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Abstract 

Background  Metabolic reprogramming is a hallmark of various cancers. Targeting metabolic processes is a very 
attractive treatment for cancer. Renal cell carcinoma (RCC) is a type of metabolic disease, and the lipidomic profile of 
RCC is significantly altered compared with that of healthy tissue. However, the molecular mechanism underlying lipid 
metabolism regulation in RCC is not clear.

Methods  The XF long-chain fatty acid oxidative stress test kits were used to assess the dependence on long-chain 
fatty acids and mitochondrial function after knockdown TRIM21 in RCC cells. The effect of TRIM21 on the lipid content 
in RCC cells was determined by metabolomics analysis, Oil Red O staining, and cellular Nile red staining. qRT-PCR 
and western blot were used to explore the relationship between TRIM21 and lipogenesis, and then the key molecule 
sterol regulatory element binding transcription factor 1 (SREBF1) was identified to interact with TRIM21 by immuno-
precipitation, which was also identified in an orthotopic model. Subsequently, the relevance and clinical significance 
of TRIM21 and SREBF1 were analyzed by The Cancer Genome Atlas (TCGA) database, and 239 tissues were collected 
from RCC patients.

Results  TRIM21 silencing attenuated the dependence of RCC cells on fatty acids, and enhanced lipid accumulation 
in RCC cells. TRIM21 overexpression significantly decreased lipid contents by decreasing the expression of lipogenic 
enzymes via ubiquitination-mediated degradation of SREBF1. SREBF1 is critical for TRIM21-mediated lipogenesis inhi-
bition in vitro and in vivo. Moreover, TRIM21 expression is negatively correlated with SREBF1 expression, and TRIM21-
SREBF1 is a reliable combinational biomarker for RCC prognosis.

Conclusion  The findings from this study reveal a novel pathway through which TRIM21 inhibits the lipid metabolism 
process of RCC and shed light on the development of targeted metabolic treatment and prognosis diagnosis of RCC.
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Background
Renal cell carcinoma (RCC) is one of the most common 
malignant tumors of the urinary system, and its inci-
dence is on the rise. More than one-third of RCC patients 
develop metastasis, and one-fourth experience recur-
rence [1]. Fully analyzing the molecular mechanism of 
RCC occurrence and development is of great significance.

Cancer cells usually have a high demand for nutrient 
metabolism to provide energy and biomass for cellular 
function and proliferation. Lipids are important sub-
strates for energy metabolism and are also required for 
cell membrane maintenance and signal transduction. It 
has been reported that tumor cells with brain metasta-
sis potential have significantly enhanced lipid synthesis 
characteristics [2]. Currently, ATP-citrate lyase, acetyl-
CoA carboxylase, and a variety of drugs, including fat 
synthase, have entered the clinical trial stage [3], suggest-
ing that lipid anabolic pathways are potential targets for 
cancer therapy.

TRIM21 belongs to the tripartite motif-containing pro-
tein (TRIM) family, and proteins in that family are char-
acterized by a RING domain, B-box domain, coiled-coil 
domain (CC), and PRY/SPRY region, and have E3 ubiq-
uitin ligase activity [4]. Some key molecules involved 
in metabolism pathways have also been defined as sub-
strates of TRIM21 [5]. TRIM21 can inhibit glycolysis by 
ubiquitination and degrading of phosphofructokinase in 
non-small cell lung cancer [6]. We previously found that 
the expression of TRIM21 is decreased in RCC tissues 
and is associated with poor prognosis. TRIM21 inhibits 
glycolysis in RCC cells by degrading HIF-1α via ubiqui-
tination [7]. The role of TRIM21 in tumor lipid metabo-
lism has also increased in recent years. TRIM21 inhibits 
fatty acid (FA) synthesis by ubiquitination and degra-
dation of fatty acid synthase (FASN) in hepatocellular 
carcinoma [8], and further studies found that the ubiqui-
tination of FASN by TRIM21 could be inhibited by glyc-
eronephosphate O-acyltransferase (GNPAT) [9]. Similar 
to hepatocellular carcinoma, RCC is also accompanied 
by metabolic reprogramming of lipids [10], and target-
ing abnormal lipid metabolism is a promising therapeutic 
target for RCC. However, the detailed mechanism under-
lying abnormal lipid metabolism has not yet been clari-
fied, and whether TRIM21 is involved in abnormal lipid 
metabolism in RCC remains unclear.

