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Original Article

Introduction: Colorectal cancer (CRC) is the second leading cause of cancer-related mortality worldwide. 
Numerous studies have demonstrated dysregulated gene expression in CRC. However, comprehensive 
investigations are still needed to clarify the underlying biological pathways disrupted by these dysregulated 
genes. This study was designed  to identify differentially expressed genes (DEGs) common across all CRC 
stages compared to normal samples, as well as to identify hub genes and their related pathways.
Methods: RNA sequencing data were downloaded from the TCGA database. Samples were classified into four 
stages, and DEGs between each stage and normal samples were identified. Genes present in all four groups 
were selected for further analysis. Gene enrichment analyses were performed using the DAVID database to 
validate the data. A protein-protein interaction (PPI) network was constructed, and hub genes were identified 
using the CytoHubba plugin. The UALCAN database was used to perform in silico validation of the potential 
genes of interest.
Results: A total of 2,899 genes were commonly expressed across all four groups. Biological pathway analysis 
showed that these genes are enriched in known CRC pathways. PPI network analysis and hub gene identification 
using the CytoHubba plugin highlighted key hub genes. Validation through the UALCAN database confirmed 
the relevance of these genes, and enrichment analysis demonstrated their association with G protein-coupled 
receptor (GPCR) signaling.
Conclusion: The hub genes are functionally associated with the GPCR signaling pathway. Given the well-
documented involvement of the GPCR pathway in various cancers, especially CRC, further research on these 
genes and pathways is essential to enhance our understanding of this disease.

Please cite this paper as:
Rahmani MA, Aramfar M, Hojati Z. Identifying Effective Pathways and Genes in Colorectal Cancer According to Stage by Analyzing RNA 
Sequencing Data. Iran J Colorectal Res. 

*Corresponding authors: 
Zohreh Hojati, PhD; Division of Genetics, Department of Cell and Molecular Biology 
and Microbiology, Faculty of Biological Sciences and Technology, University of 
Isfahan, Isfahan, Iran. Tel: +98 313 7932455, Email: z.hojati@sci.ui.ac.ir 

Received: 2025-04-11
Revised: 2025-06-30
Accept: 2025-06-30

Copyright: ©Iranian Journal of Colorectal Research. This is an open-access article distributed under the terms of the Creative 
Commons Attribution-NonCommercial 4.0 International License.

  Abstract

Keywords: Colorectal Neoplasms, RNA-Seq, Neoplasm Staging

Introduction

Colorectal cancer (CRC) is the third most common 
cancer and the second leading cause of cancer-

related death worldwide. In 2020, more than 1.9 

million new cases and over 900,000 deaths due to CRC 
were estimated, making it a major health problem 
(1). Although some countries with very high human 
development have seen a decline or stabilization 
in CRC incidence, attributed primarily to healthier 
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lifestyles and established screening programs, CRC 
continues to pose a substantial financial burden and 
public health challenge worldwide (2). 

CRC affects approximately 4% to 5% of people 
worldwide. Age is the primary risk factor, with a 
sharp increase in risk after 50 years old, while cases 
occurring before 50 are rare, except for inherited 
forms (3). Other unavoidable risk factors include a 
personal history of CRC and inflammatory bowel 
diseases such as ulcerative colitis and Crohn’s 
disease, which cause chronic inflammation and 
abnormal cell growth (dysplasia) that may lead to 
cancer. A family history of CRC, particularly in 
relatives diagnosed before age 50, also increases risk 
due to genetic or environmental factors (4).

Lifestyle-related risks can be reduced with healthier 
habits. A sedentary lifestyle is associated with an 
increased risk of CRC, partly because it contributes 
to obesity. Visceral fat produces inflammatory 
substances that promote cancer development. Diet 
plays a significant role: unhealthy eating habits can 
increase CRC risk by up to 70% (5). Consumption 
of red meat, especially when cooked at high 
temperatures, releases carcinogens in the gut (6). 
Smoking and alcohol consumption also increase 
CRC risk. Smoking increases risk by approximately 
10.8%, primarily among long-term smokers, due 
to carcinogens reaching the intestines. The role of 
alcohol is less clear ; however, acetaldehyde, its 
metabolite, is carcinogenic, with effects varying 
depending on individual enzyme variations (7).

Early detection plays a key role in preventing 
metastasis, reducing mortality, and improving 
both prognosis and future quality of life. Extensive 
studies are needed to achieve this aim. Cancer stage 
significantly influences survival outcomes. The 
earliest stage of CRCs  are called stage 0, which 
represents very early cancer, followed by stages I 
through IV. Generally, the lower the stage number, 
the less the cancer has spread ; conversely, a higher 
number, such as stage IV, indicates more extensive 
cancer spread (8).

