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Abstract

Renal Cell Carcinoma (RCC), is the 9th most common cancer in the United States. The major classifi cations of RCC include clear cell (ccRCC), papillary (pRCC) 
and chromophobe (chRCC). Treatment for the localized disease includes resection or ablation with curative intent, or surveillance if these procedures are not feasible. 
Unfortunately, about one-third of patients will present with metastatic disease at the time of diagnosis and there are currently no reliable biomarkers to guide clinical 
decision-making. There is growing evidence that epigenetics plays a role in kidney cancer tumorigenesis and aggressiveness and new strategies for biomarker development 
are emerging. For example, DNA methylation patterns may be useful in distinguishing different types of RCCs and for distinguishing malignant kidney neoplasms from 
benign tumors. Epigenetic changes in RCC have also been associated with poorer response to treatment and have the potential to be novel drug targets in the treatment 
of mRCC. Here we discuss the epigenetics of RCC and the corresponding clinical implications. 
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Abbreviations

RCC: Renal cell carcinoma; mRCC: metastatic RCC; pRCC: 
papillary RCC; chRCC: chromophobe RCC 

Introduction

Renal Cell Carcinoma (RCC), is now the 9th most common 
cancer in the United States [1,2]. For reasons that are unclear, 
men are more likely to be diagnosed with RCC than women 
[1,3]. The most common types of RCC are clear cell RCC (ccRCC), 
papillary RCC (pRCC) and chromophobe RCC (chRCC). Clear 
cell is by far the most common histologic subtype occurring in 
about 70% of all cases. The other subtypes occur infrequently 
including carcinomas that do not fi t into any diagnostic subtype 
and are thereby labeled unclassifi ed [4]. African Americans 
are more likely to be diagnosed with non-clear cell RCCs such 
as papillary, chromophobe, medullary, and collecting duct 
subtypes [1,5]. 

Though more than a dozen targeted agents have become 
available since 2005 for the treatment of high-risk localized 

resected RCC and metastatic RCC, there is still no FDA-
approved screening test [1,6]. Clinically, patients are usually 
asymptomatic with the diagnosis typically being made as the 
result of an incidental fi nding on an MRI, CT, or ultrasound [1]. 
Roughly 10% of patients present “classically” with the triad of 
hematuria, fl ank pain, and a palpable mass. Patients may also 
experience symptoms associated with hypercalcemia, Cushing 
Syndrome, left-sided varicocele, and hypertension [1]. 

Most patients present with localized disease and can be 
managed surgically with a partial or radical nephrectomy. 
For others, ablation or active surveillance may be appropriate 
[4]. However, about one-third of patients treated surgically 
with the intent to cure will develop local or metastatic disease 
recurrence [2]. Since roughly a third of patients will have 
metastatic RCC (mRCC) at the time of diagnosis, approximately 
half of all patients who are diagnosed with RCC will require 
systemic therapy. Unfortunately, systemic therapy is rarely 
associated with cure and side effects are common with overall 
survival (OS) of less than 5 years for 80% of patients with 
recurrent or metastatic disease [4].
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In recent years, the treatment of mRCC has transitioned 
from the use of high-dose interleukin-2 and interferon-
cytokine therapy to the use of Vascular Endothelial Growth 
Factor (VEGF) receptor inhibitors, mammalian target of 
rapamycin inhibitors (mTOR) and immune checkpoint 
inhibitors with signifi cant improvements in OS [2]. However, 
primary or acquired drug resistance remains a vexing clinical 
problem. As such, there is a pressing need for novel diagnostic 
and therapeutic targets. New possibilities are emerging from 
the study of epigenetics in kidney cancer. 

Epigenetics and kidney cancer

Epigenetics is the study of inheritable changes in gene 
expression that occur without modifi cations of the primary 
DNA sequence [7,8]. DNA methylation is the most well-
studied type of epigenetic change that occurs in areas where 
dinucleotides of cytosine and guanine are linked by a phosphate 
group in a repeated sequence [8]. These dinucleotides are 
not evenly spaced throughout the genome, but instead are 
clustered together into “CpG islands” [8]. When CpG islands 
are methylated in promoter regions, transcription of the 
corresponding gene is silenced. Conversely, gene expression 
may resume after demethylation [8]. Silencing of tumor 
suppressor genes by DNA methylation predisposes patients to 
the development of many forms of human cancer [9,10]. 

It is well documented that mutations of the VHL tumor 
suppressor gene are implicated in ccRCC carcinogenesis [11]. 
However, the sole loss of the VHL tumor suppressor gene 
does not appear to be suffi cient to induce ccRCC. There is a 
long latency of disease progression in patients who harbor the 
mutation and defi ciency of VHL in rats is not associated with 
the development of ccRCC [4]. Nevertheless, loss of function 
by mutation or silencing of the VHL gene is implicated in up 
to 90% of ccRCC cases in humans [12]. Herman and colleagues 
found that 88% of the tumors they studied (26 cell lines) 
showed inactivation of the VHL gene due to methylation of CpG 
islands [13]. 