Sterol regulatory element binding transcription factor 
1 (SREBF1) is a core molecule involved in cellular lipid 
synthesis. Activation of SREBF1 directly triggers the gene 
transcription of FASN, contributing to the accumula-
tion of lipid droplets and promoting the proliferation of 
liver cancer cells [11]. Many studies have reported that 
high expression of SREBF1 is positively associated with 
poor prognosis in various diseases [12, 13], suggesting 

that SREBF1 is an attractive therapeutic target. Unfortu-
nately, the regulatory mechanism of SREBF1 has not yet 
been completely clarified. SREBF1 can be upregulated by 
SETD8 and E2F1 at the transcriptional level in RCC [14, 
15]. Some post-translational modifications also can regu-
late SREBF1 expression. Small ubiquitin-related modifier 
(SUMO) E3 ligase can sumoylate SREBF1 at Lys98, lead-
ing to suppression of the hepatic lipogenesis in response 
to fast-induced signals [16]. SREBF1 is a substrate for 
neddylation by the NEDD8-conjugating enzyme UBC12, 
and neddylation stabilizes SREBF1 with decreased ubiq-
uitylation, contributing to the aggressive malignant 
phenotype of HCC and breast cancer [17]. At present, 
the most important E3 ubiquitin ligase of SREBF1 is 
SCFFbw7 [18], and phosphorylation of SREBF1 at Thr426, 
Ser430 and Ser434 inhibits the ubiquitination of SCFFbw7 
[18–20]. However, whether there are other E3 ubiquitin 
ligases in SREBF1 remains unclear. Identifying a new E3 
ubiquitin ligase of SREBF1 is of great potential and sig-
nificance for the development of drugs targeting SREBF1, 
balancing the lipid metabolism process, and providing 
new ideas for the treatment of tumors.

Here, we discovered that TRIM21 inhibits lipid accu-
mulation in RCC cells and prevents renal carcinoma tum-
origenesis. Mechanistically, TRIM21 is a novel E3 ligase 
of SREBF1, and the SPRY domain of TRIM21 can bind to 
SREBF1 and mediate its ubiquitination degradation in a 
K63-linked manner. The degradation of SREBF1 leads to 
the decreased transcriptional expression of downstream 
lipid metabolism-related genes and therefore fine-tunes 
the lipid metabolism process of RCC cells. Moreover, 
SREBF1 expression is inversely correlated with TRIM21 
expression in clinical tissue samples, and SREBF1 and 
TRIM21 are reliable combinational biomarkers for RCC 
prognosis. Overall, findings from our study reveal a novel 
pathway through which TRIM21 inhibits the lipid metab-
olism process of RCC cells and sheds light on the devel-
opment of targeted metabolic treatment of RCC.

Materials and methods
Patients and sample collection
Tissue microarray (TMA) including 239 RCC tissues 
were enrolled at the Affiliated Hospital of Xuzhou Medi-
cal University from 2005 to 2008 in China. Patients’ 
clinicopathologic information was obtained from the 
medical records of the Affiliated Hospital of Xuzhou 
Medical University. Cancerous and para-cancerous tis-
sues from six RCC patients were also collected from 2021 
to 2022.

Cell culture and treatment
The RCC cell lines were obtained from the cell bank of 
the Chinese Academy of Sciences. ACHN, 786-O, and 



Page 3 of 18Chen et al. J Exp Clin Cancer Res           (2023) 42:34 	

Caki-1 cells were cultured in DMEM supplemented with 
10% fetal bovine serum, 100 U/ml penicillin, and 100 μg/
ml streptomycin and incubated at 37  °C in a humidified 
incubator with 5% CO2.

