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Abstract 

Background Radiotherapy resistance is the main cause of treatment failure in nasopharyngeal carcinoma (NPC), 
which leads to poor prognosis. It is urgent to elucidate the molecular mechanisms underlying radiotherapy resistance.

Methods RNA-seq analysis was applied to five paired progressive disease (PD) and complete response (CR) NPC 
tissues. Loss-and gain-of-function assays were used for oncogenic function of FLI1 both in vitro and in vivo. RNA-seq 
analysis, ChIP assays and dual luciferase reporter assays were performed to explore the interaction between FLI1 and 
TIE1. Gene expression with clinical information from tissue microarray of NPC were analyzed for associations between 
FLI1/TIE1 expression and NPC prognosis.

Results FLI1 is a potential radiosensitivity regulator which was dramatically overexpressed in the patients with PD 
to radiotherapy compared to those with CR. FLI1 induced radiotherapy resistance and enhanced the ability of DNA 
damage repair in vitro, and promoted radiotherapy resistance in vivo. Mechanistic investigations showed that FLI1 
upregulated the transcription of TIE1 by binding to its promoter, thus activated the PI3K/AKT signaling pathway. A 
decrease in TIE1 expression restored radiosensitivity of NPC cells. Furthermore, NPC patients with high levels of FLI1 
and TIE1 were correlated with poor prognosis.

Conclusion Our study has revealed that FLI1 regulates radiotherapy resistance of NPC through TIE1-mediated PI3K/
AKT signaling pathway, suggesting that targeting the FLI1/TIE1 signaling pathway could be a potential therapeutic 
strategy to enhance the efficacy of radiotherapy in NPC.

Keywords FLI1, TIE1, Nasopharyngeal carcinoma (NPC), Radiotherapy resistance

†Enni Chen, Jiajia Huang and Miao Chen have contributed equally to this 
article

*Correspondence:
Wuguo Deng
dengwg@sysucc.org.cn
Huijuan Qiu
qiuhj@sysucc.org.cn
Fangyun Xie
xiefy@sysucc.org.cn

State Key Laboratory of Oncology in South China, Guangdong Key 
Laboratory of Nasopharyngeal Carcinoma Diagnosis and Therapy, 
Collaborative Innovation Center of Cancer Medicine, Sun Yat-Sen 
University Cancer Center, Guangzhou 510060, China

http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://creativecommons.org/publicdomain/zero/1.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s12967-023-03986-y&domain=pdf


Page 2 of 17Chen et al. Journal of Translational Medicine          (2023) 21:134 

Background
Nasopharyngeal carcinoma (NPC), as an epithelial 
carcinoma originating from the mucosa of the 
nasopharynx, is particularly common in East and 
Southeast Asia [1]. Because of its complex anatomical 
location and high radiosensitivity, intensity-modulated 
radiotherapy is the main treatment for NPC [2]. Despite 
the continuous improvement of the clinical treatment 
methods, 19–29% of the patients still have recurrence 
and distant metastasis after radiotherapy, which 
significantly reduces the survival time and life quality 
[3–6]. Radiotherapy resistance is the main cause of the 
treatment failure of NPC [7, 8]. Therefore, it is highly 
necessary to explore the biomarker and molecular 
mechanism of radiotherapy resistance of NPC.

FLI1 (friend leukemia virus integration 1) is a common 
proviral integration site related to erythroleukemia 
induced by Friend Murine Leukemia Virus (F-MuLV) 
[9]. FLI1 belongs to the E26 transformation-specific 
gene (ETS) family that has a DNA binding domain 
responsible for DNA recognition on target promoters. 
As a transcription factor, FLI1 plays an important 
role in the development of hematopoietic stem cells, 
vasculogenesis and angiogenesis. However, abnormal 
expression of FLI1 induces auto-immune diseases, as well 
as different kinds of human cancers [10–14]. In breast 
cancer, transcriptional upregulation of CDHI and VIM 
by FLI1 contributes to invasion and migration [12], and 
upregulation of BCL2 inhibits apoptosis [15]. In diffuse 
large B-cell lymphoma, FLI1-mediates regulation of 
chemokine receptors (CXCR5, CXCR4 and CXCR7) 
participates in the neoplastic process [14]. The t (11; 22)
(q24; q12) chromosomal translocation produces EWS-
FLI, a transcriptional activator that mediates oncogenic 
transformation [16]. Additionally, EWS-FLI1 has been 
extensively studied in Ewing’s sarcoma [17–19]. It has 
been demonstrated that EWS-FLI1 acts in a positive 
feedback loop to maintain the expression of PARP1, thus 
promoting DNA damage repair [20]. Consistently, other 
members of the ETS family, such as ERG, ETS1 and ETS2, 
are also associated with repair of DNA damage [21–23]. 
Pathways involved in DNA damage repair are critical for 
the treatment outcome of radiotherapy [24]. In addition, 
overexpression of FLI1 in glioblastoma cells promotes 
resistance to both radiation and temozolomide [25]. 
Previously, we have demonstrated the expression of FLI1 
is an independent prognostic factor for NPC patients 
[26]. Nevertheless, the role of FLI1 in radiosensitivity of 
NPC remains largely unknown.

TIE1 (tyrosine kinase with immunoglobulin like and 
EGF like domains 1) is a tyrosine kinase receptor first 
isolated from an erythroleukemia cell line [27]. Previous 
studies suggest that TIE1, which expresses primarily in 

endothelial cells, plays a very important part in blood 
and lymphatic vascular development [28]. TIE1 is critical 
to embryonic development, and ablation of TIE1 causes 
hemorrhages, edema, and destruction of microvascular 
integrity, leading to mid- to late-gestation embryonic 
lethality [29]. However, activation of TIE1 in endothelial 
cells upregulates several pro-inflammatory genes, 
thereby inducing endothelial inflammatory response [30]. 
TIE1 deficiency in mouse tumor model decreases tumor 
angiogenesis and enhances vascular normalization, 
leading to increased tumor necrosis, which ultimately 
results in delayed tumor growth at later stage [31]. 
Besides, TIE1 expresses in various epithelial cancers, 
such as gastric cancer [32], colon cancer [33], thyroid 
cancer [34] and breast cancer [35, 36]. In ovarian cancer, 
TIE1 promotes XPC-dependent nucleotide excision 
repair (NER) to render platinum reagents resistance [37]. 
Moreover, TIE1 plays a critical role in ovarian cancer cell 
proliferation and growth by modulating the PI3K/AKT 
signaling pathway [38].

In this study, we identified the role of FLI1 in regulating 
radiotherapy resistance in NPC and verified FLI1 as a 
transcription activator of TIE1. We further demonstrated 
that FLI1 activated the PI3K/AKT signaling pathway by 
upregulating TIE1, thereby affecting NPC radiotherapy 
sensitivity. Our study indicates the FLI1/TIE1 signaling 
axis may be a new mechanism of NPC radiotherapy 
resistance and a potential therapeutic target for NPC 
treatment.

