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Abstract: Objective: Endometrial cancer is one of the most common tumors of the female reproductive system, 
and the existing treatment options for advanced and metastatic endometrial cancer have certain limitations. The 
antitumor activity of luteolin has been gradually discovered. The purpose of this study was to predict the potential 
of luteolin in the treatment of endometrial cancer and to provide reference for future clinical drug use. Methods: 
The target gene database of luteolin and differential gene dataset of uterine corpus endometrial carcinoma (UCEC) 
have been constructed to obtain the differential genes (DR-DEGs) for luteolin and UCEC. The Gene Set Enrichment 
Analysis (GSEA), Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) enrichment analysis 
are performed at the same time. Genes associated with prognosis in DR-DEGs were screened and validated using 
univariate and multivariate COX risk regression analysis so as to construct a prognostic model. Genes are divided 
into high-risk and low-risk groups according to risk scores for survival analysis and the predictive effect of the model 
is evaluated. The role of immune function in UCEC is investigated by immune infiltration and immune checkpoint 
analysis Finally, Transwell experiment was conducted to investigate the effect of luteolin on the migration ability of 
endometrial cancer cells, and the expression changes of MMP1, IL-17 and VEGF were detected by q-PCR. Results: 
Through the GO, KEGG and GSEA enrichment analysis, we have found a significant enrichment in “IL 17 signaling 
(IL-17) pathway”, “oxidative stress response” and “HOMOLOGOUS_RECOMBINATION”. Through multivariate COX risk 
regression analysis, four genes associated with the prognosis are harvested, including “PRSS1, MMP1, ERBB2 and 
NUF2” which belong to high-risk genes. Kaplan-Meier analysis shows that the survival rate in the high risk group is 
lower than that in the low risk group, and the receiver operating characteristic (ROC) curve reveals that the predic-
tive effect of the model is good and stable (area under 1-year curve (AUC) 0.569, two-year AUC 0.628 and three-year 
AUC 0.653). Immune infiltration and immune checkpoint analysis suggest that “CD40”, “T cells regulatory (Tregs)”, 
“dendritic cells resting” and “dendritic cells activated” are correlated with survival and prognosis in UCEC patients. 
In in vitro experiments, we found that the migration ability of endometrial cancer cells was significantly reduced 
after luteolin treatment, and the expressions of MMP1, IL-17 and VEGF were all decreased. Conclusion: Through 
bioinformatic analysis, we found that luteolin could slow down the progression of UCEC by inhibiting the production 
of inflammatory mediators such as IL-17 and oxidative stress, and constructed genetic prognostic models associ-
ated with them: PRSS1, MMP1, ERBB2 and NUF2, respectively. In addition, we found that luteolin has an inhibitory 
effect on the migration of endometrial cancer cells and can reduce the expressions of MMP1, IL-17 and VEGF, thus 
easing the progression of endometrial cancer. 
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Introduction

Uterine corpus endometrial carcinoma (UCEC) 
mostly occurs in menopausal women with an 
average age of about 60 years. It is one of the 
most common tumors of the female reproduc-
tive system [1]. According to the estimation of 

the American Cancer Society, there will be 
about 65,950 new UCEC patients in the United 
States in 2022, and nearly 130,000 women will 
die from the disease in 2022 [2]. More than 
600,000 UCEC patients still exist in the United 
States until today [2]. In recent years, the mor-
bidity and mortality of UCEC are increasing [3, 
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4]. It not only seriously affects their quality of 
life and their life and health, but also increases 
the medical burden of the society. At present, 
the treatment for UCEC patients is mainly  
surgical. The main methods include complete 
hysterectomy, bilateral salpingo-oophorectomy, 
paraaortic and pelvic lymphadenectomy, etc. It 
can also be treated through non-surgical thera-
py such as radiotherapy, chemotherapy and 
other adjuvant therapies [5, 6]. However, the 
adjuvant treatment for UCEC is still complex 
and controversial. There is relatively little room 
for the treatment options of advanced and met-
astatic cancers [7]. Considering that the mor-
bidity and mortality of UCEC are increasing in 
recent years and the treatment protocols have 
certain limitations and controversies for the 
advanced and metastatic UCEC, it is, therefore, 
very important to explore new treatment direc-
tions and establish new prognostic models to 
accurately and conveniently predict the survival 
time of UCEC patients.