Small interfering RNAs (siRNAs, 50  nM) against 
human TRIM21 and SREBF1 were purchased from 
GenePharma Technology (Shanghai, China), and were 
performed as previously described [21], the sequences 
of negative control and siRNAs are available in the Sup-
plementary Materials and Methods. The overexpression 
plasmid (Flag-SREBF1) and knockdown plasmid (sh-
SREBF1 and sh-TRIM21) were purchased from Miaoling-
bio (Wuhan, China), and were transfected into RCC cells 
with Lipofectamine 2000 (Invitrogen, Shanghai, China) 
as previously described [22].

Western blot analysis and antibodies
Western blot analysis was performed as previously 
described [23, 24]. Specific primary antibodies against 
GAPDH (60004–1-Ig, Proteintech), TRIM21 (12108–1-AP, 
Proteintech), SREBF1 (14088–1-AP, Proteintech), FASN 
(10624–2-AP, Proteintech), GPAM (A6610, ABclonal), 
ATGL (55190–1-AP, Proteintech), Perilipin-1 (DF-7602, 
Affinity Biosciences), MGLL (14986–1-AP, Proteintech), 
ACLY (15421–1-AP, Proteintech), HSL (17333–1-AP, Pro-
teintech) were used for Western blot assays.

RNA extract, reverse transcription‑PCR, and qRT‑PCR
These relevant protocols were carried out as previously 
described [25]. The detailed method and primers used for 
quantitative qRT-PCR analysis are listed in the Supple-
mentary Materials and Methods.

Immunohistochemistry (IHC) staining
IHC assays were performed following a standard strepta-
vidin-peroxidase method as previously reported [26]. 
For primary antibody, Anti-TRIM21 antibody was used 
with 1:400 dilution, Anti-SREBF1 was used with 1:500 
dilution, Anti-FASN was used with 1:500 dilution, Anti-
MGLL was used with 1:200 dilution, Anti-HSL was used 
with 1:500 dilution, Anti-Ki-67antibody (12202S, CST) 
was used with 1:200 dilution. The detailed method of 
IHC assessment was described in the Supplementary 
Materials and Methods.

Seahorse assays
The XF long-chain fatty acid oxidative stress test kit was 
used to access the dependence on long-chain fatty acids 
and mitochondrial function using Seahorse Bioscience 
Extracellular Flux Analyzer (XF96, Seahorse Bioscience 
Inc., North Billerica, MA, USA) by measuring oxygen 
consumption rate (OCAR) in real-time as described in 

manufacturer’s instructions. The detailed procedure was 
described in the Supplementary Materials and Methods.

Metabolomics and data analysis
ACHN and ACHN stably overexpressed TRIM21 cells 
were cultured in six repeats. The cells were harvested 
using trypsin and washed three times with cold PBS, and 
the cell pellets were shipped to Shanghai Applied Protein 
Technology Co. Ltd for metabolomics and data analysis.

Cellular Nile red staining
Forty eight hours after transfection, the renal cell lines 
(ACHN, 786-O, Caki-1) were counted and plated into a 
six-well plate (1 × 105/ cell per well). 24  hours later, the 
cells were stained with 1  μm Nile Red (KGDYE22190; 
KeyGen Biotech, Jiangsu, China) and DAPI (VIC112; 
VICMED, Xuzhou, China) for 10 min at room tempera-
ture. Images were obtained with a fluorescence micro-
scope. As for flow cytometry, the cells were only stained 
with Nile Red for 10 min, and the fluorescence intensity 
of each group was detected.

Oil Red O staining
Forty eight hours after transfection, the renal cell lines 
(ACHN, 786-O, Caki-1) were counted and plated into a 
six-well plate (1 × 105/ cell per well). 24  hours later, Oil 
Red O (G1260, Solarbio Life Sciences, Beijing, China) 
staining was performed as manufacturer’s instructions. 
The detailed procedure was described in the Supplemen-
tary Materials and Methods.

