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“IDENTIFICATION OF SERPENTINE AS PROMISING BACE 1
INHIBITORS: A COMPUTATIONAL APPROACH TO EXPLORE NOVEL
STRATEGIES FOR ALZHEIMER’S THERAPY”

SUSHANKITA SRIVASTAVA
24/MSCBIO/08

ABSTRACT

Aim: This study aims to identify and characterize serpentine as potential BACE1
inhibitors by in-silico approach as an alternate therapeutic approach towards
Alzheimer’s. It is a neurodegenerative condition involving multiple factors and
currently there is no cure. It is primarily driven by abnormal production and buildup of
amyloid B peptides that are formed by sequential processing of APP mediated by the
action of BACEI1 and y-secretase. While BACE 1 has been identified as potential
therapeutic target molecule and many drug candidates have been tested in clinical trials
but they show limited cognitive benefits and many cases produced off-target side
effects. Due to this, the attention is shifted toward naturally occurring molecules that
may offer safer and more effective inhibition of BACE 1. In this study, serpentine, an
indole alkaloid found in Catharanthus roseus and its stereoisomers were evaluated using
an integrated insilico screening approach. A PubChem similarity search with 90 percent
Tanimoto similarity threshold produced 116 serpentine related compounds, which were
further shortlisted through ADME based filtering to select drug like candidates.
Molecular docking was performed that utilized Lamarckian genetic algorithm with
Verubecestat as the reference molecule. Eleven shortlisted compounds show stronger
binding affinities than the reference inhibitor, with serpentine (PubChem CID 73073)
showing the highest affinity. Analysis of protein ligand interactions revealed the
involvement of BACE 1 residues, including Tyr71, GIn73 and Thr232. Conclusively,
this novel findings indicate that serpentine and its stereocisomers may serve as promising
lead molecules for designing future BACE1-focused treatments for Alzheimer’s disease
and is strongly advised for in vivo analysis.

Result: During the course of our study, initially 116 related compounds were produced
and further shortlisted based on ADME analysis left us with 14 compounds which were
all BBB permeable. Docking analysis of these compounds identified eleven with
binding affinities higher than the reference, Verubecestat (-7.946kcal/mol), with the
highest affinity of -9.329 in kcal/mol.

Conclusion: Among the eleven identified compounds, Compound 1 was the most
effective treatment for Alzheimer’s disease, with the highest binding affinity and being
BBB permeable. We suggest validating these findings through in vivo experiments.
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1. INTRODUCTION

Alzheimer’s disease (AD) is the major contributor to dementia, particularly in individuals with an
age above 65 years [1]. It gradually progresses and interlinks multiple pathological changes in the
brain [1]. The condition is primarily marked by the extracellular buildup of amyloid-beta (Ap)
peptides whereas intracellular accumulation of tau proteins which become excessively
phosphorylated [1]. AP aggregates to form neuritic plaques and hyperphosphorylated tau give rise
to neurofibrillary tangles. These two abnormalities are considered as the main hallmark of AD. The
medial temporal lobe (mainly hippocampus which involves in memory formation) is most affected
initially. As the disease advances, these pathological changes spread to various neocortical areas.
The combined impact leads to a gradual decline in thinking, memory and behaviour problems [2].

AD is a multifactorial disorder. It is caused by protein misfolding, acetylcholinestrase deficiency,
oxidative stress, neuroinflammation, disrupted glutamate activity, reduced insulin response,
changes in gut bacteria, and impaired mitochondria function. There are various hypothesis related
to this. The amyloid cascade hypothesis suggested that AD starts when BACE1 enzyme cuts
amyloid precursor protein (APP) which is subsequently processed by y-secretase within the
membrane leads to AP40 and AP42 production [1]. These accumulate outside the cells and form
plaques. AB42 can clump easily and trigger oxidative stress [1].

BACEL1 is an aspartyl proteases belong to pepsin family. In neurons, it is found on the plasma
membrane and in endosomes [3]. Since BACE 1 initiates the amyloidogenic pathway, it became a
potential therapeutic target. Several inhibitors were developed which lower AP levels in early
studies. However in large clinical trials, they did not show meaningful cognitive benefits. Some
even produce adverse effects like liver toxicity, mood alterations which lead to early termination of
trials [4].

Serpentine is a monoterpenoid indole alkaloid found in Catharanthus roseus. It is a medicinal plant
that has a diverse range of bioactive phytochemicals. This includes well studied alkaloids such as
vinblastine, ajamalicine, and serpentine which arise from coordinated biosynthetic pathways [5].
Among these, serpentine has neuroactive properties which at low micromolar concentration inhibit
acetylcholinesterase, this suggest its ability in providing neuroprotection [6].

This study aimed to identify serpentine and its structural stereoisomers with enhanced inhibitory
potential against BACE1 using computational workflow. A structurally similar compound library
was screened using PubChem and all docking scores were evaluated relative to the reference
molecule (Verubecestat). The objective was to identify compounds that could block BACE 1 more
effectively and provide a better treatment option for AD. The analysis included similarity based
screening, ADME evaluation, molecular docking and detailed visualization of protein ligand
interactions.




2. REVIEW OF LITERATURE

2.1 Alzheimer's Disease: Pathophysiology & Current Therapies

Alzheimer’s Disease (AD) is a gradual, permanent and incurable condition, and is considered to be

the most frequent cause of dementia [7]. Though it occurs mostly in elderly individuals, it is not an

inevitable result of aging, rather a disorder in which functional and cognitive impairment occurs

slowly, often long before clinical illness becomes evident. Current understanding suggests that AD

follows a very long preclinical course before actual symptoms arise, where a number of

pathological changes build up, which explains why diagnosis is delayed until neuronal damage is

significant [8].

Alzheimer’s disease (AD) is an advancing neurodegenerative disease and a dominant form of
dementia in aged people [9]. 50 million people are suffering from dementia globally and 50-70%
cases are due to AD. Its occurrence increases with age affecting 10% of people who are older than
65 years and roughly 50% of those who are above 85 and it is expected that cases will increase from
9.3% in 2020 to 16.0% in 2050 [10]. The occurrence of AD doubles every 5 years after the age of
65, and it is slightly higher in females [1] [10]. It is a crucial worldwide concern which continues to
rise. Global estimates also show that nearly 130 million people might get affected by 2050,
especially in low to middle income countries. Apart from its epidemiological effect, AD’s prolonged
duration, progressive impairment and additional care needs put a heavy burden on families, health
facilities and society [11].

Pathologically, two main important features of AD are extracellular B-amyloid plaques and
hyperphosphorylated tau protein which make the intracellular neurofibrillary tangles. These
(lesions) are associated with synaptic abnormalities, activation of microglial cells, neuronal loss and
degeneration of pyramidal neurons, suggesting that AD does not follow a single molecular path but
rather occurs due to a wider neurodegenerative cascade [8]. The advancement of the disease is
further accompanied by features such as blood-brain barrier disruption, inflammatory alterations and
metabolic changes. All these mechanisms together weaken synapses, disrupt neuronal transmission,
eventually causing extensive neurodegeneration [11].

Clinically, people with AD mainly show memory related cognitive issues. Early signs include
depression or anxiety, altered sleeping habits and pulling away from social activities. Clinical
symptoms of AD typically start with subtle episodic and temporary memory impairment, including
learning and remembering new information. Later, as the illness progresses, language, visual
abilities and direction are all affected and behavioral changes along with growing dependence in
everyday activities become more noticeable [12]. End stages may also include symptoms like
impaired mobility, convulsions, substantial functional deterioration and hallucinations. The
progressive pattern of these symptoms indicates underlying expansion of synaptic loss throughout
limbic and cortical networks [13]. As the condition advances, symptoms get deteriorate and may
lead to serious memory loss, hallucinations, delusional thinking, and noticeable changes in behavior
and emotions. Some individuals may experience difficulties in skills like recognizing places or
objects, speaking, decision making or movement [14][15]. Regrettably, there is no cure for AD yet,
and individuals are diagnosed at a late and more severe stage and live for an average time of 4 to 8
years [16].