The VHL gene encodes an E3 ubiquitin ligase that 
ubiquitinates hypoxia-inducible factor (HIF) HIF-1 and HIF-
2 which results in their rapid degradation by proteasomes 
[4]. In 2020 Nam, et al. described a potential role for DNA 
methylation in the regulation of HIF target genes such as 
adrenomedullin (ADM) and TNF alpha-induced protein 6 
(TNFAIP6) in ccRCC tumor tissue. These investigators found 
a correlation between hypomethylation of several HIF target 
genes and increased expression of these genes in metastatic 
tumor tissue [14]. Taken as a whole, epigenetic regulation 
appears to play a role in the modulation of VHL signaling at 
multiple levels within the pathway including HIF-mediated 
regulation of carcinogenesis, cell cycle progression, and 
angiogenesis [3,14].

Clinical utility of epigenetics and RCC

Given that ccRCC is so heavily associated with loss or 
inactivation of VHL, the Cancer Genome Atlas (TCGA) chose 
ccRCC as the fi rst kidney cancer to study and publish which 
solidifi ed the importance of VHL and other genes in ccRCC 

[14,15]. The TCGA characterized 289 genes that were shown to be 
methylated in ccRCC tumors [16]. Rickets, et al. also used TCGA 
data to demonstrate a correlation between hypermethylation 
of CDKN2A and poor survival in ccRCC, pRCC, and chRCC [17]. 
In a study from Japan, Sato, et al. found a correlation between 
hypermethylation of BAP1 (a tumor suppressor gene that 
encodes a deubiquitinating enzyme regulating key cellular 
pathways) and worse OS in primary ccRCC [18]. 

In an intriguing study of tissue from the National Cancer 
Institute Cooperative Human Tissue Network and cell lines, 
Nam and colleagues compared metastatic RCC to primary 
RCC and normal renal tissue. They found that expression of 
estrogen-receptor-related- (ERR-), the gene product of the 
estrogen receptor-related gamma gene (ESRRG) was decreased 
in primary ccRCC and even more so in metastatic disease [14]. 
They were also able to demonstrate more prominent changes 
in hypermethylation of metastatic tumors when compared to 
the primary neoplasms. In addition, decreased expression of 
ESRRG gene correlated with decreased survival suggestive of 
a more aggressive phenotype [14]. These investigators also 
reported DNA methylation of metabolic and transporter genes. 

In another key study by Wei, et al. investigators compared 
the Mayo Clinic stage, size, grade, and necrosis (SSIGN) 
score to a fi ve CpG classifi er risk stratifi cation model they 
developed based on DNA methylation patterns [19,20]. These 
investigators utilized genome-wide CpG methylation profi ling 
of ccRCC to identify clinically relevant CpG sites in fi ve genes: 
PITX1, FOXE3, TWF2, EHBP1L1, and RIN1 [19]. A methodology 
based on these fi ve CpG sites was devised to accurately stratify 
patients into high- and low-risk groups within each of the fi ve 
SSIGN risk categories. In other words, DNA methylation status 
was able to distinguish favorable and unfavorable subgroups 
in every SSIGN risk group. In this international study, the 
fi ndings were reproducible across multiple centers regardless 
of country, race, or clinical center [19].

A Korean study performed by Kang, et al. also attempted to 
use DNA methylation patterns in primary neoplasms to better 
predict outcomes in patients with ccRCC [21]. They found that 
promoter hypermethylation of ZNF278, DDP6, and FAM155A 
was associated with an aggressive tumor phenotype that was 
associated with early distant metastasis. Multivariate analysis 
showed that methylation of these genes alone or in combination 
was an independent predictor of distant metastasis. 

In a study from China of ccRCC cell lines and tumor 
tissues, Liu, et al. found that GPX3 methylation could serve 
as a prognostic biomarker for early metastasis and poor 
clinical outcomes [22]. These investigators found that 77.1% 
of primary ccRCC tumors (n = 210) had aberrant methylation 
of GPX3 which was associated with high tumor nuclear grade. 
GPX3 encodes for glutathione peroxidase 3 which scavenges 
reactive oxygen species [22]. These investigators concluded 
that the failure of GPX3 expression may compromise cellular 
antioxidant systems and predispose cells to tumorigenesis. 
Since GPX3 hypermethylation can be detected in urine, serum, 
and blood samples, it may prove to be a clinically relevant 
biomarker in the future [22]. 



010

https://www.peertechzpublications.com/journals/archives-of-renal-diseases-and-management

Citation: Reed S, Harris WB (2022) Clinical implications of epigenetics in Renal Cell Carcinoma. Arch Renal Dis Manag 7(1): 008-013. 
DOI: https://dx.doi.org/10.17352/2455-5495.000040

Other forms of epigenetic regulation that appear to be 
relevant in kidney cancer include modifi cation of the histone 
proteins H3kK4me2 and H3k18Ac which have been linked to 
worse prognosis [23] and modifi cations of H3 via acetylation 
that has been inversely correlated with tumor progression, 
staging, and Fuhrman grade [24]. 

MicroRNAs (miRNAs) are small non-coding RNAs that 
can operate as both tumor suppressors and oncogenes due to 
their ability to regulate proliferation and cell cycle progression 
[7,25]. Epigenetic regulation of miRNA expression also appears 
to have prognostic signifi cance in RCC [7]. Heavy methylation of 
miR-9-1 and miR-9-3 has been linked to decreased OS in RCC. 
Heavy methylation of miR-9-3 has also been associated with 
an increased risk of recurrence [26]. Though DNA methylation 
status was not specifi cally assessed, downregulation of miR1-
141 and miR-200b was associated with a 99% sensitivity and 
100% specifi city for distinguishing chRCC from oncocytoma (a 
benign renal neoplasm) on ex vivo fi ne needle aspiration [25].

