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Original Article

A novel senescence-associated LncRNA signature predicts the 
prognosis and tumor microenvironment of patients with colorectal 
cancer: a bioinformatics analysis
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Background: Accumulating evidence suggests that cellular senescence promotes tumor formation and 
that long non-coding RNAs (lncRNAs) expression predicts tumor prognosis. However, senescence-related 
variables, particularly lncRNAs, are still largely unknown. Therefore, the present study developed a novel 
senescence-associated lncRNA signature to predict colorectal cancer (CRC) prognosis. 
Methods: A co-expression network of senescence-associated mRNAs and lncRNAs was built using RNA-
sequence data from The Cancer Genome Atlas (TCGA). By using the prognosis outcomes data of overall 
survival (OS) and disease-free survival (DFS) from TCGA, we constructed a prognostic senescence-
associated lncRNA signature (SenALSig). The OS and DFS were compared between the low- and high- risk 
groups defined by SenALSig. A single-sample gene set enrichment analysis (ssGSEA) and CIBERSORT 
algorithm were used to investigate the relationship between the predictive signature and immune status. 
Finally, the relationship between SenALSig and drug treatment options was investigated. An independent 
CRC cohort and three CRC cell lines were recruited to perform real-time quantitative reverse transcription 
polymerase chain reaction (RT-qPCR) analysis to validate the results discovered in silico.
Results: A prognostic risk model consisting of six senescence-associated lncRNAs was constructed, 
including SNHG16, AL590483.1, ZEB1-AS1, AC107375.1, AC068580.3, and AC147067.1. High-risk scores 
according to the SenALSig were significantly associated with poor OS (hazard ratio =1.218, 95% confidence 
interval: 1.140–1.301; P<0.001). The model’s accuracy was further supported by receiver operating 
characteristic (ROC) curves (the area under the curve is 0.714) and a principal component analysis (PCA). In 
univariate and multivariate Cox regression analyses, SenALSig was further found to be a prognostic factor 
independent of other clinical factors. Furthermore, we discovered that immune checkpoint expression and 
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Introduction

While the five-year survival rate for early colorectal cancer 
(CRC) ranges from 65 to 92 percent depending on stage, 
it drops to 13 percent after cancer metastasis (1). Frontline 
treatment for CRC, such as chemotherapy and targeted 
therapy, is often associated with dose-limiting toxicities in 
patients and resistance in cancer cells (2). Immunotherapy 
for CRC has had limited success, as it is only effective 
in cases with microsatellite instability (3,4). As a result, 
new effective diagnostic markers, treatment targets, and 
prognostic factors must be identified to improve patient 
outcomes and quality of life. 

The known traditional biomarker of CRC, such as 
carcinoembryonic antigen (CEA), is the only tumor-
specific marker that is widely recommended for the clinical 
treatment of CRC (5). Even though CEA can sometimes 
detect CRC patients, its false positive rate is too high to 
be acceptable, and the same context, it is difficult to offer 
prognostic information, much less therapeutic advice (6). 
Long non-coding RNAs (lncRNAs) are currently thought 
to have a significant role in the malignant nature of CRC 
due to aberrant expression. For example, the small protein 
SRSP (splicing regulatory small protein) encoded by 
lncRNA LOC90024 promotes “oncogenic” RNA splicing 
and CRC tumorigenesis (7). High expression of LncRNA 
HOTAIR in CRC patients was associated with venous 
invasion, advanced tumor invasion and distant metastasis, 
and patients also had significantly shorter overall survival 
(OS) and disease-free survival (DFS) (8). Although 
several lncRNA prognostic models for CRC have been 
published (9-11), the majority do not predict the immune 
microenvironment or immunotherapeutic effects of CRC. 
Cellular senescence is an irreversible type of proliferative 

arrest that evolved as a protective mechanism for tissue 
homeostasis, ostensibly as a supplement to programmed 
cell death. It serves to inactivate and eventually destroy sick, 
defective, or otherwise superfluous cells (12). There are 
numerous examples of senescent preventive effects in cancer 
progression that have been well-documented (13). However, 
a growing body of research suggests that senescent 
cells may, in some cases, promote tumor formation and 
progression (14). Furthermore, the ability of senescent 
cells to promote cancer is not limited to cancer cells; other 
components of the tumor microenvironment (TME), such 
as fibroblasts and immune cells, appear to be particularly 
susceptible to the effects of senescence (15). Cancer-
associated fibroblasts and other abundant stromal cells in 
tumors have been shown to undergo senescence, passing 
on cancer hallmark capabilities to cancer cells in the TME 
(16,17). In addition, senescent fibroblasts in normal tissues 
have been suspected of reshaping tissue microenvironments 
via their senescence-associated secretory phenotype (SASP) 
in order to provide paracrine support for local invasion 
and distant metastasis (14). In short, cellular senescence 
is a critical factor in the development of various cancers, 
including CRC, and has recently been systemically 
summarized as a novel cancer hallmark (12). Nevertheless, 
the potential role and mechanism of genes involved in 
senescence regulation in CRC TME remain unknown.

LncRNAs with more than 200 nucleotides are involved 
in various biological processes such as cell proliferation, 
differentiation, development, apoptosis, and metastasis (18). 
Evidence suggests that lncRNAs play an important role 
in the development and progression of a wide range of 
human cancers, including CRC (19). A recent transcription 
sequence study revealed that the majority of RNAs altered 

response to chemotherapy and targeted therapy differed significantly between the SenALSig-stratified high- 
and low-risk groups. Finally, the qPCR results revealed that the expression levels of the six senescence-
associated lncRNAs differed significantly between tumor and normal tissues and between the CRC cell lines 
and a normal human colon mucosal epithelial cell line.
Conclusions: SenALSig can better predict survival and risk in CRC patients, as well as help develop new 
anti-cancer treatment strategies for CRC.

Keywords: Colorectal cancer (CRC); cellular senescence; long non-coding RNA (lncRNA); tumor 

microenvironment (TME); immune response

Submitted Jul 06, 2022. Accepted for publication Aug 11, 2022.

doi: 10.21037/jgo-22-721

View this article at: https://dx.doi.org/10.21037/jgo-22-721

l 


Huang et al. Senescence LncRNA predicts CRC prognosis1844

© Journal of Gastrointestinal Oncology. All rights reserved.   J Gastrointest Oncol 2022;13(4):1842-1863 | https://dx.doi.org/10.21037/jgo-22-721

during senescence were protein-encoding transcriptions, 
but lncRNAs also appear to have undergone significant 
transcriptional changes in cancer and senescence 
progression (20). For example, the lncRNA PURPL was 
one of the most abundant and consistent transcriptions in 
senescent cells (20). The transcription factor p53, which 
is usually elevated in senescent cells, has been shown to 
transcriptionally control PURPL production (21). On 
the other hand, PURPL helps to maintain low basal p53 
concentrations in colon cancer cells by interacting with 
MYBBP1A and preventing the formation of the stable 
p53–MYBBP1A complex (21). Because PURPL promotes 
tumorigenicity in colon cancer cells by acting as a pro-
survival factor, PURPL may also contribute to the pro-
survival phenotype of senescent cells (21). Given this, 
identifying lncRNA transcriptional changes can help define 
a senescent cancer signature. 