Different ideas have been suggested to explain how AD develops as it is complex in nature. AD can
be subdivided into two main types: familial which contributes to 1-5% of AD cases and sporadic
forms over 95% of cases [14]. Familial AD is linked to rare inherited changes in amyloid precursor
protein (APP), presenilin 1 (PS1), and presenilin 2 (PS2) genes, showing symptoms from age 30 to
65 and advancing quickly [17]. Whereas, sporadic AD also known as late onset AD, usually occurs
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after the age of 65 and is influenced by a combination of genetic risks, environmental factors, and

various other factors[18].

The pathogenesis of AD includes various interconnected mechanisms at molecular level that

collectively contribute to dysfunction of neurons and their death:

e Amyloid Cascade Hypothesis
Amyloid mediated neurodegeneration mechanism is still the most widely accepted theory for
explaining AD pathogenesis involving accumulation of [B-amyloid protein. The amyloid
precursor protein, also known as APP is a type-1 membrane spanning protein which is expressed
in different types of cells and undergoes two diverse cleavage pathways in the central nervous
system (CNS) [19].
The first one is non-amyloidogenic pathway in which a soluble SAPPa and a transmembrane C83
fragment are produced upon cleavage of APP by a-secretase. Subsequently, C83 undergoes
second round of cleavage by y-secretase producing p3 and the APP intracellular domain. This
route does not generate 3-amyloid peptides [20].
Amyloidogenic pathway, on the other hand involves B-secretase or BACE1, which splits APP
into a membrane-bound C99 segment and a soluble SAPPp fragment. Now y-secretase produces
amyloid-beta protein by cleaving C99, directly connects it to synthesis of plaque-forming
peptides [21].
Although this hypothesis is the dominant model for AD, it has faced some criticism with
evidences indicating that amyloid-beta accumulation is solely not responsible for disease
progression. However, APP processing and dysregulation of amyloid are still considered the
central mechanisms for therapeutic development [22].

Role of Secretases

a-secretase, among other secretes, is involved in non-amyloidogenic and protective pathway as it
does not allow APP processing towards amyloid-beta production. In contrast, B-secretase plays a
direct role in amyloidogenic route, making BACE1l a primary focus for molecular and
pharmacological study in AD. y-secretase which works in both the pathways, is also a critical
factor for determining the amount of amyloid-beta as it carries out the final cleavage of C99 to
generate amyloid-beta peptides [23].

Formation of Amyloid-beta Peptides

Amyloid-beta fragments which are generated from APP also show variation. Peptides produced
by y-secretase cleavage may vary from 37 to 42 amino acids in length, with longer fragments
like AP40 and 42 being more likely to undergo self-aggregation and form fibrils [24].
Consequently, there are several biological effects due to this trait. A shift towards aggregation
and buildup of AP42 could occur due to familial mutations in APP synthesing and associated
genes, leading to senile plague development in brain tissue [25].

With further advancements in our understanding, it is being widely recognized that both soluble
oligomeric and insoluble plaques are responsible for amyloid-beat toxicity. While both of both of
them are connected to hyperphosphorylation of tau and oxidative stress, oligomers obtained from
AD neurons can cause serious implications like long-term potentiation, disruption of dendritic
spines and synaptic dysregulation [26].

e Cholinergic Hypothesis-
According to cholinergic hypothesis of AD, low levels of acetylcholine lead to abnormal
cholinergic neurotransmission. Acetycholinesterase (AchE) enzyme degrades acetylcholine
(Ach) in synaptic cleft [1].

e Other Mechanisms:
While amyloid-beta plays a major role in AD, additional processes also influence the progression
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of this disease. Most often these processes are inked to amyloid-toxicity. For instance, buildup of
beta-amyloid can cause abnormal production of reactive oxygen species, mitochondrial
impairment, resulting in neuronal damage [27]. Oxidative stress may also boost phosphorylation
of tau protein and APP processing by amyloidogenic pathway which further enhances the
degeneration. In a same way, gradual damage of neurons, synaptic dysfunction and cytokine
storm are all outcomes of neuroinflammation mediated by microglial cells. Neuroinflammation is
quite significant since microglia also aid in elimination of amyloid, suggesting that in AD
inflammation can be both beneficial as well as adverse [28].

Together, these pathways show AD is caused by combining network of amyloid deposits, secretase
activity, aggregation of proteins and oxidative damage, rather than a single event.

The majority of current therapeutic strategies manage only symptoms. Various FDA approved
medications like donepezil, rivastigmine, galantamine, memantine and namzaric have been used in
symptomatic treatment. Donepezil, rivastigmine, galantamine and namzaric are AchE enzyme
inhibitor and memantine is a NMDA receptor antagonist [1][29]. Combinational treatments such as
acetylcholinesterase inhibitors like rivastigmine, donepezile along with memantine offer some boost
in function or cognition, however the root cause of the disease is still not corrected [30]. This
limitation is primarily due to the multifaceted pathway of AD involving accumulation of amyloid,
neuronal inflammation, vascular injury, mitochondrial failure and tau phosphorylation which
intensify over time. Many potential medications have also been unsuccessful due to poor
bioavailability, low BBB penetration and low specificity towards target. Hence, instead of
depending solely on single-pathway treatment, research is shifting in the direction of early
biomarker based detection, prevention and multi-targeted therapies [31]. New drugs which are
currently under review including sodium oligomannate, aducanumab, lecanemab and donanemab,
they are designed to alter the alzheimer’s development by providing targeted therapy[14][16].

Overall, the present literature highlights the complex and degenerative nature of AD with several
societal and clinical implications. Its pathophysiology, slow development and lack of actual
treatment make it a critical issue in neurosciences compelling for development of early diagnosis
and multimodal therapeutic strategies.

2.2 BACE 1 as Therapeutic Target in AD

BACEL1, which is a membrane bound type | aspartyl protease, is arranged in a way that it allows
controlled intracellular processing, opposed to a extracellular release. It is produced through a
proteolytic processing and movement via acidic compartments where its catalytic property is
preferred. It consists of a cytoplasmic tail, a transmembrane region and large catalytic domain. Its
enrichment in endosomes and golgi apparatus can be correlated to its tendency for acidic pH and its
substrate cleavage[32][3].

Although, BACEL1 is structurally a member of aspartic proteases of pepsin family, its differs from
related enzymes over the fact that it has an elongated lumen and flexible flap which modulates the
substrates access to the active site. The flap orientation and the pair of conserved amino acids at the
catalytic site lay the foundation for developing BACEL inhibitors. Within cells, BACEL is not just
involved in amyloid processing, it performs breakdown of several substrates related to synaptic
arrangement and axonal function [33].

BACEL1 is involved in amyloid-beta production by cleaving APP protein to produce soluble sAPPJ
and C99, by y-secretase action it will going to generate AP peptides, mainly AB40 and Ap42, which
forms the amyloid plaques. Since, cleavage at this B-site is the rate determining step, BACEL1 is
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considered to play a central role in amyloid pathway[3]. Because of its molecular placement,
BACEL1 has emerged as a well-known target for AD therapy. Early clinical investigations revealed
the significant inhibition of AP production is possible by lowering BACE1 catalytic activity which
reduces the further downstream synthesis. The reasoning is straight, y-secretase cannot produce A,
if its substrate, C99 is eliminated at the source [34].

However, BACEL is not completely harmful. Since this enzyme is involved in processing of number
of natural substrates which are part of myelination and synaptic communication, its total inhibition
can have severe consequences. This dual nature is significant, as therapeutic strategy now involves
decreasing APP levels and at the same time maintaining sufficient BACE1 function [35].

2.3 Existing BACEL Inhibitors: Known Compounds and Limitations

Since BACEL1 is involved in upstream step of the pathogenesis, its inhibition becomes compelling
and use of BACEL inhibitors becomes more reasonable in preclinical phase than in later dementia
as preventing amyloid synthesis early should greatly reduce plaque production before synaptic loss
becomes more prevalent. The clearest evidence are the biomarker studies which shows significant
AP reduction without associated clinical benefit once damage is done [36]. However, the very same
evidence also suggests that over inhibition can have serious implications due to the role of BACE1
in several other biological processes like synaptic maintenance. Hence, inhibition does not always
yield favorable results, indicating that age, timing and the degree of inhibition are all important
factors [37].