Stable cell line generation
Stable cells were generated using lentivirus through a 
previously described method [27]. The detailed proce-
dure was described in the Supplementary Materials and 
Methods.

Animal work
NSG mice (6–8 weeks old) were purchased from SHANG-
HAI MODEL ORGANISMS (Shanghai, China). All ani-
mal experiments were approved by the Animal Care and 
Use Committee at Xuzhou Medical University. The stable 
cells were resuspended in a serum-free medium (5 × 107 
cells /mL). NSG mice were randomly divided into the con-
trol group (Vector), TRIM21 overexpression group (OE-
TRIM21), SREBF1 overexpression group (OE-SREBF1), 
and TRIM21 + SREBF1 double overexpression group (OE-
TRIM21 + OE-SREBF1). Mice were anesthetized with iso-
flurane, after the kidney was exposed from the posterior 
side, the cell suspension (5 × 105 cells /10μL) was injected 
under the renal capsule, and the wound was sutured and 
sterilized. Every 7  days in  vivo imaging of small animals 
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was used to monitor tumor size and metastasis. The exper-
iment was terminated when the difference in tumor growth 
between groups was fully developed. The orthotopic 
tumors were collected for frozen sections to detect the 
formation of lipid droplets. Paraffin embedding and histo-
chemical staining were performed to detect the expression 
of lipid metabolism-related indicators.

Database analysis relevance and clinical significance 
of TRIM21 and SREBF1
RNA-sequencing expression (level 3) profiles and cor-
responding clinical information for RCC were down-
loaded from The Cancer Genome Atlas (TCGA) 
database (https://​portal.​gdc.​com). The detailed analy-
sis was described in the Supplementary Materials and 
Methods.

Statistical analysis
Statistical analyses were conducted using SPSS 20.0 
software (SPSS Inc., Chicago, IL, USA) and Graph-
Pad Prism 8. The association between TRIM21 and 
SREBF1 expression and the clinicopathologic param-
eters of patients with RCC was evaluated by Chi-square 
test. Three sets of data from the single-factor analysis 
were evaluated using one-way ANOVA corrected with 
Tukey’s multiple comparison test (single-factor com-
parison). Statistical differences between control and 
overexpression groups were analyzed by two-tailed 
Student’s t-test. Data were presented as the mean 
squared error (SEM), and the bar indicates the mean. 
p < 0.05 was considered statistically significant.

Results
TRIM21 silencing attenuates the dependence of RCC cells 
on fatty acids
Metabolic reprogramming is essential in maintaining 
homeostasis, and various central metabolism pathways 
involved in glucose and fatty acids can be dysregulated in 
cancer cells [28]. Compared with normal tissues, cancer 
cells have a higher demand for fatty acids to generate lipid 
membranes and precursors for signaling molecules [29]. 
TRIM21 acts at multiple nodes to control cancer meta-
bolic reprogramming by inhibiting the increased meta-
bolic demand of malignancy. Our previous study found 
that TRIM21 enhances the glycolytic capacity of RCC cells. 

Whether TRIM21 participates in metabolic reprogram-
ming of lipids in RCC remains unknown.

Considering the abnormal accumulation of lipids in 
RCC, we first used the XF long-chain fatty acid oxida-
tive stress test kit to assess the dependence on FAs when 
TRIM21 was knocked down in RCC cells (Fig.  1A-B). 
Etomoxir inhibits FA oxidation by inhibiting carni-
tine palmitoyl transferase 1A (CPT1a) [30]. The results 
showed that after Etomoxir treatment, the oxygen 
consumption rate (OCAR) in ACHN and 786-O cells 
(Fig.  1C-D) was decreased, and the maximum respira-
tory capacity was also weakened (Fig. 1I-J), which means 
that the metabolic process of RCC cells depends on fatty 
acids. However, when TRIM21 was knocked down in 
ACHN and 786-O cells, the etomoxir treatment had little 
effect on the maximum respiratory capacity (Fig.  1E-J). 
These results suggested that TRIM21 deficiency attenu-
ates the dependence of RCC cells on FAs, which leaves us 
with a question to ponder: since FAs are not consumed 
by mitochondria, where do they go?

