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Drug development is one of the most significant processes in the pharmaceutical industry. Various computational methods
have dramatically reduced the time and cost of drug discovery.
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| 1. Introduction

With the rapid development of both computer hardware, software, and algorithms, drug screening and design have
benefited much from various computational methods which greatly reduce the time and cost of drug development. In
general, bioinformatics can help reveal the key genes from a massive amount of genomic data & and thus provide
possible target proteins for drug screening and design. As a supplement to experiments, protein structure prediction
methods can provide protein structures with reasonable precision El. Biomolecular simulations with multiscale models
allow for investigations of both structural and thermodynamic features of target proteins on different levels [, which are
useful for identifying drug binding sites and elucidating drug action mechanisms. Virtual screening then searches chemical
libraries to provide possible drug candidates based on drug binding sites on target proteins BIEIZ with greatly reduced
amount of possible drug candidates, in-vitro cell experiments can further evaluate the efficacy of these molecules. In
addition to virtual screening, de novo drug design methods [, which generate synthesizable small molecules with high
binding affinity, provide another type of computer-aided drug design direction.

| 2. Biomolecular Simulations in Drug Screening and Design

The Nobel Prize in Chemistry 2013 was awarded jointly to Martin Karplus, Michael Levitt, and Arieh Warshel for their
pioneering contributions in the development of multiscale models for complex biochemical systems, recognizing the
important role that theory and computational methods play as a direct and necessary complement to experiments [,
Further, applications of biomolecular simulations in identifying drug binding sites and elucidating the molecular
mechanisms of diseases have been subject to rapid developments LALLIL2]

Depending on the biological problems to be studied, multiscale models will be used in biomolecular simulations. The
combination of quantum mechanics (QM) and molecular mechanics (MM) (QM/MM) can be used to study the electronic
properties 13, simulate chemical reactions (e.g., the enzyme catalysis mechanism 4), and calculate spectra 12 in a
single simulation, which can be used to elucidate the action mechanism of certain drugs. Another widely used
biomolecular method is molecular dynamics (MD) simulation REILAMEILNZ0021]  \which applies empirical molecular
mechanics (MM) force fields and is based on classical Newtonian mechanics. According to different accuracy
requirements, all-atom (AA), united-atom (UA), and coarse-grained (CG) MD simulations as well as explicit/implicit solvent
models, which allow simulations of temporal and spatial scales, can be used to facilitate the drug discovery 22123
Generally, MD simulations have been used for the identification of potential drug binding sites on target proteins, the
calculation of binding free energy between target proteins and drug molecules, the action mechanism of drug molecules,
etc. 2425 However, it is worth mentioning that MD simulations are also limited to time and length scales. Currently,
AAMD simulations can explore time-dependent phenomena of large systems such as viral capsids in atomic detail as long
as microseconds or even milliseconds 18281271 Therefore, different types of simulation methods are required for different
types of problems. Each of the different simulation methods has advantages, disadvantages, and practical limitations in
terms of the size of system that can be simulated, the length of simulation that can be achieved, and the types of
phenomena that can be modeled. On the other hand, improved algorithms, fast-growing data sets and computing ability
are driving rapid advances in multiscale modeling methods which provide a powerful emerging paradigm for drug
discovery.

As mentioned above, multiscale biomolecular simulations are useful in drug design. For example, MD simulations can be
used to identify the drug binding sites on the target protein as several simple tools (e.g., fpocket 28)). Moreover, multiscale



biomolecular simulations can be used to reveal the action mechanism of a drug, which happens mainly on a molecular
level, but clearly has macroscopic effects [ZABYBY From the molecular structure level to cellular tissue, the dynamics of
drug targets and the surprising complexity of biological systems challenge our scientific understanding. In order to reveal
how changes at different levels are linked and interaction network, no single simulation method can solve all these
problems involved. Multiscale simulation methods are designed to simulate and analyze cross-scale connections, for
example, how one scale change leads to another scale change. An obvious challenge is the integration of data and
simulation across length scales and time scales. The current multiscale approach has potential to overcome these
limitations by directly combining different levels of descriptions, thus bringing new prospects for drug discovery.