Current BACEL inhibitors are categorized into two main classes, natural and synthetic, with main
focus is towards synthetic chemistry initiatives. The 1st Gen BACEL inhibitors mainly composed of
peptidomimetics, which demonstrated strong inhibition but was limited due to poor oral exposure
and reduced BBB penetration. In order to maintain interactions at the catalytic site while enhancing
CNS-drug like characteristics, development switched towards non-proteinous molecules like acyl
guanidine, aminopyridines, and analogues of aminothiadiazine dioxide [38]. Many synthetic drugs
cleared preclinical and clinical trials, which includes LY2811376, LY2886721, erubecestat, and
some other compounds which showed significant reduction in A levels [39].

e LY2811376
It was made by Eli Lilly and it was the first inhibitor which goes for clinical trials. In phase
| trial it showed decrease in amyloid beta level in both plasma and CSF but due to its
toxicological profile it has been discontinued as it causes damage to eye pigment epithelium
in rats [39][40].

o LY2886721
It was also made by Eli Lilly and it’s a second generation inhibitor. In phase I trial it
showed safer, well tolerated and reduce amyloid beta in a dose dependent manner. But in
phase Il trial it showed some off target effects (abnormal increase in liver enzyme) which
lead to its discontinuation [39][41][42].

e BI1181181
It was discovered by Vitae Pharmaceuticals and manufactured by Boehringer Ingelheim.
Three phase | trials were done. Two of the three phase | trial revealed that its single dose
was well tolerated and can reduce the A level. Third phase | trial was done which evaluate
the safety of different doses of this drug which was then discontinued as it showed some
skin reactions [39][43][44].

e JNJ-54861911 (Atabecestat)
It was made by Janssen. It has reached phase /11l trials. There it evaluated the safety,
tolerance, pharmacokinetics and pharmacodynamics profiling. It showed BBB penetration
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and reduction in Amyloid beta level in phase | trial. But in phase II/I1l trial, it was
discontinued as it showed some liver toxicity and T cell mediated inflammatory response
[39][45][45].

o 1Y3314814 (AZD3293, Lanabecestat)
It was developed by AstraZeneca and Eli Lilly. It is a BACEL1 and BACE2 inhibitor. It
showed safer and well tolerated reduction in AP level in phase I. A phase II/111 trial known
as AMARANTH trial was done. These finding lead to termination of LY 3314814 as it was
not able to reduce cognitive decline and disease progression and lead to cognitive
worsening and depigmentation in epidemis and hair [39][46][47].

e MK-8931 (MK-8931-009, Verubecestat)
It was made by Merck. It is a BACEL and BACE2 inhibitor. Three phase | trial were done
which revealed reduction in AB protein by interacting with the catalytic dyad of BACEL.
Phase II/111 trials were done and then terminated as it showed no benefit in improving
cognitive decline and it leads to sleep disturbance, skin rash, weight loss. So it was
discontinued [39][48][49].

e E2609 (Elenbecestat)
It was made by both Biogen and Eisai Co. Ltd. It is a selective BACE1 inhibitor. Phase
I/11/111 trials were done. In preclinical trial it showed reduction in AB level. Phase Il trial
was terminated of unfavourable risk-benefit ratio and no evidence of potential inhibition. It
showed adversed effects like contact dermatitis, headache, upper respiratory infection
[39][50][51][52].

Moreover, synthetic inhibitors have shown several side-effects, for instance LY2811376 was
discontinued after demonstrating renal toxicity in studies. Similarly, LY2886721 was also halted,
when it was observed that it disturbs enzyme levels in liver. Verubecestat was also stopped due to
ineffectiveness poor cognitive results in individuals. All these outcomes suggest that synthetic
drugs cannot provide a long-term solution without severe implications highlighting the need for
natural alternatives [53].

Natural inhibitors

Although they have been mentioned in several research, natural compounds as inhibitors are far less
advanced than synthetic counterparts. Natural BACE1 inhibitors and combination of natural and
synthetic BACEL and AChE inhibitors are being tested, majority of the progress have come from
tailored small molecules rather than naturally derived compounds [54].

2.4 Serpentine: Chemical and Pharmacological Importance

Catharanthus roseus belongs to Apocynaceae family has medicinal properties and it secretes
various terpenoid indole alkaloids such as vincristine, vinblastine, or ajmalicine. It shows anticancer
activity which is linked to vincristine, vinblastine. Serpentine, a monoterpene alkaloid with a
characteristic indole moiety (indole alkaloid) is mainly obtained from Catharanthus roseus and
Rauwolfia serpentina and has also been found in stem barks and roots. These plants have been used
for ages in traditional medicines for conditions like neurological issues including anxiety and
mental illness, hypertension and snakebites. These ethnomedicinal properties highlight the
significance of serpentine and other alkaloids in studies focusing on disorders of nervous and
cardiovascular systems [55][56][57].

Its molecular formula is C21H21N203 and consists of an indole nucleus, with a classical
tryptophan or tryptamine derived fused pyrrole and benzene rings. The indole family usually shows
many variations in its structures including many hydroxyl, methyl and carbonyl substituents in the
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skeleton, which directly alter its hydrogen bonding capabilities and reactivity [58]. The
physiochemical properties of indole alkaloids show a very strong preference for organic solvents
and exhibit poor solubility in water in its free base form. This preference is largely influenced by
the existence of basic nitrogen atom and a huge heteroaromatic rings, making these compounds
ideal for chromatographic and acid base extraction. These structural characteristics also describe the
usage of rigorous UHPLC, HPLC and other chromatographic methods for accurate identification of
several alkaloids. Hence, serpentine is not just a bioactive compound obtained naturally but also
allows modifications, optimization using current medicinal chemistry techniques whose core with
heterocyclic rings and oxygenated replacements are critical for its biological activity [59][56].

The medicinal significance of serpentine can be most effectively understood with larger alkaloid
profiling, since Rauwolfia is closely linked to CNS and cardiovascular functions. Its roots have been
used traditionally to treat schizophrenia, epilepsy and sleeplessness, indicating strong CNS link.
Current research also highlight inhibitory activity towards acetylcholinesterase and antipsychotic
properties in alkaloids from Rauwolfia which shows its role in modulating neurological
communication. In this reference, serpentine emerges as a biologically active alkaloid with
immense scope as neuroprotective agent, despite the scarcity of serpentine based studies [60].
Serpentine from Catharanthus roseus at low concentration (IC50 0.27 pg/ml) act as invitro inhibitor
of AchE enzyme so help in symptomatic control of AD [6].

Many Rauvolfia extracts exhibit strong antioxidant capabilities, such as ROS scavenging by root
extracts, while methanol and hydro alcohol based extracts show wide antioxidant behaviors. Since,
oxidative stress can cause both brain damage and chronic inflammation, this activity becomes more
significant. Monoterpene alkaloids, Rauwolfia and Catharanthus extracts have also been shown to
possess anti-inflammatory properties such as suppressing nitric oxide generation by LPS mediated
activation of macrophages. Its CNS related medicinal properties are also supported by the fact that
these classes of compounds are linked to ion-channel activity and anti-AChE effects. All things
considered, serpentine can be best comprehended as a main pharmacological bioactive indole based
alkaloid with strong significance in neurochemistry and inflammation [61][62].

2.5 Structural Stereoisomerism and Its Biological Importance

Compounds that have same atomic composition but differ in their spatial orientation are known as
stereoisomers, and in medicinal chemistry, this property has a significant influence on biological
recognition and activity of the compound [63]. Since enzymes, transport proteins and receptors
recognize the 3-D arrangement of their binding molecule as unique identity, stereoisomers of the
same compound show different properties. This implies that one stereoisomer of a drug may be less
toxic, more specific and highly active as compared to the other [64]

These differences are important for binding and specificity towards proteins, because stereo-specific
interactions with enzymes and receptors can alter both pharmacodynamic and pharmacokinetic
properties. Additionally, several enantiomers follow diverse metabolic routes, which directly
change toxicity, exposure and elimination from the body. Toxicity is often seen in one isomer than
others, mostly when undesirable stereoisomer forms toxic byproducts or binds with off-target
proteins. Hence, for alkaloids obtained from Catharanthus and Rauvolfia, stereoisomers of each
compound are very critical as they show different activity and preference for target [65].