Epigenetic regulation of gene expression may also involve 
long noncoding RNAs (lncRNAs) such as HOX transcript 
antisense intergenic RNA (HOTAIR) and DNA methylation-
deregulated and RNA m6A reader cooperating (DMDRMR) 
[27-29]. HOTAIR has been proposed as an oncogene in that 
it upregulates a histone demethylase, KDM6B, that targets 
the SNAI1 gene which has been implicated in epithelial 
mesenchymal transition (EMT) [28]. DMDRMR facilitates 
tumor growth and metastasis by binding to insulin-like growth 
factor 2 mRNA binding protein which stabilizes the cell cycle 
kinase CDK4 [29].

Finally, cell-free methylated DNA immunoprecipitation 
and high-throughput sequencing (cfMeDIP-seq) is a highly 
sensitive assay capable of detecting early-stage malignant 
neoplasms of the kidney. In a genome-wide cfDNA methylation 
analysis that included patients with early-stage RCC, cfMeDIP-
seq achieved an area under the receiver operating characteristic 
(AUROC) curve of approximately 0.9 for detecting and 
classifying RCC patients from patients with other tumor types 
and healthy controls [6]. 

Epigenetics and drug resistance in RCC

The current preferred treatment regimen in advanced 
ccRCC includes a dual therapy composed of an immune 
checkpoint inhibitor (ICI) such as pembrolizumab, ipilimumab, 
or nivolumab, paired with a tyrosine kinase inhibitor (TKI) 
such as axitinib, cabozantinib, or lenvatinib, per the National 
Comprehensive Cancer Network (NCCN) guidelines. For 
favorable risk advanced ccRCC fi rst line combinations include 
axitinib + pembrolizumab, cabozantinib + nivolumab, and 
lenvatinib + pembrolizumab [30-32]. It is important to note 
that these combinations are the same for unfavorable and 
poor risk ccRCC except for the addition of ipilimumab + 
nivolumab and monotherapy of cabozantinib (as a category 2a 
recommendation) [33,34]. The optimum therapy for non-clear 
cell RCC has yet to be established.

Expression of VEGF and Platelet-Derived Growth Factor 
(PDGF) are upregulated in RCC [35]. This upregulation is 
the target of TKIs when treating for mRCC [35]. TKIs, which 
include sunitinib, pazopanib, axitinib, lenvatinib, sorafenib, 
and cabozanitinib, are proposed to exert their effect in RCC 
through antagonism of the tyrosine kinase receptors for VEGF 
and PDGF leading to a decrease in tumor angiogenesis [35]. 
However, despite targeted therapy, 20-30% of patients on 
TKIs are drug resistant and most of these patients experience 
disease progression in less than 3 months [35]. Among patients 
on sunitinib only 20-30% of patients will initially respond 
and almost all responders develop resistance in 2 years [36]. 
There have been several proposed mechanisms associated with 
resistance to TKI in RCC which include lysosomal sequestration, 
signaling pathway activation, and epigenetic modifi cations 
that promote EMT [37,38]. 

A study performed in China looked at DNA methylation 
and sunitinib resistance in advanced ccRCC patients. These 
investigators found that hypomethylation in the glutaminyl 
peptide-cyclotransferase (QPCT) promoter region showed a 
poorer response to sunitinib therapy [39]. Dubrowinskaja, 
et al. also investigated epigenetic changes in RCC patients 
and response to anti- VEGF therapies, sunitinib, sorafenib, 
bevacizumab, and axitinib. This team of investigators found that 
hypermethylation of neurofi lament heavy polypeptide (NEFH) 
demonstrated a shorter OS for patients and hypermethylation 
of NEFH was associated a 91% sensitivity at detecting therapy 
failure [40]. Hypermethylation of cystatin 6 (CST6) and 
ladinin 1 (LAD1) has been linked to shorter OS and progress 
free survival (PFS) in patients with advanced RCC while being 
treated with sunitinib, sorafenib, axitinib, and bevacizumab 
[41]. These fi nding suggest that DNA methylation patterns 
may also be useful for selecting the best treatment options of 
patients with mRCC. 

Despite ICI therapy regimen for advanced RCC there is 
no published research on epigenetic changes related to drug 
resistance to ICI in RCC at this time. However, this provides 
a potential frontier for further research to help alleviate drug 
resistance in metastatic patients. 

Novel epigenetic targets for the treatment of RCC

Epigenetics have been shown to play a role in the 
development of RCC, progression of RCC, and resistance to 
TKI therapy in RCC. These epigenetic alternations provide 
opportunities for the discovery of new targets for drugs to 
combat RCC. Currently there are seven FDA agents that target 
3 epigenetic classes, DNA Methyltransferases inhibitors 
(DNMTi), Histone Deacetylase inhibitors (HDACi) and EZH2 
inhibitors [42]. Currently a number of trials investigate the use 
of an HDACi and TKI to reverse acquired resistance and re-
sensitization of tumors to TKI therapy [35]. There was a phase 
I study that evaluated safety, tolerability, and preliminary 
effi cacy of a HDACi, vorinostat, plus sorafenib in patients 
with RCC and non-small cell lung cancer [43]. However, this 
trial showed poor tolerance and no confi rmed response [43]. 
Another study paired vorinostat with pazopanib in advanced 
solid tumor, including RCC, and that combination achieved 
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stable disease for at least 6 months or partial response in 19% 
of all patients with a median OS of 8.8 months [44]. Vorinostat 
has also been paired with bevacizumab in a multicenter, single-
arm phase I/II clinical trial [45]. This trial had 33 patients 
with metastatic or unresectable ccRCC. With the dual therapy 
patients achieved 5.7 months of median PFS and 13.9-month 
median OS [45]. Toxicity was a signifi cant problem in these 
initial studies.

