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Abstract
Purpose  Colorectal cancer (CRC) refers to high-mortality tumors arising in the colon or rectum with a high rate of recur-
rence. The involvement of long non-coding RNAs (lncRNAs) contributes to the treatment and prognosis evaluation of CRC, 
and brings a new direction for the radical cure of patients. To identify the pathological mechanism and regulation of lncRNA 
LINC01128 (LINC01128) on CRC cells, and analyze its potential prognostic value.
Methods  LINC01128 level in tissue and cell specimens from 122 CRC patients was evaluated by RT-qPCR. The clinical 
significance and prognostic value of LINC01128 in CRC were analyzed via Kaplan–Meier and Cox analysis. CCK8 and 
Transwell assays were used to study the function of LINC01128 in vitro. The relationship between LINC01128 and miR-
363-3p was confirmed by luciferase reporter gene assay.
Results  The overexpression of LINC01128 is associated with TNM stage and lymph node metastasis in CRC patients. 
Silencing LINC01128 inhibited the proliferation and metastasis of CRC cells. In addition, LINC01128 directly targeted and 
negatively regulated the miR-363-3p expression, while miR-363-3p inhibitor restored the inhibitory function of LINC01128.
Conclusion  As an independent prognostic factor of CRC, upregulation of LINC01128 predicts poor prognosis and acceler-
ates tumor deterioration through miR-363-3p.
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Introduction

Colorectal cancer (CRC) is a dangerous disease of the 
digestive tract, and the number of new cases and deaths is 
increasing gradually (Zheng et al. 2021). CRC is the sec-
ond leading cause of cancer deaths in the United States, and 
more than 34% of CRC patients died in 2023, according to 
a new report (Siegel et al. 2023). The new incidence of CRC 
in China was 12.2% by 2020, and the incidence in urban 
population was much higher than that in rural areas (Wang 
et al. 2023b; Zhang et al. 2022). Currently, it is believed 
that family heredity, dietary habits, lifestyle and environment 
may be the predisposing factors of CRC, but the specific 
etiology has not been clarified (Zhou et al. 2022b). Despite 
the high cure rate of CRC patients treated in the early stage, 
the 5-year survival rate of most patients with advanced or 
metastatic disease is only 10% (Zhao et al. 2022). Based on 
this, the identification of patients at risk of recurrence by 
sensitive biomarkers has key practical implications for the 
treatment of CRC.
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Long non-coding RNA (LncRNA) is one of the hot topics 
in the field of tumor molecular mechanism research in the 
past decade, which has been confirmed to be closely related 
to the occurrence and development of a variety of tumors 
(Zhu et al. 2019). There has been evidence that the dysregu-
lation of lncRNA expression may stimulate the prolifera-
tion and promote the growth of CRC cells. For example, 
lncRNA LINC00114, TINCR and MIR4435-2HG were all 
confirmed to affect the biological functions of CRC cells and 
may be candidates for the diagnosis and prognosis of CRC 
(Liu et al. 2020; Shen et al. 2020; Zhang et al. 2019). In 
addition, the functions of circularRNAs (circRNAs) in CRC 
have also been introduced. For example, Chen et al. con-
firmed the potential of elevated expression of circNCOA3 
in CRC drug resistance, patient prognosis and treatment in 
the latest report (Chen et al. 2024). LncRNA LINC01128 
(LINC01128) was believed to be associated with human 
diseases, which was abnormally expressed in a variety of 
tumors (Li et al. 2020; Rout et al. 2022; Yan et al. 2021). 
Moreover, LINC01128 was mentioned as a possible asso-
ciation with cancer staging (Zhou et al. 2020). Meanwhile, 
lncRNAs play the role of microRNA (miRNA) sponge and 
have an impact on the process of diseases. For example, 
LINC01128 upregulated SFN expression by binding to 
miR-383-5, which has the ability to promote the carcino-
genesis of cervical cancer (Hu et al. 2019). Abnormal levels 
of LINC01128 are likely involved in the progression and 
prognosis of CRC, but there is currently no direct evidence 
for this.