Stereoisomers are important for computational drug identification because binding pockets in
proteins can differentiate between stereoisomers and generally favors a particular docking pose and
interaction patterns. Hence, screening stereosisomers of compounds becomes imperative as
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different stereoisomers can show unique properties and improved binding. Moreover, alkaloids
interact with hydrogen bonding, pi-sigma interactions, hydrophobic interactions, whose
arrangement may vary among stereoisomers [66].

Stereosisomer based ADMET analysis is also important as stereoselective variations in binding,
metabolism can change its efficacy and toxicity. Therefore, stereoisomer-focused docking, ADMET
profiling becomes essential steps in definitive lead compound selection rather than optional
enhancements [65].

2.6 Computational Approaches in Drug Discovery

The strategy that has completely transformed the current drug discovery process by greatly reducing
the time, expense, and experimental burden involved in identifying promising therapeutic
candidates is Computer aided drug design (CADD). A typical CADD method starts with
identification and retrieval of target protein, followed by target processing and ligand preparation.
Thereafter, molecular docking, binding affinity calculation, PK profiling and drug-likeness tests are
conducted. This approach allows a proper lead candidate selection prior to any in-vitro synthesis
and biochemical assays [67].

The foundation for this structure based drug design strategy is molecular docking. It is an in-silico
method that involves predicting the preferred binding arrangement of a ligand molecule in a site of
target protein which is generally an active site which is followed by estimating the thermodynamic
feasibility of the complex using a scoring system [68]. One of the most common, free available
docking tool is AutoDock Vina which effectively identifies an optimal conformation of ligand and
docking site by a combination empirical scoring matrix and gradient optimization technique [69].

Before performing docking, protein preparation and ligand preparation are two essential processes
to be done to prevent steric hindrances and imprecise electrostatic interactions which may lead to
inaccurate docking results. UCSF Chimera is commonly used software for this purpose, acting as
vital component in both pre-docking processing and post-docking analysis. For preparation, it is
utilized to analyze the protein/receptor’s tertiary structure, eliminate solvent molecules, add missing
H atoms and identify heteroatoms. Its user friendly GUI allows researchers and students to easily
work with it making it a top choice among other competitors. During post-docking inspection,
chimera makes it easier to visualize protein-ligand docking output and detect important interactions
between them such as hydrogen bonds, stacking interactions, hydrophobic contacts and many more
[70].

A crucial post docking screening that determines if a drug follows a feasible PK behavior for
therapeutic use is ADMET profiling (Adsorption, Distribution, Metabolism, Excretion and
Toxicity). SwissADME is a publicly available web-based bioinformatic tool that allows detailed
predictions of several pharmacological properties like water solubility, lipophilicity, cytochrome
P450 interactions and many others. Among these properties, Blood-brain permeability is a very
important factor mainly for drug candidates which target protein of CNS such as BACEL1 inhibitors
[71].

Drug-likeness is another evaluation for filtering compounds, which is mainly governed by
Lipinski’s rule of five, states that an oral drug should have molecular weight < 500 Da and a
computed logP score of less than 5 with no more than 5 hydrogen bond donors and 10 hydrogen
bond acceptor. Compounds which meet these criteria have higher chance of demonstrating good
bioavailability [72].
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The combination of docking, ADMET analysis and drug-likeness as coherent in-silico method
significantly improves the likelihood of finding good and relevant drug candidates. This approach
guarantees that only those compounds which show optimal binding affinity and acceptable PK
characteristics move forward for additional research before experimental confirmation.

2.7 Research Gaps and Study Rationale

Although our knowledge on AD and its molecular mechanism has been advanced tremendously,
developing successful therapeutic strategies is still a challenging task. Most of the current
approaches manage symptoms and do not prevent or stop the disease at its root cause. BACEL is an
important protein which is involved in a crucial stage of amyloid- production and has been a major
focus for therapeutic approaches aimed at inhibiting it. However, many BACEL inhibitors had
minimal success because of toxicity, poor PK properties and serious cognitive consequences,
emphasizing the need for identification and development of safer and potent inhibitors.

Natural products have emerged as an important source for bioactive compounds which have
neuroprotective capabilities. Among these, serpentine which is an indole alkaloid extracted from
Rauvolfia serpentine and Catharanthus roseus has gained significant attention due to its biological
activity and relevance in CNS [57]. Despite this, the potential of serpentine in inhibiting BACE1
remain greatly underexplored. Since, stereochemistry can affect recognition, binding affinity and
PK behavior, evaluation of its stereoisomers may offer essential insights about its therapeutic
prospective.

Therefore, in-silico techniques such as docking and PK studies may allow useful and cost-effective
methods for early evaluation of strong drug candidates against BACEL.

3. METHODOLOGY

3.1. Target structure retrieval

The three-dimensional (3D) structure of human BACE 1 bound to compound 0211 (PubChem CID:
89836206) was retrieved from the Protein Data Bank (PDB) database (https://www.rcsb.org/) using
PDB ID: 5DQC [73]. This particular structure of compound on PDB has a resolution of 2.47A and
was determined by X-ray diffraction. This structure of BACEL was chosen in this study as it was
co-crystallized with a small inhibitor molecule with clearly defined and appropriate active site
geometry, making it very suitable for molecular docking. The presence of complexed compound
inside the active site facilitated constructing the grid box for docking site. Finally, both the distinct
flap and catalytic pair residues (Asp32 and Asp228) were preserved in this structure which was
very crucial for determining inhibitor binding and specificity [74].



http://www.rcsb.org/)
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Fig.1. Human BACE 1 in complex with compound 0211

3.2. Selection of ligands

e Reference selection: There are several BACE 1 inhibitors out of which Verubecestat (PubChem
CID 51352361) is selected as a reference molecule for comparative docking [73]. Its structure is
obtained from the PubChem database in SDF format.

e Serpentine is used as a primary ligand and all the molecules which are structurally similar to it
was searched from PubChem database using structure similarity search tool with a similarity
threshold > 90%. All the structures were retrieved and saved in SDF format.

e Ligand screening based on ADME analysis: In ADME, the letter A means absorption of
compound in the body, D is for distribution of compound in the body, M is for metabolism
compound and E is for excretion of compound. These criteria play an important role during
research and manufacturing of pharmaceutical compounds. There are some important
parameters that need to be analysed during drug development like BBB permeability, Lipinski
rule of five, PAINS and Brenk.

SwissADME (http://www.swisssimilarity.ch/) is a web based tool which was used to analyse the
pharmacokinetic and drug likeliness properties of all compounds. These screened compounds were
then sent to SwissADME and the major parameters (BBB permeability, Lipinski violations, PAINS
and Brenk) were used which helped in shortlisting the compounds. The shortlisted compounds
were further used for molecular docking.

3.3. Preparation of target protein and ligands

The BACEL three dimensional structure was obtained from the Protein Data Bank and
downloaded in PDB format. UCSF Chimera 1.19 integrated with autodock vina extension was
used to clean the target protein by removing any water molecules, heteroatoms and the native
ligand from the structure (Compound 0211 in this case). Then, addition of polar hydrogens was
done and Gasteiger charges were assigned.

Similarly, the 3D structures of all the shortlisted ligands as well as the reference ligand
Verubecestat were taken from PubChem (https://pubchem.ncbi.nim.nih.gov/) as SDF file format.
The directory containing all ligand files was opened and energy minimization along with addition
of hydrogens and charges within the UCSF Chimera was done.



http://www.swisssimilarity.ch/
https://pubchem.ncbi.nlm.nih.gov/
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The AutoDock Vina extension will automatically produce PDBQT files format for both the
receptor and ligands during the docking process.

3.4. Molecular docking

UCSF Chimera 1.19 is used for molecular docking. It is a molecular visualization and analysis
software. It can be integrated with the AutoDock Vina extension which uses gradient based local
search genetic algorithm, a type of Lamarckian genetic algorithm (LGA) to perform docking
directly inside the interface. This combination allows preparation of receptors and ligands,
execution of docking runs, and visualization of binding poses within a single software [70]. The
target protein in PDB format was uploaded. A grid box was generated using center coordinates of x
= -0.696967, y = -20.3531 & z = 31.8785 having the dimensions of 25 A x 25 A x 25 A and
docking was performed subsequently. Each ligand (reference molecule Verubecestat) and
shortlisted compounds in SDF format is docked individually. Separate output files for each ligand
in PDBQT format were saved and an excel file containing binding affinities of all the ligands was
produced as a result of docking.