Given the potentially harmful role of cell senescence 
in promoting various aspects of tumorigenesis, measuring 
senescent bursting as a toxicity biomarker warrants further 
investigation. Herein, we created a senescence-associated 
lncRNA signal and systematically examined the relationship 
between senescence-associated lncRNAs and CRC 
patients’ prognosis and clinicopathological characteristics. 
To predict survival in these patients, a nomogram was 

created that included a senescence-associated LncRNA 
signature (SenALSig) and clinical factors. Immune status 
and responses to chemotherapy and targeted therapy were 
compared in high- and low-risk groups. Our findings shed 
light on the regulatory mechanism underlying senescence-
induced CRC and have the potential to improve the efficacy 
of individualized treatment and prognostic assessment. 
We present the following article in accordance with the 
TRIPOD reporting checklist (available at https://jgo.
amegroups.com/article/view/10.21037/jgo-22-721/rc).

Methods

Data acquisition and differentially expressed senescence-
related gene (DEG) identification

Figure 1 depicts the flow chart of the present study. The 
original transcriptome sequencing dataset and clinical 
characteristics of CRC [colon adenocarcinoma (COAD) and 
rectum adenocarcinoma (READ)] were obtained from The 
Cancer Genome Atlas (TCGA) database (https://portal.
gdc.cancer.gov/). The study included a total of 631 patients 
with CRC. Following the exclusion of patients who lacked 
complete follow-up information, had a survival time of less 
than 30 days, or lacked complete clinicopathological data, a 
total of 573 patients were recruited for subsequent analyses. 
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Figure 1 Flowchart of the present study. CRC, colorectal cancer; TCGA, The Cancer Genome Atlas; DEGs, differentially expressed genes; 
RT-qPCR, quantitative reverse transcription PCR; lncRNAs, long noncoding RNAs; ROC, receiver operating characteristic.

https://jgo.amegroups.com/article/view/10.21037/jgo-22-721/rc
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The prognosis outcomes data of OS and DFS from TCGA 
were extracted for the following analysis.

CellAge (http://genomics.senescence.info/cells), a 
manually curated database of 279 human genes, was used 
to obtain the genes associated with cell senescence (22). 
To identify cell senescence-related DEGs between tumor 
and normal tissues, we used a false discovery rate (FDR) of 
<0.05 and absolute log2 fold change values greater than 1. 

Identification of a predictive signature of senescence-
associated lncRNAs for CRC

Senescence-associated lncRNAs were identified by building 
a senescence-associated mRNA-lncRNA co-expression 
network with absolute Pearson correlation coefficient values 
of >0.3 and P<0.001 as the thresholds. Cytoscape 3.7.2 
was used to visualize the lncRNA-mRNA co-expression 
networks. The R package “ggalluvial” was used to obtain 
the co-expression Sankey map. By using univariate Cox 
regression analyses with a P<0.01 cutoff, significant 
prognostic senescence-associated lncRNAs were identified 
and incorporated into a multivariate Cox regression 
analysis to establish the risk scores. A risk formula was 
used to calculate the risk score for each patient, where 
risk score = explncRNA1 × coef lncRNA1 + explncRNA2 
× coef lncRNA2 +...+ explncRNAi × coef lncRNAi. 
The relationship between survival and the different risk 
groups was examined using linear regression analysis. The 
distribution of survival statuses based on the risk score levels 
was investigated. Clinicopathological data were included 
in the univariate and multivariate Cox regression analyses 
to determine whether the risk score was an independent 
prognostic indicator. The accuracy of the risk model was 
evaluated using receiver operating characteristic (ROC) 
curves. The R package “pheatmap” was used to construct 
and visualize the clinicopathological variables in the high- 
and low-risk groups. Principal component analysis (PCA) 
was also used to assess and illustrate the distribution 
of high-risk and low-risk patients, using the R package 
“scatterplot3d”.

Construction of the nomogram

Risk scores and other demographic parameters, such as 
gender, age, N stage, and total stage, were combined to 
develop a nomogram that could predict survival in CRC 
patients. We used a calibration curve to see if the predicted 

survival rate matched the actual survival rate. The R 
package “rms” was used to develop the nomogram.

Functional enrichment analysis of the senescence-associated 
lncRNAs predictive signature

According to the prognostic model, gene set enrichment 
analysis (GSEA) was carried out for the high- and low-risk 
groups. Significant biological processes and pathways were 
enriched when the nominal P value (NOM p) was <0.05 
and FDR q<0.25. The c5.go.v7.4, symbols.gmt, and c2.cp.
kegg.v7.4.symbols.gmt were used as reference files from the 
Molecular Signatures Database (MSigDB, http://software.
broadinstitute.org/gsea/msigdb/index.jsp). The results were 
visualized using the R package “ggplot2.” A single-sample 
gene set enrichment analysis (ssGSEA) was used to calculate 
the infiltration scores of 16 immune cells and the activities 
of 13 immune-related pathways using the “GSVA” package 
in R (23).

Assessment of the predictive signature’s ability to predict 
drug treatment response 

First, the expression differences of 40 immunological 
checkpoints between the high- and low-risk groups were 
analyzed. We also compared the half-maximal inhibitory 
concentration (IC50) of the drugs used to treat CRC 
between the high- and low-risk groups in order to assess 
the signature’s potential to predict treatment response. The 
Wilcoxon signed-rank test was used to compare the IC50 
values. 

Patients and tissue specimens of the independent validation 
CRC cohort

Patients were eligible for inclusion if they had histologically 
confirmed CRC with resectable tumors , regardless 
of microsatellite status or mismatched repair protein 
expression. The eighth edition of the American Joint 
Committee on Cancer (AJCC) was used to determine all 
staging (24). The presence of metastatic disease (stage 
IV), unresectable or recurrent CRC, CRC with active 
bleeding, perforation, or complete obstruction necessitating 
emergency surgery, and any prior anticancer therapy 
for CRC, such as chemotherapy, targeted therapy, or 
immunotherapy are important exclusion criteria. The 
baseline demographic and clinical characteristics of the 

http://software.broadinstitute.org/gsea/msigdb/index.jsp
http://software.broadinstitute.org/gsea/msigdb/index.jsp
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quantitative reverse transcription polymerase chain reaction 
(RT-qPCR) independent validation CRC group are shown 
in Table 1.