Currently there is limited information on pairing novel 
epigenetic targeting drugs with ICI therapy in advanced RCC 
disease. There are three clinical trials underway examining 
the use to Vorinostat with Pembrolizumab (NCT02619253), 
Entinostat with Atezolizumab plus Bevacizumab 
(NCT03024437) and Entinostat with Novolumab plus 
Ipilimumab (NCT03552380). The results of these trials are 
yet to be published but could yield promising results for more 
targeted therapies. 

Conclusion

Epigenetic studies are revealing new strategies for 
developing diagnostic and prognostic biomarkers for kidney 
cancer as well as strategies for developing novel therapeutic 
agents. Downstream targets of VHL signaling pathways such 
as HIF target genes may represent viable therapeutic targets 
based on selective demethylation. Investigation into DNA 
methylation of RCC has elucidated multiple genes that are 
associated with more aggressive RCC phenotypes (Table 1). 
DNA methylation status may also be useful for distinguishing 
benign from malignant renal neoplasms and aggressive from 
indolent disease. In addition, hypermethylation of particular 
gene promoters have shown to be predictor of poorer 
outcomes of patients on TKI treatment (Table 2). The study of 
other epigenetic mechanisms such as the regulation of gene 
expression by histones, miRNAs and lncRNAs will likely yield 
clinically meaningful opportunities to fi nd viable biomarkers, 
better predict patient prognosis, and address the thorny 
problem of drug resistance. 

References

1.  Padala SA, Barsouk A, Thandra KC, Saginala K, Mohammed A, Vakiti A, 
Rawla P, Barsouk A. Epidemiology of Renal Cell Carcinoma. World Journal 
Oncology. 2020; 11(3): 79–87. https://doi.org/10.14740/wjon1279

2. Tran J, Ornstein MC. Clinical Review on the Management of Metastatic Renal 
Cell Carcinoma. JCO Oncol Pract. 2022 Mar;18(3):187-196. doi: 10.1200/
OP.21.00419. Epub 2021 Sep 16. PMID: 34529499.

3. Shanmugasundaram K, Block K. Renal Carcinogenesis, Tumor Heterogeneity, 
and Reactive Oxygen Species: Tactics Evolved. Antioxid Redox Signal. 2016 
Oct 20;25(12):685-701. doi: 10.1089/ars.2015.6569. Epub 2016 Jul 27. PMID: 
27287984; PMCID: PMC5069729.

4. Hsieh JJ, Purdue MP, Signoretti S, Swanton C, Albiges L, Schmidinger M, Heng 
DY, Larkin J, Ficarra V. Renal cell carcinoma. Nat Rev Dis Primers. 2017 Mar 
9;3:17009. doi: 10.1038/nrdp.2017.9. PMID: 28276433; PMCID: PMC5936048.

5. Olsen TA, Martini DJ, Goyal S, Liu Y, Evans ST, Magod B, Brown JT, Yantorni L, 
Russler GA, Caulfield S, Goldman JM, Harris WB, Kucuk O, Carthon BC, Master 
VA, Nazha B, Bilen MA. Racial Differences in Clinical Outcomes for Metastatic 
Renal Cell Carcinoma Patients Treated With Immune-Checkpoint Blockade. 
Front Oncol. 2021 Jun 16;11:701345. doi: 10.3389/fonc.2021.701345. PMID: 
34222024; PMCID: PMC8242950.

6. Nuzzo PV, Berchuck JE, Korthauer K, Spisak S, Nassar AH, Abou Alaiwi S, 
Chakravarthy A, Shen SY, Bakouny Z, Boccardo F, Steinharter J, Bouchard 
G, Curran CR, Pan W, Baca SC, Seo JH, Lee GM, Michaelson MD, Chang SL, 
Waikar SS, Sonpavde G, Irizarry RA, Pomerantz M, De Carvalho DD, Choueiri 
TK, Freedman ML. Detection of renal cell carcinoma using plasma and urine 
cell-free DNA methylomes. Nat Med. 2020 Jul;26(7):1041-1043. doi: 10.1038/
s41591-020-0933-1. Epub 2020 Jun 22. Erratum in: Nat Med. 2020 Sep 7;: 
PMID: 32572266; PMCID: PMC8288043.

7. la Rosa AH, Acker M, Swain S, Manoharan M. The role of epigenetics in 
kidney malignancies. Cent European J Urol. 2015;68(2):157-64. doi: 10.5173/
ceju.2015.453. Epub 2015 Apr 20. PMID: 26251734; PMCID: PMC4526599.

8. Sharma S, Kelly TK, Jones PA. Epigenetics in cancer. Carcinogenesis. 2010 
Jan;31(1):27-36. doi: 10.1093/carcin/bgp220. Epub 2009 Sep 13. PMID: 
19752007; PMCID: PMC2802667.

9. Hoffman AM, Cairns P. Epigenetics of kidney cancer and bladder cancer. 
Epigenomics. 2011 Feb;3(1):19-34. doi: 10.2217/epi.10.64. PMID: 22126150; 
PMCID: PMC3314381.