In China, traditional Chinese medicine (TCM) 
has been widely accepted as an alternative 
cancer therapy. Moreover, it has been proved 
that cancer patients may widely benefit from 
the TCM treatment [8, 9]. Compared with tradi-
tional anti-cancer drugs with obvious adverse 
effects, many natural small molecules in tradi-
tional Chinese medicine have attracted the 
attention of researchers in the anti-cancer drug 
R&D due to their potential tumor selectivity and 
low cytotoxicity [10, 11]. As a small molecule 
compound of flavonoids of natural traditional 
Chinese medicine, luteolin is widely found in a 
variety of plants such as carrots, onion and 
broccoli [12], with strong antioxidant and anti-
inflammatory activities [13]. Many studies have 
found that the anti-inflammatory effect of luteo-
lin is related to the anti-tumor effect to some 
extent [14, 15]. It has a certain inhibitory effect 
on breast cancer, colon cancer, liver cancer 
and other carcinoma cell lines [16-18]. Recent 
studies have also discovered that flavonoids 
such as luteolin may play a role in prevention  
of cancer by regulating the microbiota and 
immune function in the digestive system [19]. 
However, there is a lack of further studies on 
luteolin in the treatment of UCEC. In this con-
text, we have explored the potential mecha-
nism of luteolin in the UCEC treatment and 
tested it experimentally, and established a new 
prognostic model of drug-related differentially 
expressed genes for UCEC. 

Methods

Construction of target gene dataset for luteolin

First, we searched drug target proteins of  
small molecule luteolin through the Traditio- 
nal Chinese Medicine Systems Pharmacology 
(TCMSP) database. Gene transformation and 
standardization of drug target proteins were 
performed using the uniport [https://www.uni-
prot.org/] database, and the relevant target 
gene dataset of luteolin was constructed.

Construction of differential gene dataset for 
UCEC

The raw gene sequencing (RNA seq) dataset 
and clinical data of uterine corpus endometrial 
cancer (UCEC) were downloaded from the Can- 
cer Genome Atlas (TCGA) website (https://por-
tal.gdc.cancer.gov). A total of 23 normal sam-
ples and 552 tumor samples were obtained. 
The data were extracted and standardized by 
using R software (R 4.1.2). In order to identify 
and screen differentially expressed genes 
(DEGs), we screened them via “limma” R pack-
age, with parameters set as P<0.05 and false 
discovery rate (FDR)<0.05.

Construction and analysis of drug-related 
DGEs (DR-DEGs)

The intersection of luteolin target genes and 
UCEC-DEGs was performed through the 
Venny2.1.0 website (https://bioinfogp.cnb.csic.
es/tools/venny/). A total of 22 DR-DGEs were 
harvested. A protein interaction network of  
22 DR-DEGs was constructed using the String 
(https://string-db.org/) database. It was further 
visualized by using Cytoscape (version3.9.0) 
software according to the degree of interac- 
tion of each protein node. Gene Ontology  
(GO) enrichment analyses were performed for 
DR-DEGs via the “clusterProfiler” R package, 
including biological processes, cellular compo-
nents and molecular functions. Moreover, 
Kyoto Encyclopedia of Genes and Genomes 
(KEGG) enrichment analyses were carried out 
for DR-DEGs using the same tool.

Construction and validation of prognostic mod-
els of DR-DEGs

For further exploration of the prognostic value 
of DR-DEGs associated with UCEC, we com-
bined the expression levels of DR-DEGs with 
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clinical data using perl language (perl 5.30.1) 
and excluded the samples with incomplete clin-
ical data and zero or negative survival time. 
Univariate COX proportional hazards regression 
analysis was conducted for 22 DR-DEGs in  
relation to survival status using the coxph func-
tion (P<0.05) of the “survival” R package in 
order to identify genes that were significantly 
correlated with the prognosis of UCEC patients. 
In order to avoid overfitting, the prognosis-relat-
ed DR-DEGs were brought into the least abso-
lute shrinkage and selection operator (LASSO) 
-penalized Cox regression using the “glmnet” R 
package. A multivariate COX proportional haz-
ards regression analysis was continuously used 
to finally acquire four DR-DEGs associated with 
prognosis and build a prognostic model. Risk 
score for each patient: risk score = ∑Xλ*coefλ. 
The risk score formula is based on the relative 
expression level of each gene and the coeffi-
cient of each gene from multivariate COX pro-
portional risk regression analysis, where Xλ is 
the standardized relative expression level of 
each drug differential gene and coefλ is the 
coefficient. The patients were divided into high-
risk and low-risk groups according to the medi-
an risk score of the tumor group. With respect 
to the determination of whether the high-risk 
and low-risk patients were well divided into  
two groups as well as the investigation of the 
distribution of the low-risk group, the Principal 
Component Analysis (PCA) was performed 
using “Rtsne” R package. The t-SNE test and 
grouping visualization were also carried out. In 
order to determine the prognostic role of risk 
scores in predicting clinical UCEC patients, a 
survival analysis for life cycle was performed 
between the high-risk and low-risk groups and 
the results were shown by Kaplan-Meier curves. 
Meanwhile, a time-dependent receiver operat-
ing characteristic (ROC) curve analysis was  
conducted using the “survivalROC” R package 
to test the specificity and sensitivity of the  
prognostic model for survival.