Multiscale simulations play an important role in studying biological processes. Here, we show applications of a
combination of different methods to deal with complicated biological processes in this field. In recent years, although MD
simulations are widely used, they still cannot consider the change of ionization states in simulated process. For example,
MD simulations cannot discuss time dependence in a long time-scale of biological proton transport process, so the time
dependence of protein changes with pH also cannot be revealed 2. Therefore, in calculations and simulation process, it
is necessary to combine the Monte Carlo (MC) approach (performed time-dependent simulations) in the proton transport
process with the MD approach (performed pH dependent) in a protein model 2. According to the electrostatic energy of
the CG model, which can obtain the free energy of protonation states. In addition, the movement of the MC approach is
based on the electrostatic energy of the CG model, and then proton transport time is used to make the scale, so as to
correspond to the rate constant predicted by the transition state theory. Hence, they used isomorphism between
probabilities obtained from the MC process and probability factors obtained from transition state theory 23, and converted
the MC process to a time-dependent simulation with additional simplified modifications 241,

| 3. Drug Design and Virtual Screening

The design, discovery, and development of drugs are complex processes involving many different fields of knowledge and
are considered a time-consuming and laborious inter-disciplinary work BSI8I37E8] pifferent drug design methods and
virtual screening will be very useful to design and find rational drug molecules based on the target macromolecule that
interacts with the drug and thus speed up the whole drug discovery process. Here, we will discuss structure-based drug
design, ligand-based drug design, and virtual screening.

3.1. Structure-Based Drug Design

Structure-based drug design must be performed with available structural models of the target proteins, which are provided
by X-ray diffraction, nuclear magnetic resonance (NMR) or molecular simulation (homologous protein modeling, etc.) B2
(40141][42[43]  Keeping in mind the complexity of cancers which show diverse phenotypes and multiple etiologies, a one-
size-fits-all drug design strategy for the development of cancer chemotherapeutics does not yield successful results.
Lately, Arjmand et al. 24l adopted a series of methods, such as the combination of X-ray crystal structures and molecular
docking, to design, synthesize, and characterize novel chromone based-copper(ll) antitumor inhibitors. In general, after
obtaining the structure of the receptor macromolecule by x-crystal single-crystal diffraction technique or multi-dimensional
NMR, molecular modeling software can be used to analyze the physicochemical properties of drug binding sites on the
receptor, especially including electrostatic field, hydrophobic field, hydrogen bond, and key residues. Then, the small
molecule database is searched, or the drug design technique is used to identify the suitable molecules whose molecular
shapes match the binding sites of the receptor and binding affinity is high. Then, these molecules are synthesized and
their biological activities will be tested for further drug development. In short, structure-based drug design plays an
extremely important role in drug design.

3.2. Ligand-Based Drug Design

Unlike structure-based drug design, ligand-based drug design doesn’'t search small molecule libraries. Instead, it relies on
knowledge of known molecules binding to the target macromolecule of interest. Using these known molecules, a
pharmacophore model that defines the minimum necessary structural characteristics a molecule must possess in order to
bind to the target can be derived 43481 Then, this model can be further used to design new molecular entities that interact
with the target. On the other hand, ligand-based drug design can also use quantitative structure—activity relationships
(QSAR) 148! i which a correlation between calculated properties of molecules and their experimentally determined
biological activity is derived, to predict the activity of new analogs. Both the pharmacophore model and QSAR model will
be discussed in detail in the following sessions.

3.3. Virtual Screening



In recent years, the rapid development of computational resources and small molecule databases have led to major
breakthroughs in the development of lead compounds. As the number of new drug targets increases exponentially,
computational methods are increasingly being used to accelerate the drug discovery process. This has led to the
increased use of computer-assisted drug design and chemical bioinformatics techniques such as high-throughput
docking, homology search and pharmacophore search in databases for virtual screening (VS) technology “&. Virtual
screening is an important part of computer-aided drug design methods. It may be the cheapest way to identify potential
lead compounds, and many successful cases have proven successful using this technology.

The primary technique for identifying new lead compounds in drug discovery is to physically screen large chemical
libraries for biological targets. In experiments, high-throughput screening identifies active molecules by performing
separate biochemical analysis of more than one million compounds. However, this technology involves significant costs
and time. Therefore, a cheaper and more efficient calculation method came into being, namely, virtual high-throughput
screening. The method has been widely used in the early development of new drug. The main purpose is to determine the
novel active small molecule structure from the large compound libraries. It is consistent with the purpose of high-
throughput screening. The difference is that virtual screening can save a lot of experimental costs by significantly reducing
the number of compounds for the measurement of the pharmacological activity, while high-throughput screening needs to
perform experiments with all compounds in the database. Here, we will discuss common methods of virtual screening.

| 4. Multiscale De Novo Drug Design toward Personalized Medicine

Computer-based de novo design methods of drug-like molecules are mainly for generating small molecule compounds
with ideal physicochemical and pharmacological properties. In the past decades, fragment-based drug discovery had
appeared as a novel concept that has proved a good prospect for improving lead optimization, in order to decrease the
clinical attrition rates in drug design. It is an approach that uses small molecular fragments to deduce the biomolecular
targets 2. Fragment-based de novo design has obtained the long-term clinical success 9.

