee, H.; Choi, J.-S.; Choi, I.S.; Moon, I.S. Moringa oleifera with promising
neuronal survival and neurite outgrowth promoting potentials. J. Ethnopharmacol. 2014, 152, 142–150. [CrossRef]

21. Arozal, W.; Purwoningsih, E.; Lee, H.J.; Barinda, A.J.; Munim, A. Effects of Moringa oleifera in Two Independents Formulation and
as Neuroprotective Agent Against Scopolamine-Induced Memory Impairment in Mice. Front. Nutr. 2022, 9, 799127. [CrossRef]
[PubMed]

22. Mundkar, M.; Bijalwan, A.; Soni, D.; Kumar, P. NNeuroprotective potential of Moringa oleifera mediated by NF-kB/Nrf2/HO-1
signaling pathway: A review. J. Food Biochem. 2022, 46, e14451. [CrossRef]

23. Mahaman, Y.A.R.; Feng, J.; Huang, F.; Salissou, M.T.M.; Wang, J.; Liu, R.; Zhang, B.; Li, H.; Zhu, F.; Wang, X. Moringa oleifera
Alleviates Aβ Burden and Improves Synaptic Plasticity and Cognitive Impairments in APP/PS1 Mice. Nutrients 2022, 14, 4284.
[CrossRef] [PubMed]

24. Imran, M.; Hussain, G.; Hameed, A.; Iftikhar, I.; Ibrahim, M.; Asghar, R.; Nisar, I.; Farooq, T.; Khalid, T.; Rehman, K.; et al.
Metabolites of Moringa oleifera Activate Physio-Biochemical Pathways for an Accelerated Functional Recovery after Sciatic Nerve
Crush Injury in Mice. Metabolites 2022, 12, 1242. [CrossRef]

25. Muhammed, R.E.; El-Desouky, M.A.; Abo-Seda, S.B.; Nahas, A.; Elhakim, H.K.; Alkhalaf, M.I. The protecting role of Moringa
oleifera in cypermethrin-induced mitochondrial dysfunction and apoptotic events in rats brain. J. King Saud Univ. Sci. 2020, 32,
2717–2722. [CrossRef]

26. Igado, O.O.; Olopade, J.O. A Review on the Possible Neuroprotective Effects of Moringa oleifera Leaf Extract. Niger. J. Physiol. Sci.
2016, 31, 183–187.

27. Bakre, A.G.; Aderibigbe, A.O.; Ademowo, O.G. Studies on neuropharmacological profile of ethanol extract of Moringa oleifera
leaves in mice. J. Ethnopharmacol. 2013, 149, 783–789. [CrossRef]

28. Khan, M.F.; Yadav, S.; Banerjee, S. Review Article on Effects of Moringa on Central Nervous System. J. Young Pharm. 2021, 13,
315–319. [CrossRef]

29. Shaji, D.; Yamamoto, S.; Saito, R.; Suzuki, R.; Nakamura, S.; Kurita, N. Proposal of novel natural inhibitors of severe acute
respiratory syndrome coronavirus 2 main protease: Molecular docking and ab initio fragment molecular orbital calculations.
Biophys. Chem. 2021, 275, 106608. [CrossRef]

30. Shaji, D.; Suzuki, R.; Yamamoto, S.; Orihashi, D.; Kurita, N. Natural inhibitors for severe acute respiratory syndrome coronavirus 2
main protease from Moringa oleifera, Aloe vera, and Nyctanthes arbor-tristis: Molecular docking and ab initio fragment molecular
orbital calculations. Struct. Chem. 2022, 33, 1771–1788. [CrossRef]

31. Shaji, D.; Das, A.; Suzuki, R.; Nagura, Y.; Sabishiro, H.; Kurita, N. Proposal of novel ApoE4 inhibitors from the natural spice
Cinnamon for the treatment of Alzheimer’s disease: Ab initio molecular simulations. Biophys. Chem. 2023, 296, 106990. [CrossRef]

32. Kitaura, K.; Ikeo, E.; Asada, T.; Nakano, T.; Uebayasi, M. Fragment molecular orbital method: An approximate computational
method for large molecules. Chem. Phys. Lett. 1999, 313, 701–706. [CrossRef]

