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Study on the relationship between abnormal imaging 
manifestations of adipose tissue around the primary tumor of 

colon cancer, genomics and recurrence probability 

INTRODUCTION 

Colon cancer is a leading cause of malignancy 
worldwide, causing significant concern due to its high 
prevalence and mortality rates (1, 2). Despite               
advancements in early detection, diagnosis, and  
management of colon cancer in recent years (3, 4), its 
pathogenesis remains complex and not fully               
understood (5, 6). The effectiveness and prognosis of 
colon cancer treatments are greatly influenced by the 
molecular characteristics of the tumors, underscoring 
the importance of investigating the molecular               
mechanisms underlying colon cancer as a critical  
research direction (7, 8).  

Progress in genomic research has shed light on 
numerous critical genes and pathways involved in the 
initiation and progression of colon cancer (9, 10). For 
instance, mutations in the adenomatous polyposis 
coli (APC) gene and the Wnt signaling pathway are 
known to play a significant role in colorectal             

carcinogenesis (11, 12). Additionally, studies have              
identified the KRAS, B-Raf proto-oncogene (BRAF), 
and tumor protein p53 (TP53) genes as essential  
factors in the molecular landscape of colon cancer (13, 

14). However, the role of adipose tissue surrounding 
the primary tumor remains an area with many                
unanswered questions (15, 16). 

Adipose tissue is increasingly recognized not 
merely as a fat storage site but as a significant               
regulatory role in tumor growth and metastasis (17, 18). 
In colon cancer, abnormalities in the adipose tissue 
near the primary tumor may signify complex                  
interactions between the tumor and its                           
microenvironment (19, 20). Previous studies have          
suggested that adipose tissue can influence cancer 
progression by secretion of adipokines and                
inflammatory mediators, impacting the tumor             
microenvironment (21). This research aims to conduct 
an in-depth and structured examination of both         
imaging and genomic data from individuals with      
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ABSTRACT 

Background: This study aims to explore the relationship between abnormal imaging 
manifestations of adipose tissue around the primary tumor of colon cancer, genomics, 
and recurrence probability, in order to deepen our understanding of the pathological 
characteristics and molecular mechanisms of colon cancer. Materials and Methods: 
We collected imaging data of a group of colon cancer patients and obtained relevant 
genetic information through genomic analysis. Statistical methods were used to 
quantitatively analyze the abnormal imaging manifestations of adipose tissue around 
the primary tumor of colon cancer. At the same time, the patient's clinical course is 
followed to assess the probability of recurrence. Results: The study found that 
abnormal imaging manifestations of adipose tissue surrounding primary colon cancer 
tumors were significantly associated with specific gene mutations. Some specific 
genetic mutations are positively correlated with abnormal signals on imaging, while 
others are negatively correlated. Furthermore, after long-term follow-up, we observed 
a relatively higher probability of recurrence in patients with genetic variants 
associated with imaging abnormalities. Conclusion: The abnormal imaging 
manifestations of adipose tissue around the primary tumor of colon cancer can be 
used as one of the auxiliary indicators for molecular classification of colon cancer. The 
association between specific genetic variants and imaging abnormalities suggests 
possible molecular mechanisms and provides new clues for personalized treatment. 
Furthermore, the association of imaging abnormalities with recurrence probability 
emphasizes its potential importance in prognostic assessment.  
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colon cancer to identify the correlation between             
unusual imaging characteristics of adipose tissue  
surrounding the primary tumor and the cancer's              
genomic profile. 

Through this study, we aspire to discover novel 
biomarkers for early detection, deliver more                
customized data for deciding colon cancer                      
treatments, and, ultimately, enhance patient survival 
rates. The clinical effectiveness of colon cancer               
treatments is frequently compromised by the                
recurrence of the tumor, making the ability to predict 
recurrence a critical measure for assessing patient 
outcomes (22). Monitoring the clinical trajectory of 
patients will allow us to assess how anomalies in  
imaging when paired with genomic information,             
influence the likelihood of cancer recurrence. Such 
insights are anticipated to refine our predictive              
models for recurrence, offering healthcare                   
professionals more precise prognostic information 
and, thus, laying a scientific foundation for creating 
tailored treatment regimens. Embarking on a                
multi-layered analysis that marries imaging with  
genomics represents a forward-thinking approach in 
colon cancer research (23). By gaining a thorough         
understanding of the atypical imaging features of  
adipose tissue around the primary tumor, we aim to 
uncover the fundamental biological processes and 
molecular mechanisms, thereby seeding novel                 
concepts and insights in the domain of oncology            
research. 