Results
High FLI1 expression is associated with radioresistance 
and poor prognosis in NPC patients
To explore the main genes that modulate radiation 
resistance in NPC, we collected five NPC biopsy tissues 
that exhibited complete response (CR) to radiotherapy 
at 6  months and the other five NPC biopsy tissues that 
exhibited progressive disease (PD) and then performed 
RNA sequencing (RNA-Seq) analysis. KEGG enrichment 
analysis showed that the DNA replication pathway was 
enriched (Additional file  1: Fig. S1). Differential gene 
expression analysis showed that FLI1 was dramatically 
overexpressed in PD tissues compared to CR tissues 
(Fig.  1A). FLI1 protein expression was detected in 
human NPC tissue microarrays by IHC staining (Fig. 1B). 
Pearson chi-square analysis showed that patients in 
advanced stages had higher FLI1 expression levels 
(Additional file  2: Table  S1). In addition, Kaplan-Meier 
survival analysis showed that NPC patients with high 
FLI1 expression levels had a remarkably shorter overall 
survival (OS, p = 0.030), local recurrence free survival 
(LRFS, p = 0.010) and progress free survival (PFS, 
p = 0.021) (Fig.  1C–E). However, the distant recurrence 
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Fig. 1 High FLI1 levels are associated with radioresistance and poor prognosis in NPC patients. A Heatmap profiling of the gene expression in 
radiosensitive tissues (n = 5) and radioresistant tissues (n = 5), as is analyzed by RNA-seq. B Representative images of immunohistochemical (IHC) 
staining of FLI1 protein expression in 150 NPC tissues (a, no brown particle staining; b, light brown particles; c, moderate brown particles; d, dark 
brown particles). Scale bars = 100 μm. C–F Kaplan–Meier analysis of the overall survival C, local recurrence free survival D, progress free survival E 
and distant recurrence free survival F of 150 NPC patients based on FLI1 expression. The p values were analyzed by log-rank test
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free survival (DRFS) between patients with high and 
low FLI1 levels had no significant difference (p = 0.164) 
(Fig. 1F). According to these results, we speculated that 
high FLI1 levels in NPC tissues may result in resistance 
to radiotherapy.

FLI1 facilitates NPC cell survival after irradiation (IR) in vitro
To explore the effect of FLI1 on radiosensitivity of NPC, 
we stably overexpressed FLI1 in CNE1 and SUNE1 
cells which had lower FLI1 levels and were more 
radiosensitive, and knocked down FLI1 in 5-8F and 6-10B 
cell lines which had higher FLI1 levels and were more 
radioresistant (Fig. 2A, B and Additional file 1: Fig. S2A–
E). We performed clonogenic assays after IR treatment, 
and found that FLI1 overexpression enhanced clonogenic 
survival in CNE1 and SUNE1 cells upon IR, while FLI1 
knockdown obviously impeded clonogenic survival in 
5-8F and 6-10B cells upon IR (Fig.  2C and Additional 
file  1: Fig. S2F). The western blot analysis revealed that 
the level of the radiation-induced apoptosis-related 
protein, cleaved caspase-3, was reduced in FLI1-
overexpressing CNE1 cells, but elevated in FLI1-silenced 
5-8F cells, compared with the respective controls 
(Fig.  2D). In addition, apoptosis assays showed that 
FLI1 overexpression significantly decreased radiation-
induced apoptosis in CNE1 and SUNE1 cells, whereas 
FLI1 knockdown increased radiation-induced apoptosis 
in 5-8F and 6-10B cells (Fig. 2E and Additional file 1: Fig. 
S2G).

FLI1 induces radioresistance by facilitating DNA 
double‑strand breaks (DSBs) repair in NPC cells
Phosphorylation of histone H2AX (γ-H2AX) is 
considered as one of the earliest markers in response 
to DSBs caused by ionizing radiation [39]. Western 
blot assays showed lower γ-H2AX protein levels in 
5-8F and 6-10B cells than in CNE1 and SUNE1 cells, 
which was consistent with the baseline sensitivity of 
the cell lines in Additional file  1: Fig. S2C (Additional 
file  1: Fig. S3). Therefore, we investigated the impact 
of FLI1 on γ-H2AX levels in NPC cells after radiation 
by western blot and immunofluorescence assays. The 
results showed fewer γ-H2AX foci and lower γ-H2AX 
protein levels in the CNE1-OE cells than in CNE1-VEC 
cells at 12 h after radiation exposure. By contrast, more 

γ-H2AX foci and higher γ-H2AX protein levels were 
observed in 5-8F-shFLI1 cells than in 5-8F-NC control 
cells at 12  h post radiation (Fig.  3A, B). In addition, 
as shown in Fig.  3B, we detected the protein levels of 
other key mediators of DNA repair and replication. The 
levels of phosphorylated ATR (p-ATR), phosphorylated 
ATM (p-ATM), phosphorylated CHK1 (p-CHK1) and 
phosphorylated CHK2 (p-CHK2) in CNE1-OE cells and 
5-8F-NC cells were significantly lower than in CNE1-
VEC control cells and 5-8F-shFLI1 cells respectively. 
We then performed comet assays at 24 h after radiation 
to detect DNA damage levels. We found that the levels 
of DNA damage indicated by mean tail moment in 
CNE1-OE cells was significantly lower than in CNE1-
VEC cells after IR, while 5-8F-shFLI1 cells exhibited 
higher DNA damage levels than control cells (Fig. 3C).

Furthermore, to prove whether FLI1 influenced 
radiation-induced DNA damage repair, we detected 
γ-H2AX protein levels at different time points after 
radiation by western blot assays. As shown in Fig.  3D, 
the γ-H2AX levels decreased more rapidly in CNE1-OE 
cells and 5-8F-NC cells than in CNE1-VEC control cells 
and 5-8F-shFLI1 cells respectively, indicating that FLI1 
facilitated DNA lesion repair in NPC cells.

FLI1 binds to TIE1 promoter and activates TIE1 
transcription in NPC cells
To identify the underlying mechanism of FLI1 in 
regulating NPC radioresistance, we performed RNA-
Seq analysis to search for differentially expressed 
genes between CNE1-OE and CNE1-VEC cells, as well 
as 5-8F-shFLI1 and 5-8F-NC cells respectively. The 
up-regulated genes induced by FLI1 overexpression 
were intersected with down-regulated genes caused 
by FLI1 knockdown, and the differentially expressed 
genes were identified. Heatmap showed the top 10 
differentially expressed genes and TIE1 was among the 
candidates (Fig. 4A). The data from the Gene Expression 
Omnibus (GEO) NPC database and the Cancer Genome 
Atlas (TCGA) head and neck squamous cell carcinoma 
(HNSCC) datasets showed that the levels of FLI1 and 
TIE1 are highly positively correlated (Fig.  4B, C). Since 
FLI1 regulates the expression of its target genes by 
binding to their promoter regions, we explored whether 
it directly modulated the expression of TIE1, which has 

(See figure on next page.)
Fig. 2 FLI1 facilitates NPC cell survival after irradiation (IR) in vitro. A–B Western blot A and RT-qPCR B analysis of FLI1 protein and mRNA level in 
CNE1 cells with FLI1 overexpression and 5-8F cells with FLI1 knockdown (VEC, control lentiviral vector; FLI1, FLI1 overexpression lentiviral vector; 
NC, negative control shRNA; shFLI1, FLI1-specific shRNA). GAPDH was included as a loading control. C Cells were seeded at the density of 200, 
400, 800 and 1000 cells for 0 Gy, 1 Gy, 2 Gy and 4 Gy IR dose. Colony formation assays and survival fraction curve analysis were employed to assess 
cell survival at 10–14 days after exposure to indicated IR dose. D–E Western blot D and Annexin V/PI double-staining E assays were performed to 
evaluate the effects of FLI1 on apoptosis 48 h after cells treated with or without IR. Data in B, C and E are presented as mean ± SD (n = 3). **p < 0.01, 
***p < 0.001, ****p < 0.0001; ns not significant (Student’s t-test). Source data are provided as a Source Data file
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been reported to promote XPC-dependent nucleotide 
excision repair (NER) and chemotherapy resistance [38]. 
hTFtarget ChIP-seq database also indicated that FLI1 
might transcriptionally regulate TIE1 by binding to its 
promoter region (Additional file  3: hTFtarget ChIP-seq 
data).