The average five-year relative survival rate for all 
stages of CRC is 65.1%. However, in stage IV CRC, 
where the cancer has metastasized to distant sites, 
the average five-year survival rate drops significantly 
to 15.5%. Evidence indicates that mutations and 
changes in the expression of multiple genes disrupt 
various cellular pathways, contributing to the onset 
and progression of CRC (9). A lack of comprehensive 
understanding of the underlying cellular mechanisms 
has limited the ability to identify the causes and 
develop effective prevention strategies for CRC. 
Recent advancements in technologies such as 
microarray analysis and RNA sequencing, as well as 
the high-throughput data they generate, have enabled 
the identification of differential gene expression 
associated with CRC. Recently, several studies 
have used bioinformatic analyses to identify gene 
signatures related to CRC (10, 11). Liang, B. et al. 

identified key pathways and genes in CRC using 
bioinformatics analysis. They used microarray data 
for their analysis and identified hub genes along with 
their associated pathways (12). Additionally, similar 
studies have been conducted in other cancer types. 
For example, Xiaoyu Zeng et al. used a bioinformatic 
approach to predict potential biomarkers for breast 
cancer, using three different microarray datasets and 
online bioinformatic tools (13). Their work provides 
a valuable framework for applying bioinformatics 
techniques to shed light on the genes and pathways 
involved in CRC, as demonstrated in our study. 

This study aimed to extend previous investigations 
on CRC by identifying common differentially 
expressed genes (DEGs) across the four stages of 
CRC compared to normal samples and by finding 
hub genes that exhibit strong interconnections. 
Additionally, identifying significant pathways 
related to these hub genes could reveal the potential 
molecular mechanisms underlying this cancer.

Materials and Methods

Download the Data and Preprocess It
RNA-seq data for 481 tumor samples and 41 

adjacent normal tissue samples from the TCGA-
COAD project were downloaded from the TCGA 
website (www.cancergenome.nih.gov). The data 
were normalized using the DESeq2 package with 
the R program (version 4.4.0) (14). Outlier samples 
were identified through heatmap and a principal 
component analysis (PCA) plots. Samples exhibiting 
aberrant gene expression patterns inconsistent 
with their designated normal or tumor status 
were identified as outliers and  removed from the 
analysis; these plots were drawn using the ggplot2 
package. Subsequently, clinical data for 459 colon 
cancer patients were downloaded. According to 
the American Joint Committee on Cancer staging 
system, we classified tumor samples were classified 
into four groups: stage I, stage II, stage III, and stage 
IV. After removing outliers and organizing samples 
by stage, the dataset comprised 376 tumor samples 
and 39 normal samples.

Identification of Differentially Expressed Genes 
and Their Subgrouping

DEGs were identified using the DESeq2 package by 
comparing each stage against normal samples. This 
resulted in four groups of DEGs (DEGs in stages 
I-IV (DEG I, II, III, and IV)). Genes in each group 
were filtered based on an adjusted P-value of less 
than 0.001 and |log2 fold change| greater than  2. The 
genes in these groups exhibit certain similarities; for 
example, a gene may be exclusive to DEG I, while 
another may be present in both DEG I and DEG 
II. Since there are four groups, the total number 
of possible combinations is 16 (24(, including one 
combination representing genes that do not belong 
to any group. Therefore, the genes were classified 
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into 15 distinct groups based on their presence or 
absence patterns across these four groups.

Gene Enrichment Analysis and Kyoto Encyclopedia 
of Genes and Genomes (KEGG) Pathway Analysis

DAVID is an open database used to investigate the 
functional annotation of genes and pathways (http://
david.ncifcrf.gov; version 2021) (15). KEGG is a 
database designed for analyzing relevant pathways 
generated by high-throughput experimental 
techniques (16). To identify the roles of DEGs, gene 
ontology analysis including biological process, 
cellular component, and molecular function, as well 
as KEGG pathway analysis were performed using 
the DAVID database.

PPI Network Analysis
The Search Tool for the Retrieval of Interacting 

Genes (STRING; https://string-db.org/) was used to 
construct a PPI network for protein-coding genes with 
a confidence score cutoff set at 0.4. Cytoscape software 
(version 3.10.1) was used to visualize the interaction 
network (17). CytoHubba, a powerful plugin for 
Cytoscape, was used to identify key hub genes by 
applying various topological analysis methods, 
including betweenness, degree, edge percolated 
component, maximal clique centrality, maximum 
neighborhood component, and stress (18). In this 
study, degree, maximum neighborhood component, 
and edge percolated component metrics were used. 