Tissue samples were obtained from CRC patients who 
underwent surgical resection at the Sixth Affiliated Hospital 
of Sun Yat-sen University in 2021. Written informed 
consent was obtained from all participants. The study was 
conducted in accordance with the Declaration of Helsinki 
(as revised in 2013) and approved by the Research Ethics 
Committee of the Sixth Affiliated Hospital of Sun Yat-sen 
University (No. 2021ZSLYEC-064). We excised tumor 
tissue and adjacent tumor-free tissue and preserved them in 
RNAfixer Reagent (Biotek, Beijing, China). 

Cell culture

Three human GC cell lines (HCT116, SW480, and 
HCT8) and one normal human colon mucosal epithelial 
cell line, NCM460, were obtained from The Cell Bank 
of Type Culture Collection of the Chinese Academy 
of Sciences Committee (Shanghai, China). All the cell 
lines were cultured in RPMI 1640 medium. All media 
were supplemented with 1% penicillin-streptomycin 
(Invitrogen, Carlsbad, CA, USA) and 10% fetal bovine 
serum (Invitrogen). The cells were cultured at 37 ℃ in a 
humidified atmosphere containing 5% CO2.

Real-time RT-qPCR

A TRIzol reagent (Invitrogen, Carlsbad, USA) and 
an RNA-Quick Purification Kit (ES-RN001; Yishan 
Biotechnology, Shanghai, China) were used to extract 
the total RNA from tissues or cell lines according to the 
manufacturer’s instructions. The RT-qPCR analysis was 
performed as previously described (25). GAPDH was used 
as the normalization control. The 2–ΔCt or 2–ΔΔCt method was 
utilized for quantification.

Statistical analysis

R software (Version 4. 1.2) was used for all statistical 
analyses. The expression levels of senescence DEGs in 
cancerous and healthy tissues were compared using the 
Wilcoxon test. Patients in different groups were compared 
for differences in OS using the log-rank test. The Kruskal-
Wallis test was used to compare the differences in the 
area under the ROC (AUC) between groups. When the 

Table 1 Baseline demographic and clinical characteristics of the 
real-time RT-qPCR independent validation CRC group (n=30)

Clinical characteristics
RT-qPCR validation group 

(n=30)

Age (years)

Median 60.6

Range 45–72

Gender, n (%)

Female 9 (30.00)

Male 21 (70.00)

Tumor location, n (%)

Ascending colon 3 (10.00)

Transverse colon 4 (13.33)

Descending colon 4 (13.33)

Sigmoid colon 11 (36.67)

Rectum 4 (13.33)

Disease stage, n (%)

I 6 (20.00)

II 6 (20.00)

III 18 (60.00)

T stage, n (%)

T1 2 (6.67)

T2 11 (36.67)

T3 14 (46.67)

T4 3 (10.00)

N stage, n (%)

N0 12 (40.00)

N1 5 (16.67)

N2 13 (43.33)

Histological differentiation, n (%)

Well 12 (40.00)

Moderately 11 (36.67)

Poorly 7 (23.33)

Loss of expression of mismatch 
repair proteins

0

High microsatellite instability (testing 
by PCR)

0

T, extension of the primary tumor; N, lymph node invasion; RT-
qPCR, real-time quantitative reverse transcription polymerase 
chain reaction; CRC, colorectal cancer.
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AUC value is higher than 0.7, the model is regarded 
as performing well. For clinical data analysis, the chi-
squared test or Fisher’s exact test was used. Demographic 
information was incorporated into the univariate and 
multivariate Cox regression analysis to test the hypothesis 
that the SenALSig is an independent prognostic predictor. 
Using Spearman or Pearson correlation coefficients, we 
investigated the relationships among lncRNA expression, 
immune checkpoint gene expression, and immunological 
infiltration. Statistical significance was defined as a corrected 
P value 0.05.

Results

Identification of senescence-related DEGs in CRC

We first looked into the expression of 279 genes to check 
if there was any aberrant expression of these senescence-
related transcripts (https://cdn.amegroups.cn/static/public/
jgo-22-721-1.docx) in normal and tumor tissues. A subset 
of 80 senescence-related DEGs was obtained, including 53 
upregulated genes and 27 downregulated genes (Figure 2A, 
Table S1). 

Construction of the senescence-associated lncRNA 
predictive signature—SenALSig

By using Pearson’s correlation analysis, a total of 1161 
senescence-associated lncRNAs were identified under the 
absolute values of Pearson’s correlation coefficient >0.3 and 
P<0.001 as thresholds with correlation to senescence-related 
DEGs (https://cdn.amegroups.cn/static/public/jgo-22-
721-2.xlsx). Thirty-two lncRNAs were identified as being 
related to the prognosis of CRC patients by a univariate 
Cox regression analysis (Figure 2B). Using multivariate 
Cox regression analysis, six senescence-associated lncRNAs 
(SNHG16 ,  AL590483 .1,  ZEB1-AS1, AC107375.1, 
AC068580.3, and AC147067.1) were identified to form a 
predictive signature termed “SenALSig.” A heatmap of the 
six SenALSig lncRNAs’ expression levels in CRC patients 
is shown in Figure 2C. The co-expression network consisted 
of 120 pairs of senescence-associated lncRNA-mRNAs 
and was further visualized using Cytoscape software  
(Figure 2D; |R2| >0.3 and P<0.001). Figure 2E depicts 
a Sankey diagram demonstrating that SNHG16 and 
AL590483.1 were protective factors, whereas ZEB1-AS1, 

AC107375.1, AC068580.3, and AC147067.1 were risk factors. 

Correlation between the SenALSig and the prognosis of 
CRC patients

The risk score of SenALSig was calculated as follows: 
r i s k  s c o r e  =  ( – 0 . 8 9 9 4 × S N H G 1 6  e x p r e s s i o n )  + 
(–0.8211×AL590483.1 expression) + (0.9144×ZEB1-
AS1 expression) + (0.6663×AC107375.1 expression) + 
(0.7681×AC068580.3 expression) + (0.5576×AC147067.1 
expression). The formula was used to get the risk score for 
each patient, and the patients were then categorized into 
high- and low-risk groups on the basis on the median risk 
score. Finally, 278 patients were assigned to the high-risk 
group, while 295 patients were assigned to the low-risk 
group (Figure 3A). According to the Kaplan-Meier analysis, 
the OS time (Figure 3A) and progression-free survival time 
(PFS, Figure S1) of the high-risk group were significantly 
shorter than that of the low-risk group. Figure 3B,3C show 
the risk scores and survival statistics for individual patients. 
As risk scores rose, so did the number of patients who died. 
In the univariate and multivariate Cox regression analyses, 
the risk score was an independent predictor of OS in CRC 
patients (Figure 3D,3E). The risk score’s AUC was 0.714, 
which was better than most clinicopathological variables in 
predicting CRC patients’ prognosis (Figure 3F). The AUCs 
of the 1-, 3-, and 5-year ROC curves were 0.688, 0.718, and 
0.733, respectively, indicating SenALSig’s robust prognostic 
predictive performance (Figure 3G). 