Firstly, we detected the regulation of TIE1 mRNA 
and protein levels by FLI1 in NPC cells. Western blot 
and RT-qPCR assays demonstrated that the protein and 
mRNA levels of TIE1 were increased when FLI1 was 
up-regulated, but were significantly decreased when FLI1 
was knocked down (Fig. 4D, E and Additional file 1: Fig. 
S4A, B). To identify the binding site of FLI1 on the TIE1 
promoter, we performed luciferase reporter assays with 
two different TIE1 promoter-driven luciferase reporter 
segments. The results showed that FLI1 overexpression 
promotes TIE1 promoter activity corresponding to 
the fragments from − 1735 to + 25 and from − 1735 to 
-1507, whereas FLI1 knockdown suppressed the TIE1 
promoter activity (Fig. 4F and Additional file 1: Fig. S4C). 
ChIP assays also verified that FLI1 bound to the TIE1 
promoter region from − 1735 to − 1507 (Fig. 4G, H).

In addition, to validate that the FLI1 regulated NPC 
radioresistance depends on its transcription of TIE1, 
rescue experiments were performed in NPC cells. 
As shown in Fig.  4I, increased clonogenic survival 
induced by FLI1 overexpression was partly offset by 
TIE1 knockdown in CNE1 cells. In contrast, TIE1 
overexpression reversed the FLI1 knockdown-mediated 
decreased clonogenic survival in 5-8F cells, confirming 
that FLI1 controlled NPC radiosensitivity through TIE1.

FLI1 regulates TIE1‑mediated PI3K/AKT signaling pathway 
in NPC cells
Accumulating evidence suggests that PI3K/AKT 
signaling pathway is associated with radioresistance of 
cancers [40–42]. TIE1 has been reported to be related 
to the PI3K/AKT signaling pathway in ovarian cancer 
[38]. KEGG pathway analysis indicated that FLI1 
regulated PI3K/AKT signaling pathway (Fig.  5A). Thus, 
we hypothesized that FLI1 activated PI3K/AKT signaling 
pathway through regulating TIE1 expression. We first 
assessed the influence of FLI1 on phosphorylation levels 
of PI3K and AKT. The results showed that up-regulation 
of FLI1 increased the phosphorylation levels of PI3K 
and AKT, while knockdown of FLI1 showed the 

opposite results (Fig.  5B and Additional file  1: Fig. 
S5A). To determine whether FLI1 regulated PI3K/AKT 
signaling pathway through TIE1, we performed rescue 
experiments in NPC cells. In CNE1 cells, the increased 
phosphorylation levels of PI3K and AKT-mediated by 
FLI1 were decreased after TIE1 knockdown, while TIE1 
overexpression reversed the levels of phosphorylation 
PI3K and AKT in 5-8F-shFLI1 cells (Fig.  5C). In 
addition, the promotive effects of FLI1 overexpression 
on clonogenic survival were reversed by PI3K and 
AKT inhibitors (Fig.  5D). In contrast, the suppressive 
effects on CNE1 cell apoptosis and γ-H2AX protein 
levels induced by FLI1 overexpression were reversed by 
the inhibitors (Fig.  5E and Additional file  1: Fig. S5B). 
Overall, these results suggest that the TIE1 mediated 
PI3K/AKT signaling pathway is a functional target of 
FLI1 that promotes the radioresistance in NPC cells.

FLI1 induces radioresistance in the NPC xenograft mouse 
model
To determine whether FLI1 promotes the radioresistance 
of NPC cells in vivo, we generated nude mouse xenograft 
model. We established subcutaneous NPC xenografts 
by injecting CNE1-FLI1 and 5-8F-shRNA cells and their 
respective control cells. After that, we treated the mice 
with IR (2  Gy/day for 7 consecutive days). As shown in 
Fig.  6A, compared with the VECTOR group, the FLI1 
group exhibited increased NPC tumor growth in terms of 
size, volume, and weight in response to radiation. On the 
other hands, knockdown of FLI1 markedly suppressed 
tumor growth after radiation (Fig. 6B). Furthermore, IHC 
staining assays showed stronger TIE1 and weaker cleaved 
caspase-3 staining in the tumors of the CNE1-FLI1 group 
compared with those of the CNE1-VEC group after IR 
treatment, and the opposite effects were found in the 
tumors of the 5-8F-shFLI1 group compared with those 
of the control group after IR exposure (Fig. 6C, D). These 
data suggest that FLI1 regulates TIE1 expression, thus 
inhibiting radiation-induced apoptosis to confer NPC cell 
radioresistance in vivo.

FLI1 expression is positively correlated with TIE1 
expression and high FLI1‑TIE1 levels predict poor clinical 
outcomes in NPC patients
To clarify association between FLI1/TIE1 expression 
and their roles in the prediction of clinical prognosis, we 

Fig. 3 FLI1 induces radioresistance by facilitating DNA double-strand breaks (DSBs) repair in NPC cells. A Immunofluorescence assays to examine 
the effect of FLI1 on γ-H2AX foci formation in the indicated CNE1 and 5-8F cells with or without IR. B Western blot assays of γ-H2AX, p-ATR, p-ATM, 
pCHK1 and p-CHK2 protein levels in the indicated CNE1 and 5-8F cells with or without IR. C Comet images and quantitative analysis of tail moments 
for DNA damage in the indicated CNE1 and 5-8F cells with or without IR treatment. D Western blot analysis of the time course of changes in γ-H2AX 
levels in NPC cells with 6 Gy IR exposure. Data in A and C are presented as mean ± SD (n = 3). **p < 0.01; ns not significant (Student’s t-test). Source 
data are provided as a Source Data file

(See figure on next page.)
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used IHC staining assays to detect the expression of FLI1 
and TIE1 in 137 NPC patients using tissue microarrays 
(Fig. 7A and Fig. 2B). Kaplan–Meier analysis showed that 
NPC patients with high FLI1-TIE1 levels had a shorter 
OS (p = 0.020), LRFS (p = 0.002) and PFS (p = 0.003) 
(Fig.  7B–D). In addition, multivariate COX-regression 
analysis showed that FLI1-TIE1 level was an independent 
prognostic factor (Additional file  2: Tables S2, S3, S4). 
Among the patients, 52.6% (72 of 137) exhibited both 
high expression of FLI1 and TIE1 expression, while 22.6% 
(31 of 137) exhibited both low expression of FLI1 and 
TIE1. Correlation analysis showed that FLI1 expression 
was positively correlated with TIE1 expression (R = 0.485, 
p < 0.001) (Fig. 7E).

Discussion
Although the cure rate of early-stage NPC remains high, 
most NPC patients are diagnosed with advanced stages 
due to its hidden growth and non-specific symptoms in 
early stages. For patients in advanced stages, radiotherapy 
combined with chemotherapy has become the main 
treatment strategy [1, 43]. The therapeutic effectiveness 
in NPC has been enhanced by the application of IMRT 
combined with concurrent chemotherapy, as well as the 
accuracy of NPC staging and target volume delineation 
improved by PET/CT and MRI respectively [44]. 
However, a portion of patients still suffer from recurrence 
and distant metastasis afterwards [3–6]. Radioresistance 
is commonly recognized as the crucial obstacle for the 
cure of NPC [45, 46]. Therefore, it is urgent to elucidate 
the molecular mechanism of radiotherapy resistance 
and identify potential therapeutic targets. In this study, 
we have revealed the FLI1/TIE1 signaling axis as a new 
target for tackling NPC radioresistance.