Therefore, the present study examined the LINC01128 
level in the collected specimens and focused on the func-
tion of its abnormal expression in CRC. By further elabo-
rating the relationship and regulatory mechanism between 
LINC01128 and its downstream miRNA (miR-363-3p), this 
study provides a reference for exploring the prognostic and 
therapeutic factors in CRC.

Materials and methods

CRC sample collection and follow‑up

Tissue samples (both normal and tumor tissues) were col-
lected from CRC patients undergoing surgical treatment at 
The Affiliated Xuzhou Municipal Hospital of Xuzhou Med-
ical University (March 2016–November 2018). All tissue 
samples obtained during surgery were rapidly stored in liq-
uid nitrogen for use. To ensure the accuracy of the study, the 
122 CRC patients included should ensure that: CRC patients 
were diagnosed; All patients had not received surgical treat-
ment before the study; All patients had no other major ill-
nesses. LINC01128 expression and the CRC patients’ clini-
cal characteristics data are recorded in Table 1.

In order to timely understand the prognosis of the CRC 
patients, we kept communication with the patients for 5 con-
secutive years after the operation and collected clinical data.

Cell culture

Colonic epithelial cell NCM460 and colorectal cancer cell 
SW620, T84, SNU-503, and SW1463 were all provided by 
ATCC. The above cells were incubated in DMEM medium 
containing 10% FBS, and the incubator temperature was set 
at 37 °C.

Real‑time qPCR assay

Total RNA in the specimens was extracted by TRIzol Rea-
gent (Invitrogen, USA) and then reverse transcribed into 
cDNA using PrimeScript™ RT Reagent Kit (Takara, Japan). 
The RT-qPCR system was configured using SYBR Premix 
Ex Taq™ II Kit (Takara, Japan), and the amplification reac-
tions were performed on a real-time qPCR instrument. The 
contents of LINC01128 and miR-363-3p were calculated 
by the 2−ΔΔCt method using GAPDH or U6 as an internal 
reference.

Cell transfection

CRC cells cultured to logarithmic phase were seeded into 
6-well plates and transfected with control, negative control 
(si-NC), or silenced LINC01128 (si-LINC01128) using 
lipofectamine 2000 (Invitrogen, USA). And si-NC and si-
LINC01128 were provided by Ribobio company (Guang-
zhou, China). The corresponding transfected cells were 
obtained after 48 h.

Cell proliferation assay

DMEM medium (including FBS) was added to 96-well 
plates, and then CRC cells were cultured at 37 °C with 5% 
CO2. Next, CRC cells were treated with CCK8 solution, and 
the absorbance at 450 nm was measured.

Cell transwell assay

DMEM medium and CRC cells were placed in the upper 
part of the Transwell chamber (Corning, USA), and FBS 
and DMEM medium were filled into the lower part. After 
2–3  days of incubation at the appropriate temperature 
(37 °C), the cells were stained with 0.1% crystal violet and 
counted under a microscope. The level of invasion of CRC 
cells was examined after addition of Matrigel to the upper 
layer of the Transwell.



Journal of Cancer Research and Clinical Oncology (2024) 150:276	 Page 3 of 9  276

Dual‑luciferase reporter assay

The binding sites of LINC01128 and miR-363-3p were 
amplified and transferred into the pmirGLO plasmid to 
obtain the wild-type LINC01128 vector (WT-LINC01128), 
and LINC01128 mutant vector (MUT-LINC01128) was 
constructed by cloning the binding site of LINC01128. 
The above vectors were co-transfected with miR-363-3p 
mimic/inhibitor into T84 cells with the involvement of 
transfection reagent lipofectamine 2000. Luciferase activ-
ity was measured by a fluorescence detector (Promega, 
USA).

Statistical analysis

The experimental results were processed and plotted by 
SPSS 10.0 and GraphPad 20.0 software. Chi-square test, 
Kaplan–Meier curve and Cox regression analysis were 
used to evaluate the clinical data of CRC patients. Differ-
ences between groups were analyzed using Student's t-test 
or one-way ANOVA, and each group of experiments was 
repeated more than three times. The downstream targets 
of LINC01128 were analyzed using the online databases 
(ENCORI and DIANA Tools). P < 0.05 was considered sta-
tistically significant.