Figure 4A illustrates the risk group-specific expression 
of the six lncRNAs from the SenALSig model and the 
clinicopathological factors. Then, using our SenALSig 
model, patients with varying risks could be differentiated 
clearly, as shown in Figure 4B-4E, proving the model’s 
accuracy.

Furthermore, when assessing the relationship between 
the SenALSig risk score and demographic parameters, as 
shown in Figure 5A-5Q, we found significant relationships 
between the risk score and age (Figure 5A,5B), gender 
(female and male, Figure 5C,5D), distant metastasis (M0 
and M1, Figure 5E,5F), lymph node metastasis (N1 and 
N2, Figure 5H,5I), T4 stage (Figure 5M), stage III and IV 
(Figure 5P,5Q). Using a stratification analysis, we again 
demonstrated that patients with a high-risk score had a 
significantly poorer prognosis. Taken together, these results 
showed that the SenALSig-based risk score was a significant 

https://cdn.amegroups.cn/static/public/jgo-22-721-1.docx
https://cdn.amegroups.cn/static/public/jgo-22-721-1.docx
https://cdn.amegroups.cn/static/public/JGO-22-721-Supplementary.pdf
https://cdn.amegroups.cn/static/public/jgo-22-721-2.xlsx
https://cdn.amegroups.cn/static/public/jgo-22-721-2.xlsx
https://cdn.amegroups.cn/static/public/JGO-22-721-Supplementary.pdf


Huang et al. Senescence LncRNA predicts CRC prognosis1848

© Journal of Gastrointestinal Oncology. All rights reserved.   J Gastrointest Oncol 2022;13(4):1842-1863 | https://dx.doi.org/10.21037/jgo-22-721

−6 −4 −2 0 2 4 6
logFC

0.0 1.0 2.0 3.0
Hazard ratio

Volcano

−
lo

g 1
0 

(fd
r)

30

25

20

15

10

5

0

Type

AC068580.3 

AC147067.1 

ZEB1-AS1 

AC107375.1 

SNHG16 

AL590483.1

AC083843.2 0.048 1.072 (1.001–1.149)
SNHG16 0.006 0.852 (0.760–0.954)
LINC00957 0.013 1.329 (1.062–1.662)
AL139384.1 0.028 1.220 (1.022–1.456)
MIR4435-2HG 0.037 1.183 (1.010–1.386)
AC026471.4 0.009 1.117 (1.028–1.214)
LINC01836 0.026 1.142 (1.016–1.283)
AL590483.1 0.032 0.645 (0.432–0.964)
AC007383.2 0.011 1.189 (1.041–1.358)
AC027644.3 0.002 1.396 (1.125–1.732)
ZEB1-AS1 <0.001 2.063 (1.515–2.810)
AC107375.1 0.047 1.226 (1.003–1.499)
AC068580.3 0.015 1.316 (1.056–1.640)
BACE1-AS 0.025 1.151 (1.018–1.301)
NKILA 0.037 1.069 (1.004–1.139)
AC069281.2 <0.001 1.391 (1.144–1.690)
AC073611.1 0.036 1.295 (1.017–1.649)
AC005261.3 0.029 1.183 (1.018–1.376)
LINC01011 0.022 1.392 (1.049–1.848)
AC105219.1 0.038 1.131 (1.007–1.270)
AC040977.1 0.003 1.176 (1.056–1.309)
AL161729.4 0.007 1.209 (1.052–1.388)
AL162586.1 0.001 1.386 (1.133–1.695)
AC011462.4 0.018 1.315 (1.047–1.650)
AC147067.1 0.019 1.171 (1.026–1.335)
LBX2-AS1 0.012 1.084 (1.018–1.155)
AC073896.3 0.021 0.585 (0.370–0.923)
AC093673.1 0.015 1.043 (1.008–1.080)
AC027307.2 <0.001 1.138 (1.064–1.217)
PCAT6 0.014 1.117 (1.023–1.219)
AC099850.3 0.007 0.933 (0.886–0.981)
AC011472.1 0.012 1.216 (1.044–1.416)

P value   Hazard ratio 95% CI

Type
N
T

4

2

0

−2

−4

B

D

A

C

mRNA lncRNA Risk type

Protect

Risk

E

Figure 2 Construction of a network of lncRNA-mRNA co-expression and identification of senescence-associated lncRNAs associated with 
CRC prognosis. (A) The volcano map demonstrates the differential expression of 279 senescence genes in normal and CRC tumor tissues. 
We use pink dots to demonstrate genes that are upregulated in tumor tissue, while blue dots demonstrate genes that are downregulated. (B) 
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Figure 3 Prognostic value of the risk score determined by the SenALSig predictive signature. (A) Kaplan-Meier method was used to 
estimate the overall survival of patients at different risks stratified by SenALSig. (B) Each colorectal patient’s score (from 0 to 10) is displayed 
on the risk curve. High- and low-risk situations are shown by yellow and blue dots, respectively. (C) The scatter plot shows the survival 
situation of each colorectal patient. The yellow dot means death and the blue means survival, respectively. Forest plot showing univariate 
(D) and multivariate (E) Cox regression analysis of SenALSig risk scores and other clinical parameters. (F) ROC curves demonstrate the 
different area under the curve for risk scores and other clinical parameters. (G) The time-dependent ROC curve for the predictive signature 
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Figure 5 Kaplan-Meier curves for different-risk samples stratified by demographic parameters. (A,B) Age; (C,D) Sex; (E,F) M stage; (G-I) N 
stage; (J-M) T stage; (N-Q) overall TNM stage. T, tumor; N, lymph node metastasis; M, distant metastasis.
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independent prognostic risk factor for patients with CRC. 

Construction and verification of a nomogram

To determine the likelihood that CRC patients would 
survive, we created a therapeutically adaptable nomogram 
employing the SenALSig risk score in conjunction with 
additional clinicopathological factors (Figure 6A). The 
nomogram’s calibration plots for 1-, 3-, and 5-year survival 

(Figure 6B-6D) demonstrated that the estimated mortality 
was reasonably similar to the actual mortality.