Immune correlation analysis and tumor micro-
environment analysis

The infiltration scores of 22 immune cells  
in tumor patients were calculated separately  
by CIBERSORT algorithm. The expression of 
immune checkpoints related genes in the high 
and low UCEC risk groups was calculated using 
the “limma”, ”reshape2” package of R software 
and then visualized. The total scores of stromal 

cells and immune cells in the high-risk and  
low-risk groups in the tumor microenvironment 
were calculated using the “estimate” package 
of R software. The correlation of stromal cell 
and immune cell scores and risk scores was 
investigated respectively.

Gene set enrichment analysis (GSEA)

Relevant pathways and biological processes 
were introduced to detect the high-risk popula-
tions. Expressed gene sets of low-risk or high-
risk populations and these collected marker 
gene sets from the Kyoto Encyclopedia of 
Genes and Genomes (KEGG) database V7.5.1 
were analyzed using GSEA (4.2.1) software. 
FDR<0.05 was considered as statistical signifi- 
cance.

Transwell invasion experiment

500 μl of DEME complete medium was added 
to the Transwell chambers under the plate with-
out matrigel. The Transwell chambers were 
placed therein. The culture plate was then 
placed in a cell incubator for activation for 15 
minutes. Cells were diluted to 1×106/ml with 
serum-free DMEM medium containing 0 and 
10 µM of luteolin, adding 100 µl in each of the 
different chambers. The cells and medium 
inside of the Transwell upper chambers were 
completely and gently wiped off with a cotton 
ball after 24 hours, and then fixed in pre-cooled 
paraformaldehyde for 30 minutes. The Tran- 
swell chambers were inverted on the tabletop. 
A drop of crystal violet solution was dropped in 
the chambers and stained for 20 minutes. After 
20 minutes, the crystal violet solution was 
washed out with PBS. The inverted Transwell 
chambers were dried on the tabletop and then 
observed under an inverted microscope. The 
number of cells traversed was observed under 
a 10-fold microscope in each group for statisti-
cal analysis.

The q-PCR experiment

These cells were inoculated in the six-well plate 
to 80% of confluence. The original medium was 
replaced with complete DMEM containing 0, 5, 
10 and 15 µM of luteolin for intervention. 
According to instructions of the RNA extraction 
kit of FeJet Biotech, RNA was then extracted 
from a six-well plate in the blank group (cultured 
in the complete DMEM for 24 h) and the drug 
group (a complete DMEM containing 5, 10 and 
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15 µM luteolin) after 24 hours. The reverse 
transcription kit (China, Genecopoeia) was 
used for cDNA synthesis under 25°C, 5 min; 
42°C, 15 min; 85°C, 5 min; and 4°C, holding 
setup program. After acquiring cDNA, the prim-
er sequences are shown in Table 1. The PCR 
reaction system is as follows: the Premix Ex Taq 
(loading dye Mix) 10 μl, 0.5 μl each in the 
upstream and downstream primers, cDNA 1 μL 
and ddH2O supplemented to the total system 
20 μl. The reaction conditions: 1. Pre-denatura- 
tion under 95°C for 30 s; 2. denaturation under 
95°C for 30 s; 3. annealing under 60°C for 30 
s; 4. extension under 65°C for 1 min. The reac-
tion was ended after 35 cycles under 65°C with 
final extension of 5 minutes for observation. 
The glyceraldehyde-3-phosphate dehydroge-
nase gene was used as an endogenous control. 
Fold change was calculated as 2-ΔΔCT.