UALCAN Validation 
UALCAN is an interactive and comprehensive 

web resource that provides easy access to cancer 
OMICS data (TCGA, MET500, CPTAC, CBTTC) 
and enables in silico validation of potential genes 
of interest. In this study, the UALCAN database 
was used to validate the expression of hub genes 

based on transcripts per million, a measure of gene 
expression values across sample types and individual 
cancer stages (19).

Results

Screening DEGs
Before performing DEG analysis, normalization 

and outlier removal were conducted. Outliers were 
identified using boxplots, heatmaps, and PCA. After 
removing outliers, PCA and heatmap plots revealed 
distinct groups between normal and tumor samples. 
Ultimately, a total of 415 samples were selected for 
further analysis. According to the clinical data, the 
samples included 68 in Stage I, 150 in Stage II, 105 
in Stage III, 53 in Stage IV, and 39 normal samples. 
DEG analysis was performed by comparing each stage 
against the normal samples (DEG I, DEG II, DEG III, 
and DEG IV). To filter DEGs and identify significant 
genes, genes with |log2 fold change| greater than 2 
and an adjusted p-value less than 0.001 were selected. 

Genes can be differentially expressed in any 
combination of stages or not expressed in any 
stage at all. There are 16 (equal to 24) possible 
outcomes based on the presence or absence of gene 
expression in each group. DEGs were categorized 
into 15 subgroups. The Venn diagram illustrates the 
distribution of genes among the four groups of DEGs 
(Figure 1).

Among these subgroups, DEGs present in all four 
groups (highlighted in red in the Venn diagram) were 
used for subsequent analysis. These 2899 genes are 
significantly upregulated or downregulated across 
all stages compared to normal samples. Therefore, 
they may play important roles in the occurrence 
and progression of CRC. In this group, there were 
1,551 protein-coding genes and 816 lncRNAs while 
pseudogenes and other other RNA types were excluded.

Figure 1: The Venn diagram shows the segregation of genes among four groups of differentially expressed genes. Different colored 
areas represented different differentially expressed genes. Some genes appear in more than one group, and this diagram indicates 
the number of these genes. A total of 2,899 genes (shown in red) are present in all four groups of differentially expressed genes.
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Gene Ontology Enrichment and KEGG Pathway 
Analysis

Gene ontology analysis was performed in three 
functional categories: biological processes, 
cellular components, and molecular functions. 
KEGG pathway analysis was performed on 
genes differentially expressed in all four groups. 
Significant functional ontologies were selected 
based on their false discovery rate (FDR), with a 
threshold of FDR <0.001. 

For the 2,899 genes, the upregulated genes in 
biological process were primarily associated with 
keratinization, intermediate filament organization, 
and epidermis development. In cellular component, 
they were mainly related to the extracellular region, 
extracellular space, and cornified envelope. In 
molecular functions, they were mainly related to 
serine-type endopeptidase activity, growth factor 
activity, and sequence-specific double-stranded 
DNA binding (Figure 2-A).

The downregulated genes in this subgroup in 

biological process were primarily associated with 
immunoglobulin production, phagocytosis, and the 
positive regulation of B cell activation. In cellular 
component, these genes were mainly related to the 
plasma membrane, the immunoglobulin complex, 
and the external side of the plasma membrane. In 
molecular functions, they were mainly related to 
antigen binding, immunoglobulin receptor binding, 
and ligand-gated ion channel activity (Figure 2-B). 

KEGG pathway analysis was performed separately 
for upregulated and downregulated genes. The 
significant pathways (FDR<0.01) are shown in Figure 
2-C. These genes were primarily associated with 
pathways such as WNT signaling, IL-17 signaling, 
calcium signaling, and mineral absorption. 

The identified biological pathways are well-
characterized and play significant roles in various 
cancers (20-23). These results validate the analyses 
conducted and the genes obtained. For the 
continuation of this study, these genes are suitable 
for identifying hub genes.

Figure 2: Gene enrichment and KEGG pathway analyses were performed on the 2,899 genes that were upregulated or downregulated 
across all four groups of differentially expressed genes (A-C).
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PPI Network Analysis
To identify protein-protein interactions within 

the subgroup of interest (2,899 genes differentially 
expressed across all four groups), a PPI network was 
constructed specifically for the 1551 protein-coding 
genes in this subgroup using the STRING database. 
The cytoHubba plugin identified three different 
sets of 10 hub genes through degree, maximum 
neighborhood component, and edge percolated 
component methods. Table 1 presents the gene IDs 
along with their expression levels (upregulatedup or 
downregulated) identified by these three methods. 

UALCAN Database Analysis 
The TCGA analysis on the UALCAN platform 

validated the expression levels of these hub genes 
; however, thetranscripts per million values for IL2 
and FGF8 were extremely low. As mentioned, all 
of these genes are differentially expressed across 
all stages based on our RNA-seq analysis. Figure 3 
demonstrates that the UALCAN analysis confirmed 
the differential expression of these hub genes in all 
four stages.