3.5. Protein-ligand complex analysis

BOVIA Discovery Studio is a software suite developed by Dassault Systems BIOVIA [75].
Discovery Studio 2025 Client was used for the creation of 2D and 3D confirmations of ligand
interactions. The ligand output file and target protein file were both in PDBQT format. A structural
visualization of the reference ligand - target protein interaction as well as interactions of filtered
ligands with protein was carried out followed by its extraction in both 2D and 3D formats.
Interacting residues and bonds were a major focus of observation.

Target Protein (BACE1) Retrieval from PDB

Target protein & Ligand Preparation

Protein-ligand complex analysis

Fig.2. Workflow depicting methodology of molecular docking

4. RESULTS AND DISCUSSION

4.1. Preliminary screening and ADME analysis

Compounds structurally similar to serpentine were first identified using PubChem. By applying a
Tanimoto similarity > 90%, a total of 116 candidate molecules were obtained. These compounds
then further filtered through ADME screening using SwissADME, where we applied certain filters
such as BBB permeability, Lipinski’s rules, and PAINS and Brenk alerts. After this evaluation, 11
compounds were shortlisted (Table 1); they were BBB permeable and showed no Lipinski
violations, PAINS alerts, or Brenk alerts.
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Table 1: Tabular Representation of Of Shortlisted Compounds

P“'E%““ Compound Name
73073 methyl (15R.168.208)-16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20 henicosa-
1,3,5.7,9,11,18-heptaene- 19-carboxylate
371944 methyl 16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20]henicosa-1,3,5,7,9.11.18-
heptaene-19-carboxylate
23039 methyl (168)-16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20]henicosa-
- 1,3,5,7,9.11,18-heptaene- 19-carboxylate
166534427 methyl (16R)-16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20]henicosa-
B 1,3,5.7,9,11,18-heptaene- 19-carboxylate
682644 methyl (15R.16R.208)-16-methyl-17-oxa-3.13-
- diazapentacyclo[11.8.0.02,10.04,9.015,20]henicosa-1,3,5,7,9,11,18-heptaene-19-carboxylate
1150940 methyl (15R.16R.20R)-16-methyl-17-0xa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20] henicosa-
1,3,5,7.9.11,18-heptaene- 19-carboxylate
5321258 methyl (15R)-16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20]henicosa-
- 1,3,5,7,9,11,18-heptaene-19-carboxylate
5459309 methyl (15R.165.20R)-16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04.9.015.20]henicosa-
1,3,5,7,9,11,18-heptaene-19-carboxylate
6326642 methyl (158,168,20R)-16-methyl-17-oxa-3,13-diazapentacyclo[11.8.0.02,10.04,9.015,20 |henicosa-
T 1,3,5,7.9.11,18-heptaene-19-carboxylate
6541180 methyl (15S,16R.208)-16-methyl-17-0xa-3.13-diazapentacyclo[11.8.0.02,10.04.9.015,20 Jhenicosa-
1,3.5.7.9,11,18-heptaene-19-carboxylate
44722335 methyl (15R.208)-16-methyl-17-oxa-3.13-diazapentacyclo[11.8.0.02,10.04.9.015.20]henicosa-1.3.5.7.9.11.18-
heptaene-19-carboxylate

4.2. Molecular docking analysis

Docking analysis of these 14 compounds help in the selection of 11 compounds that showed binding
affinity more than that of the reference, i.e., Verubecestat. The binding affinity of Verubecestat was
found to be -7.946kcal/mol. The binding energies of the shortlisted compounds ranges from
—8.493kcal/mol to —9.329 kcal/mol. The docking outcome of Compound 1 with PubChem CID
73073 exhibited relatively largest binding affinity of -9.329 in kcal/mol (Table 2).

Table 2: Tabular Representation of 2D Chemical Structures, Binding Affinities and Interactions of Ligands

Compound PubChem 2D Chemical Structure Binding Affinity

Interacting residues
Name CID (kcal/mol)

Asp32, Gly23, Tyr71,

Thr231,
Reference 51352361 -7.946 Thr72,
(Verubecestat) Arg235,

GIn73
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Compound 1
(Serpentine)

73073

-9.329

Thr232,
GIn73,
Leu30,
Tyr71l

Compound 2

371944

L)

-8.759

GIn73,
Lys321,
Asn233,

Tyr71

Compound 3

23039

-8.493

Leu30,
Trpl15,
Tyr71,
GIn73,
Thr232

Compound 4

166534427

LI=t=)

-8.974

Gly11,

Lys321,
GIn73,
Arg307,

Tyr71
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Compound 5

682644

-9.066

Gly11,

GIn73,
Arg235,

Tyr71l

Compound 6

1150940

IS

-8.78

GIn73,
Lys321,
Asn233,

Tyr71

Compound 7

5321258

LS

-8.901

GIn73,
Gly11,
Tyr71,
Arg235

Compound 8

5459309

-8.936

Val332,
Asp228,
Asp32,
Tyr71,
Gly230,
Phel08,
Thr231,
Thr232
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Leu30,
Trpl15,
-8.869 Tyr71,
GIn73,
Thr232

Compound 9 6326642

Tyr71,
-8.746 GIn73,
Lys321

Compound 10 6541180

@56' Glyl1,

GIn73
Compound 11 44722335 9‘ -8.798 Tyr7l,

[ Arg235

4.3. Visualization of docked ligands

BIOVIA Discovery Studio 2025 Client was used for the visualization of both the 2D and 3D
binding of the ligands to the BACE 1 protein. The interacting amino acid residues for all eleven
selected compounds, as well as for the reference molecule, were identified (Table 2).

Figure 3 illustrates the 2D interaction of Verubecestat with the target protein. Figures 4-14 shows
the 2D interaction diagram for Compounds 1 to 11, respectively, each highlighting their key
binding residues within the receptor.
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4.4, Detailed ADME analysis

SwissADME analysis of the 11 shortlisted compounds showed favourable results across several
drug likeness parameters. All eleven molecules were expected to cross the BBB and had no
Lipinski rule violations, indicating good potential for drug development. They also showed zero
PAINS alerts, suggesting a low risk of false positive activity, and zero Brenk alerts, further
supporting their suitability. Additional ADME parameters such as TPSA, Gl absorption, consensus
logP, and logKp were also evaluated to assess their overall viability (Table 3). This study was
successful to find a replacement for Verubecestat as eleven compounds with better binding
affinities were discovered.

Table 3. ADME Analysis of Compound 1-11

S. No BBB permeable \I/_I:)pl);r:;s;: '\I;;i,:\ Colr;;%nsus Gastrointes;tgle)tl absorption R
(cml/s)

1 Yes 0 High 2.87 High -6.59
2 Yes 0 High 2.87 High -6.59
3 Yes 0 High 2.87 High -6.59
4 Yes 0 High 2.87 High -6.59
5 Yes 0 High 2.87 High -6.59
6 Yes 0 High 2.87 High -6.59
7 Yes 0 High 2.87 High -6.59
8 Yes 0 High 2.87 High -6.59
9 Yes 0 High 2.87 High -6.59
10 Yes 0 High 2.87 High -6.59
11 Yes 0 High 2.87 High -6.59
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5. CONCLUSION

This study highlights the growing importance of computational approaches in accelerating drug
discovery for complex neurodegenerative conditions such as Alzheimer's disease. Through a
multilayered in silico pipeline combining molecular docking, ADME profiling, and virtual screening,
eleven compounds were identifies as promising BACEL inhibitors, all having higher binding
affinities ranges from 8.493kcal/mol to —9.329 kcal/mol than the reference compound Verubecestat
(-7.946 kcal/mol).

Among these, Compound 1 (Serpentine) named (methyl (15R,16S,20S)-16-methyl-17-oxa-3,13-
diazapentacyclo[11.8.0.02,10.04,9.015,20] henicosa-1,3,5,7,9,11,18-heptaene-19-carboxylate)
turned out to be the best possible alternative as it had the maximum binding affinity (-9.329 kcal/mol)
among all eleven compounds. Analysis showed the involvement of BACEL residues, including
Tyr71, Leu30, GIn73 and Thr232. Tyr71 is the flap molecule of BACE1 so by this interaction, it
locks the flap molecule in close conformation and prevent APP entering the catalytic site.