Results

Expression of LINC01128 and miR‑363‑3p in CRC 
tissues

LINC01128 was prominently upregulated in CRC tissues 
compared to normal tissues (Fig. 1A), whereas miR-363-3p 
was significantly reduced (Fig. 1B). Similarly, the expression 
trend was similar in CRC cells (Fig. 1C, D).

Prognostic potential of LINC01128 in CRC​

According to the mean expression of LINC01128 in CRC 
tissues, patients were divided into low-LINC01128 group 
and high-LINC01128 group. Among the clinicopathological 
features of CRC patients, abnormal LINC01128 level was 
strongly correlated with TNM stage (P = 0.024) and lymph 
node metastasis (P = 0.017) in Table 1.

According to the Kaplan–Meier curve drawn from the fol-
low-up survey results, high LINC01128 expression indicated 
poor prognosis (P = 0.004, Fig. 2A). Meanwhile, statistical 
analysis of the post-recurrence survival rate revealed that the 
survival rate after recurrence was significantly decreased in 
the high LINC01128 expression group (P = 0.001, Fig. 2B). 
Furthermore, LINC01128 (P = 0.009) was found to be an 
independent prognostic factor for CRC with tumor size 

Table 1   Association of 
LINC01128 with patients’ 
clinicopathological features

Case (n = 122) LINC01128 expression P

Low (n = 58) High (n = 64)

Age 0.835
≤ 60 64 31 33
> 60 58 27 31
Sex 0.676
Male 67 33 34
Female 55 25 30
Tumor size 0.125
≤ 5 69 37 32
> 5 53 21 32
Tumor location 0.457
Colon left 42 23 19
Colon right 39 16 23
Rectum 41 19 22
Differentiation 0.131
Well, moderate 67 36 31
Poor 55 22 33
TNM stage 0.024
I–II 87 47 40
III–IV 35 11 24
Lymph node metastasis 0.017
Absent 91 49 42
Present 31 9 22
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(P = 0.020), TNM stage (P = 0.018) and lymph node metas-
tasis (P = 0.022) by multivariate COX analysis (Fig. 2C, 
Table 2).

Regulation of silencing LINC01128 in CRC cells

After transfection of si-LINC01128 into T84 and SNU-
503 cells, the results were shown in Fig. 3A. Knockdown 
of LINC01128 notably inhibited the proliferation of 
T84 (Fig. 3B) and SNU-503 cells (Fig. 3C). In addition, 
the migration level of T84 and SNU-503 cells in the si-
LINC01128 group was significantly reduced, and the inva-
sion level of cells was also significantly inhibited after trans-
fection of silencing LINC01128 (Fig. 3D, E).

Targeting relationship between LINC01128 
and miR‑363‑3p

Venn diagram showed that there may be five downstream 
targets of LINC01128, as predicted by ENCORI and DIANA 
Tools websites (Fig. 1A Supplementary). Furthermore, RT-
qPCR method elucidated that miR-25-3p and miR-32-5p 
levels were similar in normal and CRC groups (Figs. 1B-1C 
Supplementary). miR-92a-3p and miR-92b-3p levels were 

relatively enhanced in CRC, while miR-363-3p expres-
sion was significantly downregulated in CRC (Figs. 1D–1F 
Supplementary).

Through bioinformatics online prediction, LINC01128 
and miR-363-3p have binding sites (Fig. 4A). Figure 4B 
confirmed that the luciferase activity of WT-LINC01128 
was inhibited by miR-363-3p overexpression but increased 
by miR-363-3p silencing. Besides, after transfection of 
si-LINC01128, the level of miR-363-3p in the cells was 
increased, while transfection with miR-363-3p inhibitor, 
the level of miR-363-3p in T84 cells decreased (Fig. 4C). 
Silencing LINC01128 significantly inhibited the migration 
ability of T84 cells, which was reversed by transfection of 
miR-363-3p inhibitor in Fig. 4D. Similarly, low expression 
of miR-363-3p also restored the suppression of T84 cell 
invasion by si-LINC01128 in Fig. 4E.