Gene Enrichment Analysis for hub Genes
Gene enrichment analysis was performed for the 

hub genes. In the Biological Process section, the G 
protein-coupled receptor (GPCR)signaling pathway 
was identified as a significant pathway. Among all 
the hub genes identified in this study, C-X-C Motif 
Chemokine Ligand 12 (CXCL12), C-X-C Motif 
Chemokine Ligand 8 (CXCL8), Angiotensin II 
Receptor Type 1 (AGTR1), Angiotensinogen (AGT), 
Glucagon (GCG), Interleukin 2 (IL2), Somatostatin 
(SST), and Dopamine Receptor (DRD2) were 
involved in this pathway.

Discussion

In this study, RNA sequencing data from TCGA 
were analyzed to identify hub genes that may play a 
crucial role in the initiation or progression of CRC. A 

total of 2899 DEGs common across all four stages of 
CRC compared to the normal group were identified. 
Functional enrichment analyses demonstrated that 
these DEGs were significantly involved in biological 
processes such as keratinization, phagocytosis 
recognition, intermediate filament organization, and 
immune response. Previous studies have demonstrated 
that dysregulation of these biological processes plays a 
crucial role in cancer development and progression (24-
26), thereby supporting the validity ofthis study. PPI 
network analysis identified three different sets of hub 
genes including PRKACB, CXCL8, SST, IL2, COL1A1, 
SHH, NCAM1, CALML3, AGT, GCG, AGTR1, CXCL12, 
DRD2, FGF8, and GAD1. To validate the expression 
levels of these genes, the UALCAN database, based 
on TCGA data, was utilized, confirming that the 
dysregulation of these hub genes is consistent with 
CRC. Finally, enrichment analysis using the DAVID 
database identified biological pathways associated 
with the validated hub genes. The genes were classified 
into two main pathways: GPCR signalingand cell-cell 
signaling.

A significant number of the hub genes are involved 
in the GPCR pathway. The seven-transmembrane 
GPCRs, which belong to the largest superfamily 
of signal transduction proteins, regulate multiple 
biological functions by coupling to heterotrimeric 
G-protein associated with the inner surface of the 
plasma membrane. G proteins are classified into four 
main subgroups: Gαs, Gαq/11, Gαi/o, and Gα12/13, 
which selectively associate upon ligand activation to 
initiate a potential downstream signaling pathway. 
These G proteins consist of three subunits, Gα, 
Gβ, and Gγ, located on the inner part of the plasma 
membrane (27). GPCRs play a crucial role in 
numerous physiological functions as well as in tumor 
growth and metastasis. For instance, overexpression 
of various GPCRs has been observed in a range of 
primary and metastatic cancers, including head and 
neck squamous cell carcinoma, non-small cell lung 
cancer, breast, prostate, gastric tumors, melanoma, 
and diffuse large B-cell lymphoma (28, 29).  

Table 1: Names of hub genes, cytohubba methods, and expression values (indicating their upregulation or downregulation) are 
presented in this table.

Hub genes Cytohubba method Expression value
1 Protein kinase cAMP-activated catalytic subunit beta (PRKACB) Degree/MNC/EPC down
2 C-X-C Motif Chemokine Ligand 8 (CXCL8) Degree/MNC/EPC up
3 Somatostatin (SST) Degree/MNC/EPC down
4 Neural Cell Adhesion Molecule 1 (NCAM1) Degree/MNC/EPC down
5 Angiotensinogen (AGT) Degree/MNC/EPC up
6 Sonic hedgehog signaling molecule (SHH) Degree/MNC up
7 Interleukin 2 (IL2) Degree/MNC down
8 Calmodulin Like 3 (ALML3) Degree/MNC up
9 Glucagon (GCG) Degree/MNC down
10 Angiotensin II Receptor Type 1 (AGTR1) MNC/EPC down
11 Collagen Type I Alpha 1 Chain (COL1A1) Degree up
12 Dopamine Receptor (DRD2) EPC up
13 Glutamate Decarboxylase 1 (GAD1) EPC up
14 Fibroblast Growth Factor 8 (FGF8) EPC up
15 Motif Chemokine Ligand 12 (CXCL12) EPC down
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Various molecules such as hormones, lipids, peptides, 
and neurotransmitters exert their biological effects 
by binding to these seven-transmembrane receptors 
coupled to heterotrimeric G proteins, which are 
highly specialized transducers capable of modulating 
multiple signaling pathways. Furthermore, many 
GPCR-mediated responses do not rely on a single 
biochemical route but result from the integration 
of a complex network of transduction cascades 
involved in various physiological activities and 