From a pharmacokinetic point of view, all eleven candidates demonstrated blood-brain barrier
permeability, a non-negotiable criterion for any therapeutic targeting the central nervous system.
Furthermore, the shortlisted compounds have not violated Lipinski's Rule of Five, and all were found
to be free of PAINS and Brenk structural alerts, which suggest a low chance of off-target interactions
and a favorable overall drug-likeness profile. These findings support BACEL inhibition as a viable
disease modifying strategy in Alzheimer's therapeutics, particularly when candidate molecules can
simultaneously achieve high target affinity and acceptable pharmacological safety margins.

The in-silico methods used many of which rely on machine learning tools highlight both the
efficiency and modern nature of this approach. Such computational techniques greatly reduce the
time, cost, and effort involved in early drug discovery. However, it is important to note that a
compound’s behaviour in the human body can be very different from what is predicted by computer
models. Moreover, effective treatment for Alzheimer’s may require strategies beyond BACE 1
inhibition alone. Therefore, we suggest that the current computational findings should be further
validated by in-vivo experiments to confirm their real world potential.

In conclusion, this work contributes meaningfully to the landscape of BACEL targeted drug
discovery and showed the practical value of in silico methodologies in identifying
pharmacokinetically viable lead compounds. Serpentine, in particular stands out as a strong
foundation for further preclinical development, with the long-term objective of producing a disease
altering  treatment capable of slowing the pathological progression of AD.
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Absrroct—Alsheimer disease 5 a neurodegemerative
condition invelving multiple factors and cwrently there is no
cure. It is primarily driven by abmormal produocton and
‘buildup of amyloid  peptides, which are formed by sequential
processing of AFF mediated by BACE] and y-secretase. While
BACE 1 has been identified a: pofenfial therapemtic target
molecule and many drug candidates have been tested in clinical
triaks but they show hmited cogmifive benefits and mamy cases
produoced off-farget side effects. Duoe to this, the attentiom is
shiffed toward maturally ocowrming molecules that may offer
safer and more effective inhibition of BACE 1. In this stody,
serpentine, an indole allaloid found in Cafaranthus rosens and
it sterecisomers were evaluated msing am inteprated insilico
screening approach. A FobChem similarity search with 90
percent Tanimoto similarity threshold produced 116 serpentine
related compoumds, which were forther shortlisted throngh
ADME based filterme to select drog ke candidates. Molecnlar
docking was performed that nfilized Lamarchkian gemefic
algorithm with Verobecestat as the reference molecule. Eleven
shortlisted compounds show stronger binding affinities than the
reference inhibitor, with serpentine (FobChem CID T3073)
showing the highest affimity. Amnalysis of protein ligamd
imteractions revealed the involvement of BACE 1 residoes,
imchoding Tyr7l, GinT3 and Thr23!. Conmclogvely, this novel
findings indicate that serpentine and its steresisomers may
serve as promising lead molecules fntde:lglngfutm‘eBA{ZEl—
focmsed treatments for Alzheimer’s disease.

Enywords—Alghemmer’s  disease, BACE 1, amyleid f
Serpenting, ADME, Binding qffinity, Ligand inveractions, msilico
analysts, computational weels.

L beTRODUCTION

Alzhemner’s disease (AD)) 15 the major confnbufor to
dementia, paricularly mn mdnaduals with an age above 635
vears [1]. B gradually progresses and interimks mmitmple
pathological changes m the bramn [1]. The condihon 1s
promznly marked by the extracellular buldup of amvlod-
beta (AR) peptides whereas miracellular accurmilation of tau
protems which become excessively phosphorylated [1]. Af
aggregates to form newific plaques and hyperphosphoryiated
tau give nse to newofibnllary  tangles. These two
abnoamalities are considered as the mam hallmark of AD.
The medial temporal lobe (mamly hippocampus which
mvelves m memaory formation) 15 most affected muhally. As
the disease advamces, these patholomieal changes spread to
various negcortical arezs. The combined mpact leads to a
gradual decline in thimbang. memaory and behaviowr problems
21

AD 15 a mulbfsctonal disarder. It 15 caused by profem
misfolding, acetvicholmestrase deficiency, omdatie stress,
newoinflammation,  disrupted g].tl;zmare activity, reduced
h:mlhllmpmse,changﬁingutbacmia, mdimpaired
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mtochandria fimchon. There are vanous hypothesis related
to thys. The amvlod cascade hypothesis suggested that AD
starts when BACE] enzyme cuts amvloid precursor protem
(APP) whach 15 subsequently processed by y-secretase within
the membrane leads to AP0 and AP42? production [1]. These
accumulate outzide the cells and form plaques. AB42 can
clomp easily and tngger ccadative stress [1].

BACE] 15 an aspartyl proteases belong to pepzm fammly.
In neurons, lrhfmmdmieplasmammbnnemdm
Eﬂ.dusum[l-] Smnee BACE 1 mitiates the amyloidogense
pathway, it became a potential theapeutic target. Several
mhibitors were developed which lower AR levels in early
studies. However m large chmical trizls, they did not show
meanmgful congimitrve benefits. Some even produce adverse
effects like liver tooocity, mood alterations whech lead to
early termumation of trnals [4].

Serpentine 15 a monoterpencid mdole alkalmd found m
Catharanthus rosens. It 1s a medicmal plant that has a diverse
range of hoactve phytochemicals. This mecludes well
studied alkaloids such as vinblastne, ajamabeme and
sarpentme  which anise from  coordmated buosynthetic
pathways [3]. Among these, serpentine has newsachve
properties which at low micromolar concenfration inhibit
acetylcholmesterase, this suggest s abiity i providmg
neawroprotection [§).

This study aimmeed to 1denhify serpentne and 1ts struchoral
sterepizomers with enhanced mhubitory potential agamst
BACE]l using computztional workflow. A stuchoally
sinlar compound hbrary was screened usmg PubChem and
all docking scores were evaluated relatrve to the reference
moleculs (Verubecestat) The cbjective was to identify
compounds that could block BACE | more effectively and
plmldeabeliertraa.hnmtuptmﬁ:rﬁu]) The analysis
meluded smmlarity based screeming, ADME evalnation
molecular docking and detziled visualization of protem
ligand imfeachons.

L LITER ATURE REVIEW

Alcheimer's  disease (AD) 13 an  advenong
pewrodegenarative disease and a dommant fom of dementia
m aged people [7]. 50 mulbon pecple are suffenng from
demenha globally and 50-7T0%% cases are due to AD. It
ooourence Increases with age and it 15 that cases
will merease from 9.3% m 2020 to 16.0% m 2050 [8]. The
cecmrence of AD doubles every 5 years after the age of 63,
and it is slightly hizher m famales [1][8]. AD is a complex
condiion that leads to graduzl memery impapment and
diffienlties in everydsy fimefionng It has an impact on
mdrviduals as well as thew farmlies and society. Individuals
with AT show a mgmificant buildup of amdowd-f (AR)
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plagues and newofibnllary tangles (WFIs) withm their
brams, followed by newomflanmation,  smaphe
dysfuncton, mitochondrial and hoenergetic dishobeances
winch together may cause the death of nevwons [9][10].
Clmically, people wath AD mamlby show mensory related
cogmitive 1ssues. Early signs include depression or amasty,
altered sleepng habits amd pullng away from sooal
achwities. As the condihon advances, symptoms get
dﬂtmmremdmvleadmmummﬂuﬂjlms
halluemations, delusional thinking, and noticeable changes in
behaior ;u:u:l emotions. Some individuals may experlance
difficulties in skill: like recognzing pla.cE or ohjects,
speaking, dEtL-.Il:BJ. g or movement [11][12].
Regrettably, there is no cure for AD vet, and indriduals are
diagnosed at a late and more severe stage and live for an
average time of 4 to 8 vears [10].

Vanous FDA approved medications bke donepeml]
mvastipmme, galanfarmme, memantne and namzarie  have
been wused m symptomatic  treatment . Donepeml
nvastipmine, galanmmneandnammm: are AchE enzyme
mhibitor and memantine 15 a3 NMDA receptor antagonist
[1][13]. These dmgs mught reduce or manape svmptoms
temporarily but they do not halt the disease’s advancement
over time and possibly canse several adverse effects. MNew
druzs whach are cuvently under review meludmgz sodium
cligomarmate, aducanumab, lecanemab and donanemab, they
are designed to alter the alcheimer’s development by
providing targeted therapy [11][10].