Studies have reported that high expression of FLI1 
promotes the generation and progression of a variety 
of solid tumors, such as Ewing’s sarcoma, breast 
cancer, melanoma, prostate cancer and glioma [10, 47]. 
Previously, we have identified FLI1 as an independent 
prognostic factor significantly associated with the 
survival in NPC patients [26]. It has been widely 

acknowledged that ionizing radiation induces DNA DSBs 
to kill tumor cells. However, DNA DSBs also activate 
complicated and highly regulated DNA damage response 
and repair (DRR) signaling, which leads to radioresistance 
in cancer cells [24, 48]. The members of the ETS family 
are often involved in DNA damage repair. For instance, 
EWS-FLI1 and ERG interact with Parp1 and DNA-PKcs 
respectively, thus mediating the DRR signaling pathway 
[20, 21]. On the other hand, some ETS genes can regulate 
the expression of DNA repair elements in cancer. ETS1 
is reported to up-regulate PARP1 in Ewing sarcoma and 
ovarian cancer [22, 49], while ETS1 and ETS2 repress 
BRCA1 in breast cancer [50, 51]. Besides, ETS2 interacts 
with mutant p53 to increase the expression of TDP2, 
which promotes resistance to etoposide-induced DNA 
damage [52]. So far, the role of FLI1 in DNA damage 
has rarely been reported. FLI1 is shown to promote 
glioblastoma radioresistance by regulating HSBP1 [25], 
and its expression is associated with radiation resistance 
in oral squamous cell carcinoma [53]. However, the 
relationship between FLI1 and radiotherapy resistance in 
NPC and the underlying mechanisms remain unknown. 
Here, we firstly analyzed the differentially expressed 
genes between radioresistant and radiosensitive NPC 
groups, and found that FLI1 was noticeably elevated 
in radioresistant tissues. We next demonstrated that 
FLI1 facilitates NPC cell survival and reduces cell 
apoptosis after IR in vitro and vivo. As γH2AX serves as 
a platform for the recruitment of other DRR factors and 
amplification of signaling pathways [24, 39], we explored 
the influence of FLI1 on γ-H2AX levels after radiation. 
Our results indicated that FLI1 knockdown significantly 
impaired the DNA damage repair activity induced by 
radiation in NPC cells.

To clarify the potential mechanism by which FLI1 
regulates radioresistance in NPC, we performed 
RNA-seq analysis and identified TIE1 as a candidate 
target through heatmap analysis. ETS1 and ETS2 are 
shown to transactivate TIE1 promoter [54]. Previous 
studies have demonstrated that TIE1, which expresses 
primarily in endothelial cells, is associated with 

(See figure on next page.)
Fig. 4 FLI1 binds to TIE1 promoter and activates TIE1 transcription in NPC cells. A Heatmap showing differential gene expression between 
CNE1-OE cells and CNE1-VEC cells, 5-8F-shRNA cells and 5-8F-NC cells, as is analyzed by RNA-seq. B–C Correlation analysis between FLI1 and 
TIE1 in GEO database B and TCGA database C. D–E Western blot C and RT-qPCR D analysis of TIE1 protein and mRNA level in FLI1 overexpression 
and knockdown NPC cells. F Dual-luciferase reporter assays were used to evaluate TIE1 promoter activity in NPC cells transiently transfected 
with control vector (VEC), FLI1 overexpression plasmid (FLI1), negative control siRNA (NC) and FLI1-specific siRNA (siFLI1). G–H CNE1 and SUNE1 
cells were transiently transfected with vector (VEC) and Flag-FLI1 overexpression plasmid (Flag-FLI1). ChIP-PCR G and ChIP-qPCR H assays of TIE1 
promoter region were conducted with Flag or control IgG antibody in CNE1 Flag-FLI1 and SUNE1 Flag-FLI1 cells. I CNE1-VEC and CNE1-FLI1 cells 
were transiently transfected with siTIE1 or control siRNA. 5-8F-NC and 5-8F-shFLI1 cells were transiently transfected with TIE1 or empty vector 
plasmids. Cells were seeded at the density of 200, 400, 800 and 1000 cells for 0 Gy, 1 Gy, 2 Gy and 4 Gy IR dose. Colony formation assays and survival 
fraction curve analysis were employed to assess cell survival at 10–14 days after exposure to indicated IR dose. Data in E, F, H and I are presented as 
mean ± SD (n = 3). *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001; ns, not significant (Student’s t-test). Source data are provided as a Source Data 
file
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vascular pathologies, including tumor angiogenesis 
and atherosclerosis [31, 55–57]. It is known that TIE1 
is upregulated in tumor vessels, thus contributing to 
tumor progression, but its roles in tumor cells have 
been rarely explored [31, 32, 34, 35, 58–62]. TIE1 
is found to mediate platinum resistance in ovarian 
cancer cells through nucleotide excision repair [37]. 
In non-small cell lung carcinoma cells, it contributes 
to cisplatin resistance through promoting cell 
stemness [63]. Additionally, it regulates PI3K/AKT 
signaling, which is critical in cancer radiotherapy and 
chemotherapy resistance [38, 42]. Our results from 
ChIP and luciferase reporter assays showed that FLI1 
activated the transcription of TIE1 by binding to its 
promoter region from -1735 to -1507. In line with 
this, the rescue experiments confirmed that the FLI1-
mediated radioresistance was TIE1 dependent.

The PI3K/AKT signaling pathway plays indispensable 
roles in cancer cell proliferation, differentiation and 
apoptosis, leading to cancer progression [64, 65]. 
Accumulating evidence indicates that PI3K/AKT 
signaling promotes radiotherapy resistance in tumor 
cells through regulating DRR processes. Activation of 
AKT triggers the accumulation of DNA-PKcs at the site 
of DSBs, promoting NHEJ DNA-DSB repair [66]. Upon 
activation of PI3K/AKT pathway, mTORC1 increases 
the synthesis of homologous recombination (HR) repair 
proteins, such as RAD50, RAD51 and BRCA1 [67]. FLI1 
has been reported to influence PI3K/AKT signaling 
in breast cancer, and EWS-FLI1 fusion gene enhances 
PI3K/AKT/mTOR signaling in Ewing sarcoma [12, 
68]. It is well known that PI3K is necessary for the 
activation of AKT by phosphorylation on  Threonine308 
(T308) and  Serine473 (S473) [69, 70]. We confirmed that 
FLI1 regulated TIE1-mediated PI3K/AKT signaling 
pathway to affect radiosensitivity of NPC cells. Further 
study is needed to identify whether FLI1 regulates TIE1 
by cooperating or antagonizing with other factors.

In summary, these data demonstrated that FLI1 
transcriptionally upregulated TIE1 expression by 
binding to its promoter, and thus activated PI3K/AKT 
signaling pathway, leading to NPC cell radioresistance. 
Furthermore, our findings revealed that NPC patients 
with high FLI1-TIE1 levels were related to poor 

prognosis, suggesting that targeting FLI1/TIE1 could be 
a potential therapeutic strategy to enhance the efficacy 
of NPC radiotherapy in the future.

Materials and methods
Clinical specimens
We collected 10 freshly frozen NPC biopsy tissues from 
patients who did not receive any anti-tumor therapy 
in Sun Yat-Sen University Cancer Center (Guangzhou, 
China). After a standard anti-tumor therapy, half of 
the patients exhibited complete response (CR) to 
radiotherapy at 6  months, which means sensitive to 
radiotherapy, while the others exhibited progressive 
disease (PD), which means resistant to the therapy. 
Besides, NPC tissue microarrays including 150 cases 
were purchased from Shanghai Outdo Biotech company 
(TFNas0-01). The tumor tissues were all took from 
patients without anticancer therapies before biopsy.

Cell culture and reagents
Human NPC cell lines (CNE1, CNE2, SUNE1, 
5-8F, 6-10B and C666) were cultured in RPMI-1640 
(Invitrogen, Carlsbad, CA, USA) supplemented with 
10% foetal bovine serum (FBS, Gibco). The NPC cell 
lines were generously provided by Professor Jun Ma 
(Sun Yat-sen University Cancer Center, China) and had 
been authenticated. HEK293T cells purchased from the 
American Type Tissue Culture Collection (ATCC) were 
cultured in DMEM (Invitrogen) with 10% FBS. All cell 
lines were cultured in a humidified atmosphere with 5% 
CO2 at 37 °C.

Buparlisib (BKM120; S2247) and MK-2206 (Selleck; 
S1078) were purchased from Selleck Chemicals.