tumor development (30). The WNT pathway, a key 
signaling cascade associated with cancer, is initiated 
when WNT ligands bind to the G protein-coupled 
Frizzled receptors, which subsequently associate 
with the low-density lipoprotein receptor-related 
proteins 5 and 6 (LRP5 and LRP6). In the presence 
of WNTs, β-catenin translocates into the nucleus 
and activates TCF/LEF transcription factors, thereby 
regulating the expression of genes involved in cell 
differentiation and proliferation (31, 32).
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The CXC family of chemokines and their receptors 
are crucial for inflammation and antitumor immunity, 
both of which are key factors in CRC progression. 
These small proteins are secreted not only by tumor 
cells but also by leukocytes, fibroblasts, endothelial 
cells, and epithelial cells. They influence tumor 
behavior by regulating angiogenesis, activating 
tumor-specific immune responses, and directly 
stimulating tumor proliferation through autocrine 

or paracrine mechanisms. The CXC chemokines 
and their receptors has also been associated with 
metastasis and treatment resistance. Several studies 
have reported the expression of CXC chemokines 
and/or their receptors in tumors, whether in epithelial 
tumor cells, fibroblasts, or infiltrating leukocytes 
as well as in plasma or in plasma/serum samples 
from CRC patients, withthis expression has been 
associated with patient outcomes (33).

Figure 3: The UALCAN platform was used to validate the expression of the 15 identified hub genes based on sample types (A) and 
individual cancer stages (B). The transcription per million values for IL2 and FGF8 were extremely low (I).
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Two chemokines, C-X-C Motif Chemokine Ligand 
8 (CXCL8) and CXCL12, and their roles in cancer 
development have been well-studied. CXCL8, 
an inflammatory cytokine, binds to CXCR1 and 
CXCR2 on neutrophils, activating G-protein and 
β-arrestin-mediated signal transduction pathways, 
whichultimately promote neutrophil chemotaxis 
(34). Additionally, the binding of CXCL8 to C-X-C 
Motif Chemokine Receptor 1  (CXCR1) and C-X-C 
Motif Chemokine Receptor 2 (CXCR2) induces 
receptor internalization, primarily mediated by 
β-arrestins, leading to desensitization of G protein-
mediated signaling. This process results in receptor 
degradation, recycling back to the membrane, or 
initiation of additional MAPK or tyrosine kinase 
signaling pathways (35). 

CXCL12 is a homeostatic chemokine that binds 
to C-X-C Motif Chemokine Ligand 4 (CXCR4), 
atypical chemokine receptor 1 (ACKR1), and atypical 
chemokine receptor 3 (ACKR3), promoting the 
migration and activation of hematopoietic progenitor 
cells, endothelial cells, and various leukocytes. 
Therefore, it plays an important role in regulating 
embryogenesis, hematopoiesis, and angiogenesis 
(36-38). Additionally, CXCL12 has an inflammatory 
function and is associated with CXCL8 in this 
context. Notably, CXCR4 is a GPCR, indicating the 
significance of this pathway in cancer (36).

You-Chuan Xiao et al. demonstrate that a high 
abundance of CXCL8 is strongly correlated with 
poor overall and disease-free survival in 186 patients 
with CRC.

Angiotensin II type I receptor (AGTR1) is a member 
of the G protein-coupled receptor superfamily. 
Upregulation of this gene has been observed in 
related tumor tissues (39). Activation of AGTR1 
by its ligand, angiotensin II, promotes a pathway 
that ultimately promotes cell proliferation and 
migration. Persistent triggers by angiotensin II can 
induce changes in downstream gene expression and 
facilitate the phenotypic transition from epithelial-
to-mesenchymal transition (40). 

The physiologically active enzyme angiotensin 
II is involved in maintaining blood pressure, body 
fluid balance, and electrolyte homeostasis, as well 
as in the pathogenesis of essential hypertension and 
preeclampsia. Dysregulated expression of its gene, 
AGT, has been validated in CRC; suggesting that 
AGT can be a potential biomarker for this tumor 
(41). Wei Chen et al. confirmed the overexpression 
of AGT in CRC tissues. Subsequently, a series of in 
vitro experiments were conducted to evaluate the 
potential role of AGT in the proliferation, migration, 
and invasion of CRC cells (41).

The neuroendocrine peptide glucagon (GCG) 
is implicated in CRC (42). Previous research has 
demonstrated that aberrant GCG gene expression 
distinguishes CRC tissue from hyperplastic polyps 
with 100% sensitivity (42). In human colon cancer 
cell lines, GCG activates its receptor, which leads to 

cancer cell proliferation by affecting AMPK/MAPK 
signaling pathways (43). 

