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Abstract 

The study of epigenetics investigates heritable modifications for gene expression as well as cellular 

phenotype although these modifications do not change the base sequence of DNA. Present-day cancer 

research studies have shown that epigenetic modifications play an essential part in developing cancer and 

causing its advancement while creating challenges to treatment effectiveness. This paper studies epigenetic 

modification mechanisms active in cancer cells through DNA methylation and histone modification and 

noncoding RNA effects on cancer therapy possibilities. This text analyzes the therapeutic value of 

epigenetic modification-focused cancer cell treatments while examining new pharmacological treatments 

during clinical trials. Current research demonstrates that epigenetic therapy shows considerable potential as 

a therapeutic choice in cancer care. The research presents a detailed synthesis of modern scientific research 

on epigenetic modifications in cancer cells together with their potential therapeutic value. 
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Introduction 
Worldwide cancer continues to rank among the primary agents leading to human fatalities. Recent studies have 

shown that epigenetic modifications surpass genetic mutations in their role towards tumorigenesis despite 

genetic mutations previously being associated with cancer onset. Epigenetic changes differ from genetic 

mutations because these modifications prove reversible while both genetic mutations and environmental 

influences as well as lifestyle choices determine their outcome. Teaching how epigenetic changes occur in 

tumors has created fresh approaches for therapeutic advancement which provides better targeted treatments. The 

research evaluates scientific understanding about epigenetic transformations during cancer development 

together with analysis on therapeutic possibilities through epigenetic modulation. 

Background of the Study 
The uncontrolled cellular proliferation of cancer develops from genetic deformations which produce abnormal 

signally networks. DNA and histone modifications through chemical processes function as a mechanism to 

control gene expression yet they do not modify genetic base pair information. DNA methylation together with 

histone modification as well as non-coding RNA regulation compose the epigenetic changes. The widespread 

nature of epigenetic modifications facilitates genes to either begin or cease their activity and helps sustain the 

 
Copyright © 2025 This work is licensed under a Creative Commons Attribution-NonCommercial 4.0 International license. 

https://creativecommons.org/licenses/by-nc/4.0/). Non-commercial uses of the work are permitted, provided the original work is properly cited 

 

15 Available at: https://ijmdas.org/ 

 

mailto:bvenki289@gmail.com


International Journal of Multidisciplinary and Applied Studies (IJMDAS) 

Copyright © 2025 This work is licensed under a Creative Commons Attribution-NonCommercial 4.0 International license. 

https://creativecommons.org/licenses/by-nc/4.0/). Non-commercial uses of the work are permitted, provided the original work is properly cited 

at: 

 
16 

 

 

identity of cells. The modifications occurring in cancer cells frequently tend to activate oncogenes and silence 

tumor suppressor genes thereby facilitating cancer development. Our modern comprehension of epigenomic 

processes now demonstrates its key function in creating resistance to cancer treatment and leading to its 

recurrence. 

Figure 1: Schematic Diagram of Epigenetic Modifications in Cancer 

 

Justification 
Increased research interest now explores epigenetics in cancer because of its treatment advantages. Epigenetic 

therapies show a different approach from genetic mutation-focused traditional therapies since they focus on 

turning back pathological gene expression patterns seen in cancer cells. Scientific research of the epigenetic 

mechanisms points toward new possibilities for personlaized cancer treatment strategies that deliver superior 

and safer therapeutic options. The pharmaceutical industry regards epigenetic modifications as attractive drug 

targets because these modifications are reversible. 

Objectives of the Study 
 An investigation into how cancer drives epigenetic modification processes takes place. 

 The research evaluates epigenetic treatment therapies for cancer. 

 The evaluation of existing obstacles and clinical boundaries which affect the practical application of 
epigenetic therapy. 

 Research proposals will be examined for future work in cancer epigenetics field. 

Literature Review 
Various epigenetic modifications that arise in cancer cells involve DNA methylation together with histone 

modifications, while non-coding RNAs function as active participants in the process. The addition of methyl 

groups to cytosine bases within CpG islands normally silences gene expression (Baylin & Jones, 2011). DNA 

methylation, combined with acetylation, methylation, and phosphorylation of histones, controls both chromatin 

arrangement and gene expression activities (Jones & Baylin, 2002). The gene-expression controls provided by 

non-coding RNAs, particularly microRNAs, have been proven essential for cancer-related cellular pathways 

(Snyder et al., 2018). Research demonstrates that abnormal patterns of DNA methylation, together with histone 

modifications, frequently occur in multiple cancer types including breast, colorectal, and lung cancers (Esteller, 



International Journal of Multidisciplinary and Applied Studies (IJMDAS) 

Copyright © 2025 This work is licensed under a Creative Commons Attribution-NonCommercial 4.0 International license. 

https://creativecommons.org/licenses/by-nc/4.0/). Non-commercial uses of the work are permitted, provided the original work is properly cited 

at: 

 
17 

 

 

2008). Studies show that epigenetic modifications affect how cells respond to drugs, thus becoming vital 

determining elements in cancer medicinal approaches (Szyf & Weaver, 2009). 

