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Multi-omics is a cutting-edge approach that combines data from different biomolecular levels, such as DNA, RNA,
proteins, metabolites, and epigenetic marks, to obtain a holistic view of how living systems work and interact. Multi-
omics has been used for various purposes in biomedical research, such as identifying new diseases, discovering

new drugs, personalizing treatments, and optimizing therapies.

OMICs data analysis cancer proteomics data integration

| 1. Introduction

The complexity of biological systems is beyond the scope of single-omics studies, which only focus on one type of
biological molecule. To fully understand the molecular mechanisms and interactions that underlie biological
functions and diseases, it is necessary to integrate data from multiple omics levels, such as genomics,
transcriptomics, proteomics, metabolomics, and epigenomics. This is the essence of multi-omics, an emerging
approach that aims to provide a comprehensive and systematic view of biological systems. Multi-omics has been
applied to various fields of biomedical research, such as diagnostics, drug discovery, personalized medicine, and
synthetic biology. By combining different types of omics data, multi-omics can reveal novel insights into the
molecular basis of diseases and drug responses, identify new biomarkers and therapeutic targets, and predict and
optimize individualized treatments. Multi-omics has the potential to revolutionize the field of pharmaceutical

sciences and enable the development of innovative and effective therapeutics.

However, the multi-omics approach faces many challenges, such as data heterogeneity, integration, analysis,
interpretation, and validation. The high dimensionality, diversity, and complexity of multi-omics data pose significant
computational and statistical difficulties for data integration and analysis [H. The biological interpretation and

validation of multi-omics results require extensive knowledge of the field of interest and experimental verification.

| 2. Different Approaches for Multi-Omics Data Integration

There are different approaches and strategies for integrating omics data for drug discovery, depending on the type,

quality, and availability of the data, as well as the biological question and hypothesis 28 (Figure 1).
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Figure 1. The integration of different omics data for drug discovery. There are different methods and tools for
integrating omics data, such as conceptual integration, statistical integration, model-based integration, and
network-based integration. Each method has its own advantages and limitations and can reveal distinct aspects of

the biological system.
Some of the common methods include:

— Conceptual integration: This method involves using existing knowledge and databases to link different omics
data based on shared concepts or entities, such as genes, proteins, pathways, or diseases. For example, one
can use gene ontology (GO) terms or pathway databases to annotate and compare different omics data sets
and identify common or specific biological functions or processes [ This method is useful for generating
hypotheses and exploring associations between different omics data, but it may not capture the complexity and
dynamics of the biological system. Open-source pipelines such as STATegra 2 or OmicsON 8 have recently
demonstrated an enhanced capacity of the framework to detect specific features overlapping between the

compared omics sets;

— Statistical integration: This method involves using statistical techniques to combine or compare different omics
data based on quantitative measures, such as correlation, regression, clustering, or classification . For
example, one can use correlation analysis to identify co-expressed genes or proteins across different omics
data sets or use regression analysis to model the relationship between gene expression and drug response &,
This method is useful for identifying patterns and trends in the omics data, but it may not account for the causal

or mechanistic relationships between the omics data;

— Model-based integration: This method involves using mathematical or computational models to simulate or

predict the behavior of the biological system based on different omics data . For example, one can use
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network models to represent the interactions between genes and proteins in different omics datasets or use
pharmacokinetic/pharmacodynamic (PK/PD) models to describe the absorption, distribution, metabolism, and
excretion (ADME) of drugs in different tissues or organs 19, This method is useful for understanding the
dynamics and regulation of the biological system, but it may require a lot of prior knowledge and assumptions
about the system parameters and structure;

— Networks and pathway data integration: This method involves using networks or pathways to represent the
structure and function of the biological system based on different omics data. Networks are graphical
representations of the nodes (e.g., genes, proteins) and interactions in the system, while pathways are
collections of related biological processes or events that occur in a specific order or context 11, For example,
one can use protein—protein interaction (PPI) networks to visualize the physical interactions between proteins in
different omics data sets or use metabolic pathways to illustrate the biochemical reactions involved in drug
metabolism 2. This method is useful for integrating multiple types of omics data at different levels of granularity

and complexity, but it may not capture the temporal or spatial aspects of the system.

| 3. Aims of Multi-Omics Analyses

Data analysis aims to extract useful information or knowledge from omics data that can answer specific research
guestions or hypotheses (Figure 2). One of the main applications of multi-omics is to identify and validate new
drug targets for various diseases. Drug targets are molecules that can be modulated by drugs to alter the disease
state or phenotype. Drug targets can be proteins, genes, metabolites, or epigenetic marks that are involved in the

pathogenesis or progression of diseases.
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Figure 2. Aims of the integration of different omics data for drug discovery.