By identifying the correlation between unusual 
imaging characteristics of adipose tissue surrounding 
the primary tumor and the genomic profile of the 
cancer, we aim to uncover new biomarkers for early 
detection and more personalized treatment                   
strategies. This multi-layered analysis represents a 
forward-thinking approach in colon cancer research, 
offering potential for significant advancements in 
predicting and managing cancer recurrence,                   
ultimately improving patient outcomes. 

 
 

MATERIALS AND METHODS 
 

Research design 
This investigation is designed as a prospective 

cohort study, aiming to meticulously analyze the link 
between the unusual imaging features of adipose  
tissue near the colon cancer primary tumor, genomic 
data, and the likelihood of recurrence. Through                 
an integration of imaging assessment, genomic                
sequencing, and ongoing patient follow-up, this study 
is poised to offer a detailed insight into the molecular 
attributes of colon cancer and evaluate recurrence 
risks over an extended period. Ethics approval was 
secured from the Ethics Committee of Tianjin Medical 
University (TY145726, 2022.1.21), safeguarding             
participant rights and welfare. Participants will be 
selected from the pool of colon cancer patients at our 

institution, with inclusion based on specified criteria. 
Participant profiles will be comprehensively                   
developed, including data on age, sex, medical and 
family history. 

 

Inclusion and discharge standards 
Inclusion requirements consist of colon cancer 

patients aged 18 to 70 who have undergone surgical 
removal of the primary tumor and have had thorough 
systemic or localized imaging assessments (Using CT 
scanning and enhancement and MRI T1-weighted, T2
-weighted and enhancement sequences) to determine 
the tumor's origin, including the imaging of                    
surrounding adipose tissue. Eligible patients must 
consent to participate, be able to comply with study 
procedures, sign an informed consent document, and 
provide surgical and blood samples for genomic 
study. An example diagram of the patient is shown in 
figure 1. 

Exclusion criteria include individuals under 18 or 
over 70, those with other malignant tumors,                 
significant organ dysfunction (heart, liver, kidney), 
severe infections or immune disorders, or any               
condition that might interfere with imaging                
assessments, such as significant post-surgical               
scarring impacting the evaluation of adjacent adipose 
tissue. 

 

Grouping situation 
Patients will be categorized based on the imaging 

characteristics of the adipose tissue around the                
primary tumor into groups with either normal or  
abnormal imaging findings. Abnormalities may              
encompass changes in fat density, irregular                    
enhancement, among others. This classification               
facilitates the comparison of genomic and clinical 
outcomes across both patient sets. 

 

Interventions 
The study interventions involve both imaging 

evaluations and genomic analyses. 
For imaging, all participants will undergo scans to 

assess the adipose tissue around the colon cancer 

104 Int. J. Radiat. Res., Vol. 23 No. 1, January 2025 

Figure 1. CT images of patients associated with A, C (imaging 
normal group), B, D (imaging abnormal group). 

 [
 D

O
I:

 1
0.

61
18

6/
ijr

r.
23

.1
.1

03
 ]

 
 [

 D
ow

nl
oa

de
d 

fr
om

 m
ai

l.i
jr

r.
co

m
 o

n 
20

26
-0

4-
28

 ]
 

                               2 / 8

http://dx.doi.org/10.61186/ijrr.23.1.103
https://mail.ijrr.com/article-1-5966-en.html


primary tumor, with procedures like CT and MRI 
evaluated by seasoned radiologists for result                      
accuracy and consistency. All CT images were           
acquired from a CT scanner (SOMATOM Definition 
Edge, Siemens, Germany). The contrast agent was 
Omnipaque (Norway). The scanning software was 
Syngo.via. All MRI images were obtained from a 3T 
MRI scanner (MAGNETOM Skyra, Siemens, Germany) 
and the contrast agent was Gadovist (Germany). 
Scanning software was AW Server. 