Internal validation of the SenALSig

To investigate the applicability of the SenALSig for OS 
based on the complete TCGA dataset, the dataset of 
573 CRC patients was randomly split into two cohorts 
(n=288 in the first cohort and n=285 in the second cohort).  
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Figure 6 Development and validation of a nomogram. (A) Nomogram prediction model for OS of CRC patients. The calibration curves 
showed good consistency in the probability of (B) 1-, (C) 3-, and (D) 5-year survival between the actual observation and the nomogram 
prediction. OS, overall survival; CRC, colorectal cancer; T, tumor; N, lymph node metastasis; M, distant metastasis.
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Table 2 The clinical characteristics of patients in different cohorts

Clinical characteristics
Entire TCGA CRC samples 

(n=573)
First internal validation cohort 

(n=288)
Second internal validation 

cohort (n=285)
P-overall

Age, mean (SD) 65.5 (12.4) 64.6 (12.2) 66.5 (12.5) 0.168

Gender (%) 0.814

Female 259 (45.2) 134 (46.5) 125 (43.9)

Male 314 (54.8) 154 (53.5) 160 (56.1)

Stage (%) 0.153

Stage I + II 303 (52.9) 137 (47.6) 166 (58.2)

Stage III + IV 250 (43.6) 139 (48.3) 111 (38.9)

Unknown 20 (3.5) 12 (4.2) 8 (2.8)

T (%) 0.779

T1 + 2 118 (20.6) 64 (22.2) 54 (18.9)

T3 + 4 453 (79.1) 222 (77.1) 231 (81.1)

Tis 1 (0.2) 1 (0.3) 0

Unknown 1 (0.2) 1 (0.3) 0

M (%) 0.302

M0 426 (74.3) 208 (72.2) 218 (76.5)

M1 82 (14.3) 39 (13.5) 43 (15.1)

MX_unknown 65 (11.3) 41 (14.2) 24 (8.4)

N (%) 0.052

N0 322 (56.2) 146 (50.7) 176 (61.8)

N1 + 2 248 (43.3) 139 (48.3) 109 (38.2)

NX_unknown 3 (0.5) 3 (1.0) 0

T, tumor; M, metastasis; N, lymph node; P-overall, the P value is indicated for the chi-square test and Kruskal-Wallis test among the three 
groups, significant threshold <0.05; CRC, colorectal cancer.

Table 2 shows the demographic characteristics of the 
patients in the two cohorts. According to the findings 
derived from the complete TCGA cohort, the OS rate of 
patients in the high-risk group was lower than that of the 
low-risk group in both internal cohorts (Figure 7A,7B). 
Furthermore, the time-dependent ROC curves of the two 
cohorts performed well in terms of prediction. AUCs for 1-, 
3-, and 5-year survival were 0.771, 0.788, and 0.758 in the 
first internal cohort (Figure 7C), and 0.625, 0.644, and 0.713 
in the second internal cohort, respectively (Figure 7D). By 
internal verification from these two cohorts, we confirmed 
the robust predictive role of SenALSig in the prognosis  
of CRC. 

Identification of SenALSig-associated biological pathways

The gene set functional annotation in SenALSig-identified 
high- and low-risk CRC patient groups was performed using 
GSEA software. The Gene ontology (GO) terms positive 
regulation of GTPase activity [normalized enrichment score 
(NES) =2.634, NOM P<0.001, FDR q<0.001], regulation 
of GTPase activity (NES =2.617, NOM P<0.001, FDR 
q<0.001), positive regulation of MAPK cascade (NES 
=2.589, NOM P<0.001, FDR q<0.001), negative regulation 
of cytokine production (NES =2.579, NOM P<0.001, 
FDR q<0.001), and positive regulation of cell projection 
organization pathway (NES =2.567, NOM P<0.001, FDR 
q<0.001) were enriched in CRC patients with high-risk 
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Figure 7 SenALSig internal validation. Kaplan-Meier curves for the first (A) and second cohorts (B). OS is predicted by time-dependent 
ROC curves in the first set (C) and second set (D). ROC, receiver operating characteristic; OS, overall survival; AUC, area under the curve; 
SenALSig, senescence-associated lncRNAs.

scores (Figure 8A and https://cdn.amegroups.cn/static/
public/jgo-22-721-3.xlsx). In contrast, pathways related 
to mitochondrial function, such as mitochondrial gene 
expression (NES =−2.422, NOM P<0.001, FDR q<0.001), 
cytoplasmic translation (NES =−2.401, NOM P<0.001, 
FDR q<0.001), mitochondrial translation (NES =−2.345, 
NOM P<0.001, FDR q=0.002), ribosome assembly (NES 
=−2.343, NOM P<0.001, FDR q=0.002), and mitochondrial 
protein containing complex (NES =−2.342, NOM P<0.001, 
FDR q=0.002) were enriched in CRC samples with low-
risk scores, (Figure 8A and https://cdn.amegroups.cn/
static/public/jgo-22-721-4.xlsx). In addition, 178 enriched 
Kyoto Encyclopedia of Genes and Genomes (KEGG) 
pathways were identified. JAK/STAT signaling pathway 

(NES =2.454, NOM P<0.001, FDR q<0.001), cytokine-
cytokine receptor interaction (NES =2.438, NOM P<0.001, 
FDR q<0.001), chemokine signaling pathway (NES =2.395, 
NOM P<0.001, FDR q<0.001), calcium signaling pathway 
(NES =2.370, NOM P<0.001, FDR q<0.001), and focal 
adhesion signaling pathways (NES =2.367, NOM P<0.001, 
FDR q<0.001) were enriched in the high-risk group  
(Figure 8B and https://cdn.amegroups.cn/static/public/
jgo-22-721-5.xlsx). Citrate—tricarboxylic acid (TCA) 
cycle (NES =−2.181, NOM P<0.001, FDR q=0.014), 
Parkinson’s disease (NES =−2.126, NOM P=0.006, FDR 
q=0.015), oxidative phosphorylation (NES =−2.125, NOM 
P=0.004, FDR q=0.010), ribosome (NES =−2.089, NOM 
P<0.001, FDR q=0.010), and aminoacyl tRNA biosynthesis 

https://cdn.amegroups.cn/static/public/jgo-22-721-3.xlsx
https://cdn.amegroups.cn/static/public/jgo-22-721-3.xlsx
https://cdn.amegroups.cn/static/public/jgo-22-721-4.xlsx
https://cdn.amegroups.cn/static/public/jgo-22-721-4.xlsx
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(NES =−2.067, NOM P=0.002, FDR q=0.010), were 
enriched in the low-risk group (Figure 8B and https://cdn.
amegroups.cn/static/public/jgo-22-721-6.xlsx). These 
findings, particularly the enrichment pathway identified 
from the KEGG analysis of high-risk patients, suggested 
that SenALSig may be involved in the tumor immune 
microenvironment (TIME). Thus, we subsequently 
compared immune cell infiltration, immune pathway 
activation and immune checkpoint expression between the 
high- and low-risk groups. 

Immune cell infiltration, immune-related functions, and 
the expression of immune checkpoints in different risk 
groups

As shown in Figure 9A, we found that antitumor cell types, 
such as T cell CD4 memory resting, T cell CD4 memory 
activated, and dendritic cell resting, had strongly infiltrated 
the low-risk group. Treg cells with an immunosuppressive 
function had a significantly higher degree of infiltration 

in the high-risk group, but CD8+ T cells did not differ 
significantly between the two groups. In addition, the 
immune function scores of antigen-presenting cell (APC) 
co-stimulation, chemokine receptor (CCR), T cell co-
stimulation, type I and II IFN response were higher in the 
high-risk group than in the low-risk group (Figure 9B). The 
expression of the majority of 47 immune checkpoint genes 
differed significantly between the high- and low-risk groups 
(Figure 9C). The high-risk group had much higher levels 
of clinically applied immunotherapeutic markers, such as 
CD274, PDCD-1 and CTLA4. These findings imply that 
the SenALSig-based risk score grouping could be used as 
a potential biomarker for immune checkpoint blockade 
therapy. 