33. Daina, A.; Michielin, O.; Zoete, V. SwissADME: A free web tool to evaluate pharmacokinetics, drug-likeness and medicinal
chemistry friendliness of small molecules. Sci. Rep. 2017, 7, 42717. [CrossRef] [PubMed]

34. Lipinski, C.A. Drug-like properties and the causes of poor solubility and poor permeability. J. Pharmacol. Toxicol. Methods 2000, 44,
235–249. [CrossRef] [PubMed]

35. 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. Gaussian16, Revision C.01; Gaussian, Inc.: Wallingford, CT, USA, 2016.

36. Besler, B.H.; Merz, K.M.; Kollman, P.A. Atomic charges derived from semiempirical methods. J. Comput. Chem. 1990, 11, 431–439.
[CrossRef]

https://doi.org/10.3389/fphar.2012.00024
https://www.ncbi.nlm.nih.gov/pubmed/22403543
https://doi.org/10.3390/ijms160612791
https://www.ncbi.nlm.nih.gov/pubmed/26057747
https://doi.org/10.3390/molecules17078334
https://www.ncbi.nlm.nih.gov/pubmed/22781444
https://doi.org/10.1155/2015/720171
https://www.ncbi.nlm.nih.gov/pubmed/26609199
https://doi.org/10.1155/2013/695936
https://doi.org/10.7717/peerj.2127
https://doi.org/10.1111/j.1753-0407.2011.00173.x
https://doi.org/10.1186/1472-6882-13-226
https://doi.org/10.1016/j.jep.2013.12.036
https://doi.org/10.3389/fnut.2022.799127
https://www.ncbi.nlm.nih.gov/pubmed/35299766
https://doi.org/10.1111/jfbc.14451
https://doi.org/10.3390/nu14204284
https://www.ncbi.nlm.nih.gov/pubmed/36296969
https://doi.org/10.3390/metabo12121242
https://doi.org/10.1016/j.jksus.2020.06.006
https://doi.org/10.1016/j.jep.2013.08.006
https://doi.org/10.5530/jyp.2021.13.83
https://doi.org/10.1016/j.bpc.2021.106608
https://doi.org/10.1007/s11224-022-02021-y
https://doi.org/10.1016/j.bpc.2023.106990
https://doi.org/10.1016/S0009-2614(99)00874-X
https://doi.org/10.1038/srep42717
https://www.ncbi.nlm.nih.gov/pubmed/28256516
https://doi.org/10.1016/S1056-8719(00)00107-6
https://www.ncbi.nlm.nih.gov/pubmed/11274893
https://doi.org/10.1002/jcc.540110404


Molecules 2023, 28, 8035 18 of 19

37. 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] [PubMed]

38. Lindorff-Larsen, K.; Piana, S.; Palmo, K.; Maragakis, P.; Klepeis, J.L.; Dror, R.O.; Shaw, D.E. Improved side-chain torsion potentials
for the Amber ff99SB protein force field. Proteins Struct. Funct. Bioinform. 2010, 78, 1950–1958. [CrossRef]

39. Jorgensen, W.L.; Chandrasekhar, J.; Madura, J.D.; Impey, R.W.; Klein, M.L. Comparison of simple potential functions for
simulating liquid water. J. Chem. Phys. 1983, 79, 926–935. [CrossRef]

40. Wang, J.; Wolf, R.M.; Caldwell, J.W.; Kollman, P.A.; Case, D.A. Development and testing of a general amber force field. J. Comput.
Chem. 2004, 25, 1157–1174. [CrossRef]

41. Case, D.A.; Cheatham, T.E., III; Darden, T.; Gohlke, H.; Luo, R.; Merz, K.M., Jr.; Onufriev, A.; Simmerling, C.; Wang, B.; Woods,
R.J. The Amber biomolecular simulation programs. J. Comput. Chem. 2005, 26, 1668–1688. [CrossRef]