The genomic analysis will entail extracting DNA 
from provided surgical and blood samples for                
comprehensive genomic sequencing, including whole
-exome sequencing, mutation analysis, copy number 
variation assessments, etc., linking these genomic 
insights with imaging observations to uncover the 
molecular profile of the peritumoral adipose tissue. 

 

Sample type and DNA extraction 
For this genomic study, both blood and tissue 

samples were utilized. The surgical samples were 
collected from peritumoral adipose tissue during  
surgical procedures, while blood samples were            
collected through standard venipuncture techniques. 
The DNA extraction from these samples was                   
performed using the QIAamp DNA Mini Kit (Qiagen, 
Germany) for tissue samples and the QIAamp DNA 
Blood Mini Kit (Qiagen, Germany) for blood samples. 
These kits are widely recognized for their efficiency 
and reliability in obtaining high-quality genomic 
DNA. 

 

DNA extraction process 
The extraction process began with the                

homogenization of tissue samples using a mechanical 
homogenizer. The homogenized tissue and blood 
samples were then subjected to lysis using proteinase 
K and lysis buffer provided in the respective kits.  
After the lysis step, the samples were incubated at 
56°C to ensure complete cell lysis and protein            
digestion. The lysates were then applied to the                
QIAamp spin columns, where DNA was selectively 
bound to the silica membrane. Following several 
wash steps to remove contaminants, the DNA was 
eluted in a low-salt buffer and quantified using a 
NanoDrop spectrophotometer (Thermo Fisher               
Scientific, USA). 

 

Whole-exome sequencing 
The extracted DNA was then prepared for               

whole-exome sequencing (WES) using the Agilent 
SureSelect Human All Exon V7 kit (Agilent                   
Technologies, USA). This kit captures the exonic           
regions of the genome, enabling the identification               
of coding variants. The DNA libraries were                      
prepared according to the manufacturer’s protocol, 
which included DNA fragmentation, end repair, 
adapter ligation, and PCR amplification. The                
libraries were then hybridized with biotinylated RNA 

baits specific to the exonic regions, and the captured 
DNA was purified using streptavidin-coated magnetic 
beads. The purified libraries were sequenced on the 
Illumina HiSeq 2500 platform (Illumina, USA), 
providing high-throughput, paired-end reads. This 
platform is known for its accuracy and depth of              
coverage, ensuring comprehensive detection of               
genomic variations. 

 

Data analysis and filtering 
The sequencing data were processed using a               

bioinformatics pipeline that included alignment to 
the human reference genome (hg19) using the                
Burrows-Wheeler Aligner (BWA) and variant calling 
using the Genome Analysis Toolkit (GATK). The initial 
variants underwent rigorous filtering to exclude  
common polymorphisms (using databases such as 
dbSNP, 1000 Genomes, and ExAC), low-quality              
variants, and artifacts.  

To focus on the most relevant genomic alterations, 
the following filtering criteria were applied: 1.              
Functional Annotation: Variants were                              
annotated using ANNOVAR, focusing on those                  
predicted to affect protein function (e.g.,                    
nonsynonymous SNVs, frameshift indels, splice site 
variants). 2. Pathway Analysis: Identified variants 
were further analyzed using pathway enrichment 
tools (such as DAVID and Reactome) to prioritize 
genes in pathways relevant to tumor biology and  
adipose tissue function. 3. Frequency and Impact: 
Variants were filtered based on their frequency in the 
population (rare variants with a minor allele                   
frequency <1%) and predicted impact on gene              
function (using tools such as SIFT, PolyPhen-2, and 
Mutation Taster). 

 

Linking genomic data with imaging findings 
Finally, to relate the genomic findings with               

imaging observations, two common genes were          
identified that showed a significant correlation with 
imaging biomarkers of peritumoral adipose tissue 
characteristics. This integrative analysis involved 
statistical methods such as correlation analysis and 
machine learning techniques to identify genes whose 
expression or mutation status was associated with 
specific imaging features, thus uncovering potential 
molecular drivers of the observed phenotypic                    
changes. 

 

Observation indicators 
Evaluation of imaging will cover both quantitative 

and qualitative aspects such as tissue density,              
enhancement, and structure near the primary tumor. 

Genomic findings will detail molecular features 
like mutations and copy number variations in genes 
related to colon cancer. 