 
Table 1: Epigenetic Modifications and Their Role in Cancer 

 

Modification 

Type 

Mechanism Impact on Cancer Examples 

DNA 

Methylation 

Addition of methyl 

groups to cytosine bases 

Gene silencing, tumor 

suppressor  gene 

inactivation 

Hypermethylation of p16INK4a, 

RASSF1A 

Histone 

Modifications 

Acetylation, methylation, 

phosphorylation 

Changes in chromatin 

structure and gene 

expression 

Histone deacetylase (HDAC) 

inhibitors, EZH2 methylation 

Non-coding 

RNAs 

MicroRNAs and long 

non-coding RNAs 

Post-transcriptional 

regulation of gene 

expression 

miR-21, lncRNA HOTAIR, 

miR-200 

 

Figure 2: DNA Methylation and Its Impact on Tumor Suppressor Genes 
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Figure 3: Histone Modifications and Chromatin Remodeling in Cancer 

 

 

A group of epigenetic drugs, including DNA methyltransferase inhibitors (5-aza-2’-deoxycytidine among them) 

and histone deacetylase inhibitors (vorinostat is one such example), has shown promise in clinical trials, but 

their use remains restricted by drug-related toxicities and unwanted side effects (Prasad & Sharma, 2015). 

Medical research explores how non-coding RNA molecules function in cancer therapy resistance mechanisms, 

while microRNAs attract specific investigation for their ability to reestablish normal gene expression patterns in 

cancer cells (Liu et al., 2020). 

Material and Methodology 
A systematic review serves as the basis for this research to examine up-to-date literature about epigenetics in 

cancer. The analysis features research published in professional scholarly publications between 2000 until 

Nowadays. The research searched these databases using combination keywords about epigenetics and cancer. 

The reviewed studies analyzed epigenetic modifications in multiple cancer types alongside their possible 

treatment uses. The research review included preclinical analyses together with clinical assessments to create a 

detailed knowledge base regarding the field. 

Methodology Clarification 
The research team retrieved all data from peer-reviewed literature publications. The research included 

experimental models and clinical trials along with human sample studies for achieving balanced results. The 

researchers reviewed studies that dissected both basic epigenetic control systems in cancer alongside potential 

treatments which use epigenetic modifications. All medical trial participants required ethical approval following 

the established international research protocols. The review included studies that showed detailed methodology 

together with substantial findings and which were reported in prestigious journals. 

Results and Discussion 
New research indicates that cancer develops and advances through epigenetic modifications in the cells. The 
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development of cancer is promoted through two oncogenic DNA methylation changes that both affect tumor- 

suppressor gene hypermethylation and oncogene hypomethylation. The regulatory function of gene expression 

in cancer cells depends heavily on histone modifications especially the enzyme interactions with acetylation and 

methylation patterns. Non-coding RNAs function as essential gene expression regulators in cancer cells because 

their abnormal patterns are a hallmark of tumorigenesis and metastasis. 

 

 

Figure 4: Mechanisms of Cancer Drug Resistance Due to Epigenetic Changes 
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DNA methyltransferase inhibitors and histone deacetylase inhibitors demonstrated encouraging results during 

preclinical analysis and initial clinical trials phase. Current treatment approaches deal with several side effects 

and produce partial treatment benefits. Recent investigators are using small molecules as specific epigenetic 

regulator targets to develop more advanced epigenetic therapeutic methods with better performance and 

precision. 

Limitations of the Study 
This study has a limitation because it depends on existing literature yet these sources might include data gaps 

and unwritten information. The numerous complexity levels found within the epigenome together with 

abundant cancer types prove difficult for reaching universal conclusions regarding therapeutic interventions. 

The translation process for epigenetic therapies into clinical practice is slow due to limited application in patient 

care because of toxicity issues and resistance factors. Cancer diversity alongside the diverse nature of epigenetic 

regulation creates obstacles for creating widely effective epigenetic therapy solutions. 

Future Scope 
The field of cancer epigenetics needs to advance specific epigenetic drug development to reduce unintended 

therapeutic outcomes. Single-cell RNA sequencing advancements combined with genomic and transcriptomic 

technologies provide researchers with more detailed knowledge about individual cancer cell epigenetic 

modifications. Future investigations should focus on studying non-coding RNAs and their therapeutic value 

because they offer promising discoveries for medical research. Combining therapeutic approaches between 

genetic mutation-targeting methods with epigenetic modification-targeting approaches would create better 

cancer treatment possibilities for patients. 
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Conclusion 
Epigenetics operates as a vital component that determines how cancer develops as well as its evolution. Plus 

points regarding epigenetic modification reversibility permit practitioners to develop new therapeutic options. 

New epigenetic treatment approaches demonstrate potential to defeat cancer therapy resistance even though 

medical practitioners face obstacles when applying epigenetic discoveries to clinical settings. Additional 

research must be conducted to grasp the intricate processes of epigenetic regulation while developing the most 

suitable personalized therapeutic approaches against cancer. 
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