[nfferent 1deas have been suggested fo explam how AD
develops as it 15 complex m patwe. AT can be subdivided
mto two mam tyvpes: fammbhal which confributes to 1-5% of
ADY cases and sporadic forms over 953% of cases [L1].
Famulial ATY 15 linked to rare whenited changes in amyload
precumsor protem (APP), presembm 1 (P51), and presemilm 2
(F52) genes, showing symptoms from age 30 to 65 and
advancmg quckly [14] Whereas, sporadic AD also known

a5 late omset AD, lmuﬂvucmn"’aﬂ'm'ﬂmazenfﬁandu
mﬂu&ucadhvacmblnmmnfzmhcnskimtumla]
factors, and vanous other factors [15]

BACE]l (B-mte amymd cleaving enzymel) was
identified m 1999 and fimctions as an aspartyl protease
belongmg to the pepsin farmly. This type [ tranamembrane
protem 15 atnmdantly present mn the bram [3]. BACE 1 at the
subcellnlar level 1= present on the cell membrane and made
endosomal vesicles. Its catalyvhic site contains two aspartate
residues. Pest translafional modifications are present that
help m bpd raft localzation, phosphoylaton and
degradztion [3]

BACE 1 cleaves the membrane-associated protem known
a5 amvlomd precursor protein (APF) along wath y-secretase
and resulting in AR that clumps maide the brain Amylead
deposits ocour before the newofibillary tangles formahon
winch results from bvpaphosphoarlation of tau protein. Ths
damages the newonal commmumication by damagmg synaphe
connection [3].

BACE 1 15 used as potential target for drg reparposme

to wdentify new therapeutic meolecules. There are vanows
BACE | mhubitors were discovered hke verubecestat,
lanzbecestat, atabecestat, etc. These iwhibitors effectively
mdmeﬁl.ﬁlm‘aliuﬂﬂfinanimalmudalsanddmimltﬁah
merease glucose metabolism and insuln sensitraty as well
as body weight reduction. Thus, they help m delaving the
onset of AD and slow down its progressmon BACE 1
mhibitors have both on target and off target effects thas

results in termination of trials [4].

Catharanths roseus belongs to Apocynaceae family has
medicing] properties and 1t secrefes vanous tepenod mdole
alkaloids such as vineristine, vinblastme, or ajmalicme. Tt
shows anficancer a-c:mnr_'r which 15 lnked to vincrishne,
vinblastme. Serpentme 1= a mun-:il'a'pmlc mdole alkalosd
which has anf-hyperfenzive znd anti newroinflammatory
properties [5][16] Accordmg to cholmerge hypothesis of
AD lowr levels of acetylcholine lead to abnormzl cholmergie
pewotansmassion.  Acetvcholmesterase (AchE) enzyme
degrades acetylcholine (Ach) I symapte cleft AchE
mhbibator has been mvestigated and found that these alkaloids
act as a potenfial AchE mbabitor. Sﬂpmhneatlcrw
concentration (IC, 0.27 pg'ml) act as ivvitro mhibitor of
AchE enzyme 5o help m symptomatic control of AT [£].

I MATERIALS AND METHODS

A Targer structure refrieval

The thres-dmenzonal (30 stucture of human BACE 1
bound to compound 0211 (PubChem CID: 89536206) was
obtaned from the Protem Data Bank (PDB) database
(hitps:"erarwreshoorg) wsing PDB ID: SDOC [17). Ths
particular stucture of compound on PDB has a resclution of
2474 and was determined by X-ray diffraction.

B. Sdlection of igands

¢ FReference selechon: There are several BACE 1
mhbibiters out of which Verubecestat (PubChem CID
51351361} 15 selected as a reference molecule for
comparative docking [17]. Its stuchme is obtamed
from the PubChem database m SDF format.

* Sepentne 15 used as a primary hgand and all the
moleculss which are shuctwally similar to 1t was
searched fiom PubChem dafabase using struchme
simvilarity search tool with a simlarity thresheld =
9%, All the struchmes were refrieved and saved m
SDF format.

¢ Ligand scresming based on ADME amalysis: In
ADME, the leffer A means absorption of compound
m the body, D 15 for dismbution of compoumd m the
body, M 15 for metabolhism compound and E 15 for
excretion of compound These crifena plav an
mmpartant role duing research and mamufacturmg of
phammaceutical compounds. There are  some
mmportant parameters that nead to be anahsed during
druz development ke BEE permeabilhty, Lipmski
rule of five, PAINS and Brenk.

SwissADME (httpwww.swasssimalanty.ch?) 15 a web
based tool that was used to evaluate the phammacokinetic and
drug hkehness properties of all compounds. These screened
compounds were then sent to SwissADME and the major
parameters (BEB permeatility, Lipmski vicolatons, PATHS
and Brenk) were used which helped m shorthsting the
compounds. The shortlisted compounds were finther usad for
molecular dockmg.

C. Preparation gf target profein and ligands

The three dimenszional stuchmre of BACE] was obtzined
from the Protem Diata Bank and downlozaded m POIB format.
UCSF Chimsera 1.19 mtesrated wath auwtedock vina extension
was used to clean the target proten by removing any water
molerules, hetercatoms and the natve hpand from the
structure (Compound 0211 m #hus case). Then, addibon of
polar hydrogens was done and Gasteiper charpes were

ass
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Simlarly, the 3D structures of all the sharthsted higands
as well as the reference ligand Verubecestat were obtamed
file format The dwectory containmg all higand files was
opened and energy mmimration along with additon of
hvdrogens and charges wathm the UCSF Chimera was done

The AuteDock Vina extension will aufomatically
produce PDBQT files format for both the receptor amd
hgands durng the docking process.

D Molecular docking

UCSF Chimera 1.19 15 used for melecular docking. Tt 1s
molecular visuahrafion and analy=is soffware. It ean be
mtegrated with the AutoDock Vina extension which wses
gadla:tba..adlucal;aalchgm.eﬂcalzmﬂ:m a fype of
Lamarckizn genetic alzomthm (LGA) to perform docking
directly mzide the mierface This combmation allows
preparation of receptors and ligands, execufion of dockmg
nms, and visuahzaton of bmdmg poses wathin a smgle
software [13] The target proten m PDB format was
uploaded. A gnd box was generated using center coordinates
of x = 0626967, v = -200353]1 & =z = 318785 with the
dimensions of 25 A = 25 A x 25 A and docking was
performed subsequently. Each hgand (reference molecule
Verubecestat) and sharthsted compounds m SDF format s
decked mdridually, Separate output files for each ligand m
PDBOT format were saved and an excel file contaming
bindmg affirities of all the Lzands was produced as 2 result
of dockme.

E. Protsin-ligand complex analyzis

BOVIA Dhscovery Studio 15 2 software suite developed
by Dassault Systems “BIOVIA [19]. Discovery Studio 2025
Client was used for the creation of 2D and 3D confirmations
of hgand mterachions. The lgand oufput file and targst
protem file were both m PDBOT famat A struchwoal
visuabizmtion of the reference hgand - target protem
mieraction as well as mterachons of filtered hgands wath
protem was camed out followed by its extrachion in both 2D
and 30 formats. Interactmg residues and bonds were 2 major
focus of observation.