Discussion

In the treatment of patients with CRC, comprehensive treat-
ment based on surgery is the main means at present(Wang 
et  al. 2023a). However, the recurrence rate of postop-
erative CRC patients is high, especially in the middle and 

Fig. 1   Levels of LINC01128 
and miR-363-3p in CRC 
samples. A, B LINC01128 and 
miR-363-3p in normal and CRC 
tissues. C, D LINC01128 and 
miR-363-3p in normal and CRC 
cells. ***P < 0.001
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advanced stages, and the prognosis is not ideal. In order to 
timely understand the situation of patients, so as to con-
trol the recurrence and metastasis rate of tumors, people 
have explored the molecular mechanism of different cancers 
through the application of lncRNAs. For example, lncRNA 
KCNQ1OT1 was proposed as a diagnostic and prognostic 
factor in colon adenocarcinoma and rectal cancer, which 
played a role in enhancing drug resistance in tumor cells 
(He et  al. 2022). lncRNA LOC441461 was revealed to 
regulate and promote the proliferation and motility of CRC 
cells (Wang et al. 2020). LINC01128 is a novel lncRNA 

located in human chromosome 1p36.33 (Zhong et al. 2022). 
LINC01128 was found to affect the activity of human cho-
rionic trophoblast cells via targeting miR-16 (Zhao et al. 
2021). In addition, LINC01128 was reported in pancreatic 
adenocarcinoma, breast cancer, and diabetes (Deng et al. 
2022; Rout et al. 2022; Wang et al. 2021). This study showed 
that LINC01128 was overexpressed in CRC, and this upreg-
ulation trend was also closely related to some of the clinico-
pathological characteristics of the included patients, such 
as TNM stage and lymph node metastasis. Futhermore, the 
5-year survival of CRC patients is shorter when LINC01128 
expression was elevated, suggesting that upregulation of 
LINC01128 was detrimental to patients' treatment and sur-
vival after recurrence. Similarly, the worsening prognosis of 
pancreatic cancer patients has been linked to the outstanding 
expressed LINC01128 as mentioned by Zhong et al. (2022).

The dissemination of tumor cells is often the most dan-
gerous process in tumor development (Zheng et al. 2023). 
Once tumor cells invade and metastasize, the patient's body 
may cause different degrees of damage. In the investiga-
tion of the pathological mechanism of CRC cells, silenc-
ing lncRNA MIR155HG was thought to negatively regulate 
the growth and metastasis of CRC cells via the miR-650/
ANXA2 axis (Zhou et al. 2022a). Downregulation of FTX 
has an inhibitory effect on the viability and metastasis of 
CRC cells, which may slow the tumor progression (Chen 

Fig. 2   The prognostic value of LINC01128 in CRC patients. A Kaplan–Meier curve of LINC01128 with low and high expression (P = 0.004). B 
Probability of survival after recurrence in CRC patients (P = 0.001). C Forest plot of clinical indicators in CRC patients

Table 2   Multivariate Cox analysis of clinical characteristics in rela-
tion to overall survival

Items Multivariate Cox analysis

HR 95% CI P

LINC01128 3.424 1.355–8.649 0.009
Age 1.291 0.623–2.676 0.493
Sex 1.690 0.787–3.630 0.178
Tumor size 2.602 1.166–5.808 0.020
Tumor location 1.311 0.623–2.760 0.475
Differentiation 1.790 0.792–4.048 0.162
TNM stage 2.538 1.176–5.478 0.018
Lymph node metastasis 3.177 1.178–8.572 0.022
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et al. 2021). Our experiments also believed that LINC01128 
knockdown markedly suppressed the biological function of 
CRC cells, suggesting that LINC01128 may act as a tumor 
promoter in CRC. Meanwhile, this study also revealed a 
significant downward trend of miR-363-3p in CRC tissues 
and cells by RT-qPCR. In a recent report by Wang et al., 
miR-363-3p was proposed to be decreased in colorectal 
cancer and may mediate tumorigenesis by directly target-
ing IFITM1 (Wang et al. 2023a). In addition, miR-363-3p 
was confirmed to be downregulated in polycystic ovary syn-
drome, ovarian serous cystadenocarcinoma, and head and 
neck squamous cell carcinoma (Li et al. 2023; Sang et al. 
2023; Zhang et al. 2023). Furthermore, binding sites were 