TRIM21 silencing enhances lipid accumulation in RCC cells
Lipid droplets (LDs) are generally conserved dynamic 
organelles that can store and mobilize FAs and other lipid 
species; they increase the accumulation of lipid reserves 
to meet the energy needs of the cells while avoiding cyto-
toxicity and promoting its malignant progression [31].

RCC, especially clear cell renal cell carcinoma 
(CCRCC), is characterized by large intracellular LDs [32]. 
We hypothesized that TRIM21 deficiency might cause 
unutilized FAs to be stored in LDs in RCC cells. There-
fore, Oil Red O staining was used to further investigate 
the content of LDs in ACHN, 786-O, and Caki-1 cells. 
When TRIM21 was knocked down, the LDs content was 
increased significantly (Fig.  2A), while TRIM21 overex-
pression decreased the content (Fig. 2B).

Nile red staining, which is also an indicator of LDs con-
tent, was performed, and fluorescence microscopy and 
flow cytometry were used to confirm the results. Similar 
to Oil Red O staining, TRIM21 knockdown cells had a 
strong Nile red staining intensity (Fig. 2C), and TRIM21 
overexpression led to a weak intensity (Fig.  2D). Flow 
cytometry showed similar results (Fig. 2E-F). Overall, the 
above results strongly suggest that TRIM21 deficiency 
increased lipid droplet contents in RCC cells.

(See figure on next page.)
Fig. 1  TRIM21 silencing attenuates the dependence of RCC cells on fatty acids. A and B Western blot was used to detect the efficiency of TRIM21 
knockdown in ACHN and 786-O, and GAPDH was used as a loading control. C-H Oxygen consumption rate (OCAR) was analyzed when TRIM21 
was knockdown in ACHN and 786-O by Seahorse analysis. I-J The maximum respiratory capacity was analyzed when TRIM21 was knockdown in 
ACHN and 786-O. All the results were confirmed by three times repeated experiments. Statistical analysis was performed using unpaired t-tests. All 
statistical tests were two-sided. *p < 0.05, **p < 0.01, ***p < 0.001

https://portal.gdc.com
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Fig. 1  (See legend on previous page.)
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TRIM21 overexpression significantly decreases lipid 
contents in RCC cells
Lipid metabolism is complex, and lipids and lipid-derived 
products are large and diverse (e.g., diacylglycerol, cho-
lesterol derivatives, and phosphatidic acid) [33]. To fur-
ther clarify the biological phenomenon of attenuation of 
lipid content by TRIM21, untargeted lipidomic analy-
sis was performed in ACHN (Vector) and ACHN stably 
overexpressing TRIM21 (OE-TRIM21) cells (Fig. 3A).

The number of lipid classes and lipid species was iden-
tified (Fig. 3B), and the overall differential expression of 
lipid molecules in the two groups was clearly illustrated 
by the volcano map (Fig.  3C). To explore the different 
contents of lipids in the two groups more comprehen-
sively and visually, hierarchical clustering was conducted 
to accurately screen the marker lipids and study the 
changes in related metabolic processes (Fig.  3D). The 
results showed that the OE-TRIM21 group had lower 
contents of phosphatidylcholines (PC), phosphatidyl 
ethanolamine (PE), triacylglycerols (TG), diacylglycerols 
(DG), and cholesterol (ChE). The relative content of lipid 
subclasses in the Vector and OE-TRIM21 groups was 
analyzed further, and we found that compared with other 
lipid subclasses, the content of TG, DG, and ChE in OE-
TRIM21 cells decreased significantly (Fig.  3E-G). These 
results further verified the ability of TRIM21 to reduce 
lipid accumulation in RCC cells.