10. Morris MR, Gentle D, Abdulrahman M, Maina EN, Gupta K, Banks RE, Wiesener 
MS, Kishida T, Yao M, Teh B, Latif F, Maher ER. Tumor suppressor activity and 
epigenetic inactivation of hepatocyte growth factor activator inhibitor type 2/
SPINT2 in papillary and clear cell renal cell carcinoma. Cancer Res. 2005 Jun 
1;65(11):4598-606. doi: 10.1158/0008-5472.CAN-04-3371. PMID: 15930277.

11. Morris MR, Ricketts C, Gentle D, Abdulrahman M, Clarke N, Brown M, Kishida 
T, Yao M, Latif F, Maher ER. Identification of candidate tumour suppressor 
genes frequently methylated in renal cell carcinoma. Oncogene. 2010 Apr 
8;29(14):2104-17. doi: 10.1038/onc.2009.493. Epub 2010 Feb 15. PMID: 
20154727; PMCID: PMC3021900.

12. Nickerson ML, Jaeger E, Shi Y, Durocher JA, Mahurkar S, Zaridze D, Matveev 
V, Janout V, Kollarova H, Bencko V, Navratilova M, Szeszenia-Dabrowska 

Table 1: Selected hypermethylated genes linked with more aggressive phenotypes 
of RCC and their corresponding function.

Gene Function Citation

PITXI Immune Response Network Wei JH 19

FOXE3 Transcription factor Wei JH 19

TWF2 Cancer cell proliferation Wei JH 19

EHBP1L1 Cytoskeleton organization Wei JH 19

RIN1 EMT Wei JH 19

GPX3 Anti-oxidant system Liu 21

CDKN2A Cell cycle regulator Rickets 16

BAP1 Deubiquitinating enzyme Soto 18

ZNF278 Transcription repressor Kang 21

DDP6 Regulator of voltage gated potassium channels Kang 21

FAM155A Unknown Kang 21

ESSRG Regulator of mitochondrial metabolism Nam 14

Table 2: Selected genes associated with poor response to particular Tyrosine Kinase 
Inhibitor treatment.

Gene Therapeutic Agents Citation

QPCT Sunitinib Zhao 34

NEFH Sunitinib, sorafenib bevacizumab, axitnib Dubrowinskaja 35

CST6 Sunitinib, sorafenib bevacizumab, axitnib Peters 36

LAD1 Sunitinib, sorafenib bevacizumab, axitnib Peters 36



012

https://www.peertechzpublications.com/journals/archives-of-renal-diseases-and-management

Citation: Reed S, Harris WB (2022) Clinical implications of epigenetics in Renal Cell Carcinoma. Arch Renal Dis Manag 7(1): 008-013. 
DOI: https://dx.doi.org/10.17352/2455-5495.000040

N, Mates D, Mukeria A, Holcatova I, Schmidt LS, Toro JR, Karami S, Hung R, 
Gerard GF, Linehan WM, Merino M, Zbar B, Boffetta P, Brennan P, Rothman 
N, Chow WH, Waldman FM, Moore LE. Improved identification of von Hippel-
Lindau gene alterations in clear cell renal tumors. Clin Cancer Res. 2008 Aug 
1;14(15):4726-34. doi: 10.1158/1078-0432.CCR-07-4921. PMID: 18676741; 
PMCID: PMC2629664.

13. Herman JG, Latif F, Weng Y, Lerman MI, Zbar B, Liu S, Samid D, Duan DS, 
Gnarra JR, Linehan WM, et al. Silencing of the VHL tumor-suppressor gene 
by DNA methylation in renal carcinoma. Proc Natl Acad Sci U S A. 1994 Oct 
11;91(21):9700-4. doi: 10.1073/pnas.91.21.9700. PMID: 7937876; PMCID: 
PMC44884.

14. Nam HY, Chandrashekar DS, Kundu A, Shelar S, Kho EY, Sonpavde G, Naik 
G, Ghatalia P, Livi CB, Varambally S, Sudarshan S. Integrative Epigenetic and 
Gene Expression Analysis of Renal Tumor Progression to Metastasis. Mol 
Cancer Res. 2019 Jan;17(1):84-96. doi: 10.1158/1541-7786.MCR-17-0636. 
Epub 2018 Aug 21. PMID: 30131446; PMCID: PMC7222224.

15. Ricketts CJ, Hill VK, Linehan WM. Tumor-specific hypermethylation of 
epigenetic biomarkers, including SFRP1, predicts for poorer survival in 
patients from the TCGA Kidney Renal Clear Cell Carcinoma (KIRC) project. 
PLoS One. 2014 Jan 15;9(1):e85621. doi: 10.1371/journal.pone.0085621. 
PMID: 24454902; PMCID: PMC3893219.

16. Cancer Genome Atlas Research Network. Comprehensive molecular 
characterization of clear cell renal cell carcinoma. Nature. 2013 Jul 
4;499(7456):43-9. doi: 10.1038/nature12222. Epub 2013 Jun 23. PMID: 
23792563; PMCID: PMC3771322.