predicted between miR-363-3p and LINC01128, and miR-
363-3p was the downstream action target of LINC01128. 
LINC01128 negatively regulated the expression of miR-
363-3p, while silencing miR-363-3p restored the inhibitory 
effect of LINC01128 knockdown on the migration and inva-
sion of CRC cells. Thus, it is speculated that miR-363-3p is 
involved in the function of LINC01128 in CRC progression.

However, the number of samples included in this study 
is limited, and the research is mainly in vitro cell experi-
ments, and relevant animal models need to be designed for 
verification. In addition, lncRNAs have also been found to 
have potential capabilities in the treatment of CRC drug 
resistance. For example, pep-AP encoded by lncRNA may 

Fig. 3   Effect of LINC01128 knockdown on cell metastatic viability. 
A Transfection results of silenced LINC01128 in T84 and SNU-503 
cells. B, C Cell proliferation was detected by CCK8 assay. Downreg-

ulation of LINC01128 suppressed the migration (D) and invasion (E) 
levels of T84 and SNU-503 cells. **P < 0.01, ***P < 0.001
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enhance the sensitivity of CRC cells to oxaliplatin by regu-
lating the pentose phosphate pathway (Wang et al. 2022). 
The application of lncRNA-miRNA-mRNA (LINC01128-
miR-363-3p-mRNA) network in CRC is also a research 
hotspot in the future, which can help us to understand 
the molecular mechanism of tumors more systematically 
and provide more theoretical basis for the treatment of 
patients.

Overall, the available results clarified that LINC01128 
was elevated, while miR-363-3p was downregulated in 
CRC. Knockdown of LINC01128 attenuated the pro-
gression of CRC by targeting and negatively regulating 

miR-363-3p, which provides a new reference for the prog-
nosis of CRC.

Supplementary Information  The online version contains supplemen-
tary material available at https://​doi.​org/​10.​1007/​s00432-​024-​05804-4.

Author contributions  Xiaohu Zhou, Yanhui Li and Chunyan Tian car-
ried out the concepts, design and definition of intellectual content, 
Xiaohu Zhou, Yanhui Li and Lei Wu provided assistance for data acqui-
sition, data analysis and statistical analysis. All authors performed the 
experiment, and draft of the manuscript. Chunyan Tian and Xiaoliang 
Wu revised the manuscript critically for important intellectual content. 
All authors have read and approved the content of the manuscript.

Funding  This study was funded by Dongguan Science and Technol-
ogy of Social Development Program (no. 20231800935592), Jiangsu 
Province Traditional Chinese Medicine Technology Development Plan 

Fig. 4   Regulatory effect of LINC01128 on miR-363-3p. A There are 
binding sites between LINC01128 and miR-363-3p. B Determina-
tion of luciferase activity in WT-LINC01128 and MUT-LINC01128. 
C. Relative expression of miR-363-3p in T84 cells. D-E. Transfec-

tion of miR-363-3p inhibitor restored the inhibition of CRC cells 
by si-LINC01128. nsP > 0.05, *P < 0.05, **P < 0.01, ***P < 0.001. 
&P < 0.05, &&&P < 0.001

https://doi.org/10.1007/s00432-024-05804-4


	 Journal of Cancer Research and Clinical Oncology (2024) 150:276276  Page 8 of 9

Project (no. YB201915) and The seventh batch of national experts in 
traditional Chinese medicine academic experience inheritance work 
(Guozhongyao Renjiao Han [2022] No. 76).

Data availability  Some or all data used during the study are available 
from the corresponding author by request.

Declarations 

Conflict of interest  The authors have no relevant financial or non-fi-
nancial interests to disclose.

Ethical approval  This study was performed in line with the principles 
of the Declaration of Helsinki. The study was approved by the ethical 
committees of The Affiliated Xuzhou Municipal Hospital of Xuzhou 
Medical University.