TRIM21 decreases the expression of lipogenic enzymes 
by mediating ubiquitination‑mediated degradation 
of SREBF1
Tumor cells can undergo metabolic reprogramming by 
regulating the expression of metabolic enzymes to satisfy 
cell biosynthesis and energy requirements. The primary 
neutral lipids of the LD core are triacylglycerol and steryl 
esters, which are coated by a phospholipid monolayer 
that solubilizes the LDs in the cytoplasm. Neutral lipid 
metabolism depends on the precisely coordinated mech-
anisms of various enzymes to maintain cellular homeo-
stasis [34].

We further explored changes in the mRNA and pro-
tein levels of some key metabolic enzymes involved in 
lipid synthesis and decomposition when TRIM21 was 

knocked down or over-expressed. The lipid metabolic 
enzymes and metabolic-associated key genes we exam-
ined included SREBF1, ATP citrate lyase (ACLY), FASN, 
and stearoyl-CoA desaturase 1 (SCD1) [35], which 
participate in FA metabolism; glycerol-3-phosphate 
acyltransferase mitochondrial (GPAM), patatin-like 
phospholipase domain containing 2 (ATGL), monoglyc-
eride lipase (MGLL), hormone sensitive lipase (HSL) and 
perilipin-1, which are involved in triglyceride metabo-
lism [36–38]; ceramide synthase 6 (CERS6) and Lipin-1, 
which are involved in phospholipid metabolism [39, 40].

The qRT-PCR results showed that TRIM21 knockdown 
upregulated the expression of most of these metabolic 
enzymes at the transcriptional level, whereas TRIM21 
overexpression downregulated the mRNA expression 
of the above-mentioned genes. Interestingly, the mRNA 
levels of SREBF1 and ACLY were not altered by TRIM21 
knockdown or ectopic TRIM21 expression in RCC cells 
(Fig.  4A-B and Supplementary Fig.  1A-B). We further 
examined the expression of these lipid metabolism genes 
at the protein level. The results showed that TRIM21 
knockdown or overexpression did not affect the expres-
sion of ACLY. However, at the protein level, TRIM21 
deficiency increased the expression of genes related to 
lipid metabolism, including SREBF1, FASN, GPAM, 
ATGL, perilipin-1, and MGLL (Fig. 4C and Supplemen-
tary Fig.  1C), and overexpression of TRIM21 decreased 
the expression of those genes (Fig.  4D and Supplemen-
tary Fig. 1D).

SREBF1 primarily regulates genes involved in the syn-
thesis of fatty acids, triglycerides, and phospholipids 
[41]. CERS6 and Lipin-1 are transcriptionally activated 
by SREBF1 [39, 40]. Considering the different regula-
tory effects of TRIM21 on the expression of SREBF1 at 
the protein and mRNA levels (i.e., TRIM21 only regulates 
SREBF1 expression at the protein level), we speculate 
that TRIM21 may attenuate SREBF1 expression by regu-
lating its protein stability and that TRIM21 may restrain 
lipogenesis in an SREBF1–dependent manner.

To confirm our hypothesis, HA-TRIM21 and FLAG-
SREBF1 plasmids were transferred into ACHN cells 
simultaneously, and immunoprecipitation was performed 
to detect whether there was an interaction between 

Fig. 2  TRIM21 silencing enhances lipid accumulation in RCC cells. A-B Representative images of Oil Red O staining when TRIM21 was knocked 
down or overexpressed in ACHN, 786-O, and Caki-1 cells (red arrows indicate lipid droplets). C Nile red staining and fluorescence microscopy were 
performed when TRIM21 was knocked down in ACHN, 786-O, and Caki-1 cells. The red fluorescence intensity of labeled lipid droplets increased (red 
fluorescence indicates lipid droplets, blue fluorescence DAPI staining nuclear). D Nile red staining and fluorescence microscopy were performed 
when TRIM21 was over-expressed in ACHN, 786-O, and Caki-1 cells. The red fluorescence intensity of labeled lipid droplets decreased (red 
fluorescence indicates lipid droplets, blue fluorescence DAPI staining nuclear). E Flow cytometry was used to access the fluorescence intensity of 
Nile red staining. The fluorescence intensity of labeled lipid droplets was enhanced when TRIM21 was knocked down. F The fluorescence intensity 
of labeled lipid droplets was decreased when TRIM21 was over-expressed. All the results were confirmed by three times repeated experiments