Recurrence likelihood will be monitored through 
patient follow-up, noting the timing and location of 
any tumor recurrence. 

Wang et al. / Colon cancer: adipose tissue imaging, genomics & recurrence  105 
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Statistical analysis 
Data analysis will employ the SPSS 25.0 software 

for descriptive statistics on patient demographics, 
imaging features, and genomic details. Continuous 
variable comparisons between groups will utilize              
t-tests or Mann-Whitney U tests, while chi-square 
tests or Fisher's exact tests will be used for                      
categorical data. Patient survival and differences  
between groups will be assessed with Kaplan-Meier 
curves and Log-rank tests, respectively. The Cox              
proportional hazards model will analyze factors             
influencing recurrence risk, including imaging and 
genomic characteristics. 

 

 

RESULTS 
 

Over the course of this study, we enrolled 50           
colon cancer patients who fulfilled the inclusion             
criteria. This cohort comprised with 35 males and 15 
females, aged between 35 and 65 years. Each                 
participant underwent imaging studies of the adipose 
tissue encircling the primary colon cancer lesion and              
completed the genomic analysis process. Based on 
the imaging findings, participants were categorized 
into two groups: those with abnormal imaging              
characteristics (30 patients) and those with normal 
imaging characteristics (20 patients) (table 1). The 
two groups did not show differences in all                     
characteristics (P>0.05). 

Imaging manifestations 
In the group with abnormal imaging                           

characteristics, a substantial majority of 25 patients 
(83.3%) displayed atypical variations in fat density 
adjacent to the tumor. Localized increases                         
characterized these variations or decreases in fat  
density, suggesting normal adipose tissue                  
architecture disruptions. In contrast, such changes 
were observed in only two individuals (10%) within 
the group with typical imaging characteristics,               
indicating a statistically significant difference with              
a p-value of < 0.0001 (figure 2a). Moreover,                         
heterogeneous enhancement, a key hallmark in the 
abnormal imaging group, was evident in 20 patients 
(66.7%). This enhancement indicated areas of local 
uneven enhancement, suggesting potential                 
pathological changes such as fibrosis or increased 
vascularity. This feature was notably absent in the 
normal imaging group, further underscoring the              
distinct imaging patterns associated with the               
abnormal group. The difference in heterogeneous 
enhancement between the two groups was                 
statistically significant, with a p-value of < 0.0001 
(figure 2b). Significant morphological alterations in 
the peritumoral adipose tissue were observed in 15 
patients (50%) within the abnormal imaging group. 
These alterations included indistinct margins and 
nodularity, indicating structural disruptions likely 
related to tumor interaction or inflammatory             
processes. In stark contrast, the normal imaging 
group maintained essentially unchanged morphology, 
with well-defined adipose tissue structures. This            
difference in morphological alterations was                    
statistically significant, with a p-value of <0.0001 
(figure 2c). Furthermore, enhanced adipose tissue, 
suggestive of localized inflammatory processes or 
angiogenesis, was detected in 10 patients (33.3%) in 
the abnormal imaging group. This enhancement             
highlights the active pathological processes occurring 
in the peritumoral environment, which were absent 
in the normal imaging group, indicating no signs of 
such inflammatory or angiogenic activities. The        
difference in the presence of enhanced adipose tissue 
between the two groups was statistically significant, 
with a p-value of <0.0001 (figure 2d). 

 

Genomic signature 
Genomic analyses identified distinct molecular 

patterns in the adipose tissue surrounding the                 
primary tumors. Seventeen different mutations were 
identified in the abnormal group of imaging results. 
The TP53 gene (60%) and KRAS gene (50%) were 
significantly more frequent in the abnormal imaging 
group than in the normal imaging group (TP53: 0, 
KRAS: 0) (P<0.001). Meanwhile, gene mutation                 
frequencies were notably lower in the normal                 
imaging group, with the APC gene mutations present 
in 25% of cases (figure 3). 
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Group 
Abnormal 

imaging group 
Normal     

imaging group 
p-

value 
age 55.2±7.3 58.5±6.8 

>0.05 

Male (number of cases/
percentage) 

20 (66.7%) 15 (75%) 

Body mass index 
(kg/m²) 

25.1±2.5 24.8±2.3 

Smoking history 
(yes/no) 

15 (50%) 10 (50%) 