Somatostatin, an endogenous peptide hormone, 
is a ligand for five types of somatostatin receptors 
(SSTRs), which belong to the transmembrane GPCRs 
superfamily. Decreased expression of somatostatin has 
been observed in CRC compared to normal tissues, 
suggesting an antitumor role for this peptide (44, 45). 

DRD2, a dopamine receptor characterized by a 
seven-transmembrane structure, is another gene 
belonging to the GPCR family. DRD2 couples with 
the Gαi/o family of G proteins, leading to a decrease 
in cAMP levels (46-48).

Conclusion

The identified hub genes involved in the GPCR 
pathway highlight the significance of this pathway 
in CRC. This study suggests that further in vitro 
investigations of this pathway could validate the 
findings.

Authors’ Contribution

Morteza-Ali Rahmani: Conception and design 
of the study, Data curation, Acquisition of data, 
Analysis and interpretation of data, Investigation, 
visualization, Drafting the article or revising it 
critically for important intellectual content, Final 
approval of the version to be submitted. Melika 
Aramfar: Conception and design of the study, 
Acquisition of data, Analysis and interpretation 
of data, Writing – review & editing, Drafting 
the article or revising it critically for important 
intellectual content, Final approval of the version to 
be submitted. Zohreh Hojati: Project administration, 
Conception and design of the study, Acquisition of 
data, Analysis and interpretation of data, writing – 
review & editing, Drafting the article or revising it 
critically for important intellectual content, Final 
approval of the version to be submitted

Funding information

N/A

Conflict of Interest

The authors declare no conflict of interest. There 
aren’t any of the authors of this manuscript who are 
current Editors or Editorial Board Members of the 
Iranian Journal of Colorectal Research

Ethics Statement

This article is an independent study and has been 
conducted under the institutional oversight of the 
University of Isfahan. All ethical guidelines were 
followed, and the study protocol was approved by the 
University’s Ethics Committee (IR.UI.REC 1403.119)



Rahmani MA et al.

	 Iran J Colorectal Res 2024

1.	 World Health Organisation. colorectal 
cancer; 2023 [Available from: https://
www.who.int/news-room/fact-sheets/
detail/colorectal-cancer.

2.	 Arnold M, Abnet CC, Neale RE, 
Vignat J, Giovannucci EL, McGlynn 
KA, et al. Global burden of 5 major 
types of gastrointestinal cancer. 
Gastroenterology. 2020;159(1):335-
49. e15.

3.	 Levin B. the US Multi-Society Task 
Force; the American College of 
Radiology Colon Cancer Committee 
Screening and surveillance for the 
early detection of colorectal cancer 
and adenomatous polyps, 2008: a joint 
guideline from the American Cancer 
Society, the US Multi-Society Task 
Force on Colorectal Cancer, and the 
American College of Radiology. CA 
Cancer J Clin. 2008;58:130-60.

4.	 Johns LE, Houlston RS. A systematic 
review and meta-analysis of 
familial colorectal cancer risk. 
Official journal of the American 
College of Gastroenterology| ACG. 
2001;96(10):2992-3003.

5.	 Martinez-Useros J, Garcia-Foncillas 
J. Obesity and colorectal cancer: 
molecular features of adipose tissue. 
Journal of translational medicine. 
2016;14(1):21.

6.	 Santarelli RL, Pierre F, Corpet 
DE. Processed meat and colorectal 
cancer: a review of epidemiologic and 
experimental evidence. Nutrition and 
cancer. 2008;60(2):131-44.

7.	 Botteri E, Iodice S, Bagnardi 
V, Raimondi S, Lowenfels AB, 
Maisonneuve P. Smoking and 
colorectal cancer: a meta-analysis. 
Jama. 2008;300(23):2765-78.

8.	 American Cancer Society. Colorectal 
Cancer Stages: The American Cancer 
Society medical and editorial content 
team; 2024 [Available from: https://
www.cancer.org/cancer/types/colon-
rectal-cancer/detection-diagnosis-
staging/staged.html.

9.	 National Cancer Institute. Cancer 
Stat Facts: Colorectal Cancer; 2021 
[Available from: https://seer.cancer.
gov/statfacts/html/colorect.html.

10.	 Sun G, Li Y, Peng Y, Lu D, Zhang 
F, Cui X, et al. Identification of 
differentially expressed genes and 
biological characteristics of colorectal 
cancer by integrated bioinformatics 
analysis. Journal of cellular 
physiology. 2019;234(9):15215-24.

11.	 Chen L, Lu D, Sun K, Xu Y, Hu P, Li 
X, et al. Identification of biomarkers 
associated with diagnosis and 
prognosis of colorectal cancer patients 

based on integrated bioinformatics 
analysis. Gene. 2019;692:119-25.