Plasmid construction and transfection
The Flag-tagged FLI1 and TIE1 were cloned into the 
pSIN-EF2-puro vector to obtain the overexpression 
plasmids. FLI1 shRNA sequence was cloned into the 
PLKO.1-puro vector to obtain PLKO.1-shFLI1 plasmid. 
The different fragments of the TIE1 promoter region 
were synthesised and cloned into the pGL4-basic 
luciferase reporter vector. The siRNAs targeting FLI1 and 
TIE1 were purchased from RiboBio (Guangzhou, GD, 

Fig. 5 FLI1 regulates TIE1-mediated PI3K/AKT signaling pathway in NPC cells. A KEGG pathway analysis of genes regulated by FLI1 in CNE1 and 
5-8F cells. PI3K/AKT pathway was among the significant pathways. B Western blot analysis of TIE1, PI3K, p-PI3K, AKT, p-AKT (Thr308) and p-AKT 
(Ser473) in CNE1 cells with FLI1 overexpression and 5-8F cells with FLI1 knockdown. C CNE1-VEC and CNE1-FLI1 cells were transiently transfected 
with siTIE1 or control siRNA. 5-8F-NC and 5-8F-shFLI1 cells were transiently transfected with TIE1 or empty vector plasmids. Western blot assays were 
performed to assess the protein level of TIE1, PI3K, p-PI3K, AKT, p-AKT (Thr308) and p-AKT (Ser473). D–E CNE1-VEC and CNE1-FLI1 cells were treated 
with IR, a PI3K inhibitor BKM120 (3 μM) and an AKT inhibitor MK2206 (3 μM). Colony formation assays and survival fraction curve analysis D were 
employed to assess cell survival at 10–14 days after exposure to indicated IR dose. Cell apoptosis E was determined by Annexin V/PI double-staining 
assays at 48 h after indicated treatment. Data in D and E are presented as mean ± SD (n = 3). **p < 0.01; ns, not significant (Student’s t-test). Source 
data are provided as a Source Data file

(See figure on next page.)
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China). The sequences of siRNA and shRNA are listed in 
Additional file 2: Table S5.

For transient transfection, the plasmids and siRNAs 
were transfected with Lipofectamine@3000 transfection 
reagent (Invitrogen) into indicated cells according to 
the manufacturer’s protocols. For stable transfection, 
HEK293T cells were transfected with plasmids and 
the virus supernatant of it was collected at 48  h. The 
supernatant containing virus was then infected NPC cells 
with polybrene. The transfected cells were selected with 
puromycin (2 μg/ml) at least 1 week.

Clonogenic assay
Single-cell suspensions were seeded into 6-well plates at 
the density of 200, 400, 800 and 1000 cells per well. The 
cells were treated with IR at the doses of 0, 1, 2 and 4 Gy 
until cell adherence and then cultured for 10–14  days. 
After staining with crystal violet, colonies containing 
more than 50 cells were counted.

Apoptosis assay
Apoptosis was detected based on FACS analysis with an 
Annexin V/PI double-staining assay. Cells were collected 
after treated with or without IR, and then stained 
with the Annexin V/PI apoptosis kit (BD Biosciences, 
NJ, USA). The apoptosis rate was analyzed using flow 
cytometry.

RNA extraction and RT‑qPCR assay
Cell lines RNA was extracted with RaPure Total RNA 
Micro Kit (Magen, Guangzhou, GD, China) according to 
the manufacturer’s protocols. Complimentary DNA was 
produced using HiScript II Q RT SuperMix for qPCR 
kit (Vazyme, Piscataway, NJ, USA). qPCR assays were 
conducted using ChamQ SYBR Green qPCR Master 
Mix (Vazyme) and CFX96 Touch sequence detection 
system (Bio-Rad). The primer sequences used are listed 
in Additional file 2: Table S5.

Western blot assay
Cell lines were lysed with RIPA lysis buffer to obtain 
total protein. Total protein was separated by SDS-PAGE 
and transferred to PVDF membranes (Merck Millipore, 
Billerica, MA, USA). The membranes were then blocked 
in 5% skim milk and incubated with primary antibodies 

at 4  °C overnight. After incubated with HRP-linked 
secondary antibodies (anti-mouse or anti-rabbit) at room 
temperature for 1  h, the protein bands were detected 
using the ChemiDoc MP Imaging System (Bio-Rad). The 
antibodies used are listed in Additional file 2: Table S6.

Confocal immunofluorescence assay
Cells were fixed in 4% paraformaldehyde for 15  min, 
permeabilized in 0.5% Triton-X for 5  min, blocked in 
1% BSA-PBS for 30 min and then incubated in primary 
antibodies at 4  °C overnight. The primary antibody was 
diluted in 1% BSA. The secondary antibody was then 
added to the samples and incubated for 1 h in the dark 
room. Finally, the cells were stained with 4′,6-diamidino-
2-phenylindole (DAPI; sigma, St. Louis, MO) and anti-
fade reagent. We used the confocal scanning microscope 
(LSM880 with Fast Airyscan, ZEISS) to capture the 
images. The antibodies used are listed in Additional file 2: 
Table S6.

Comet assay
Cells were treated with IR (6 Gy) and harvested at 12 h 
after IR. We used a comet assay kit (KeyGen Biotech, 
Nanjing, JS, China) according to the manufacturer’s 
instructions. After stained with propidium iodide (PI), 
comet images were captured by fluorescence microscopy, 
and CaspLab-Comet Assay Software was used to analyze 
the tail moments.

Dual luciferase reporter assay
CNE1, SUNE1, 5-8F and 6-10B cell lines, which 
transiently transfected with the plasmids or siRNA 
against FLI1 for 24 h, were seeded into 24-well plates and 
transfected with luciferase reporter plasmids. The cells 
were co-transfected with Renilla luciferase to normalize 
the transfection efficiency. After 48  h transfection, the 
relative luciferase activity was exanimated using Dual 
Luciferase Reporter Assay Kit (Promega, Madison, WI, 
USA) in accordance with the manufacturer’s instruction.

ChIP assay
We used SimpleChIP@ Enzymatic Chromatin IP kit (Cell 
Signaling Technology; 9002S) to conduct ChIP assay. 
About 1 ×  107 cells were cross-linked by 1% formaldehyde 
and quenched with 125  mmol/L glycine. Next, we 
lysed and sonicated the cells to yield 150–900  bp DNA 

(See figure on next page.)
Fig. 6 FLI1 induces radioresistance in the NPC xenograft mouse model. A–B Assessment of FLI1 levels on radiotherapy efficacy in NPC xenografts. 
FLI1-overexpressing (FLI1) and empty vector (VEC)-transfected CNE1 cells A or FLI1-knockdown (shFLI1) and negative control (NC) 5-8F cells B were 
implanted into BALB/c nude mice, which were exposed to IR or not. Tumor volume and weight of the excised tumors were measured (left, excised 
tumors; middle, tumor volume; right, tumor weight). C–D Representative images of IHC staining and IHC scores for FLI1, TIE1 and cleaved caspase-3 
in the excised tumors. Scale bars = 100 μm. **p < 0.01, ****p < 0.0001; ns not significant (Student’s t-test). Source data are provided as a Source Data 
file
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Fig. 7 FLI1 expression is positively correlated with TIE1 expression and high FLI1-TIE1 levels predict poor clinical outcomes in NPC patients. 
A Representative images of IHC staining of TIE1 protein expression in 137 NPC tissues (a, no brown particle staining; b, light brown particles; c, 
moderate brown particles; d, dark brown particles). Scale bars = 100 μm. B–D Kaplan–Meier analysis of the overall survival B, local recurrence free 
survival C and progress free survival D of 137 NPC patients based on TIE1 expression. The p values were analyzed by log-rank test. E The correlation 
analysis between FLI1 expression and TIE1 expression. Pearson chi-square analysis was used to determine the correlation
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fragments. Chromatin was immunoprecipitated with 
Flag antibody or IgG. DNA was then isolated to quantify 
by qPCR or PCR. The primer sequence is listed in 
Additional file 2: Table S5. The antibody used is listed in 
Additional file 2: Table S6.