Consent to participate  All participants were noticed and signed the 
written informed consent.

Consent to publish  Not applicable.

Open Access   This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article's Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article's Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

References

Chen GQ, Liao ZM, Liu J, Li F, Huang D, Zhou YD (2021) LncRNA 
FTX promotes colorectal cancer cells migration and invasion by 
miRNA-590–5p/RBPJ axis. Biochem Genet 59:560–573. https://​
doi.​org/​10.​1007/​s10528-​020-​10017-8

Deng Y et al (2022) Identification of EMT-related lncRNAs as poten-
tial prognostic biomarkers and therapeutic targets for pancreatic 
adenocarcinoma. J Oncol 2022:8259951. https://​doi.​org/​10.​1155/​
2022/​82599​51

He A, Huang Z, Zhang R, Lu H, Wang J, Cao J, Feng Q (2022) Circa-
dian clock genes are correlated with prognosis and immune cell 
infiltration in colon adenocarcinoma. Comput Math Methods Med 
2022:1709918. https://​doi.​org/​10.​1155/​2022/​17099​18

Hu Y, Ma Y, Liu J, Cai Y, Zhang M, Fang X (2019) LINC01128 expe-
dites cervical cancer progression by regulating miR-383–5p/
SFN axis. BMC Cancer 19:1157. https://​doi.​org/​10.​1186/​
s12885-​019-​6326-5

Li H et al (2020) LINC01128 resisted acute myeloid leukemia through 
regulating miR-4260/NR3C2. Cancer Biol Ther 21:615–622. 
https://​doi.​org/​10.​1080/​15384​047.​2020.​17400​54

Li Z, Qiu X, He Q, Fu X, Ji F, Tian X (2023) CCND1-associated 
ceRNA network reveal the critical pathway of TPRG1-AS1-hsa-
miR-363-3p-MYO1B as a prognostic marker for head and neck 
squamous cell carcinoma. Sci Rep 13:11831. https://​doi.​org/​10.​
1038/​s41598-​023-​38847-7

Liu S, Cao Q, An G, Yan B, Lei L (2020) Identification of the 
3-lncRNA signature as a prognostic biomarker for colorectal can-
cer. Int J Mol Sci. https://​doi.​org/​10.​3390/​ijms2​12493​59

Rout M, Kour B, Vuree S, Lulu SS, Medicherla KM, Suravajhala P 
(2022) Diabetes mellitus susceptibility with varied diseased phe-
notypes and its comparison with phenome interactome networks. 
World J Clin Cases 10:5957–5964. https://​doi.​org/​10.​12998/​wjcc.​
v10.​i18.​5957

Sang M, Yu Y, Zhou Z, Zhang Y, Chang H (2023) Differential expres-
sion of serum mir-363–3p in patients with polycystic ovary syn-
drome and its predictive value for their pregnancy. BMC Womens 
Health 23:264. https://​doi.​org/​10.​1186/​s12905-​023-​02337-9

Shen MY, Zhou GR (2020) LncRNA MIR4435–2HG contributes into 
colorectal cancer development and predicts poor prognosis. Eur 
Rev Med Pharmacol Sci 24:1771–1777. https://​doi.​org/​10.​26355/​
eurrev_​202002_​20354

Siegel RL, Wagle NS, Cercek A, Smith RA, Jemal A (2023) Colorectal 
cancer statistics, 2023. CA Cancer J Clin 73:233–254. https://​doi.​
org/​10.​3322/​caac.​21772

Wang JH et al (2020) The long noncoding RNA LOC441461 (STX17-
AS1) modulates colorectal cancer cell growth and motility. Can-
cers. https://​doi.​org/​10.​3390/​cance​rs121​13171

Wang X et al (2022) lncRNA-encoded pep-AP attenuates the pentose 
phosphate pathway and sensitizes colorectal cancer cells to Oxali-
platin. EMBO Rep 23:e53140. https://​doi.​org/​10.​15252/​embr.​
20215​3140

Wang X et al (2023b) Prognostic immunogenic characteristics of 
iron pendant disease modifiers in colon cancer. Front Immunol 
14:1100725. https://​doi.​org/​10.​3389/​fimmu.​2023.​11007​25