17. Liu Q, Jin J, Ying J, Sun M, Cui Y, Zhang L, Xu B, Fan Y, Zhang Q. Frequent 
epigenetic suppression of tumor suppressor gene glutathione peroxidase 3 
by promoter hypermethylation and its clinical implication in clear cell renal 
cell carcinoma. Int J Mol Sci. 2015 May 11;16(5):10636-49. doi: 10.3390/
ijms160510636. PMID: 25970749; PMCID: PMC4463666.

18. Sato Y, Yoshizato T, Shiraishi Y, Maekawa S, Okuno Y, Kamura T, Shimamura 
T, Sato-Otsubo A, Nagae G, Suzuki H, Nagata Y, Yoshida K, Kon A, Suzuki Y, 
Chiba K, Tanaka H, Niida A, Fujimoto A, Tsunoda T, Morikawa T, Maeda D, 
Kume H, Sugano S, Fukayama M, Aburatani H, Sanada M, Miyano S, Homma Y, 
Ogawa S. Integrated molecular analysis of clear-cell renal cell carcinoma. Nat 
Genet. 2013 Aug;45(8):860-7. doi: 10.1038/ng.2699. Epub 2013 Jun 24. PMID: 
23797736.

19. Wei JH, Haddad A, Wu KJ, Zhao HW, Kapur P, Zhang ZL, Zhao LY, Chen ZH, 
Zhou YY, Zhou JC, Wang B, Yu YH, Cai MY, Xie D, Liao B, Li CX, Li PX, Wang ZR, 
Zhou FJ, Shi L, Liu QZ, Gao ZL, He DL, Chen W, Hsieh JT, Li QZ, Margulis V, Luo 
JH. A CpG-methylation-based assay to predict survival in clear cell renal cell 
carcinoma. Nat Commun. 2015 Oct 30;6:8699. doi: 10.1038/ncomms9699. 
PMID: 26515236; PMCID: PMC4846314.

20. Zigeuner R, Hutterer G, Chromecki T, Imamovic A, Kampel-Kettner K, Rehak P, 
Langner C, Pummer K. External validation of the Mayo Clinic stage, size, grade, 
and necrosis (SSIGN) score for clear-cell renal cell carcinoma in a single 
European centre applying routine pathology. Eur Urol. 2010 Jan;57(1):102-9. 
doi: 10.1016/j.eururo.2008.11.033. Epub 2008 Nov 28. PMID: 19062157.

21. �Kang HW, Park H, Seo SP, Byun YJ, Piao XM, Kim SM, Kim WT, Yun SJ, Jang 
W, Shon HS, Ryu KH, Lee SC, Kim WJ, Kim YJ. Methylation Signature for 
Prediction of Progression Free Survival in Surgically Treated Clear Cell Renal 
Cell Carcinoma. J Korean Med Sci. 2019 May 20;34(19):e144. doi: 10.3346/
jkms.2019.34.e144. PMID: 31099194; PMCID: PMC6522894.

22. �Liu Q, Jin J, Ying J, Sun M, Cui Y, Zhang L, Xu B, Fan Y, Zhang Q. Frequent 
epigenetic suppression of tumor suppressor gene glutathione peroxidase 3 
by promoter hypermethylation and its clinical implication in clear cell renal 
cell carcinoma. Int J Mol Sci. 2015 May 11;16(5):10636-49. doi: 10.3390/
ijms160510636. PMID: 25970749; PMCID: PMC4463666.

23. Seligson DB, Horvath S, McBrian MA, Mah V, Yu H, Tze S, Wang Q, Chia D, 
Goodglick L, Kurdistani SK. Global levels of histone modifications predict 
prognosis in different cancers. Am J Pathol. 2009 May;174(5):1619-28. doi: 

10.2353/ajpath.2009.080874. Epub 2009 Apr 6. PMID: 19349354; PMCID: 
PMC2671251.

24. Ellinger J, Kahl P, Mertens C, Rogenhofer S, Hauser S, Hartmann W, Bastian PJ, 
Büttner R, Müller SC, von Ruecker A. Prognostic relevance of global histone H3 
lysine 4 (H3K4) methylation in renal cell carcinoma. Int J Cancer. 2010 Nov 
15;127(10):2360-6. doi: 10.1002/ijc.25250. PMID: 20162570.

25. Silva-Santos RM, Costa-Pinheiro P, Luis A, Antunes L, Lobo F, Oliveira J, 
Henrique R, Jerónimo C. MicroRNA profile: a promising ancillary tool for 
accurate renal cell tumour diagnosis. Br J Cancer. 2013 Nov 12;109(10):2646-
53. doi: 10.1038/bjc.2013.552. Epub 2013 Oct 15. PMID: 24129247; PMCID: 
PMC3833202.

26. Hildebrandt MA, Gu J, Lin J, Ye Y, Tan W, Tamboli P, Wood CG, Wu X. Hsa-miR-9 
methylation status is associated with cancer development and metastatic 
recurrence in patients with clear cell renal cell carcinoma. Oncogene. 2010 
Oct 21;29(42):5724-8. doi: 10.1038/onc.2010.305. Epub 2010 Aug 2. PMID: 
20676129.

27. Wu Y, Liu J, Zheng Y, You L, Kuang D, Liu T. Suppressed expression of long 
non-coding RNA HOTAIR inhibits proliferation and tumourigenicity of renal 
carcinoma cells. Tumour Biol. 2014 Dec;35(12):11887-94. doi: 10.1007/
s13277-014-2453-4. Epub 2014 Aug 23. PMID: 25149152.