High‑throughput mRNA‑sequence and data analysis
Five paired of radiosensitive and radioresistant NPC 
tissues were collected to perform RNA-seq, which was 
carried by Sinotech Genomics Co., LTD (Shanghai, 
China). Besides, total RNA of 5-8F cells transfected 
with siRNA against FLI1, and CNE1 cells transfected 
with FLI1 overexpression plasmid was isolated 
to perform RNA-seq. Thresholds of P < 0.05 and 
FDR ≤ 0.25 were used to select differentially expressed 
genes. The significant genes were subjected to Kyoto 
Encyclopedia of Genes and Genomes (KEGG) pathway 
analysis.

Animals and treatment
BALB/c nude mice (4–5  weeks old; female; 15–18  g) 
were purchased from Gempharmatech Co., Ltd,. For 
the xenograft models, 1 ×  106 NPC cells were injected 
into the the right flank of mice. Once the tumor became 
palpable (100–150  mm3), the mice were treated with IR 
at 2 Gy per day for 7 consecutive days. Tumor volume 
was calculated as tumor volume = 0.52 ×  width2 × leng
th. We measured the tumor sizes three times a week. 
The mice were sacrificed 3 or 4  weeks after IR, and 
the tumors were paraffin-embedded for pathological 
analysis.

Immunohistochemistry (IHC) assay
IHC staining was performed on 4  μm sections. The 
slides were incubated with primary antibodies at 4  °C 
overnight and stained with 3,3′-diaminobenzidine (DAB; 
Dako, Santa Clara, CA, USA) for color development. The 
IHC results were evaluated by two different experienced 
pathologists based on the immunoreactive score (IRS) 
system. The intensity of staining was divided into four 
scores: 0 (no brown particle staining), 1 (light brown 
particles), 2 (moderate brown particles) and 3 (dark 
brown particles). The percentage of positive tumor cells 
was classified into four scores: 1 (< 10% positive cells), 2 
(10–40% positive cells), 3 (40–70% positive cells) and 4 
(> 70% positive cells). The two scores were multiplied to 
obtain the IRS scores (ranged from 0 to 12), which were 
used to determine high (score ≥ 3) or low (score < 3) 
levels. The antibodies used are listed in Additional file 2: 
Table S6.

Database
TIE1 promoter sequence was obtained from UCSC 
database [https:// genome. ucsc. edu]. We used GEO 
database (GSE102349) [https:// www. ncbi. nlm. nih. gov/ 
gds] and TCGA data in xena ucsc database [http:// xena. 
ucsc. edu] to analyze FLI1 and TIE1 expression in NPC 
and HNSCC. The ChIP-seq data of FLI1 were obtained 
from hTFtarget database [https:// ngdc. cncb. ac. cn/ datab 
aseco mmons/ datab ase/ id/ 6946].

Statistics and reproducibility
All data were analyzed and graphed using SPSS (version 
26.0, Chicago, IL, USA) and GraphPad Prism (version 
8.0, San Diego, CA, USA). Data were presented as 
mean ± standard deviation (SD) of three independent 
trials. Differences between groups were analyzed by 
unpaired two-side Student’s t-test and p < 0.05 was 
considered statistically significant. The Kaplan-Meier 
method was used to conduct the survival curve, and the 
log-rank test was performed to compare the differences 
between the groups. The correlation between expression 
of FLI1 and TIE1 was conducted using Pearson Chi-
Square. Western blots were conducted three times 
independently with similar results.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12967- 023- 03986-y.

Additional file 1: Figure S1. KEGG pathway analysis of differentially 
expressed genes between CR and PD group. DNA replication pathway 
was among the significant pathways. Figure S2. (A‑B) Western blot (A) 
and RT-qPCR (B) analysis of FLI1 expression in NPC cells. (C) Cells were 
seeded at the density of 200, 400, 800 and 1000 cells for 0Gy, 1Gy, 2Gy 
and 4Gy IR dose. Colony formation assays were performed and survival 
fraction curve analysis were employed to assess cell survival at 10-14 days 
after exposure to indicated IR dose. (D‑E) Western blot (D) and RT-qPCR 
(E) analysis of FLI1 expression in SUNE1 cells with FLI1 overexpression and 
6-10B cells with FLI1 knockdown. (F) Colony formation assays and survival 
fraction curve analysis were employed to assess cell survival at 10-14 days 
after exposure to indicated IR dose. (G) Annexin V/PI double-staining 
assays were performed to evaluate the effects of FLI1 on apoptosis 48h 
after cells treated with or without IR. Data in C, E ,F and G are presented 
as mean ± SD (n=3). *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001; ns, 
not significant (Student’s t-test). Source data are provided as a Source Data 
file. Figure S3. Western blot of γ-H2AX protein levels in indicated NPC 
cells with or without IR. Figure S4. (A‑B) Western blot (A) and RT-qPCR 
(B) analysis of TIE1 protein and mRNA level in FLI1 overexpression and 
knockdown NPC cells. (C) Dual-luciferase reporter assays were used to 
evaluate TIE1 promoter activity in NPC cells transiently transfected with 
control vector (VEC), FLI1 overexpression plasmid (FLI1), negative control 
siRNA (NC) and FLI1-specific siRNA (siFLI1). Figure S5. (A) Western blot 
analysis of TIE1, PI3K, p-PI3K, AKT, p-AKT (Thr308) and p-AKT (Ser473) 
in SUNE1 cells with FLI1 overexpression and 6-10B cells with FLI1 
knockdown. (B) CNE1-VEC and CNE1-FLI1 cells were treated with IR, a PI3K 
inhibitor BKM120 (3μM) and an AKT inhibitor MK2206 (3μM). Western blot 
analysis was performed to detect the protein levels of γ-H2AX.

Additional file 2: Table S1. Correlation between FLI1 and clinical 
characteristics in NPC patients. Table S2. Multivariate analysis of 
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prognostic factors for OS in NPC patients. Table S3. Multivariate analysis of 
prognostic factors for LRFS in NPC patients. Table S4. Multivariate analysis 
of prognostic factors for PFS in NPC patients. Table S5. List of primers 
used in this study. Table S6. List of antibodies used in this study.

Additional file 3: hTFtarget ChIP-seq data: The ChIP-seq data of FLI1.

Acknowledgements
We thank all members of Deng’s laboratory for their advice and technical 
assistance.

Author contributions
EC, FX, HQ and WD conceived and designed the project. EC, JH, MC, JW, PO, 
XW, DS, ZL, WZ, HS, SY, BZ, WD, HQ and FX performed the experiments and 
analyzed and interpreted the data. EC, WD, MC and FX wrote and revised the 
manuscript. All authors read and approved the final manuscript.

Funding
This work was supported by the funds from the National Natural Science 
Foundation of China (82172949, 81972569).

Availability of data and materials
The data that support the findings of this study are available from the 
corresponding author upon reasonable request.

Declarations

Ethics approval and consent to participate
The Institutional Review Board of Sun Yat-Sen University Cancer Center 
approved this study (Approval Number: SZR2019-075). Informed consent 
was obtained from all patients and approved by the research medical 
ethics committee of Shanghai Outdo Biotech company (Approval Number: 
SHXC2021YF01). Animal care and experiments involved in this study were 
performed in accordance with Accreditation of Laboratory Animal Care 
International guidelines. All animal experiments in this study were approved 
by the Institutional Animal Care and Use Committee of SYSUCC (Approval 
Number: L102022019003I).

Consent for publication
Not applicable.