42. Laksmiani, N.P.L.; Widiantara, I.W.A.; Pawarrangan, A.B.S. Potency of moringa (Moringa oleifera L.) leaves extract containing
quercetin as a depigmentation agent inhibiting the tyrosinase enzyme using in-silico and in-vitro assay. Pharmacia 2022, 69, 85–92.
[CrossRef]

43. Bhagawan, W.S.; Atmaja, R.R.D.; Atiqah, S.N. Optimization and quercetin release test of moringa leaf extract (Moringa oleifera) in
gel-microemulsion preparation. J. Islam. Pharm. 2017, 2, 34–42. [CrossRef]

44. Rode, S.B.; Dadmal, A.; Salankar, H.V. Nature’s Gold (Moringa oleifera): Miracle Properties. Cureus 2022, 14, e26640. [CrossRef]
[PubMed]

45. Islam, S.; Quispe, C.; Hossain, R.; Islam, M.T.; Al-Harrasi, A.; Al-Rawahi, A.; Martorell, M.; Mamurova, A.; Seilkhan, A.;
Altybaeva, N.; et al. Neuropharmacological Effects of Quercetin: A Literature-Based Review. Front. Pharmacol. 2021, 12, 665031.
[CrossRef] [PubMed]

46. Assi, A.A.; El Sayed, A.M. Evaluation of the anti-inflammatory profile of quercetin enhancing its effects by beta-cyclodextrin.
J. Drug Res. Egypt. 1998, 22, 293–320.

47. Zhu, M.; Han, S.; Fink, A.L. Oxidized quercetin inhibits α-synuclein fibrillization. Biochim. Biophys. Acta—Gen. Subj. 2013, 1830,
2872–2881. [CrossRef] [PubMed]

48. Tai, H.-C.; Serrano-Pozo, A.; Hashimoto, T.; Frosch, M.P.; Spires-Jones, T.L.; Hyman, B.T. The Synaptic Accumulation of
Hyperphosphorylated Tau Oligomers in Alzheimer Disease Is Associated With Dysfunction of the Ubiquitin-Proteasome System.
Am. J. Pathol. 2012, 181, 1426–1435. [CrossRef]

49. Jiang, L.; Kundu, S.; Lederman, J.D.; López-Hernández, G.Y.; Ballinger, E.C.; Wang, S.; Talmage, D.A.; Role, L.W. Cholinergic
Signaling Controls Conditioned Fear Behaviors and Enhances Plasticity of Cortical-Amygdala Circuits. Neuron 2016, 90, 1057–1070.
[CrossRef]

50. Parsons, C.G.; Danysz, W.; Dekundy, A.; Pulte, I. Memantine and Cholinesterase Inhibitors: Complementary Mechanisms in the
Treatment of Alzheimer’s Disease. Neurotox. Res. 2013, 24, 358–369. [CrossRef]

51. Islam, R.; Zaman, A.; Jahan, I.; Chakravorty, R.; Chakraborty, S. In silico QSAR analysis of quercetin reveals its potential as
therapeutic drug for Alzheimer’s disease. J. Young-Pharm. 2013, 5, 173–179. [CrossRef]

52. Jung, M.; Park, M. Acetylcholinesterase Inhibition by Flavonoids from Agrimonia pilosa. Molecules 2007, 12, 2130–2139. [CrossRef]
[PubMed]

53. Sriraksa, N.; Wattanathorn, J.; Muchimapura, S.; Tiamkao, S.; Brown, K.; Chaisiwamongkol, K. Cognitive-Enhancing Effect of
Quercetin in a Rat Model of Parkinson’s Disease Induced by 6-Hydroxydopamine. Evid.-Based Complement. Altern. Med. 2012,
2012, 823206. [CrossRef] [PubMed]

54. Zhang, X.; Hu, J.; Zhong, L.; Wang, N.; Yang, L.; Liu, C.-C.; Li, H.; Wang, X.; Zhou, Y.; Zhang, Y.; et al. Quercetin stabilizes
apolipoprotein E and reduces brain Aβ levels in amyloid model mice. Neuropharmacology 2016, 108, 179–192. [CrossRef] [PubMed]