Multi-omics can help to discover and validate drug targets by:
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— Revealing the molecular signatures or profiles of diseases and drug responses using omics data from different
levels of biological molecules 23!, For example, multi-omics can identify the genes, proteins, metabolites, and
epigenetic marks that are differentially expressed or regulated in diseased versus healthy samples or

individuals, or in responsive versus non-responsive samples or individuals to a given drug;

— Constructing the molecular networks or pathways of diseases and drug responses using omics data from
different levels of biological molecules 4. For example, multi-omics can infer the interactions or relationships
among genes, proteins, metabolites, and epigenetic marks that are involved in disease mechanisms or drug

mechanisms of action;

— Prioritizing the potential drug targets based on their relevance or importance to diseases and drug responses
using omics data from different levels of biological molecules 13, For example, multi-omics can rank genes,
proteins, metabolites, and epigenetic marks based on their differential expression or regulation, network

centrality, functional annotation, disease association, drug association, or other criteria;

— Validating the selected drug targets using experimental methods or computational models that can test the
effects of modulating the drug targets on diseases and drug responses. For example, multi-omics can provide
guidance for designing experiments such as knockdowns, overexpressions, mutations, inhibitors, activators, or
combinations thereof for the drug targets [€l. Alternatively, multi-omics can provide input for building
computational models such as PK/PD models, systems pharmacology models, or machine learning models that

can simulate the effects of modulating the drug targets 27,

Another main application of multi-omics is to predict and optimize drug responses for various diseases. Drug
responses are the outcomes or phenotypes that result from administering drugs to treat diseases. Drug responses
can be measured by various indicators such as efficacy, safety, toxicity, adverse effects, resistance, sensitivity,

dosage, duration, frequency, or combinations thereof. Multi-omics can help to predict and optimize drug responses

by:

— Characterizing the inter-individual variability of drug responses using omics data from different levels of
biological molecules X8, For example, multi-omics can identify the genetic variants (e.g., single nucleotide
polymorphisms (SNPs), copy number variations (CNVs), insertions/deletions (indels)), gene expression levels
(e.g., mRNA levels), protein expression levels (e.g., protein levels), metabolite levels, and epigenetic

modifications (e.g., DNA methylation levels) that influence how different individuals respond to a given drug;

— Classifying the subtypes or groups of individuals with similar drug responses using omics data from different
levels of biological molecules 2. For example, multi-omics can cluster individuals based on their molecular
signatures or profiles of drug responses into responders versus non-responders, sensitive versus resistant, or

toxic versus non-toxic groups;

https://encyclopedia.pub/entry/51143 4/10



Multi-Omics Integration for Design of Novel Therapies | Encyclopedia.pub

Predicting the optimal drug responses for individual patients using omics data from different levels of biological
molecules 29, For example, multi-omics can use machine learning methods such as SVMs, random forests, or
neural networks to build predictive models that can estimate the efficacy, safety, toxicity, adverse effects,

resistance, sensitivity, dosage, and duration of drug responses.

4. Different Types of Proteomics Data That Can Be Used for
Multi-Omics Analyses

This research, as well as others, highlights the discrepancy between the interactome, proteome, and transcriptome
(21, The discrepancy between interactome/proteome and transcriptome is due to the difference between the levels
of transcription of specific genes, translation of mMRNA, and protein abundance or interaction in a biological system.
This difference can be caused by various factors, such as post-transcriptional regulation, post-translational
modification, protein degradation, protein—protein interaction, and environmental stimuli 22, The discrepancy
between interactome/proteome and transcriptome can have significant implications for understanding the
molecular mechanisms and functions of biological systems, as well as for identifying potential biomarkers and

therapeutic targets for diseases that are linked to protein complexity 23],

Proteome and phosphoproteome are two important concepts in the field of proteomics, which is the study of the
entire set of proteins expressed by a cell, tissue, or organism under certain conditions. Proteome refers to the
identity, expression levels, and modification of proteins, while phosphoproteome refers to the subset of proteins
that are phosphorylated. This is a common post-translational modification that regulates protein function and
signaling. Proteomics and phosphoproteomics can provide valuable information for the design of novel therapies

(241 especially for diseases such as cancer, where protein expression and phosphorylation are often dysregulated.

Proteomics, ubiquitinome, and phosphoproteomics can also help to characterize molecular mechanisms and target
modulators by integrating with other omics data, such as genomics, transcriptomics, and metabolomics.
Proteomics can help identify potential biomarkers and protein expression patterns that can be used to assess
disease prognosis, tumor classification, and identify potential responders for specific therapies [22,
Phosphoproteomics can help to understand cellular signaling and infer kinase activity, which is a key regulator of
many cellular processes and a common target for drug development 28, In line with these findings, a recent article
described an overview of the online data publicly available in the field of cancer research, highlighting the

discrepancy between different cancer types and potential multi-omics strategies 27,