Results

Results of DR-DEGs related to luteolin and 
UCEC

The analysis flow chart is shown in Figure 1. 
The TCMSP database was used to search for 
target proteins of small molecules of luteolin, 
which were transformed and standardized 
through the uniport database, thereby yielding 
a total of 57 drug target genes. Data obtained 
from the TCGA web site were screened by 
“limma” package, showing 6,989 genes that 
were differentially expressed in 23 normal and 
552 tumor groups (Figure 2A). The intersection 
of DEGs and drug target genes was acquired 
using the website Venny2.1.0 and a total of 22 
DR-DEGs were yielded (Figure 2B). The expres-
sion levels of these genes were visualized in 
the normal and tumor groups by heatmap 
(Figure 2C), including DR-DEGs: INSR, SLC2A4, 
ADCY2, AR and JUN which were highly expressed 
in the normal group, and 17 remaining DR-DEGs: 
CASP3, PCNA, BIRC5, CCNB1, TOP2A, NUF2, 
MMP9, IFNG, GSTP1, PRSS1, ERBB2, IL10, 
MET, TNF, IL6, XDH and MMP1 which were high-
ly expressed in the tumor group. An expression 

DR-DEGs, a gene target protein interaction net-
work diagram was established using the string 
database. After deleting a target protein with 
no relationship to other nodes, the interaction 
network data were imported into Cytoscape 
software (version3.9.0) for further analysis. 
Finally, 21 target protein interaction network 
diagrams of DR-DEGs were obtained (Figure 
3A). Of which, the genes “ERBB2, JUN, CASP3, 
MMP9, IL6 and TNF” were at the center of the 
interaction network, indicating that they were 
more connected with other nodes in the net-
work and can be the core genes of the network. 
In order to explore the potential mechanism of 
22 DR-DEGs and UCEC, the GO and KEGG 
enrichment analysis was performed. The GO 
enrichment analysis showed that it was highly 
enriched in the “response to reactive oxygen 
species, muscle cell proliferation, cellular 
response to chemical stress and response to 
oxidative stress” (Figure 3C). KEGG enrichment 
analysis revealed that it was highly enriched in 
the “IL-17 signaling pathway and Hepatitis B” 
(Figure 3B).

Results of construction and validation of prog-
nostic models 

In order to obtain the UCEC prognostic model 
associated with DR-DEGs, the univariate COX 
proportional hazards regression analysis was 
performed for 22 DR-DEGs expression and 
their clinical data, yielding a total of 6 DR-DEGs 
related to UCEC prognosis, as well as drawing 
the forest plots (Figure 4A). The hazard ratio 
was greater than 1.2, indicating that these 
genes were all high-risk genes. Six prognosis-
related DR-DEGs were validated by LASSO-
penalized Cox regression and the results 
revealed that these genes showed a stable and 
good performance (Figure 4B, 4C). After that, 
the multivariate COX proportional hazards 
regression analysis was carried out for these 
six DR-DEGs, finally obtaining four DR-DEGs 
associated with the prognosis, namely PRSS1, 
MMP1, ERBB2 and NUF2. Risk scores were cal-
culated for each patient based on the relative 

Table 1. The primer sequences for real-time PCR
Gene Forward Reverse
MMP1 AAAGGG AATAAGTACTGGGC CAGTGTTTTCCTCAGAAAGAG
GAPDH GCACCGTCAAGGCTGAGAAC TGGTGAAGACGCCAGTGGA
IL-17 ACCAATCCCAAAAGGTCCTC GGGGACAGAGTTCATGTGGT
VEGF ATGAACTTTCTGCTGTCTTGGGT TGGCCTTGGTGAGGTTTGATCC

relationship map of genes was 
also further plotted (Figure 2D).