Drinking history 
(yes/no) 

18 (60%) 12 (60%) 

High blood 
pressure (yes/no) 

12 (40%) 10 (50%) 

Diabetes (yes/no) 10 (33.3%) 8 (40%) 
Glycated 

hemoglobin (%) 
6.8±1.2 6.5±1.0 

Total cholesterol 
(mmoL/L) 

5.2±0.8 5.1±0.7 

Triglycerides (mmoL/L) 1.9±0.5 1.8±0.4 
Low-density 

lipoprotein (mmoL/L) 
2.7±0.4 2.5±0.3 

Phospholipid 
protein A1 (g/L) 

1.2±0.3 1.1±0.2 

Phospholipid 
protein B (g/L) 

1.5±0.4 1.4±0.3 

Lipoprotein (mg/dL) 120±15 118±12 

Tumor stage (I/II/III/IV) 

5 (16.7%) / 10 
(33.3%) / 10 
(33.3%) / 5 

(16.7%) 

3 (15%) / 7 
(35%) / 7 
(35%) / 3 

(15%)   

CEA level (ng/mL) 5.3 ± 1.5 4.8 ± 1.3 
CA19-9 level (U/mL) 37 ± 10 35 ± 9 

Table 1. Patient clinical characteristics. 
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Relapse probability 
Ongoing patient follow-up indicated that 12              

individuals in the abnormal imaging group                      
experienced disease recurrence, compared to only 5 
in the normal imaging group. Survival analysis                
revealed a significant difference in median                    
recurrence-free survival times between the groups: 
18 months in the abnormal imaging group versus 28 
months in the normal imaging group (Log-rank test, 
P<0.05) (figure 4). 

Multi-factor analysis 
In the Cox proportional hazards model analysis, 

abnormal imaging findings (HR=2.35, 95%CI: 1.12-
4.94, P=0.024), certain gene mutations (such as TP53 
gene, HR=3.12, 95%CI: 1.42-6.85, P=0.004) was 
closely associated with colon cancer recurrence 
(table 2). 

 

 

DISCUSSION 
 

The presence of altered fat density and                     
heterogeneous enhancement observed in the group 
with abnormal imaging could indicate modifications 
within the adipose tissue's microenvironment near 
the primary tumor. Such changes are associated with 
prevalent mutations in genes like TP53 and KRAS, as 

Wang et al. / Colon cancer: adipose tissue imaging, genomics & recurrence 107 

A B 

D C 

Figure 2. Changes of surrounding tumor fat density in groups 
with abnormal imaging characteristics and normal group. 

B A 

C 

Figure 3. Gene mutation characteristics of abnormal imaging 
characteristics group and normal group. 

A B 

Figure 4. Statistics of the difference in survival time between 
the abnormal imaging characteristics and the normal groups. 

Table 2. Cox proportional hazards model analysis and              
association with clinical characteristics 

variable HR (hazard ratio) 95% CI p 
Abnormal imaging findings 2.35 1.12-4.94 0.024 

TP53 gene mutation 3.12 1.42-6.85 0.004 
Age (for each additional 

year) 
1.08 1.01-1.15 0.032 

Smoking history 1.78 0.89-3.56 0.105 
Hypertension 1.95 1.08-3.51 0.027 

Diabetes 2.1 1.15-3.84 0.015 
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identified through our genomic analyses (24, 25). It is 
speculated that these genetic alterations may drive 
changes in the tumor microenvironment, thereby 
influencing the appearance of surrounding adipose 
tissue. Furthermore, the interaction between these 
genetic mutations and the microenvironment could 
foster an environment conducive to tumor                      
progression and metastasis (26, 27). 

Our analysis revealed a notably higher recurrence 
rate among patients exhibiting abnormal imaging 
findings compared to those with normal imaging (28). 
According to the Cox proportional hazards model, 
abnormalities in imaging and specific genetic                
alterations, such as mutations in the TP53 gene, stand 
as independent predictors for the recurrence of colon 
cancer (29, 30). This highlights the potential impact of 
certain genetic changes on the tumor's behavior,  
predisposing patients to a higher likelihood of               
recurrence. These findings suggest that the interplay 
between imaging characteristics and genetic profiles 
could serve as a more reliable indicator of prognosis 
than either factor alone. 