55. Bayazid, A.B.; Lim, B.O. Quercetin is an active agent in berries against neurodegenerative diseases progression through
modulation of Nrf2/HO1. Nutrients 2022, 14, 5132. [CrossRef]

56. Pop, O.L.; Kerezsi, A.D.; Ciont, C. A Comprehensive Review of Moringa oleifera Bioactive Compounds—Cytotoxicity Evaluation
and Their Encapsulation. Foods 2022, 11, 3787. [CrossRef] [PubMed]

57. Seelinger, G.; Merfort, I.; Schempp, C.M. Anti-Oxidant, Anti-Inflammatory and Anti-Allergic Activities of Luteolin. Planta Medica
2008, 74, 1667–1677. [CrossRef]

58. Ashaari, Z.; Hadjzadeh, M.-A.; Hassanzadeh, G.; Alizamir, T.; Yousefi, B.; Keshavarzi, Z.; Mokhtari, T. The Flavone Luteolin
Improves Central Nervous System Disorders by Different Mechanisms: A Review. J. Mol. Neurosci. 2018, 65, 491–506. [CrossRef]
[PubMed]

59. Taheri, Y.; Sharifi-Rad, J.; Antika, G.; Yılmaz, Y.B.; Tumer, T.B.; Abuhamdah, S.; Chandra, S.; Saklani, S.; Kılıç, C.S.; Sestito, S.; et al.
Paving Luteolin Therapeutic Potentialities and Agro-Food-Pharma Applications: Emphasis on In Vivo Pharmacological Effects
and Bioavailability Traits. Oxidative Med. Cell. Longev. 2021, 2021, 1987588. [CrossRef]

60. Burton, M.D.; Rytych, J.L.; Amin, R.; Johnson, R.W. Dietary Luteolin Reduces Proinflammatory Microglia in the Brain of Senescent
Mice. Rejuvenation Res. 2016, 19, 286–292. [CrossRef]

61. Jang, S.; Dilger, R.N.; Johnson, R.W. Luteolin Inhibits Microglia and Alters Hippocampal-Dependent Spatial Working Memory in
Aged Mice. J. Nutr. 2010, 140, 1892–1898. [CrossRef]

62. Theoharides, T.C. COVID-19, pulmonary mast cells, cytokine storms, and beneficial actions of luteolin. BioFactors 2020, 46,
306–308. [CrossRef] [PubMed]

https://doi.org/10.1002/jcc.21256
https://www.ncbi.nlm.nih.gov/pubmed/19399780
https://doi.org/10.1002/prot.22711
https://doi.org/10.1063/1.445869
https://doi.org/10.1002/jcc.20035
https://doi.org/10.1002/jcc.20290
https://doi.org/10.3897/pharmacia.69.e73132
https://doi.org/10.18860/jip.v2i2.4508
https://doi.org/10.7759/cureus.26640
https://www.ncbi.nlm.nih.gov/pubmed/35949760
https://doi.org/10.3389/fphar.2021.665031
https://www.ncbi.nlm.nih.gov/pubmed/34220504
https://doi.org/10.1016/j.bbagen.2012.12.027
https://www.ncbi.nlm.nih.gov/pubmed/23295967
https://doi.org/10.1016/j.ajpath.2012.06.033
https://doi.org/10.1016/j.neuron.2016.04.028
https://doi.org/10.1007/s12640-013-9398-z
https://doi.org/10.1016/j.jyp.2013.11.005
https://doi.org/10.3390/12092130
https://www.ncbi.nlm.nih.gov/pubmed/17962731
https://doi.org/10.1155/2012/823206
https://www.ncbi.nlm.nih.gov/pubmed/21792372
https://doi.org/10.1016/j.neuropharm.2016.04.032
https://www.ncbi.nlm.nih.gov/pubmed/27114256
https://doi.org/10.3390/nu14235132
https://doi.org/10.3390/foods11233787
https://www.ncbi.nlm.nih.gov/pubmed/36496595
https://doi.org/10.1055/s-0028-1088314
https://doi.org/10.1007/s12031-018-1094-2
https://www.ncbi.nlm.nih.gov/pubmed/30083786
https://doi.org/10.1155/2021/1987588
https://doi.org/10.1089/rej.2015.1708
https://doi.org/10.3945/jn.110.123273
https://doi.org/10.1002/biof.1633
https://www.ncbi.nlm.nih.gov/pubmed/32339387