28. Xia M, Yao L, Zhang Q, Wang F, Mei H, Guo X, Huang W. Long noncoding RNA 
HOTAIR promotes metastasis of renal cell carcinoma by up-regulating histone 
H3K27 demethylase JMJD3. Oncotarget. 2017 Mar 21;8(12):19795-19802. 
doi: 10.18632/oncotarget.15047. PMID: 28177890; PMCID: PMC5386722.

29. Gu Y, Niu S, Wang Y, Duan L, Pan Y, Tong Z, Zhang X, Yang Z, Peng B, 
Wang X, Han X, Li Y, Cheng T, Liu Y, Shang L, Liu T, Yang X, Sun M, Jiang 
S, Zhang C, Zhang N, Ye Q, Gao S. DMDRMR-Mediated Regulation of m6A-
Modified CDK4 by m6A Reader IGF2BP3 Drives ccRCC Progression. Cancer 
Res. 2021 Feb 15;81(4):923-934. doi: 10.1158/0008-5472.CAN-20-1619. Epub 
2020 Dec 8. PMID: 33293428.

30. Rini BI, Plimack ER, Stus V, Gafanov R, Hawkins R, Nosov D, Pouliot F, Alekseev 
B, Soulières D, Melichar B, Vynnychenko I, Kryzhanivska A, Bondarenko I, 
Azevedo SJ, Borchiellini D, Szczylik C, Markus M, McDermott RS, Bedke J, 
Tartas S, Chang YH, Tamada S, Shou Q, Perini RF, Chen M, Atkins MB, Powles 
T; KEYNOTE-426 Investigators. Pembrolizumab plus Axitinib versus Sunitinib 
for Advanced Renal-Cell Carcinoma. N Engl J Med. 2019 Mar 21;380(12):1116-
1127. doi: 10.1056/NEJMoa1816714. Epub 2019 Feb 16. PMID: 30779529.

31. Choueiri TK, Powles T, Burotto M, Escudier B, Bourlon MT, Zurawski B, 
Oyervides Juárez VM, Hsieh JJ, Basso U, Shah AY, Suárez C, Hamzaj A, Goh 
JC, Barrios C, Richardet M, Porta C, Kowalyszyn R, Feregrino JP, Żołnierek 
J, Pook D, Kessler ER, Tomita Y, Mizuno R, Bedke J, Zhang J, Maurer MA, 
Simsek B, Ejzykowicz F, Schwab GM, Apolo AB, Motzer RJ; CheckMate 9ER 
Investigators. Nivolumab plus Cabozantinib versus Sunitinib for Advanced 
Renal-Cell Carcinoma. N Engl J Med. 2021 Mar 4;384(9):829-841. doi: 
10.1056/NEJMoa2026982. PMID: 33657295; PMCID: PMC8436591.

32. Motzer R, Alekseev B, Rha SY, Porta C, Eto M, Powles T, Grünwald V, Hutson 
TE, Kopyltsov E, Méndez-Vidal MJ, Kozlov V, Alyasova A, Hong SH, Kapoor A, 
Alonso Gordoa T, Merchan JR, Winquist E, Maroto P, Goh JC, Kim M, Gurney H, 
Patel V, Peer A, Procopio G, Takagi T, Melichar B, Rolland F, De Giorgi U, Wong 
S, Bedke J, Schmidinger M, Dutcus CE, Smith AD, Dutta L, Mody K, Perini RF, 
Xing D, Choueiri TK; CLEAR Trial Investigators. Lenvatinib plus Pembrolizumab 
or Everolimus for Advanced Renal Cell Carcinoma. N Engl J Med. 2021 Apr 
8;384(14):1289-1300. doi: 10.1056/NEJMoa2035716. Epub 2021 Feb 13. 
PMID: 33616314.

33. Motzer RJ, Tannir NM, McDermott DF, Arén Frontera O, Melichar B, Choueiri 
TK, Plimack ER, Barthélémy P, Porta C, George S, Powles T, Donskov F, Neiman 
V, Kollmannsberger CK, Salman P, Gurney H, Hawkins R, Ravaud A, Grimm 
MO, Bracarda S, Barrios CH, Tomita Y, Castellano D, Rini BI, Chen AC, Mekan 
S, McHenry MB, Wind-Rotolo M, Doan J, Sharma P, Hammers HJ, Escudier 
B; CheckMate 214 Investigators. Nivolumab plus Ipilimumab versus Sunitinib 
in Advanced Renal-Cell Carcinoma. N Engl J Med. 2018 Apr 5;378(14):1277-
1290. doi: 10.1056/NEJMoa1712126. Epub 2018 Mar 21. PMID: 29562145; 
PMCID: PMC5972549.



013

https://www.peertechzpublications.com/journals/archives-of-renal-diseases-and-management

Citation: Reed S, Harris WB (2022) Clinical implications of epigenetics in Renal Cell Carcinoma. Arch Renal Dis Manag 7(1): 008-013. 
DOI: https://dx.doi.org/10.17352/2455-5495.000040

 

 
 

 

34. Choueiri TK, Hessel C, Halabi S, Sanford B, Michaelson MD, Hahn O, Walsh M, 
Olencki T, Picus J, Small EJ, Dakhil S, Feldman DR, Mangeshkar M, Scheffold 
C, George D, Morris MJ. Cabozantinib versus sunitinib as initial therapy for 
metastatic renal cell carcinoma of intermediate or poor risk (Alliance A031203 
CABOSUN randomised trial): Progression-free survival by independent 
review and overall survival update. Eur J Cancer. 2018 May;94:115-125. doi: 
10.1016/j.ejca.2018.02.012. Epub 2018 Mar 20. Erratum in: Eur J Cancer. 
2018 Nov;103:287. PMID: 29550566; PMCID: PMC6057479.