By integrating imaging data with genomic                
insights, we can achieve a fuller understanding of 
colon cancer patient conditions. Those presenting 
both abnormal imaging characteristics and particular 
genetic mutations might necessitate more intensive 
monitoring and tailored therapeutic approaches (31). 
For instance, patients harboring TP53 gene mutations 
might benefit from more robust surveillance and 
treatments that target this specific mutation (32). This 
approach could involve the use of personalized            
therapies designed to mitigate the effects of specific 
genetic alterations, potentially improving patient 
outcomes (33). 

Additionally, the unusual imaging features of            
adipose tissue might serve as a non-invasive             
biomarker for identifying high-risk patients. This 
could facilitate earlier interventions and more             
aggressive treatment plans tailored to the                        
individual's genetic makeup and tumor                          
microenvironment. Overall, the integration of                
imaging and genomic data provides a promising             
avenue for enhancing the precision of colon cancer 
treatment strategies, ultimately aiming to reduce  
recurrence rates and improve patient survival. 

Nevertheless, this study is not without its                 
limitations, including a small sample size and a focus 
limited to patients from a single hospital. Future 
studies, especially those with larger samples and 
multi-center collaboration, are needed to corroborate 
our findings and extend their applicability to a wider 
patient demographic. In conclusion, our study              
provides new insights into the biological traits of  
adipose tissue surrounding the primary tumor in  
colon cancer patients by merging imaging and             
genomic data, thereby offering fresh perspectives for 
personalized treatment. This holistic approach to 
research paves the way for more accurate and        

individualized future treatment modalities for colon 
cancer. 

In conclusion, our study highlights the significant 
interplay between imaging characteristics and              
genetic profiles in understanding and managing colon 
cancer. The presence of altered fat density and                
heterogeneous enhancement around the primary 
tumor, linked to mutations in genes like TP53 and 
KRAS, suggests modifications within the adipose          
tissue's microenvironment that may contribute to 
tumor progression and recurrence. This integrated 
approach not only provides a comprehensive               
understanding of the tumor microenvironment but 
also identifies high-risk patients who may benefit 
from more intensive monitoring and tailored                 
therapeutic strategies. Personalized treatments              
targeting specific genetic mutations, such as those in 
the TP53 gene, hold promise for improving patient 
outcomes. Additionally, the unusual imaging features 
of adipose tissue could serve as non-invasive               
biomarkers for earlier interventions. 

 

Ethical consideration: This study was approved by 
the Ethics Committee of Tianjin Medical University 
(TY145726, 2022.1.21).  
Conflict of interest: The authors have no potential 
conflicts of interest to report relevant to this article. 
Funding: This study did not receive any funding in 
any form. 
Author contributions: Q.W. and H.W. designed the 
study and performed the experiments, Z.W. collected 
the data, L.L. analyzed the data, Q.W. and H.W.            
prepared the manuscript. All authors read and               
approved the final manuscript.  

 
 

REFERENCES 
 

1. Strating E, Verhagen MP, Wensink E, et al. (2023) Co-cultures of 
colon cancer cells and cancer-associated fibroblasts recapitulate 
the aggressive features of mesenchymal-like colon cancer. Fron-
tiers in Immunology, 14: 1053920. 

2. Lee S, Surabhi VR, Kassam Z, Chang KJ, Kaur H (2023) Imaging of 
colon and rectal cancer. Current Problems in Cancer, 47(2): 
100970. 

3. Tharwat M, Sakr NA, El-Sappagh S, Soliman H, Kwak KS, Elmogy M 
(2022) Colon cancer diagnosis based on machine learning and 
deep learning: modalities and analysis techniques. Sensors, 22(23): 
9250. 

4. Marija C, Kresimir D, Ognjen B, Iva P, Nenad K and Matija B (2023) 
Estimation of colon cancer grade and metastatic lymph node in-
volvement using DWI/ADC sequences. Acta Radiologica, 64(4): 
1341-1346. 

5. Hasan MI, Ali MS, Rahman MH, Islam MK (2022) Automated detec-
tion and characterization of colon cancer with deep convolutional 
neural networks. Journal of Healthcare Engineering, 2022: 
5269913. 