Results of protein interaction net-
work and functional enrichment 
analysis

In order to explore the relation-
ships among target proteins of 22 
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Figure 1. Flow chart. The workflow of data analysis in this study.
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Figure 2. Drug-related differential genes of endometrial cancer and interactions. A. Volcano plot of 6989 differential-drug genes in endometrial cancer; B. Venny plot 
of 22 drug-related differential genes (DR-DEGs); C. Heatmap of 22 DR-DEGs (N: normal group, T: tumor group; red represents high gene expression, blue represents 
low gene expression, and the depth of color represents the level of expression); D. The relationship between 22 DR-DEGs (red line is positive correlation, blue line 
is negative correlation, and the depth of color represents the strength of the correlation). 
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expression levels and risk coefficient of four 
prognosis-related DR-DEGs in order to predict 
the patient’s prognosis. The final risk score for 
each patient is PRSS1’s expression value * 
0.204891906336637 + MMP1’s expression 
value * 0.151587628101162 + ERBB2’s ex- 
pression value * 0.183491564882044 + NU- 
F2’s expression value * 0.22194538428941. 
They were then divided into high-risk and low-
risk groups according to the median value 
(Figure 4D). PCA analysis and t-SNE test were 
also performed (Figure 4E, 4F). The test results 
suggest that the high-risk and low-risk patients 
were well divided into two groups with signifi-

cantly different directions. The relationship of 
the survival status and time in UCEC patients 
was evaluated between the high-risk and low-
risk groups (Figure 4G). We found that the 
deaths in the high-risk group were more cen-
tralized than these in the lower-risk group as 
risk scores increased. Heat maps were drawn 
to show the gene expression profile of UCEC 
patients in the high-risk and low-risk groups 
(Figure 4H). We discovered that the four prog-
nosis-related DR-DEGs were highly expressed 
in the tumor group. They were high-risk genes 
and consistent with the results of previous for-
est plots. According to the Kaplan-Meier curve 

Figure 3. Protein-protein interaction (PPI) network and Gene Ontology (GO), Kyoto Encyclopedia of Genes and Ge-
nomes (KEGG) enrichment analysis. A. Protein-protein interaction networks (red means more interaction with other 
proteins, green means less interaction with other proteins); B. KEGG enrichment of 22 DRG-DEGs analysis chart; C. 
GO enrichment analysis diagram of 22 DRG-DEGs. 
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(Figure 4I), the survival rate of the high-risk 
group was lower than that of the low-risk group 
at different times. P=0.005 and the results 
were statistically significant. Finally, the predic-
tive effect of the prognostic model was evalu-
ated by the time-dependent ROC curve (Figure 
4J). The results indicated that an one-year area 
under curve (AUC) was 0.569, a two-year AUC 
was 0.628 and a three-year AUC was 0.653, 
indicating that the predictive effect of the prog-
nostic model was good and stable.

Results of immunology and tumor microenvi-
ronment analysis

The CIBERSORT algorithm was used to obtain 
the infiltration scores of 22 immune cells in 
each tumor patient sample. Figure 5A showed 
the distribution of each individual immune cell 
in the total number of UCEC patients. Figure 5B 
showed the levels of individual immune cells in 
each UCEC tumor patient. Figure 5C showed 
infiltration scores in the high and low risk 
groups, of which the T cells regulatory (Tregs) 
and dendritic cells activated infiltration scores 
were significantly different. Compared with the 
immune cell infiltration scores, most of the 
immune checkpoint gene expression levels 
were significantly different (Figure 5D), such as 
“BTNL2, CD40, VTCN1, CD27 and CD40LG”, 
etc. At the same time, the scores of stromal 
cells and immune cells and the total scores 
were obtained in the tumor microenvironment 
in the high-risk and low-risk groups using the 
“estimate” package of R software (Figure 5E). 
The results showed that the differences in  
the scores of stromal cells, immune cells and 
the total scores were significant between the 
high-risk and low-risk groups. Moreover, the 
scores were higher in the low-risk group. At the 
same time, the relationships between the 
scores of stromal cells, immune cells and the 
risk scores were explored (Figure 5F, 5G). We 
found that both were negatively correlated with 
risk scores.

Results of GSEA pathway for screening and 
analysis

Through enrichment analysis of gene sets in 
the population of the high-risk and low-risk 
groups, 123 pathways were obtained in the 
high-risk group and 55 pathways in the low-risk 
group. We found that “homologous recombina-
tion” was correlated with UCEC and scores 

more concentrated in the high-risk group after 
screening (Figure 5H). 

Impacts of luteolin on the motility of PC-3 cells 
tested by transwell 

After different concentrations of luteolin were 
applied to AN3-CA cells for 24 hours, the results 
showed that the number of perforated cells in 
AN3-CA cells at luteolin concentrations of 0 
and 10 μM was 114,13 (Figure 6A, 6B).

q-PCR results

Compared with the blank DMEM group, the 
expression levels of MMP1 and IL-17 were sig-
nificantly decreased in all experimental groups 
treated with luteolin, but there seemed to be  
no significant difference between 5-15 μM. In 
addition, we also examined the effect of luteo-
lin on VEGF expression in endometrial cancer 
cells, and the results showed that VEGF expres-
sion level was significantly reduced after luteo-
lin treatment. With the increase of drug concen-
tration, the expression levels of VEGF tended to 
decrease. P<0.05 is considered that the differ-
ence is significant (Figure 6C-E).