35. Li Q, Zhang Z, Fan Y, Zhang Q. Epigenetic Alterations in Renal Cell Cancer With 
TKIs Resistance: From Mechanisms to Clinical Applications. Front Genet. 
2021 Jan 12;11:562868. doi: 10.3389/fgene.2020.562868. PMID: 33510766; 
PMCID: PMC7835797.

36. Morais C. Sunitinib resistance in renal cell carcinoma. J Kidney Cancer VHL. 
2014 Apr 22;1(1):1-11. doi: 10.15586/jkcvhl.2014.7. PMID: 28326244; PMCID: 
PMC5345511.

37. Makhov P, Joshi S, Ghatalia P, Kutikov A, Uzzo RG, Kolenko VM. Resistance 
to Systemic Therapies in Clear Cell Renal Cell Carcinoma: Mechanisms and 
Management Strategies. Mol Cancer Ther. 2018 Jul;17(7):1355-1364. doi: 
10.1158/1535-7163.MCT-17-1299. PMID: 29967214; PMCID: PMC6034114.

38. Housman G, Byler S, Heerboth S, Lapinska K, Longacre M, Snyder N, Sarkar S. 
Drug resistance in cancer: an overview. Cancers (Basel). 2014 Sep 5;6(3):1769-
92. doi: 10.3390/cancers6031769. PMID: 25198391; PMCID: PMC4190567.

39. Zhao T, Bao Y, Gan X, Wang J, Chen Q, Dai Z, Liu B, Wang A, Sun S, Yang 
F, Wang L. DNA methylation-regulated QPCT promotes sunitinib resistance 
by increasing HRAS stability in renal cell carcinoma. Theranostics. 2019 Aug 
14;9(21):6175-6190. doi: 10.7150/thno.35572. PMID: 31534544; PMCID: 
PMC6735520.

40. Dubrowinskaja N, Gebauer K, Peters I, Hennenlotter J, Abbas M, Scherer 
R, Tezval H, Merseburger AS, Stenzl A, Grünwald V, Kuczyk MA, Serth J. 
Neurofilament Heavy polypeptide CpG island methylation associates 
with prognosis of renal cell carcinoma and prediction of antivascular 

endothelial growth factor therapy response. Cancer Med. 2014 Apr;3(2):300-
9. doi: 10.1002/cam4.181. Epub 2014 Jan 27. PMID: 24464810; PMCID: 
PMC3987080.

41. Peters I, Dubrowinskaja N, Abbas M, Seidel C, Kogosov M, Scherer R, Gebauer 
K, Merseburger AS, Kuczyk MA, Grünwald V, Serth J. DNA methylation 
biomarkers predict progression-free and overall survival of metastatic renal 
cell cancer (mRCC) treated with antiangiogenic therapies. PLoS One. 2014 
Mar 14;9(3):e91440. doi: 10.1371/journal.pone.0091440. PMID: 24633192; 
PMCID: PMC3954691.

42. Nepali K, Liou JP. Recent developments in epigenetic cancer therapeutics: 
clinical advancement and emerging trends. J Biomed Sci. 2021 Apr 
12;28(1):27. doi: 10.1186/s12929-021-00721-x. PMID: 33840388; PMCID: 
PMC8040241. 

43. Dasari A, Gore L, Messersmith WA, Diab S, Jimeno A, Weekes CD, Lewis 
KD, Drabkin HA, Flaig TW, Camidge DR. A phase I study of sorafenib and 
vorinostat in patients with advanced solid tumors with expanded cohorts in 
renal cell carcinoma and non-small cell lung cancer. Invest New Drugs. 2013 
Feb;31(1):115-25. doi: 10.1007/s10637-012-9812-z. Epub 2012 Mar 14. PMID: 
22415798.

44. Fu S, Hou MM, Naing A, Janku F, Hess K, Zinner R, Subbiah V, Hong D, Wheler J, 
Piha-Paul S, Tsimberidou A, Karp D, Araujo D, Kee B, Hwu P, Wolff R, Kurzrock 
R, Meric-Bernstam F. Phase I study of pazopanib and vorinostat: a therapeutic 
approach for inhibiting mutant p53-mediated angiogenesis and facilitating 
mutant p53 degradation. Ann Oncol. 2015 May;26(5):1012-1018. doi: 10.1093/
annonc/mdv066. Epub 2015 Feb 10. PMID: 25669829; PMCID: PMC6279067.

45. Pili R, Liu G, Chintala S, Verheul H, Rehman S, Attwood K, Lodge MA, Wahl 
R, Martin JI, Miles KM, Paesante S, Adelaiye R, Godoy A, King S, Zwiebel J, 
Carducci MA. Combination of the histone deacetylase inhibitor vorinostat with 
bevacizumab in patients with clear-cell renal cell carcinoma: a multicentre, 
single-arm phase I/II clinical trial. Br J Cancer. 2017 Mar 28;116(7):874-
883. doi: 10.1038/bjc.2017.33. Epub 2017 Feb 21. PMID: 28222071; PMCID: 
PMC5379145.    