(See figure on next page.)
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Fig. 2  (See legend on previous page.)
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Fig. 3  TRIM21 overexpression significantly decreases lipid contents in RCC cells. A Western blot was used to detect the stable overexpression 
efficiency of TRIM21 in ACHN. GAPDH was used as a loading control. B The number of lipid subclasses and lipid molecules was detected by 
mass spectrometry. C The volcano plot shows the overall differential expression of lipid molecules. The rose-red dots show the differential lipid 
molecules screened by univariate statistical analysis. D The hierarchical clustering results of different lipids in the control group (Vector) and TRIM21 
overexpression group (TRIM21). The horizontal coordinate represents the group of samples, and the vertical coordinate represents the different lipid 
molecules. The results showed that the expression levels of various lipid molecules in the TRIM21 group were significantly lower than those in the 
Vector group. The relative contents of (E) triglyceride (F) diglycerol and (G) cholesterol in the OE-TRIM21 group were significantly lower than those 
in the Vector group. *p < 0.05, **p < 0.01
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TRIM21 and SREBF1. The results showed that TRIM21 
and SREBF1 can indeed bind to each other (Fig. 4E-F).

Next, we detected SREBF1 protein expression in RCC 
cells after treatment with cycloheximide (CHX) or the 
proteasome inhibitor MG132. The data indicated that 
CHX shortened the half-life of SREBF1 (Fig.  4G-H), 
and MG132 inhibited the ubiquitination degradation of 
SREBF1 (Fig. 4I) in ACHN cells when TRIM21 was over-
expressed. TRIM21 overexpression led to increased ubiq-
uitination degradation of SREBF1 in ACHN and 786-O 
cells (Fig. 4J and Supplementary Fig. 1E) by immunopre-
cipitation analysis.

To further explore the specific domain of TRIM21 that 
binds to SREBF1, truncated mutants of TRIM21 were 
used [42]. The results suggested that truncated mutants 
without their SPRY domains had impaired interactions 
with SREBF1 (Fig. 4K), indicating that the SPRY domain 
is mainly required for the interaction of TRIM21 with 
SREBF1. IP assays further confirmed that the ubiquitina-
tion of SREBF1 induced by TRIM21 occurred mainly via 
the K63 linkage (Fig.  4L). The results demonstrate that 
TRIM21 has a general regulatory effect on SREBF1 ubiq-
uitination in RCC cells. The SPRY domain of TRIM21 
mainly interacts with SREBF1, and TRIM21 delivers 
K63-ubiquitin to SREBF1, leading to the recognition and 
degradation of SREBF1 by the proteasomes, which may 
further attenuate the lipogenesis of RCC cells.

SREBF1 is critical for TRIM21‑mediated lipogenesis 
inhibition in vitro
Our results show that TRIM21 decreases SREBF1 protein 
stability by elevating its ubiquitination degradation. We pro-
pose that the inhibition of lipid accumulation mediated by 
TRIM21 may depend on a decrease in SREBF1 in RCC cells.

Flow cytometry fluorescence intensity and absorbance 
measured by a microplate reader were used to assess 
the content of lipid droplets in ACHN and 786-O when 
SREBF1 and TRIM21 were knocked down or overex-
pressed simultaneously (Fig.  5A-B, Supplement Fig.  2A, 
B and G). Compared to the control group, TRIM21 

knockdown enhanced Oil Red O staining, fluores-
cence intensity representing lipid droplet content; and 
lipid droplet content was weakened when SREBF1 was 
knocked down. As expected, when TRIM21 and SREBF1 
were knocked down simultaneously, the lipid droplet 
content was similar to that in the vector group (Fig. 5C, E, 
G, and Supplement Fig. 2C-F). These results indicate that 
SREBF1 knockdown reversed the increase in lipid drop-
let content caused by TRIM21 knockdown. Moreover, 
SREBF1 expression led to increased Oil Red O staining 
and fluorescence intensity as expected, and the reduced 
lipid droplet content induced by TRIM21 overexpression 
was also reversed by SREBF1 overexpression (Fig. 5D, F, 
H, and Supplement Fig. 2H-L). These results suggest that 
the regulatory effect of TRIM21 on lipogenesis in RCC 
cells is mainly dependent on SREBF1.