Discussion

As one of the most common gynecological can-
cers in developed countries, the incidence of 
UCEC has been on the rise in recent years [20]. 
The situation in developing countries remains 
critical. Their ratio of mortality to morbidity is 
much higher than that of developed countries 
[21]. For early premenopausal UCEC patients, it 
is more important to preserve fertility through 
non-surgical and other adjuvant treatments 
[24]. Therefore, it is necessary to explore the 
direction of the new UCEC treatment and to 
construct a new prognostic model. Previous 
studies have demonstrated the therapeutic 
mechanism of capsaicin and puerarin on endo-
metrial cancer, indicating that small drug mol-
ecules have potential research value for UCEC 
[22, 23]. As a small molecule TCM drug luteolin 
may play an anti-tumor role by inhibiting the 
metastasis and generation of tumor cells, etc. 
[25]. However, its efficacy on UCEC has not 
been deeply studied. In this study, we have 
investigated the possibility and potential mech-
anism of luteolin in the treatment of UCEC 
through bioinformatics, and established a new 
drug-related prognostic model via experimental 
validation. 
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Figure 4. Construction and validation of a genetic prognostic model. A. Forest plot of 6 DR-DEGs associated with endometrial cancer survival was constructed by 
univariate regression analysis; B. Least absolute shrinkage and selection operator (LASSO) of 6 genes analysis coefficient spectrum distribution; C. Cross-validation 
of optimal parameter selection in LASSO regression. D. Distribution map of patients in high and low risk groups based on risk score; E. Principal Component Analysis 
(PCA) plot based on risk score; F. t-distributed Stochastic Neighbor Embedding (t-SNE) map based on risk score; G. Survival status map of patients in high and low 
risk groups (left side of the dotted line, low risk group; right side of the dotted line, high risk group); H. Heatmap of DR-DEGs associated with prognostic features of 
endometrial cancer; I. Kaplan-Meier analysis curve of prognosis related to high and low risk groups; J. Time-dependent receiver operating characteristic (ROC) curve, 
the area under the curve (AUC) at 1 year, 3 years, and 5 years is 0.569, 0.628, and 0.653. 
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Figure 5. tumor microenvironment (TME) and immune infiltration and Gene Set Enrichment Analysis (GSEA). A. The distribution of each individual immune cell in 
the total number of UCEC patients; B. The levels of individual immune cells in each UCEC tumor patient; C. Infiltration scores in the high and low risk groups; D. The 
immune checkpoint gene expression level in the high and low risk groups. E. The tumor microenvironment of the high and low risk groups; F, G. Correlation between 
immune cell scores and risk scores; H. The “homologous recombination” pathway is more active in the high-risk group. 
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We performed GO and KEGG enrichment  
analysis of DR-DEGs by R software. The results 
suggest that it is relatively significant in the 

“oxidative stress response” in the GO pathway. 
Oxidative stress is a reaction of the imbalance 
between the reactive oxygen species and anti-

Figure 6. In vitro experiments. A, B. Impacts of luteolin on the motility of PC-3 cells tested by Transwell; C-E. q-PCR.
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oxidants in tissues, which increases reactive 
oxygen species and produces damage [26]. 
Many studies have found that the reactive  
oxygen species may induce the production of 
tumor cells through the form of signaling mole-
cules [27] or result in DNA damages and abnor-
mal repair mechanism so as to increase the 
probability of tumor formation [28, 29]. The 
KEGG enrichment analysis reveals a significant 
enrichment effect in the “IL-17 signaling path-
way”. Interleukin 17 (IL-17) is a pro-inflammato-
ry cytokine that plays an important role in com-
bating pathogens, autoimmune diseases and 
inflammatory responses [38, 39]. Recent stud-
ies have proved that it may promote tumor 
occurrence and growth by maintaining chronic 
inflammatory microenvironment and promoting 
angiogenesis [40-42]. In certain circumstanc-
es, we have also observed that it is closely 
related to gynecological cancer, such as caus-
ing the growth of cervical cancer and ovarian 
cancer cells [43-45]. By studying IL-17 knock-
out mice, Wang et al. found that IL-17 disruption 
reduced tumorigenesis [46]. Whereas luteolin 
can significantly inhibit various inflammatory 
mediators, including “IL-17, IL-1 and Il-6, etc.” 
and regulate inflammation-related signaling 
pathways [47, 48]. Therefore, we speculate that 
luteolin may inhibit the related pathways by 
suppressing the production of reactive oxygen 
species and inflammatory mediators, thereby 
altering the environment for UCEC cell produc-
tion and growth and inhibiting tumor growth.