Despite the fact that modern drug discovery has made some successes in offering effective drugs, drug design has been
affected by several factors, such as the tremendous chemical space for exploring drug molecules B2, Further, as a large
number of data increase in biological, chemical, and clinical medicine, it is obvious that the drug design should be solved
with multiscale optimization methods, and concentrate on the data beyond molecular levels 52, Thus, it is essential to
discuss the function of multiscale models in drug discovery, and how they have predicted multiple biological properties in
different biological targets.

| 5. Machine Learning Methods Accelerate Drug Development

In the process of drug discovery, machine intelligence methods have mostly been used in the above-mentioned
computational methods over the past few decades 23, With the booming era of “big” data, machine learning methods
have developed into deep learning approaches, which are a more efficient way for drug designers to deal with important
biological properties from large amount of compound databases.

| 6. Applications of Multiscale Methods in Drug Discovery
6.1. Molecular Dynamics of Cardiac Modelling

Multiscale modeling of the drugs in an excitable system is critical because experiments on a single system scale cannot
reveal the underlying effects of multiple drug interactions. A computationally based approach to predict the emergency
effects of drugs on excitatory rhythms may form an interactive technology-driven process for the drug and disease
screening industry, research and development academia, and patient-oriented medical clinic. There are potentially far-
reaching implications because millions of people affected by arrhythmia each year will benefit from improved risk
stratification of drug-based interventions.

Much progress has been made in developing multiscale computational modeling and simulation approaches for predicting
effects of cardiac ion channel blocking drugs. Structural modeling of ion channel interactions with drugs is a critical
approach for current and future drug discovery efforts. Modeling of drug receptor sites within an ion channel structure can
be useful to identify key drug-channel interaction sites. Drug interactions with cardiac ion channels have been modeled at
the atomic scale in simulated docking and MD simulations, as well as at the level of channel function to simulate drug
effects on channel behavior [2B4BSISEISTSEISAN6A . Structural modeling of drug-channel interactions at the atomic scale



may ultimately allow for the design of novel high-affinity and subtype selective drugs for specific targeting of receptors for
cardiac and neurological disorders.

6.2. Cancer Modeling and Network Biology

The World Health Organization (WHO) stated that cancer remains one of the most dangerous diseases today.
Considering that cancer is a multifactorial disease, there is increasing interest in multi-target compounds that can target
multiple intracellular pathways. However, the study of large data sets for the analysis of anticancer compounds is difficult,
with a large amount of data and high data complexity. For example, the ChEMBL database X compiles big datasets of
very heterogeneous preclinical assays. Bediaga et al. 2 have reported a PTML-LDA model of the ChEMBL dataset for
the preclinical determination of anticancer compounds. PTML is a model that combines perturbation theory (PT) ideas and
ML methods to solve similar problems. They compared this model with other PTML models which was reported by Speck-
Planche et al. [63I64]631(66] anq then concluded that this is the only one that can predict activity against multiple cancers.
Speck-Planche et al. also derived a multi-task (mtk) chemical information model combining Broto Moreau autocorrelation
with ANN from a dataset containing 1933 peptide cases. This model is used to virtually design and screen peptides with
potential anti-cancer activity against different cancer cell lines and low cytotoxicity to a variety of healthy mammalian cells,
and the model shows greater than 92% in both training and prediction (test)accuracy.

In addition, due to the inherent complexity of tumors, it is necessary to analyze their growth at different scales. It includes
many phenomena that occur at various spatial scales from tissue to molecular length. The complexity of cancer
development is manifested in at least three scales that can be distinguished and described by mathematical models,
namely microscale, mesoscale, and macroscale. Wang et al. conducted a number of studies on how to use multiscale
models for the identification and combination therapy of drug targets [BABSIEAIOIZUZAZ3]  This method is based on
quantification of relationship between intracellular epidermal growth factor receptor (EGFR) signaling kinetics, lung cancer
extracellular epidermal growth factor (EGF) stimulation and multicellular growth. The multiscale modeling of tumors
combined with systemic pharmacology will contribute to the development of practical smart drugs. It will produce a
comprehensive system-level approach to determine the dynamics and effects of existing and new drugs in preclinical
trials, model organisms and individual patients. In addition, mathematical and computational studies will provide a better
way to understand many factors that influence the effects of drugs, thus helping to uncover better ways to therapeutically
interfere with disease.