V. BesuLts Amp Discussion

A Preliminary scveeming and ADME analysis

Compounds struchmally sioular to serpentine were first
identified uwsmg PobChem By applving a Tanimoto
smmlanty = 90%, a total of 116 candidate molecules were
obtained. These compounds then firther filteved fhrough
ADME screemmz using SwissADME, where we apphed
certain filters such as BBB permeability, Lipmski's rules,
and PAINS and Bremk alerts After thuis evaluation 11
compounds were shortlisted (Table I, they were BEB
permeable and showed no Lipincki violzabons, PATNS alats,
or Brenk alert=

diazapentacycla[11.8.0.02,10.04,5.015 20 Themicosa-
1.3,5,7.9,11,1 B-hoptasne-1 ¥ <arboxylate
methy] (TR, 168, 20%)-16-methyl-17-oxa-3,13-
diarapentacyclo[11.8.0.02,10.04,9.015, 20 Themicosa-
13,579,111, 15-ha 1%~carboxylate
eyl T35, 1 ER.20R - 16 -muthyl-1Toma 3. 13-
i entacyclo[11.8.0.02,10.04.8.015 20 Themicosa-
13.5.75,11.16-ha 1% —carboxylate
eyl TR 18 methyl 1T w2 3. 13-
diazapentcyclo[11.8.0.02,10.04,5.013,20 Themicosa-
13,5,79,11,15-ha 1%<arbexylate
marhyl (19,165 J06.)-16 -methyl-17-oxa-3,13-
diazapentacyclo[11.8.0.02,10.04,8.015 20 Themicosa-
13,579,11,15-ha 1%<arboxylate
mnd::.‘l. {135,165 20R)-16-mathyl-1 T-cxa-3,13-
anracyclo[11.8.0.02,10.04,8.013 20 Thezicasa-

1.3,57% 11 16-heptaane-1%-carboxylate
mahyl (155,168,205 )~16-mathyl-1 T-oxz3. 13-
diazapentacycla[11.8.0.02,10.04,5.015 20 Themicosa-
1.3,5,7.9,11,1 B-hoptasne-1 ¥ <arboxylate
msethryl {13E,205)-16-mothyl-1T-cxa-3,13-
diazapentacyclo[11.8.0.02,10.04,9.015, 20 Themicosa-
13.5.758,11.16-hay 1% —carboxylate
B Mbolecular docking analyziz

Docking analvmis of these 14 compounds belp in the
selection of 11 compounds that showed binding affinity more
than that of the reference 12, Verubecestat. The bmdmg
affimity of Vembecestat was found to be -7.946keal'mal. The
binding affimities of the sharthsted compounds vary from —
£.493kcalimal to —9.329 keal/mol. The docking cutcome of
Compound 1 wath PubChem CID 73073 exhibited relatively
largest binding affinity of -9.32%9 i keal'mol (Table IT).

SE1GH

1150920

J311158

3439309

6326542

5541160

TXE33S

TABLEL TART AR REPRESENTATION OF SHORTLISTED COMPOUHDS
h:':;'- Comporund Name
mathy] (15R_ 165,205} 1 6-methyl-17-0xa-3,1 3-
THT3 diazapemtacyclefl 160002, 10.04,9.00 3, 20 kanicosa-
13,577,611 15 -hopta anz-19-carboxylate
mathy] 16~pethyl-17-0xa-3,1 3-
37144 dinzapeatacyclof11.5.0.02,10.04.9.005,20] benicosa-
1,3,5,7,8,11,15 -heota ane-19-casboxylate
mu]::.‘l. {165)-16-pzethyl-17-0x2-3,13-
23038 diarapemtacyclof11.5.0002,10.04,9.005, 2 0] benicosa-
1,3.5,7.8.11,1 8 -hepta ana-19-carboxylate
[SET3HIT iyl [TEE} -1 -methyl-TT-cxa-3 13-

TAELEIL TARLTLAR REPRESENTATION OF 20 CHEMIC AL
STRUCTIRES, BINDNNG AFFRITES AND INTERACTION EESITES OF LIGAND
Bindizg Interact
Componnd Pab{hem 1D Chemical Affinity ing
Name CID Stractare [lcalime residmes
I
Aspal,
Ghyal,
Tyl
Faferunce . = 2
(Vercboraea | T1392361 | =@l e8| Tl
I ]
9 ey Asg23s,
CinT3
e Thr232,
Compouzd | 3073 '-:f*t"-‘ s | GWT
(Barpanting) <= == Lem3n,
Tyl
e LT3,
Compound? | 371944 :r:-... 5 | g7 | Ly3lL
o - Asm133,
i Tyl
Len3t,
o e Trpll5,
Compoundd | 23039 ﬁ% R Y Tyl
== - CinT3,
The1il
Gl
e Lya32l,
Compound4 | 166734817 S | e874 | chTs,
= Argdl,
TyrTl
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Compound 5

682644

-9.066

Glyll,
GlnT3,

Argd33,

Tyr7l

Compound 6

1130940

-8.78

Gla73,

Lys321,
Aan233,

Tyl

Compound 7

5321238

.» | -8s01

Gl73,
Giyll,
Tyl
Argd3s

Compound 8

5459309

o | -se36
e

fal332,
Aspl28,

Asp32,
Ty7l,

Giy230,
Phal0S,
Thr231,

Thr232

™
Az
N
AT
e
A30
L
an
Interactions
- Conventional Mydrogen Dand - PP T-shaped
[7] Carbon Fydrogen Bond [ﬁ ™ alkyl

B oo

Fiz.2. Interactions involving compound 1

Compound 9

6326642

»
L -8.869

Leul0,

Trplls,

Tyx7l.
Gln73,
Thr232

Compound
10

6541180

el |7

Tyl
GinT3,
Ly:32i

£ AsN
Az
. ™R
s L
Le]
Interactions

- Conventional Mydrogen Bond - P T-ghaped

Compound
11

44722335

Giyll,
Gla73,
Tyl
Arg23s

Fiz. 3. Interactions involving compound 2

C. Visualization of docked ligands

BIOVIA Discovery Studio 2025 Chient was used for the
visualization of both the 2D and 3D bmndmng of the hgands to
the BACE 1 protemn. The mteracting ammo acid residues for
all eleven selected compounds, as well as for the reference

molecule, were identified (Table II).

Fizure 1 illustrates the 2D interaction of Verubecestat
with the target protein. Figwes 2-12 shows the 2D
mteraction diagram for Compounds 1 to 11, respectively,
each highlizhtng ther key bmding residues withm the

receptor.
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D. Detailed ADME studies

SwissADME analyzis of the 11 shorthisted compounds
chowed favourable results across several dmug lkeness
parameters. All eleven molecules were expected to cross the
BBB and had no Lipinsk rule violations, mmdicating good
potential for drug development They also showed zero
PAINS alests, suggesting a low nisk of false positive actmaty,
and zero Brenk alerts, firther supporting thewr smtability.
Additional ADME parameters such as TPSA, Gl absorption,
consensus logP, and logKp were also evaluated to assess

their overall viabihty (Table III).
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TABLEID  ADME AKALYSE OF ComMPorND 1-11
Crastroimiest ke
e | rm, | e | 0| et )
able value | logF m’% .
1. Yo Mo High | 187 High 458
r Yo Mo High | 187 High 458
3 T Mo High | 286 High £.58
e T Mo High | 287 High £.58
5. Yo Mo High | 287 High £.58
5. Yo Mo High | 287 High £.58
7. Yo Mo High | 187 High 458
E. T Mo High | 286 High £.58
9. T Mo High | 287 High £.58
10. Yo Mo High | 286 High £.58
11. Yo Mo High | 287 High £.58
V. ConcLusion
BACE] mhiwhon remains a prommsing stategy for

developing new Alzhemmer’s treatments. In o amalyms,
eleven compounds showed stronger performeance compared
to the reference mhabitor, wath Compound 1 displaying the
maximmmm binding affinity. The in-slico methods used many
of whach rely on machime leaming tools highhght both the
effiiency and modem natwe of this app‘uau:ll Such

commputational techniques sreathy reduce the time, cost, and
effort wvolred m early dmg discovery. However, it
mmportant to note that a compound’'s behaviour in the human
body can be wvery differemt froms what 15 predicted by
computer models. Moreover, effectve freatment for
Alzhetmer's may require strategies bevond BACE 1
mhubrtion alone Therefore, we sugzest that the cwrent
computatianal findings should be finther vahdated by n-
VIvo experiments to confirm their real world potential
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Council {University of Delhi) with Deen Dayal Upadhyaya College (University of
Delhi), New Delhi

Mational Service Scheme,

Director of Design Team —Jul 2025

DTU *  Member of Design Team — Aug 2024
BioSoc, Biotechnological _
Society, DTU *  Member of Design Team — Oct 2024 - Present

Invictus, Annual Technical
Fest, DTU

* Co-head of Creative Team - 2025
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I am taking full responsibilities of this project work and thesis written for my dissertation.
This thesis is neither copied from any place nor written Al/Chat GPT assisted manner. In
case of any discrepancies and falsified information my degree may be cancelled.

I will take responsibilities of the dissertation if something found wrong take any
appropriate action.
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