The ubiquitinome refers to the set of proteins that are modified by covalently bound ubiquitin molecules, a small
protein that regulates protein stability, localization, and function 28, Ubiquitination is a reversible and dynamic
process that can affect various cellular pathways such as the cell cycle, DNA repair, apoptosis, and autophagy. The
ubiquitin system is involved in many diseases, such as cardiovascular diseases, cancer, neurodegeneration,
inflammation, and infection [22. Therefore, understanding and manipulating the ubiquitinome, which is the set of all
ubiquitinated proteins in a cell or organism, could lead to new therapeutic strategies. One way to use the

ubiquitinome for drug discovery is to identify biomarkers or signatures of the ubiquitinome that are associated with
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certain diseases or conditions. For example, changes in the levels or patterns of ubiquitination of certain proteins
can indicate the presence or progression of a disease or the response or resistance to a treatment 2%, By
measuring the ubiquitinome using proteomics or other methods, one can diagnose, monitor, or predict the clinical
outcomes of patients. Moreover, one can use the information from the ubiquitinome to design novel therapies that
target the underlying mechanisms or pathways of the disease, as in the case of Parkinson’s disease (PD) B1(32 or

cardiovascular diseases such as Noonan syndrome 23!,

Glycoproteome analysis is the study of the structure and function of proteins that are modified by glycans, which
are complex carbohydrate chains attached to proteins 4. Glycoproteins are involved in many biological processes
and diseases, such as cell signaling, immune response, cancer, and viral infection. Glycoproteome analysis aims
to identify glycoproteins, and their glycosylation sites. Glycosylation can affect the structure, stability, folding,
interactions, and functions of proteins and thus regulate many cellular processes and pathways. Moreover,
glycosylation can also influence the recognition and response of the immune system to foreign or abnormal cells,
such as cancer cells or virus-infected cells. MS-based glycoproteome analysis can be performed using two
complementary workflows: glycosylation site mapping and glycopeptide analysis. Glycosylation site mapping
identifies the potential glycosylation sites that are occupied by glycans on the protein sequence, while glycopeptide
analysis characterizes the specific glycan structures and compositions on each site. Glycoproteome analysis can
be used as a powerful tool for disease diagnosis and therapy monitoring because glycosylation can serve as a
biomarker that reflects the current status of the patient and the changes in the glycome due to disease progression
or treatment 32, Therefore, analyzing the glycome can reveal the alterations in glycosylation that are associated
with different diseases, such as cancer, diabetes, Alzheimer’s disease, and infectious diseases. For example,
cancer cells often have abnormal glycosylation patterns that affect their growth, invasion, metastasis, and immune

evasion.

Protein acetylation is a type of post-translational modification that involves the addition of an acetyl group to a
protein molecule. This modification can affect different amino acid residues of the protein, such as lysine, serine,
and threonine. However, the most common and well-studied form of protein acetylation is the acetylation of lysine
side chains. Protein acetylation can affect the structure, function, and interactions of proteins and regulate various
biological processes such as metabolism and signaling. Protein acetylation can also occur at the N-terminus of the
proteins, which is called N-terminal acetylation. N-terminal acetylation is catalyzed by a group of enzymes called N-
terminal acetyltransferases (NATs). N-terminal acetylation can affect the protein’s lifetime by influencing its
degradation, folding, localization, and interactions with other molecules. For example, N-terminal acetylation can
protect proteins from being degraded by proteases that recognize unmodified N-termini, or it can target proteins for
degradation by specific ubiquitin ligases. Acetylome analysis is the study of the global patterns and dynamics of
protein acetylation using mass spectrometry and bioinformatics tools 28, Acetylome analysis can reveal critical
features of lysine acetylation, such as its abundance, distribution, conservation, and functional roles. Furthermore,
it can reveal the changes in protein acetylation patterns and levels that are associated with disease pathogenesis
and progression 7. Acetylome can also be a target for therapy development, such as using drugs that modulate

the activity of acetyltransferases or deacetylases, which are enzymes that add or remove acetyl groups from
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proteins. For example, elamipretide and nicotinamide mononucleotide are mitochondrial-targeted drugs that can

restore the abundance and acetylation of proteins that are disrupted by aging in mouse hearts 381,

One way to resolve the discrepancy between the interactome, proteome, and transcriptome is to use multi-omics
approaches, which integrate data from different levels of biological molecules. For example, one study used multi-
omics data from human brain organoids to identify the posttranscriptional regulation of ribosomal genes by a
transcription factor called KLF4 B9, Another study used multi-omics data from human melanoma samples to
identify the molecular mechanisms and therapeutic targets of a novel oncogene called RREB1 19 While
transcriptomics does not always correlate with protein levels and direct drug responses, the transcriptome can still
be important for the design of therapies associated with large chromosomal rearrangements that can, for example,
occur in cancer. Several papers have described the integration of RNA sequence, copy number aberration, and
methylation to give a better understanding of cellular alterations associated with disease pathogenesis 4. Such an
approach can help identify genes that are affected by multiple types of genomic and epigenomic alterations. A
recent article used transcriptome analysis to compare the effects of commonly observed chromosomic deletion on

the gene expression in kidney epithelial cells and clear-cell renal cell carcinoma (ccRCC) samples 42!,
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