Correlation between the SenALSig and CRC chemotherapy 
and targeted therapy

Chemotherapy is an aggressive, non-specific treatment 
regimen that targets rapidly growing cells. Due to their 
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Figure 9 Immune cell infiltration, immune-related functions, and the expression of immune checkpoints in different risk groups. (A) 
The violin plot illustrates the differences in 22 types of immune cell infiltration in the CRC tumor microenvironment between high- and 
low-risk groups. The CIBERSORT algorithm and Wilcoxon rank-sum test determined the differences between the two groups. (B) The 
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risk and low-risk groups. The red boxes represent high-risk patients, while the blue boxes represent low-risk patients. P value <0.05 indicates 
statistical significance. *, P<0.05; **, P<0.01; ***, P<0.001; ns, non-significant; CRC, colorectal cancer; APC, antigen-presenting cell; CCR, 
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non-proliferative nature, senescent fibroblasts, other 
stromal components, and SASP cancer cells are already 
highly resistant to chemotherapy (26). To address this 
issue, we investigated the relationships between the risk 
score and the efficacy of CRC-targeted therapeutics 
and chemotherapeutics (Figure 10A-10H). Interestingly, 
patients with high-risk scores were more sensitive to the 
targeted therapeutics vorinostat (P=3.6e-12, Figure 10A) 
and pyrimethamine (P=0.01, Figure 10B). Vorinostat 
treatment significantly reduced suppressor immune cell  
populations (27), which improved anti-tumor immunity 
in CRC patients. Furthermore, pyrimethamine inhibited 
cell growth in CRC cells by inducing S-phase arrest 
followed by cellular senescence, increased CD8+ T-cell–
mediated cytotoxicity, and exerted antitumor activity  
in vivo (28). In addition, some routinely used clinical drugs, 
such as erlotinib (P=0.00016, Figure 10C) and gemcitabine 
(P=7.8e-06, Figure 10D), have also shown significant 
sensitivity effects in high-risk groups. Correspondingly, 
patients in the low-risk group showed more drug 
susceptibility: mTOR inhibitors, such as temsirolimus 
(P=0.022, Figure 10E), rapamycin (P=0.02, Figure 10F), and 
AZD8055 (P=0.00042, Figure 10G) appear to be particularly 

sensitive in this group of patients. The IC50 value of 
cisplatin (P=0.045, Figure 10H) was also significantly higher 
in patients with low-risk scores. Taken together, our drug 
sensitivity assays are useful for investigating individualized 
treatment plans for patients in both high- and low-risk 
groups. 

Independent validation of the six lncRNAs’ expression in 
the SenALSig model using CRC samples and cell lines 

An independent validation cohort of 30 CRC tumor 
and non-tumor tissues was recruited to further validate 
the SenALSig model’s expression levels of SNHG16, 
AL590483.1, ZEB1-AS1, AC107375.1, AC068580.3, 
and AC147067.1. The RT-qPCR primer sequences are 
listed in Table S2. According to the RT-qPCR results, the 
expression levels of these lncRNAs differed significantly 
between tumor and normal tissues (Figure 11A-11F). 
AC147067.1 (Figure 11C) had a significantly lower 
expression in tumor tissues than the other five lncRNAs, 
which had significantly higher expressions. In addition, 
as shown in Figure 11G-11L), the expression of these six 
lncRNAs in at least one CRC cell line differed significantly 
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from those of normal CRC epithelial cells. Furthermore, 
the online tool GEPIA2 (gepia2.cancer-pku.cn) was used to 
analyze the different expressions of the six lncRNAs in the 
CRC data set of TCGA (Figure S2A-S2F). Importantly, the 
expression pattern has been cross-validated with TCGA, 
our independent CRC cohorts, and CRC cell lines. 

Discussion

More than 1.8 million new CRC cases and 881,000 CRC-
related deaths occur yearly, ranking it third (10.2 %) and 
second (9.2%) among all cancer types in incidence and 
mortality rates, respectively (29,30). At present, the curative 
effect for CRC remains unsatisfactory, which is partly due 
to the lack of biomarkers for diagnosis, treatment, and 
prognosis. Combining multiple clinical genetic markers 
into a model could indeed improve predictive accuracy and 
contribute to the improvement of personalized treatment 
plans when compared to single clinical biomarkers (31). 
Cellular senescence, an essential component of aging and 
cancer, occurs due to various triggers, including telomere 
attrition, macromolecular damage, and signaling from 
activated oncogenes (20). Senescent cells (of any cellular 
origin) have recently been identified as functionally important 
cell types in the TME (12). The presence of senescent cells in 
the TME is associated with a lower DFS rate. Patients had a 
shorter OS when hepatocellular carcinoma tissues expressed 
more senescence-related genes (32). When senescent cells 
expressing the cell-cycle inhibitor p16INK4a+ in aging mice 
were pharmacologically ablated, there was a lower incidence 
of spontaneous tumorigenesis and cancer-associated deaths, 
as well as a delay in a number of age-related symptoms (33). 
Some lncRNAs are thought to regulate cellular senescence  
(34-36). For instance, the lncRNA PURPL has been shown 
to be a more robust senescent biomarker than p16 mRNA 
and p21 mRNA in the colon cancer cell line HCT116. It 
may promote tumorigenicity by acting as a survival factor 
and contributing to the survival phenotype of senescent  
cells (21).

Currently, senescent cells are identified by a combination 
of multiple traits, including expression and secretion 
of senescence-related proteins,  DNA damage ,  and 
β-galactosidase activity; however, these traits are neither 
exclusively nor universally present in senescent cells  
(20,37-40). In addition, although several lncRNA signatures 
associated with CRC have been reported (9-11,41-44), only 
a few studies have focused on senescent-related lncRNA 
predictive signatures in CRC, prompting us to construct 

a SenALSig signature for simultaneous characterization 
of senescence and CRC. Based on the ROC curve, the 
SenALSig demonstrated a moderate predictive performance 
for  CRC OS by using a  s ix  lncRNA senescence-
associated signature (SNHG16, AL590483.1, ZEB1-AS1, 
AC107375.1, AC068580.3, and AC147067.1). Additionally, 
we believe that our newly established nomogram will help 
with the development of treatment strategies and enhance 
clinical decision-making. In the lncRNA model, both 
SNHG16 and ZEB1-AS1 have previously been identified as 
oncogenes in a number of cancers (45-48), including colon 
cancer. SNHG16 has been shown to promote colon cancer 
cell proliferation, migration, and epithelial-mesenchymal 
transition via miR-124-3p/MCP-1 (49), and ZEB1-AS1 
promotes PAK2 expression by sponging miR-455-3p, 
facilitating colon cancer cell growth and metastasis (50). 
Furthermore, AL590483.1 and AC068580.3 have been 
linked to a colorectal prognosis signature component in 
several lncRNA risk models (51-55). However, studies on 
AC107375.1 and AC147067.1 in cancer are lacking. The 
impact of these lncRNAs in CRC and senescence must 
therefore be further studied. 