Competing interests
The authors have declared that no competing interests exist.

Received: 18 November 2022   Accepted: 13 February 2023

References
 1. Chen YP, et al. Nasopharyngeal carcinoma. Lancet. 

2019;394(10192):64–80.
 2. Zhang L, et al. Emerging treatment options for nasopharyngeal 

carcinoma. Drug Des Devel Ther. 2013;7:37–52.
 3. Liu X, et al. Changes in disease failure risk of nasopharyngeal 

carcinoma over time: analysis of 749 patients with long-term follow-up. 
J Cancer. 2017;8(3):455–9.

 4. Sun X, et al. Long-term outcomes of intensity-modulated radiotherapy 
for 868 patients with nasopharyngeal carcinoma: an analysis of survival 
and treatment toxicities. Radiother Oncol. 2014;110(3):398–403.

 5. Kwong D, Sham J, Choy D. The effect of loco-regional control on 
distant metastatic dissemination in carcinoma of the nasopharynx: 
an analysis of 1301 patients. Int J Radiat Oncol Biol Phys. 
1994;30(5):1029–36.

 6. Fang FM, et al. Pretreatment quality of life as a predictor of distant 
metastasis and survival for patients with nasopharyngeal carcinoma. J 
Clin Oncol. 2010;28(28):4384–9.

 7. Zhu H, et al. Downregulation of microRNA-21 enhances radiosensitivity in 
nasopharyngeal carcinoma. Exp Ther Med. 2015;9(6):2185–9.

 8. Feng XP, et al. Identification of biomarkers for predicting nasopharyngeal 
carcinoma response to radiotherapy by proteomics. Cancer Res. 
2010;70(9):3450–62.

 9. Ben-David Y, Giddens EB, Bernstein A. Identification and mapping 
of a common proviral integration site Fli-1 in erythroleukemia cells 
induced by Friend murine leukemia virus. Proc Natl Acad Sci USA. 
1990;87(4):1332–6.

 10. Li Y, et al. The ets transcription factor Fli-1 in development, cancer and 
disease. Oncogene. 2015;34(16):2022–31.

 11. Yan X, et al. Friend leukemia virus integration 1 is a predictor of poor 
prognosis of breast cancer and promotes metastasis and cancer stem cell 
properties of breast cancer cells. Cancer Med. 2018;7(8):3548–60.

 12. Scheiber MN, et al. FLI1 expression is correlated with breast cancer 
cellular growth, migration, and invasion and altered gene expression. 
Neoplasia. 2014;16(10):801–13.

 13. Ma Y, et al. Fli-1 activation through targeted promoter activity regulation 
using a novel 3’, 5’-diprenylated chalcone inhibits growth and metastasis 
of prostate cancer cells. Int J Mol Sci. 2020;21:6.

 14. Bonetti P, et al. Deregulation of ETS1 and FLI1 contributes to 
the pathogenesis of diffuse large B-cell lymphoma. Blood. 
2013;122(13):2233–41.

 15. Sakurai T, et al. Functional roles of Fli-1, a member of the ets family 
of transcription factors, in human breast malignancy. Cancer Sci. 
2007;98(11):1775–84.

 16. Delattre O, et al. Gene fusion with an ETS DNA-binding domain 
caused by chromosome translocation in human tumours. Nature. 
1992;359(6391):162–5.

 17. Riggi N, et al. EWS-FLI1 utilizes divergent chromatin remodeling 
mechanisms to directly activate or repress enhancer elements in Ewing 
sarcoma. Cancer Cell. 2014;26(5):668–81.

 18. Gorthi A, et al. EWS-FLI1 increases transcription to cause R-loops and 
block BRCA1 repair in ewing sarcoma. Nature. 2018;555(7696):387–91.

 19. Shi X, et al. EWS-FLI1 regulates and cooperates with core regulatory 
circuitry in ewing sarcoma. Nucleic Acids Res. 2020;48(20):11434–51.

 20. Brenner JC, et al. PARP-1 inhibition as a targeted strategy to treat ewing’s 
sarcoma. Cancer Res. 2012;72(7):1608–13.

 21. Brenner JC, et al. Mechanistic rationale for inhibition of poly(ADP-ribose) 
polymerase in ETS gene fusion-positive prostate cancer. Cancer Cell. 
2011;19(5):664–78.

 22. Soldatenkov VA, et al. Regulation of the human poly(ADP-ribose) 
polymerase promoter by the ETS transcription factor. Oncogene. 
1999;18(27):3954–62.

 23. Sizemore GM, et al. The ETS family of oncogenic transcription factors in 
solid tumours. Nat Rev Cancer. 2017;17(6):337–51.

 24. Goldstein M, Kastan MB. The DNA damage response: implications 
for tumor responses to radiation and chemotherapy. Annu Rev Med. 
2015;66:129–43.

 25. Rajesh Y, et al. Transcriptional regulation of HSPB1 by Friend leukemia 
integration-1 factor modulates radiation and temozolomide resistance in 
glioblastoma. Oncotarget. 2020;11(13):1097–108.

 26. Liang X, et al. Friend leukemia virus integration 1 expression has 
prognostic significance in nasopharyngeal carcinoma. Transl Oncol. 
2014;7(4):493–502.

 27. Partanen J, et al. A novel endothelial cell surface receptor tyrosine kinase 
with extracellular epidermal growth factor homology domains. Mol Cell 
Biol. 1992;12(4):1698–707.

 28. Eklund L, Kangas J, Saharinen P. Angiopoietin-Tie signalling in the 
cardiovascular and lymphatic systems. Clin Sci. 2017;131(1):87–103.

 29. Woo KV, Baldwin HS. Role of tie1 in shear stress and atherosclerosis. 
Trends Cardiovasc Med. 2011;21(4):118–23.

 30. Chan B, Sukhatme VP. Suppression of tie-1 in endothelial cells in vitro 
induces a change in the genome-wide expression profile reflecting an 
inflammatory function. FEBS Lett. 2009;583(6):1023–8.

 31. La Porta S, et al. Endothelial tie1-mediated angiogenesis and vascular 
abnormalization promote tumor progression and metastasis. J Clin 
Invest. 2018;128(2):834–45.

 32. Lin WC, et al. Tie-1 protein tyrosine kinase: a novel independent 
prognostic marker for gastric cancer. Clin Cancer Res. 1999;5(7):1745–51.



Page 17 of 17Chen et al. Journal of Translational Medicine          (2023) 21:134  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 33. Nakayama T, et al. Expression and significance of tie-1 and tie-2 
receptors, and angiopoietins-1, 2 and 4 in colorectal adenocarcinoma: 
Immunohistochemical analysis and correlation with clinicopathological 
factors. World J Gastroenterol. 2005;11(7):964–9.

 34. Ito Y, et al. Tie-1 tyrosine kinase expression in human thyroid neoplasms. 
Histopathology. 2004;44(4):318–22.

 35. Yang XH, et al. Overexpression of the receptor tyrosine kinase tie-1 
intracellular domain in breast cancer. Tumour Biol. 2003;24(2):61–9.

 36. Tseng LM, et al. Tie-1 tyrosine kinase is an independent prognostic 
indicator for invasive breast cancer. Anticancer Res. 2001;21(3c):2163–70.

 37. Ishibashi M, et al. Tyrosine kinase receptor tie-1 mediates platinum 
resistance by promoting nucleotide excision repair in ovarian cancer. Sci 
Rep. 2018;8(1):13207.

 38. Zhang X, et al. Potential of tyrosine kinase receptor tie-1 as novel 
therapeutic target in high-PI3K-expressing ovarian cancer. Cancers. 
2020;12:6.

 39. Vignard J, Mirey G, Salles B. Ionizing-radiation induced DNA double-
strand breaks: a direct and indirect lighting up. Radiother Oncol. 
2013;108(3):362–9.