Serine protease 1 (PRSS1) is located on chro-
mosome 7 in the human body and can be 
digestion-promoting by encoding human cat-
ionic trypsinogen 1 [49-51]. In recent years, 
some studies reveal that its expression increas-
es in various cancer tissues such as pancreatic 
cancer, cervical cancer and gastric cancer, etc. 
[50, 52, 53]. Ye et al. have found that silencing 
PRSS1 expression activates the EPK signaling 
pathway, thereby inhibiting the growth and pro-
liferation of cancer cells [51]. Thus, in addition 
to its presence as a prognostic gene for PRSS1, 
we believe that it has the potential to serve as 
a therapeutic target for UCEC cells. The matrix 
metalloproteinases (MMPs) are a family of pro-
teases closely linked to tumorigenesis, in which 
MMP1 is one of the zinc-dependent protein 
endonuclease family members. It may be asso-
ciated with tumor metastasis and invasion [54]. 
It is found that MMP1 expression is increased 

in various tumor tissues, such as gastric can-
cer, liver cancer and breast cancer, etc. [55-
57]. Other studies have shown that it is also 
correlated with the tumor proliferation process 
to some extent, which may be related to the 
activation of the PI3K/AKT pathway [58]. 
Recently, it is found that MMP1 expression is 
increased in the UCEC tissues, and the inhibi-
tion of MMP1 by lapatinib through EGFR and 
HER2 and its downstream ERK and AKT signal-
ing pathways may have potential research 
value for the treatment of UCEC [59]. Human 
epidermal growth factor receptor 2 gene 
(ERBB2), also known as HER2 (Erb-B2 Receptor 
Tyrosine Kinase 2), is a gene that may cause 
the occurrence and development of a variety of 
cancer cells, such as lung cancer and breast 
cancer, etc. It can also be a therapeutic target 
and biomarker [60-63]. At present, ERBB2 has 
been used in a large number of ERBB2-positive 
gastric cancer and breast cancer patients. It 
has greatly improved the survival rate [64, 65]. 
ERBB2 has also been studied in the targeted 
treatment of UCEC. For example, Amanda has 
found that the targeted treatment of uterine 
serous carcinoma, one of the ERBB2-positive 
subtypes of UCEC, may improve the progres-
sion-free survival of patients [66]. Therefore, 
we speculate that it also has a better potential 
to predict survival and therapeutic applications 
in UCEC. Ndc80 kinetochore complex compo-
nent (NUF2), a protein complex component 
associated with the centromere [67], is con-
nected with spindle binding and chromosome 
segregation. Therefore, regulating cell prolifera-
tion and apoptosis is closely related to the cell 
life cycle [68]. Many studies have found that 
NUF2 is highly expressed in the cells of various 
cancer lines. It exists as a therapeutic target 
and prognostic marker [69-71]. HU et al. have 
found that high expression of NUF2 is associ-
ated with poor prognosis of pancreatic cancer 
patients [68]. Shiraishi et al. have also found 
that the survival in patients with high NUF2 
expression is significantly shortened [72]. 
Therefore, we believe that, in addition to being 
a prognostic gene, RSS1, MMP1, and ERBB2 
have the potential to be called therapeutic tar-
gets, while the therapeutic potential of NUF2 
remains to be further explored.