Molecules 2023, 28, 8035 19 of 19

63. Fuloria, S.; Yusri, M.A.A.; Sekar, M.; Gan, S.H.; Rani, N.N.I.M.; Lum, P.T.; Ravi, S.; Subramaniyan, V.; Azad, A.K.; Jeyabalan, S.;
et al. Genistein: A Potential Natural Lead Molecule for New Drug Design and Development for Treating Memory Impairment.
Molecules 2022, 27, 265. [CrossRef] [PubMed]

64. Amari, S.; Aizawa, M.; Zhang, J.; Fukuzawa, K.; Mochizuki, Y.; Iwasawa, Y.; Nakata, K.; Chuman, H.; Nakano, T. VISCANA:
Visualized Cluster Analysis of Protein−Ligand Interaction Based on the ab Initio Fragment Molecular Orbital Method for Virtual
Ligand Screening. J. Chem. Inf. Model. 2006, 46, 221–230. [CrossRef] [PubMed]

65. Fedorov, D.G.; Kitaura, K. Pair interaction energy decomposition analysis. J. Comput. Chem. 2007, 28, 222–237. [CrossRef]
[PubMed]

66. Kim, S.; Thiessen, P.A.; Bolton, E.E.; Chen, J.; Fu, G.; Gindulyte, A.; Han, L.; He, J.; He, S.; Shoemaker, B.A.; et al. PubChem
substance and compound databases. Nucleic Acids Res. 2015, 44, D1202–D1213. [CrossRef]

67. Petros, A.M.; Korepanova, A.; Jakob, C.G.; Qiu, W.; Panchal, S.C.; Wang, J.; Dietrich, J.D.; Brewer, J.T.; Pohlki, F.; Kling, A.; et al.
Fragment-Based Discovery of an Apolipoprotein E4 (apoE4) Stabilizer. J. Med. Chem. 2019, 62, 4120–4130. [CrossRef]

68. Berman, H.M. The Protein Data Bank. Nucleic Acids Res. 2000, 28, 235–242. [CrossRef]
69. Kobayashi, I.; Takeda, R.; Suzuki, R.; Shimamura, K.; Ishimura, H.; Kadoya, R.; Kawai, K.; Takimoto-Kamimura, M.; Kurita, N.

Specific interactions between androgen receptor and its ligand: Ab initio molecular orbital calculations in water. J. Mol. Graph.
Model. 2017, 75, 383–389. [CrossRef]

70. Mochizuki, Y.; Yamashita, K.; Nakano, T.; Okiyama, Y.; Fukuzawa, K.; Taguchi, N.; Tanaka, S. Higher-order correlated calculations
based on fragment molecular orbital scheme. Theor. Chem. Acc. 2011, 130, 515–530. [CrossRef]

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

https://doi.org/10.3390/molecules27010265
https://www.ncbi.nlm.nih.gov/pubmed/35011497
https://doi.org/10.1021/ci050262q
https://www.ncbi.nlm.nih.gov/pubmed/16426058
https://doi.org/10.1002/jcc.20496
https://www.ncbi.nlm.nih.gov/pubmed/17109433
https://doi.org/10.1093/nar/gkv951
https://doi.org/10.1021/acs.jmedchem.9b00178
https://doi.org/10.1093/nar/28.1.235
https://doi.org/10.1016/j.jmgm.2017.06.003
https://doi.org/10.1007/s00214-011-1036-3

	Introduction 
	Results and Discussion 
	Optimized Structures of the ApoE4–Ligand Complexes 
	Interactions between ApoE4 and Compounds with Higher Binding Affinities 
	Interactions between ApoE4 and Other Compounds with Lower Binding Affinities 
	Classification of Compounds Using VISCANA Analysis 
	Proposal of Novel Quercetin Derivatives as Potent ApoE4 Inhibitors 

	Methods of Molecular Simulations 
	Conclusions 
	References