6. Hasegawa K, Suetsugu A, Nakamura M, et al. (2016) Imaging nucle-
ar-cytoplasmic dynamics in primary and metastatic colon cancer in 
nude mice. Anticancer Research, 36(5): 2113-2117. 

7. Tiwari S, Falahkheirkhah K, Cheng G, Bhargava R (2022) Colon 
cancer grading using infrared spectroscopic imaging-based deep 
learning. Applied Spectroscopy, 76(4): 475-484. 

8. Hunter C, Blake H, Jeyadevan N, et al. (2016) Local staging and 
assessment of colon cancer with 1.5-T magnetic resonance imag-
ing. British Journal of Radiology, 89(1064): 20160257. 

9. Zhang S, Li M, Xia W, et al. (2019) Imaging and inhibiting: A dual 

108 Int. J. Radiat. Res., Vol. 23 No. 1, January 2025 

 [
 D

O
I:

 1
0.

61
18

6/
ijr

r.
23

.1
.1

03
 ]

 
 [

 D
ow

nl
oa

de
d 

fr
om

 m
ai

l.i
jr

r.
co

m
 o

n 
20

26
-0

4-
28

 ]
 

                               6 / 8

http://dx.doi.org/10.61186/ijrr.23.1.103
https://mail.ijrr.com/article-1-5966-en.html


function molecular flare for cancer cells. Analytical Chemistry, 91
(21): 13501-13507. 

10. Chapuis PH, Bokey E, Chan C, et al. (2019) Recurrence and cancer-
specific death after adjuvant chemotherapy for stage III colon 
cancer. Colorectal Disease, 21(2): 164-173. 

11. Beton K, Wysocki P, Brozek-Pluska B (2022) Mevastatin in colon 
cancer by spectroscopic and microscopic methods - Raman imag-
ing and AFM studies. Spectrochimica Acta Part a-Molecular and 
Biomolecular Spectroscopy, 270: 120726. 

12. Ravoori MK, Margalit O, Singh S, et al. (2019) Magnetic resonance 
imaging and bioluminescence imaging for evaluating tumor burden 
in orthotopic colon cancer. Scientific Reports, 9(1): 6100. 

13. Burghgraef TA, Zweep AL, Sikkenk DJ, van der Pas M, Verheijen PM, 
Consten E (2021) In vivo sentinel lymph node identification using 
fluorescent tracer imaging in colon cancer: A systematic review and 
meta-analysis. Critical Reviews in Oncology Hematology, 158: 
103149. 

14. McInnes MD, Nanji S, Mackillop WJ, et al. (2017) Utilization of pre-
operative imaging for colon cancer: A population-based study. 
Journal of Surgical Oncology, 115(2): 202-207. 

15. Pan G, Li D, Li X, Peng Y, Wang T, Zuo C (2018) SPECT/CT imaging of 
HER2 expression in colon cancer-bearing nude mice using (125)I-
Herceptin. Biochemical and Biophysical Research Communications, 
504(4): 765-770. 

16. Kim J, Do EJ, Moinova H, et al. (2017) Molecular imaging of colo-
rectal tumors by targeting colon cancer secreted protein-2 (CCSP-
2). Neoplasia, 19(10): 805-816. 

17. Jing B, Guo F, An R, et al. (2023) Apoptotic tumor cell-derived mi-
croparticles loading Napabucasin inhibit CSCs and synergistic im-
mune therapy. Journal of Nanobiotechnology, 21(1): 37. 

18. Onji K, Yoshida S, Tanaka S, et al. (2012) Microvascular structure 
and perfusion imaging of colon cancer by means of contrast-
enhanced ultrasonography. Abdom Imaging, 37(2): 297-303. 

19. Chand M, Keller DS, Joshi HM, Devoto L, Rodriguez-Justo M, Cohen 
R (2018) Feasibility of fluorescence lymph node imaging in colon 
cancer: FLICC. Techniques in Coloproctology, 22(4): 271-277. 

20. Brozek-Pluska B, Musial J, Kordek R, Abramczyk H (2019) Analysis 
of human colon by raman spectroscopy and imaging-elucidation of 
biochemical changes in carcinogenesis. International Journal of 
Molecular Sciences, 20(14): 3398. 