6.3. Multiscale Modeling for Drug Discovery in Brain Disease

Multiscale models can be also used to identify pathophysiological processes to allow disease staging. In many cases, like
cancer, treatments vary depending on the stage of disease. The model can help determine prognosis, which is an
important clinical determination that can help determine the right type of medication to be administered or discovered.
Several models focus on the neuronal network levels, including Cutsuridis and Moustafa for Alzheimer’s disease /4, and
Lytton for epilepsy 2. ANN is a class of ML techniques that can be used for clinical analysis of big data including that
related to drug testing, which is critical for drug discovery. In addition, Anastasio 28 introduced process algebra, a
computer technology widely used to analyze complex computing systems, used here to calculate neurology. Sirci et al. /]
described how network (map) theory is used to identify similarities and differences between different pharmacological
agents. In this type of study, each drug is a node, and the edges between drugs represent chemical and transcription-
based interactions that characterize the drug.

In addition, Ferreira da Costa et al. & report the first PTML (PT + ML) study of a large number of ChREMBL datasets for
preclinical determinations of compounds for dopamine pathway proteins. Molecular docking or ML models can be used to
solve a specific protein, but these models cannot explain the large and complex large data sets of preclinical assays
reported in public databases. PT models, on the other hand, allow us to predict the properties of a query compound or
molecular system in an experimental analysis with multiple boundary conditions based on previously known reference
cases. In their work, the best PTML model found in the training and external validation series has an accuracy of 70—91%.
Hansch'’s model is a classic method for solving quantitative structural binding relationships (QSBR) in pharmacology and
medicinal chemistry. Abeijon et al. /¥ developed a new PT-QSBR Hansch model based on PT and QSBR methods for a
large number of drugs reported in ChEMBL, focusing on a protein expressed in the hippocampus of the brain of
Alzheimer's disease (AD) patients. Now, by decomposing how risks and causes are combined in complex systems to
produce disease, and how to prevent or improve these diseases through multi-stage, multi-target, multi-drug techniques,
multiscale modeling is gradually being grasped.

6.4. Infectious Diseases



From AIDS, hepatitis C, influenza, and other disease-related viruses to the current 2019-nCoV, we have been working
hard to develop antiviral drugs targeting them. However, the unique structure and proliferation of the virus pose a natural
challenge for drug development. Viruses do not have their own cellular structure and metabolic system, and must
replicate and proliferate in host cells. Therefore, it is difficult to find compounds that target only viral targets without
affecting the normal function of host cells. At present, the main way that some antiviral drugs work is to inhibit viral
replication. However, many of the tools used for virus replication come from human cells, such as ribosomes, and the
corresponding antiviral drugs will also bring great side effects to the human body. Therefore, the discovery of drugs
requires the introduction of a multi-scale model to screen out drugs that can inhibit viral replication while reducing the
damage to the human body.

So far, retroviral infections, such as HIV, are incurable diseases. ChEMBL manages big data capabilities through complex
datasets, which make the information difficult to analyze because these datasets describe numerous features for
predicting new drugs for retroviral infections. Without proper model, it is impossible to make full use of these features.
Hence, Vasquez-Dominguez et al. BY proposed a PTML model for the ChEMBL dataset, which can be efficiently used for
preclinical experimental analysis of antiretroviral compounds. The PT operator is based on a multi-conditional moving
average, which combines different functions and simplifies the management of all data. The PTML model they proposed
was the first to consider multiple features combined with preclinical experimental antiretroviral tests. In order to
simultaneously explore antibacterial activity against Gram-negative pathogens and in vitro safety related to absorption,
distribution, metabolism, elimination, and toxicity (ADMET), the Speck-Planchee et al. Bl further proposed the first mtk-
QSBER model. The accuracy of this model in both the training and prediction (test) sets is higher than 97%. They also
have developed a chemoinformatic model for simultaneous prediction of anti-cocci activities and in vitro safety 2. The
best model displayed accuracies around 93% in both training and prediction (test) sets. Additionally, focusing on exploring
anti-hepatitis C virus (HCV), the accuracy shown in the training and prediction (test) sets is higher than 95% using this
model 2], Cytotoxicity is one of the main concerns in the early development of peptide-based drugs. Kleandrova et al. 84
introduce the first multi-task processing (mtk) computational model focused on predicting both antibacterial activity and
peptide cytotoxicity. Gonzalez-Diaz et al. 83 developed a model called LNN-ALMA to generate complex networks of the
AIDS prevalence with respect to the preclinical activity of anti-HIV drugs.

Multiscale models are also imperfect and have their limitations. Models are expressions and simplifications of real life. No
model can represent everything that can happen in the system. All models contain specific assumptions, and models vary
widely in their comprehensiveness, quality, and utility. In other words, each model can only solve limited problems. Hence,
we need to integrate different computational models and data in order to make full use of these models.
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