 40. Liao J, et al. Apatinib potentiates irradiation effect via suppressing PI3K/
AKT signaling pathway in hepatocellular carcinoma. J Exp Clin Cancer 
Res. 2019;38(1):454.

 41. Chen Q, et al. ANXA6 contributes to radioresistance by promoting 
autophagy via inhibiting the PI3K/AKT/mTOR signaling pathway in 
nasopharyngeal carcinoma. Front Cell Dev Biol. 2020;8:232.

 42. Chang L, et al. PI3K/Akt/mTOR pathway inhibitors enhance 
radiosensitivity in radioresistant prostate cancer cells through inducing 
apoptosis, reducing autophagy, suppressing NHEJ and HR repair 
pathways. Cell Death Dis. 2014;5(10):e1437.

 43. Lee AWM, et al. Management of locally recurrent nasopharyngeal 
carcinoma. Cancer Treat Rev. 2019;79:101890.

 44. Tang LQ, et al. Prospective study of tailoring whole-body dual-modality 
[18F] fluorodeoxyglucose positron emission tomography/computed 
tomography with plasma Epstein-Barr virus DNA for detecting distant 
metastasis in endemic nasopharyngeal carcinoma at initial staging. J Clin 
Oncol. 2013;31(23):2861–9.

 45. Zhang L, et al. Gemcitabine plus cisplatin versus fluorouracil plus cisplatin 
in recurrent or metastatic nasopharyngeal carcinoma: a multicentre, 
randomised, open-label, phase 3 trial. Lancet. 2016;388(10054):1883–92.

 46. Liu SC, et al. Leukemia inhibitory factor promotes nasopharyngeal 
carcinoma progression and radioresistance. J Clin Invest. 
2013;123(12):5269–83.

 47. Li YJ, et al. Drug-mediated inhibition of Fli-1 for the treatment of 
leukemia. Blood Cancer J. 2012;2(1):e54.

 48. Santivasi WL, Xia F. Ionizing radiation-induced DNA damage, response, 
and repair. Antioxid Redox Signal. 2014;21(2):251–9.

 49. Li D, et al. Poly (ADP-ribose) polymerase 1 transcriptional regulation: 
a novel crosstalk between histone modification H3K9ac and ETS1 
motif hypomethylation in BRCA1-mutated ovarian cancer. Oncotarget. 
2014;5(1):291–7.

 50. Ibrahim YH, et al. PI3K inhibition impairs BRCA1/2 expression and 
sensitizes BRCA-proficient triple-negative breast cancer to PARP 
inhibition. Cancer Discov. 2012;2(11):1036–47.

 51. Baker KM, et al. Ets-2 and components of mammalian SWI/SNF form a 
repressor complex that negatively regulates the BRCA1 promoter. J Biol 
Chem. 2003;278(20):17876–84.

 52. Do PM, et al. Mutant p53 cooperates with ETS2 to promote etoposide 
resistance. Genes Dev. 2012;26(8):830–45.

 53. Shintani S, et al. Friend leukaemia insertion (Fli)-1 is a prediction marker 
candidate for radiotherapy resistant oral squamous cell carcinoma. Int J 
Oral Maxillofac Surg. 2010;39(11):1115–9.

 54. Iljin K, et al. Role of ets factors in the activity and endothelial cell 
specificity of the mouse tie gene promoter. Faseb j. 1999;13(2):377–86.

 55. Savant S, et al. The orphan receptor tie1 controls angiogenesis and 
vascular remodeling by differentially regulating tie2 in tip and stalk cells. 
Cell Rep. 2015;12(11):1761–73.

 56. Woo KV, et al. Tie1 attenuation reduces murine atherosclerosis in 
a dose-dependent and shear stress-specific manner. J Clin Invest. 
2011;121(4):1624–35.

 57. D’Amico G, et al. Tie1 deletion inhibits tumor growth and improves 
angiopoietin antagonist therapy. J Clin Invest. 2014;124(2):824–34.

 58. Hatva E, et al. Expression of endothelial cell-specific receptor tyrosine 
kinases and growth factors in human brain tumors. Am J Pathol. 
1995;146(2):368–78.

 59. Kaipainen A, et al. Enhanced expression of the tie receptor tyrosine kinase 
mesenger RNA in the vascular endothelium of metastatic melanomas. 
Cancer Res. 1994;54(24):6571–7.

 60. Hatva E, et al. Tie endothelial cell-specific receptor tyrosine kinase 
is upregulated in the vasculature of arteriovenous malformations. J 
Neuropathol Exp Neurol. 1996;55(11):1124–33.

 61. Aguayo A, et al. Clinical relevance of Flt1 and Tie1 angiogenesis receptors 
expression in B-cell chronic lymphocytic leukemia (CLL). Leuk Res. 
2001;25(4):279–85.

 62. Salvén P, et al. Endothelial tie growth factor receptor provides antigenic 
marker for assessment of breast cancer angiogenesis. Br J Cancer. 
1996;74(1):69–72.

 63. Li C, et al. Hypoxia-induced tie1 drives stemness and cisplatin resistance 
in non-small cell lung carcinoma cells. Cancer Cell Int. 2021;21(1):57.

 64. Fresno Vara JA, et al. PI3K/Akt signalling pathway and cancer. Cancer Treat 
Rev. 2004;30(2):193–204.

 65. Revathidevi S, Munirajan AK. Akt in cancer: mediator and more. Semin 
Cancer Biol. 2019;59:80–91.

 66. Toulany M, et al. Akt promotes post-irradiation survival of human 
tumor cells through initiation, progression, and termination of DNA-
PKcs-dependent DNA double-strand break repair. Mol Cancer Res. 
2012;10(7):945–57.

 67. Huang TT, et al. Targeting the PI3K pathway and DNA damage 
response as a therapeutic strategy in ovarian cancer. Cancer Treat Rev. 
2020;86:102021.

 68. Zenali MJ, et al. Morphoproteomic confirmation of constitutively 
activated mTOR, ERK, and NF-kappaB pathways in ewing family of 
tumors. Ann Clin Lab Sci. 2009;39(2):160–6.

 69. Sarbassov DD, et al. Phosphorylation and regulation of Akt/PKB by the 
rictor-mTOR complex. Science. 2005;307(5712):1098–101.

 70. Sale EM, Sale GJ. Protein kinase B: signalling roles and therapeutic 
targeting. Cell Mol Life Sci. 2008;65(1):113–27.

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


	FLI1 regulates radiotherapy resistance in nasopharyngeal carcinoma through TIE1-mediated PI3KAKT signaling pathway
	Abstract 
	Background 
	Methods 
	Results 
	Conclusion 

	Background
	Results
	High FLI1 expression is associated with radioresistance and poor prognosis in NPC patients
	FLI1 facilitates NPC cell survival after irradiation (IR) in vitro
	FLI1 induces radioresistance by facilitating DNA double-strand breaks (DSBs) repair in NPC cells
	FLI1 binds to TIE1 promoter and activates TIE1 transcription in NPC cells
	FLI1 regulates TIE1-mediated PI3KAKT signaling pathway in NPC cells
	FLI1 induces radioresistance in the NPC xenograft mouse model
	FLI1 expression is positively correlated with TIE1 expression and high FLI1-TIE1 levels predict poor clinical outcomes in NPC patients

	Discussion
	Materials and methods
	Clinical specimens
	Cell culture and reagents
	Plasmid construction and transfection
	Clonogenic assay
	Apoptosis assay
	RNA extraction and RT-qPCR assay
	Western blot assay
	Confocal immunofluorescence assay
	Comet assay
	Dual luciferase reporter assay
	ChIP assay
	High-throughput mRNA-sequence and data analysis
	Animals and treatment
	Immunohistochemistry (IHC) assay
	Database
	Statistics and reproducibility

	Acknowledgements
	References