Immune checkpoints are receptor-ligand pairs 
that play a role in immunity. They can be classi-
fied into stimulatory immune checkpoint mole-
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cules and inhibitory immune checkpoint mole-
cules [30]. Among them, enhancing stimulatory 
immune checkpoints and blocking inhibitory 
immune checkpoints have been widely used in 
the immune response to tumors [31, 32]. CD40 
belongs to the tumor necrosis factor receptor 
family, and CD40 ligand and its CD40L receptor 
are stimulatory checkpoints, which may pro-
mote the immune process of cellular and 
humoral immune responses and play a certain 
anti-tumor role [33]. It is shown that CD40/
CD40L interaction may induce malignant B 
cells expressing the death receptors CD95, 
DR5 and TNF-R1 [34, 35], thereby making the 
cells more prone to apoptosis in the inflamma-
tory microenvironment [34, 35]. It has been 
reported that CD40/CD40L may promote the 
apoptosis of malignant tumor cells, such as 
breast cancer and kidney cancer [36, 37]. 
Although there are few studies on its rela- 
tionship with UCEC, we speculate that it can 
also participate in the process of apoptosis. 
However, some studies also suggest that the 
role of CD40 in UCEC seems to be bidirectional. 
In addition to inhibiting EC cells, it also pro-
motes EC cell invasion and involves in the 
expression of some genes for tumor promotion 
and metastasis, such as IL-6, LIF and TNF- [73]. 
Interestingly, our prognostic model also shows 
that the score of more active CD40 is higher in 
the high-risk group, and correlated with its out-
come. Therefore, we believe that it remains to 
be further investigated whether it has a posi-
tive value for patients with UCEC although 
CD40 can be used as a direction for most 
tumor treatment.

Through the GSEA data analysis, we have found 
that the “HOMOLOGOUS_RECOMBINATION” 
pathway is significantly expressed in the high-
risk group. “Homologous recombination” may 
accurately repair the damage caused by dou-
ble-strand breaks of DNA in eukaryotic cells in 
the S and G2 phases in the presence of sister 
chromosomes [74]. False DNA repair may lead 
to chromosomal displacement and gene muta-
tions, and accelerate the occurrence of the 
tumor [75, 76]. It is found that the expression of 
homologous recombination is up-regulated in 
various tissues of cancer cell lines compared 
with surrounding normal tissues [77-79]. In 
terms of daughter UCEC treatment, Hu et al. 
have found that the inhibition of the homolo-
gous recombination pathway by diosmetin may 

suppress the proliferation of UCEC cells and 
improve the sensitivity to radiotherapy [80], 
thus assisting the treatment of UCEC. We 
believe that the expression of HOMOLOGOUS_
RECOMBINATION is significant in the high risk 
group, which may be associated with the poor 
prognosis of patients. Its pathway expression 
inhibition may have positive significance for the 
treatment and prognosis of patients.

As a small molecule with anti-inflammatory and 
anti-antitumor effects, luteolin’s therapeutic 
potential for UCEC has not been deeply studied. 
In this study, we have investigated its potential 
targets and mechanism of action on UCEC by 
obtaining DE-DEGs of luteolin and UCEC and 
using enriched function and immunity, acquired 
the genes related to the prognosis and estab-
lished a prognostic model in order to explore 
the new direction of UCEC treatment and prog-
nosis. In vitro experiments, we found that the 
migration ability of endometrial cancer cells 
was significantly reduced after luteolin treat-
ment, and the expressions of MMP1, IL-17 and 
VEGF were all decreased. However, due to the 
lack of clinical studies of luteolin on UCEC, 
whether it has a definite therapeutic effect on 
UCEC has not been determined. In addition, the 
efficacy of the pathway mechanism of luteolin 
targets on UCEC cells requires further experi-
ments to confirm on the basis of the literature 
support.

Some studies have shown that IL-17 signal 
pathway can promote tumor progression, 
increase the expression of VEGF and promote 
tumor angiogenesis [81]. We observed that 
after the use of luteolin, the expression of  
IL-17 in endometrial cancer cells was inhibited, 
and the expression of MMP1 and VEGF was 
decreased. This may indicate that luteolin can 
inhibit the invasion of endometrial carcinoma 
by inhibiting IL-17 signal pathway and reducing 
the expression of MMP1, and reduce angiogen-
esis by reducing VEGF, thus improving the prog-
nosis of patients with endometrial carcinoma.

Limitations and prospective

There are some limitations in this study. In vivo 
experiments of luteolin in animals and humans 
have not been performed. We plan to perform 
additional experiments and explore this in 
depth in subsequent studies.
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Conclusion

In summary, our study provides a new direction 
for the treatment of UCEC, new genetic markers 
for the prognosis of UCEC and a basis for the 
R&D of luteolin as a drug in the treatment of 
UCEC. 
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