The most valuable contribution of the present study 
is that it highlights the significant relationship between 
SenALSig and CRC prognosis. To date, the effect of the 
aging microenvironment on tumor treatment response 
is often overlooked in preclinical studies. For example, 
most animal models studied are 4-8 week old mice, rather 
than older mice with better mimicry (15). This may partly 
explain the fact that many preclinical treatments that 
were very effective have failed when they entered clinical 
trials. Furthermore, when using AUC as a cross-sectional 
comparison, our SenALSig model is comparable to most 
studies utilizing TCGA to establish lncRNA biomarker 
signatures (Table 3). This suggests that senescent cells have 
an impact on the prognosis of CRC and are at least as 
valuable as other biomarkers.

Additionally, we demonstrated a significant relationship 
between SenALSig and the TIME. SenALSig stratification 
revealed that immune cell infiltration, immune pathway 
activation, and immune checkpoint expression were all 
higher in the high-risk group than in the low-risk group. 
Notably, different states of the immune microenvironment, 
named immune-hot or -cold, have significant effects on 
therapeutic efficacy and the OS of CRC patients (56). Pre-
existing anti-tumor immune responses within the TME 
are necessary for immune checkpoint blockade to be  
effective (57). Since our findings link cellular senescence 
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Table 3 Studies of LncRNA predictive models to predict colorectal cancer prognosis

Studies No. of lncRNAs
AUC of time-dependent ROC

1-year 3-year 5-year

Zhang et al. (9) 4 0.622 0.635 0.675

Zhao et al. (10) 3 0.679 0.663 0.699

Wang et al. (11) 5 NA NA 0.740

Cheng et al. (44) 6 NA 0.797 0.771

Sun et al. (52) 10 NA 0.725 0.803

Wang et al. (53) 15 NA NA 0.708

Chen et al. (54)* 15 0.796 0.828 0.866

Zhou et al. (55)* 10 0.796 0.790 0.723

The present study 6 0.688 0.718 0.733

*, these studies only assessed colon cancer samples in the TCGA database. AUC, area under the ROC curve; ROC, receiver operating 
characteristic curve; NA, not available.

markers to immune infiltration in CRC, targeting these 
senescence-associated lncRNAs in combination with 
immune checkpoint inhibitors may be a promising new 
direction. Interestingly, Immunotherapy markers such 
as CD274, PDCD-1, and CTLA4 were found to be 
significantly higher in the high-risk group, implying that 
immunotherapy may benefit these patients more. These 
results provide new insights into tumor immunotherapy. 
Taken together,  the current study emphasizes the 
implication of cellular senescence on TIME and the future 
value of treating cellular senescence as a complement to 
enhance the efficacy of immunotherapy. 

The transitional senescent state is another aspect of 
senescent cancer cells’ impact on cancer phenotype. In this 
case, senescent cancer cells can escape the proliferative 
state to avoid detection by the immune system and 
chemotherapeutic agents, but under the right conditions, 
they can resume cell proliferation and exhibit oncogenic 
cellular capacity (12,58). For example, in breast cancer 
models, treatment-induced senescent endothelial cells 
can increase the development of cancer cells (59,60). This 
situation suggests that clinicians should pay sufficient 
attention to strategies that target senescent cells during 
oncology treatment. Because our SenALSig signature fully 
considers senescence in patient risk stratification, it may 
have potential benefits for clinical drug selection. 

The current study had several limitations. First, the 
study only used the TCGA dataset due to the current lack 

of external CRC databases. To decide if the SenALSig 
model will be able to accurately fit the dataset in the future, 
more data that is currently accessible should be taken into 
account. Second, some factors that can clearly influence 
prognosis were not included in the nomogram because 
they were not available. Third, functional and mechanistic 
research should be carried out to better understand the role 
of senescence-associated lncRNAs.

To summarize, we constructed a SenALSig lncRNA 
signature for CRC that can be used to predict prognosis. 
SenALSig was included in our effective nomogram. By 
using 30 pair-matched tumor and non-tumor tissues, 
we validated the expression levels of the identified 
lncRNAs independently.  Importantly, SenALSig is 
associated with immune infiltration of the TME as well as 
immunotherapeutic efficacy. 
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Table S1 Abnormal expression of senescence-related transcripts in tumor and normal tissues