Wang S, Jin J, Chen J, Lou W (2021) MUC14-related ncRNA-mRNA 
network in breast cancer. Genes. https://​doi.​org/​10.​3390/​genes​
12111​677

Wang W, Xu F, Gao F, Liang M, Li J, Li Q, Miao H (2023a) Short-term 
clinical effects and inflammatory response of natural orifice speci-
men extraction surgery versus conventional laparoscopic-assisted 
surgery for the treatment of sigmoid and rectal cancer. J Gastroin-
test Oncol 14:815–823. https://​doi.​org/​10.​21037/​jgo-​23-​144

Yan YM, Zheng JN, Wu LW, Rao QW, Yang QR, Gao D, Wang Q 
(2021) Prediction of a competing endogenous RNA co-expression 
network by comprehensive methods in systemic sclerosis-related 
interstitial lung disease. Front Genet 12:633059. https://​doi.​org/​
10.​3389/​fgene.​2021.​633059

Zhang H et al (2022) PathNarratives: data annotation for pathological 
human-AI collaborative diagnosis. Front Med 9:1070072. https://​
doi.​org/​10.​3389/​fmed.​2022.​10700​72

Zhang X, Yao J, Shi H, Gao B, Zhang L (2019) LncRNA TINCR/
microRNA-107/CD36 regulates cell proliferation and apoptosis 
in colorectal cancer via PPAR signaling pathway based on bioin-
formatics analysis. Biol Chem 400:663–675. https://​doi.​org/​10.​
1515/​hsz-​2018-​0236

Zhang R, Guo X, Zhao L, He T, Feng W, Ren S (2023) Abnormal 
expressions of PURPL, miR-363-3p and ADAM10 predicted poor 
prognosis for patients with ovarian serous cystadenocarcinoma. J 
Cancer 14:2908–2918. https://​doi.​org/​10.​7150/​jca.​87405

Zhao X, Liu F, Zhang J, Zhang J, Zhang L, Chen L (2021) LINC01128 
- miR-16 interaction regulates the migration and invasion of 
human chorionic trophoblast cells. Hypertens Pregn 40:152–161. 
https://​doi.​org/​10.​1080/​10641​955.​2021.​19176​02

Zhao X, Cui D, Yan F, Yang L, Zhang M, Huang B (2022) 
Circ_0006174 promotes the malignancy of colorectal cancer cell 
via the miR-1205/CCBE1/Wnt pathway. Mol Med Rep. https://​
doi.​org/​10.​3892/​mmr.​2022.​12767

Zheng S et al (2021) miR-545 promotes colorectal cancer by inhibit-
ing transferring in the non-normal ferroptosis signaling. Aging 
13:26137–26147. https://​doi.​org/​10.​18632/​aging.​203801

http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1007/s10528-020-10017-8
https://doi.org/10.1007/s10528-020-10017-8
https://doi.org/10.1155/2022/8259951
https://doi.org/10.1155/2022/8259951
https://doi.org/10.1155/2022/1709918
https://doi.org/10.1186/s12885-019-6326-5
https://doi.org/10.1186/s12885-019-6326-5
https://doi.org/10.1080/15384047.2020.1740054
https://doi.org/10.1038/s41598-023-38847-7
https://doi.org/10.1038/s41598-023-38847-7
https://doi.org/10.3390/ijms21249359
https://doi.org/10.12998/wjcc.v10.i18.5957
https://doi.org/10.12998/wjcc.v10.i18.5957
https://doi.org/10.1186/s12905-023-02337-9
https://doi.org/10.26355/eurrev_202002_20354
https://doi.org/10.26355/eurrev_202002_20354
https://doi.org/10.3322/caac.21772
https://doi.org/10.3322/caac.21772
https://doi.org/10.3390/cancers12113171
https://doi.org/10.15252/embr.202153140
https://doi.org/10.15252/embr.202153140
https://doi.org/10.3389/fimmu.2023.1100725
https://doi.org/10.3390/genes12111677
https://doi.org/10.3390/genes12111677
https://doi.org/10.21037/jgo-23-144
https://doi.org/10.3389/fgene.2021.633059
https://doi.org/10.3389/fgene.2021.633059
https://doi.org/10.3389/fmed.2022.1070072
https://doi.org/10.3389/fmed.2022.1070072
https://doi.org/10.1515/hsz-2018-0236
https://doi.org/10.1515/hsz-2018-0236
https://doi.org/10.7150/jca.87405
https://doi.org/10.1080/10641955.2021.1917602
https://doi.org/10.3892/mmr.2022.12767
https://doi.org/10.3892/mmr.2022.12767
https://doi.org/10.18632/aging.203801