21. Jing B, Qian R, Jiang D, et al. (2021) Extracellular vesicles-based pre
-targeting strategy enables multi-modal imaging of orthotopic 
colon cancer and image-guided surgery. Journal of Nanobiotech-
nology, 19(1): 151. 

22. Kwon YD, Oh JM, Chun S, Kim HK (2021) Synthesis and evaluation 
of multivalent nitroimidazole-based near-infrared fluorescent 
agents for neuroblastoma and colon cancer imaging. Bioorganic 
Chemistry, 113: 104990. 

23. Freeman HJ (2013) Early stage colon cancer. World Journal of Gas-
troenterology, 19(46): 8468-8473. 

24. Horton KM, Abrams RA, Fishman EK (2000) Spiral CT of colon can-
cer: imaging features and role in management. Radiographics, 20
(2): 419-430. 

25. Li D, Wang Y and Liu W, et al. (2021) The Correlation between (18)F
-FDG PET/CT Imaging SUVmax of preoperative colon cancer prima-
ry lesions and clinicopathological factors. Journal of Oncology, 
2021: 4312296. 

26. Huang K, Omura M, Yan C, Abdelghany L, Zhang X, Li TS (2023) 
Fractionated radiation exposure enhances the DNA repair capacity 
to acquire radioresistance in HCT8 human colorectal cancer cells. 
International Journal of Radiation Research, 21(4): 609-614. 

27. Rapiti E, Fioretta G, Verkooijen HM, et al. (2008) Increased risk of 
colon cancer after external radiation therapy for prostate cancer. 
Intl Journal of Cancer, 123(5): 1141-1145.  

28. Saberi A, Shahbazi-Gahrouei D, Abbasian M, Fesharaki M, Bahar-
louei A, Arab-Bafrani Z (2017) Gold nanoparticles in combination 
with megavoltage radiation energy increased radiosensitization 
and apoptosis in colon cancer HT-29 cells. International Journal of 
Radiation Biology, 93(3): 315-323. 

29. Yilmaz E, Özgür E, Gazioglu SB, Akbas CK, Gezer U, Yörüker E (2024) 
The effect of radiation-induced genotoxic stress on the expression 
of satellite II and satellite III repeats in breast and colon cancer 
cells. International Journal of Radiation Research, 22(1): 91-95.   

30. Fabregas JC, Ramnaraign B, George TJ (2022) Clinical Updates for 
Colon Cancer Care in 2022. Clin Colorectal Cancer, 21(3): 198-203.  

31. Şahin C, Aras S, Mirapoğlu S, et al. (2023) Effect of probiotics and 
melatonin on inflammatory cytokines and oxidative stress status in 
distant organs after local radiotherapy: An experimental study. 
International Journal of Radiation Research, 21(4): 615-619. 

32. Zhao J, Nie G, Liu Z, Zhao Y, Zhao D, Zheng L (2023) Selection of 
kilovolt based on body mass index reduced radiation dose for 
computed tomography-guided radiofrequency ablation of liver 
tumors. International Journal of Radiation Research, 21(3): 531-
535. 

33. Öhrling K, Karlberg M, Edler D, Hallström M, Ragnhammar P (2013) 
A combined analysis of mismatch repair status and thymidylate 
synthase expression in stage II and III colon cancer. Clin Colorectal 
Cancer, 12(2): 128-135. 

Wang et al. / Colon cancer: adipose tissue imaging, genomics & recurrence  109 

 [
 D

O
I:

 1
0.

61
18

6/
ijr

r.
23

.1
.1

03
 ]

 
 [

 D
ow

nl
oa

de
d 

fr
om

 m
ai

l.i
jr

r.
co

m
 o

n 
20

26
-0

4-
28

 ]
 

                               7 / 8

http://dx.doi.org/10.61186/ijrr.23.1.103
https://mail.ijrr.com/article-1-5966-en.html


 [
 D

O
I:

 1
0.

61
18

6/
ijr

r.
23

.1
.1

03
 ]

 
 [

 D
ow

nl
oa

de
d 

fr
om

 m
ai

l.i
jr

r.
co

m
 o

n 
20

26
-0

4-
28

 ]
 

Powered by TCPDF (www.tcpdf.org)

                               8 / 8

http://dx.doi.org/10.61186/ijrr.23.1.103
https://mail.ijrr.com/article-1-5966-en.html
http://www.tcpdf.org