Gene conMean treatMean logFC pValue fdr

MYLK 45.43049286 4.835150165 −3.232028356 1.60E-25 1.62E-24

CPEB1 0.402928334 0.046320615 −3.120796942 7.98E-29 2.23E-27

CDKN2B 32.37764714 3.990329208 −3.020418469 2.06E-30 1.13E-28

SGK1 25.31700027 4.163838381 −2.604120498 7.06E-22 3.71E-21

BLK 1.029332885 0.196936563 −2.385906734 4.56E-22 2.55E-21

HEPACAM 0.067705676 0.014976986 −2.176529439 2.58E-29 9.28E-28

CAV1 42.28390084 10.5726715 −1.999768514 2.15E-21 1.09E-20

SORBS2 5.663105863 1.523380725 −1.894316952 6.05E-15 1.71E-14

TLR3 5.301437431 1.450407288 −1.869925505 4.68E-28 7.86E-27

IGFBP6 28.20628039 7.76090572 −1.861719494 2.40E-25 2.32E-24

CBX7 8.159114235 2.515163023 −1.697760627 4.68E-28 7.86E-27

AR 0.492513069 0.161111414 −1.612103299 5.36E-17 1.69E-16

HSPB2 1.021621635 0.343481753 −1.572555617 6.15E-18 2.28E-17

TXNIP 322.4641176 122.5332253 −1.395965639 5.88E-25 4.94E-24

TGFB1I1 14.43172265 5.521799767 −1.386033039 3.37E-08 6.03E-08

CKB 590.5438782 231.3862979 −1.351740824 5.19E-17 1.66E-16

KL 0.796593584 0.313891708 −1.343576942 6.40E-22 3.43E-21

LIMA1 61.89995059 25.37560233 −1.28649619 2.47E-26 2.96E-25

MAP4K1 2.885565627 1.216850354 −1.245702384 2.16E-16 6.65E-16

SOX5 0.253704752 0.114198858 −1.151602321 4.44E-19 1.78E-18

EPHA3 1.387124029 0.637708422 −1.121127953 1.06E-09 1.99E-09

RNASEL 4.587609235 2.133236738 −1.104698431 5.62E-25 4.88E-24

GNG11 8.266570039 3.892514827 −1.086586317 6.15E-15 1.72E-14

LGALS3 696.0402706 335.7918113 −1.051603729 5.08E-22 2.78E-21

NDRG1 79.36151608 38.96538565 −1.026246491 9.78E-12 2.22E-11

RPS6KA6 1.869534325 0.923512447 −1.017475649 5.96E-16 1.81E-15

CDKN1A 106.8041535 52.85281501 −1.014915535 1.84E-18 7.14E-18

RSL1D1 18.31646357 36.74097013 1.004248737 1.73E-22 1.02E-21

PKM 76.27061373 153.3521255 1.007648949 2.96E-21 1.46E-20

TFDP1 23.21378549 47.2365147 1.024920718 4.13E-25 3.71E-24

ETS2 64.17043941 131.9216884 1.039701001 3.30E-17 1.11E-16

TRIM28 54.49911569 115.3215212 1.081357046 8.02E-27 1.12E-25

MAGOHB 1.82170582 3.866682047 1.085806136 3.40E-21 1.62E-20

STK32C 1.71506149 3.721296257 1.117544947 3.60E-10 7.15E-10

IFNG 0.153445475 0.334741148 1.125319804 0.000286479 0.000396663

RUVBL2 19.48998235 42.60548464 1.128306377 3.50E-25 3.26E-24

LIMK1 3.59932498 7.896085601 1.133411262 1.43E-25 1.50E-24

PNPT1 4.671970941 10.26929847 1.136234423 5.11E-24 3.68E-23

TACC3 5.017636157 11.1207995 1.148180745 9.05E-21 4.07E-20

UBTD1 2.300482882 5.537005343 1.267169193 6.77E-18 2.47E-17

BHLHE40 21.12079437 52.25496747 1.306904093 3.46E-20 1.48E-19

CHEK1 1.966428306 4.915463019 1.321749732 9.71E-25 7.65E-24

P3H1 1.78372751 4.463144372 1.323165235 2.01E-26 2.53E-25

CDK4 15.04297863 37.6590247 1.323905377 3.23E-27 4.79E-26

BRCA1 1.355655716 3.510378074 1.372635584 3.48E-23 2.19E-22

EZH2 3.315433688 8.820953632 1.411737034 3.04E-28 6.38E-27

PTTG1 8.478121627 22.87020411 1.431652673 1.75E-23 1.19E-22

FOXM1 5.200558059 14.32978034 1.462278146 8.87E-24 6.21E-23

NOTCH3 3.358027027 9.352483484 1.477735671 4.57E-17 1.48E-16

MMP9 8.783467414 24.50809334 1.480395767 1.40E-06 2.23E-06

MAD2L1 3.306140698 9.5602395 1.531898638 2.64E-23 1.71E-22

CENPA 2.2021113 6.483885238 1.557971168 4.61E-26 5.28E-25

RUNX1 1.856034906 5.497674539 1.566597659 3.40E-28 6.58E-27

TFAP4 1.376152371 4.156225451 1.594633697 2.24E-30 1.13E-28

CDK1 5.810577349 17.62087894 1.600532464 2.61E-23 1.71E-22

TNFSF15 0.796106263 2.415190295 1.601103948 9.52E-27 1.26E-25

CEBPB 11.47580922 36.32114263 1.6622137 5.63E-26 6.17E-25

VEGFA 4.248134569 13.5360475 1.671905164 7.12E-29 2.23E-27

AURKA 6.110931647 19.71822997 1.690065803 1.10E-27 1.74E-26

CCND1 15.33640988 53.10542678 1.791898496 2.20E-30 1.13E-28

HJURP 2.111342704 7.444368887 1.817988777 5.40E-30 2.27E-28

TERT 0.176508797 0.62915223 1.833669048 1.22E-12 2.94E-12

CBX8 1.153757884 4.172307006 1.854504811 4.45E-31 5.61E-29

SNAI1 1.1937992 4.346164595 1.86418262 6.73E-25 5.47E-24

E2F1 3.845043569 15.03910215 1.967646589 1.09E-28 2.75E-27

PROX1 1.216173559 5.064445645 2.058055231 1.89E-18 7.21E-18

MYC 25.8873938 108.7104266 2.070168683 2.96E-28 6.38E-27

SERPINE1 3.787122227 16.47001324 2.120667825 1.47E-17 5.08E-17

AGT 2.876721755 14.71928098 2.355209608 1.09E-20 4.81E-20

IL1A 0.222925151 1.485337668 2.736159641 1.38E-16 4.31E-16

CXCL1 8.824251016 70.13724454 2.990635017 2.44E-24 1.81E-23

CDKN2A 0.292369631 2.457387506 3.071260004 5.61E-21 2.57E-20

NOX4 0.057027145 0.497853395 3.126000245 1.86E-22 1.07E-21

TERC 0.019464609 0.209878939 3.430632144 0.000147604 0.000206645

SIX1 0.013375334 0.190589077 3.832818599 5.18E-23 3.19E-22

VENTX 0.133137618 2.004532996 3.912276002 1.90E-10 3.87E-10

IGFBP1 0.041727639 0.633491403 3.924249828 3.72E-05 5.48E-05

SLC13A3 0.08482972 1.771167386 4.383986957 1.83E-14 5.00E-14

WT1 0.017495718 0.600501925 5.101095062 7.73E-18 2.78E-17

WNT2 0.070308335 3.466901798 5.62380744 2.62E-32 6.59E-30
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Figure S1 Progression-free survival (PFS) analysis by the 
SenALSig model using the TCGA-CRC samples. The P value was 
generated by the log-rank test.

Table S2 The qPCR primer sequences of the six lncRNAs in the SenALSig model

LncRNA Forward Reverse

AC068580.3 CCATTGGGTTAAGATACGAGAGTC  AGGGAGGGGACACCCAAAT

SNHG16 AAGACATGGCCACTCCAGTC AGGCTGACTGCACCATCATC

AL590483.1 AGACTCCAAATACCTTGAGCATGT AGGGGCCAGATGAAATGATCC

ZEB1-AS1 GGCTGATTCTCCCTGTACCC GGTTCTACGCGAGGAAGAGG

AC107375.1 ACTTCTCTCGCCCTGAGGAT GTTGGCTTCCTGCACACAAG

AC147067.1 AGAGGATAGGCAGGTGCAGA AGTCGGGGTCGATGGTTCTA
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Figure S2 The online tool GEPIA2 (gepia2.cancer-pku.cn) is used to analyze the different expressions of the six lncRNAs in the CRC data 
set of TCGA. COAD, colon adenocarcinoma; READ, rectum adenocarcinoma; num, sample size number; T, tumor tissues; N, normal 
tissues. *, P value <0.05.