Journal of Cancer Research and Clinical Oncology (2024) 150:276	 Page 9 of 9  276

Zheng Y, Zhong G, He C, Li M (2023) Targeted splicing therapy: new 
strategies for colorectal cancer. Front Oncol 13:1222932. https://​
doi.​org/​10.​3389/​fonc.​2023.​12229​32

Zhong M, Fang Z, Ruan B, Xiong J, Li J, Song Z (2022) LINC01128 
facilitates the progression of pancreatic cancer through up-regu-
lation of LDHA by targeting miR-561-5p. Cancer Cell Int 22:93. 
https://​doi.​org/​10.​1186/​s12935-​022-​02490-5

Zhou S, Fang J, Sun Y, Li H (2020) Integrated analysis of a risk score 
system predicting prognosis and a ceRNA network for differ-
entially expressed lncRNAs in multiple myeloma. Front Genet 
11:934. https://​doi.​org/​10.​3389/​fgene.​2020.​00934

Zhou L, Li J, Liao M, Zhang Q, Yang M (2022a) LncRNA MIR155HG 
induces M2 macrophage polarization and drug resistance of 
colorectal cancer cells by regulating ANXA2. Cancer Immu-
nol Immunother 71:1075–1091. https://​doi.​org/​10.​1007/​
s00262-​021-​03055-7

Zhou XD, Wei HG, Ai FL (2022b) Biofeedback therapy combined 
with Baduanjin on quality of life and gastrointestinal hormone 

level in patients with colorectal cancer. World J Gastrointest Oncol 
14:1187–1198. https://​doi.​org/​10.​4251/​wjgo.​v14.​i6.​1187

Chen DL, Chen N, Sheng H, Zhang DS (2024) Circular RNA circ-
NCOA3 promotes tumor progression and anti-PD-1 resistance 
in colorectal cancer. Cancer Drug Resist (Alhambra, Calif) 7:9. 
https://​doi.​org/​10.​20517/​cdr.​2023.​151

Zhu J, Chen S, Yang B, Mao W, Yang X, Cai J (2019) Molecular 
mechanisms of lncRNAs in regulating cancer cell radiosensitivity. 
Biosci Rep. https://​doi.​org/​10.​1042/​bsr20​190590

Publisher's Note  Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

https://doi.org/10.3389/fonc.2023.1222932
https://doi.org/10.3389/fonc.2023.1222932
https://doi.org/10.1186/s12935-022-02490-5
https://doi.org/10.3389/fgene.2020.00934
https://doi.org/10.1007/s00262-021-03055-7
https://doi.org/10.1007/s00262-021-03055-7
https://doi.org/10.4251/wjgo.v14.i6.1187
https://doi.org/10.20517/cdr.2023.151
https://doi.org/10.1042/bsr20190590

	Upregulated lncRNA LINC01128 in colorectal cancer accelerates cell growth and predicts malignant prognosis through sponging miR-363-3p
	Abstract
	Purpose 
	Methods 
	Results 
	Conclusion 

	Introduction
	Materials and methods
	CRC sample collection and follow-up
	Cell culture
	Real-time qPCR assay
	Cell transfection
	Cell proliferation assay
	Cell transwell assay
	Dual-luciferase reporter assay
	Statistical analysis

	Results
	Expression of LINC01128 and miR-363-3p in CRC tissues
	Prognostic potential of LINC01128 in CRC​
	Regulation of silencing LINC01128 in CRC cells
	Targeting relationship between LINC01128 and miR-363-3p

	Discussion
	References