12.	 Liang B, Li C, Zhao J. Identification of 
key pathways and genes in colorectal 
cancer using bioinformatics analysis. 
Medical Oncology. 2016;33(10):111.

13.	 Zeng X, Shi G, He Q, Zhu P. Screening 
and predicted value of potential 
biomarkers for breast cancer using 
bioinformatics analysis. Scientific 
reports. 2021;11(1):20799.

14.	 Pan H, Pan J, Song S, Ji L, Lv 
H, Yang Z. Identification and 
development of long non‐coding 
RNA‐associated regulatory network 
in colorectal cancer. Journal of 
Cellular and Molecular Medicine. 
2019;23(8):5200-10.

15.	 Huang DW, Sherman BT, Tan 
Q, Kir J, Liu D, Bryant D, et al. 
DAVID Bioinformatics Resources: 
expanded annotation database 
and novel algorithms to better 
extract biology from large gene 
lists. Nucleic acids research. 
2007;35(suppl_2):W169-W75.

16.	 Kanehisa M, Furumichi M, Tanabe 
M, Sato Y, Morishima K. KEGG: new 
perspectives on genomes, pathways, 
diseases and drugs. Nucleic acids 
research. 2017;45(D1):D353-D61.

17.	 Shannon P, Markiel A, Ozier O, 
Baliga NS, Wang JT, Ramage D, et 
al. Cytoscape: a software environment 
for integrated models of biomolecular 
interaction networks. Genome 
research. 2003;13(11):2498-504.

18.	 Chin C-H, Chen S-H, Wu H-H, Ho 
C-W, Ko M-T, Lin C-Y. cytoHubba: 
identifying hub objects and sub-
networks from complex interactome. 
BMC systems biology. 2014;8:1-7.

19.	 Chandrashekar DS, Karthikeyan 
SK, Korla PK, Patel H, Shovon AR, 
Athar M, et al. UALCAN: An update 
to the integrated cancer data analysis 
platform. Neoplasia. 2022;25:18-27.

20.	 Schatoff EM, Leach BI, Dow LE. 
Wnt signaling and colorectal cancer. 
Current colorectal cancer reports. 
2017;13(2):101-10.

21.	 Razi S, Noveiry BB, Keshavarz-Fathi 
M, Rezaei N. IL-17 and colorectal 
cancer: From carcinogenesis to 
treatment. Cytokine. 2019;116:7-12.

22.	 Brown D, Anderton B, Wylie C. 
The organization of intermediate 
filaments in normal human colonic 
epithelium and colonic carcinoma 
cells. International Journal of Cancer. 
1983;32(2):163-9.

23.	 Rady M, Ashraf A, Abdelaziz H, 
El-Azizi M. Adaptive immune 
changes in colorectal cancer: a focus 

on T and B cell activation genes. 
Discover Oncology. 2025;16(1):1032.

24.	 Kumar S, Shah JP, Bryant CS, 
Imudia AN, Ali-Fehmi R, Malone 
JM, et al. Prognostic significance of 
keratinization in squamous cell cancer 
of uterine cervix: a population based 
study. Archives of gynecology and 
obstetrics. 2009;280:25-32.

25.	 Zheng Z, Wieder T, Mauerer B, Schäfer 
L, Kesselring R, Braumüller H. T 
cells in colorectal cancer: unravelling 
the function of different T cell subsets 
in the tumor microenvironment. 
International journal of molecular 
sciences. 2023;24(14):11673.

26.	 Coppola A, Arriga R, Lauro D, Del 
Principe MI, Buccisano F, Maurillo 
L, et al. NK cell inflammation in 
the clinical outcome of colorectal 
carcinoma. Frontiers in medicine. 
2015;2:33.

27.	 Xu N, Bradley L, Ambdukar I, 
Gutkind JS. A mutant alpha subunit 
of G12 potentiates the eicosanoid 
pathway and is highly oncogenic 
in NIH 3T3 cells. Proceedings of 
the National Academy of Sciences. 
1993;90(14):6741-5.

28.	 Daaka Y. G proteins in cancer: the 
prostate cancer paradigm. Science’s 
STKE. 2004;2004(216):re2-re.

29.	 Greenhough A, Smartt HJ, Moore 
AE, Roberts HR, Williams AC, 
Paraskeva C, et al. The COX-2/PGE 
2 pathway: key roles in the hallmarks 
of cancer and adaptation to the tumour 
microenvironment. Carcinogenesis. 
2009;30(3):377-86.

30.	 Lappano R, Maggiolini M. GPCRs 
and cancer. Acta pharmacologica 
sinica. 2012;33(3):351-62.

31.	 He X, Semenov M, Tamai K, Zeng X. 
LDL receptor-related proteins 5 and 
6 in Wnt/β-catenin signaling: arrows 
point the way. 2004.

32.	 Clevers H. Wnt/β-catenin signaling 
in development and disease. Cell. 
2006;127(3):469-80.

33.	 Cabrero-de Las Heras S, Martínez-
Balibrea E. CXC family of chemokines 
as prognostic or predictive biomarkers 
and possible drug targets in 
colorectal cancer. World journal of 
gastroenterology. 2018;24(42):4738.

34.	 Jones SA, Wolf M, Qin S, Mackay 
CR, Baggiolini M. Different functions 
for the interleukin 8 receptors (IL-8R) 
of human neutrophil leukocytes: 
NADPH oxidase and phospholipase 
D are activated through IL-8R1 
but not IL-8R2. Proceedings of 
the National Academy of Sciences. 
1996;93(13):6682-6.

References



RNA-Seq analysis in colorectal cancer

http://colorectalresearch.sums.ac.ir/	

35.	 Cambier S, Gouwy M, Proost P. The 
chemokines CXCL8 and CXCL12: 
molecular and functional properties, 
role in disease and efforts towards 
pharmacological intervention. 
Cellular & molecular immunology. 
2023;20(3):217-51.

36.	 Janssens R, Struyf S, Proost 
P. The unique structural and 
functional features of CXCL12. 
Cellular & molecular immunology. 
2018;15(4):299-311.

37.	 Janssens R, Struyf S, Proost P. 
Pathological roles of the homeostatic 
chemokine CXCL12. Cytokine & 
growth factor reviews. 2018;44:51-68.

38.	 Watanabe E, Wada T, Okekawa A, 
Kitamura F, Komatsu G, Onogi Y, 
et al. Stromal cell-derived factor 1 
(SDF1) attenuates platelet-derived 
growth factor-B (PDGF-B)-induced 
vascular remodeling for adipose tissue 
expansion in obesity. Angiogenesis. 
2020;23:667-84.

39.	 Xiong L, Wei Y, Zhou X, Dai P, Cai 
Y, Zhou X, et al. AGTR1 inhibits the 
progression of lung adenocarcinoma. 
Cancer Management and Research. 
2021:8535-50.

40.	 Chen J, Chen J-K, Harris RC. 
Angiotensin II induces epithelial-
to-mesenchymal transition in renal 
epithelial cells through reactive 
oxygen species/Src/caveolin-mediated 
activation of an epidermal growth 
factor receptor–extracellular signal-
regulated kinase signaling pathway. 
Molecular and cellular biology. 
2012;32(5):981-91.

41.	 Chen W, Chen Y, Zhang K, Yang W, 
Li X, Zhao J, et al. AGT serves as a 
potential biomarker and drives tumor 
progression in colorectal carcinoma. 
International immunopharmacology. 
2021;101:108225.

42.	 Galamb O, Sipos F, Solymosi N, 
Spisák S, Krenács T, Tóth K, et 
al. Diagnostic mRNA expression 
patterns of inflamed, benign, and 
malignant colorectal biopsy specimen 
and their correlation with peripheral 
blood results. Cancer Epidemiology 
Biomarkers & Prevention. 
2008;17(10):2835-45.

43.	 Yagi T, Kubota E, Koyama H, 
Tanaka T, Kataoka H, Imaeda K, et 
al. Glucagon promotes colon cancer 
cell growth via regulating AMPK 

and MAPK pathways. Oncotarget. 
2018;9(12):10650.

44.	 Ferjoux G, Bousquet C, Cordelier P, 
Benali N, Lopez F, Rochaix P, et al. 
Signal transduction of somatostatin 
receptors negatively controlling cell 
proliferation. Journal of Physiology-
Paris. 2000;94(3-4):205-10.

45.	 Susini C, Buscail L. Rationale for 
the use of somatostatin analogs as 
antitumor agents. Annals of Oncology. 
2006;17(12):1733-42.

46.	 Spano P, Govoni S, Trabucchi M. 
Studies on the pharmacological 
properties of dopamine receptors in 
various areas of the central nervous 
system. Advances in biochemical 
psychopharmacology. 1978;19:155-65.

47.	 Andersen PH, Gingrich JA, Bates MD, 
Dearry A, Falardeau P, Senogles SE, 
et al. Dopamine receptor subtypes: 
beyond the D1/D2 classification. 
Trends in pharmacological sciences. 
1990;11(6):231-6.

48.	 Vallone D, Picetti R, Borrelli 
E. Structure and function of 
dopamine receptors. Neuroscience 
& biobehavioral reviews. 
2000;24(1):125-32.