TRIM21 inhibits RCC tumorigenesis by modulating 
SREBF1‑regulated lipid accumulation in an orthotopic 
model
Most of our above studies have demonstrated an inhibi-
tory effect of TRIM21 on lipid accumulation at the cel-
lular level in  vitro. Moreover, we explored whether 
TRIM21 suppresses lipid accumulation in RCC cells 
in vivo. A renal orthotopic tumor model was established 
to further evaluate whether TRIM21 can decrease lipid 
droplet content in vivo.

NSG mice were divided into four groups and inocu-
lated with luciferase-labeled ACHN cells (Vector), stably 
overexpressing TRIM21-ACHN cells (OE-TRIM21), sta-
bly overexpressing SREBF1-ACHN cells (OE-SREBF1) 
and simultaneously stably overexpressing TRIM21 and 
SREBF1-ACHN cells (OE-TRIM21 + OE-SREBF1) in the 
kidney in situ, and fluorescence expression was detected. 
As shown in Fig. 6A-B, compared with the Vector group, 
the OE-TRIM21 group had a lower fluorescence inten-
sity; the OE-TRIM21 + OE-SREBF1 group had a lower 
fluorescence intensity than the OE-SREBF1 group, and 
both of those groups had higher fluorescence intensities 
than that of the Vector group.

Fig. 4  TRIM21 decreases the expression of lipogenic enzymes by mediating ubiquitination-mediated degradation of SREBF1. TRIM21 knockdown 
(A) and overexpression in ACHN (B) can increase and decrease metabolic enzymes above the transcriptional level, with the exception of ACLY 
and SREBF. TRIM21 knockdown (C) and overexpression in ACHN (D) can increase and decrease metabolic enzymes above at the protein level 
except ACLY. ACHN was transfected with exogenous HA-TRIM21 and Flag-SREBF1. Anti-FLAG (E) and anti-HA (F) antibodies were used for 
immunoprecipitation to detect the mutual binding between TRIM21 and SREBF1. G-H Western blot showing SREBF1 protein decay at the indicated 
time points after cycloheximide (50 μg/ml) addition to ACHN. I Western blot showing the effects of the proteasome inhibitor MG132 (10 μM for 
6 h) treatment on SREBF1 protein accumulation. J TRIM21 was overexpressed in ACHN cells, and immunoprecipitation was performed using an 
Anti-SREBF1 antibody, which suggested that TRIM21 could bind to SREBF1 and increase the ubiquitination degradation level of SREBF1. K HEK293T 
cells were transfected with TRIM21 WT or the indicated mutant for 48 h harvested and subjected to IP with anti-HA beads. L K48-only and K63-only 
ubiquitin-HA plasmids alone or co-transfected with TRIM21 and Flag-SREBF1 plasmid into HEK293T cells for 48 h. Then, the cells were harvested and 
subjected to IP with anti-Flag beads. All the results were confirmed by three times repeated experiments. Statistical analysis was performed using 
unpaired t-tests. All statistical tests were two-sided. *p < 0.05, **p < 0.01, ***p < 0.001, ns, no significance

(See figure on next page.)
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Fig. 4  (See legend on previous page.)
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Fig. 5  SREBF1 is critical for TRIM21-mediated lipogenesis inhibition in vitro. A and B Western blot was used to detect the stable knockdown and 
overexpressed efficiency of TRIM21 and SREBF1 alone or combination with in ACHN, and GAPDH was used as a loading control. Representative 
images of Oil Red O staining when TRIM21 and SREBF1 were stably knocked-down (C) or over-expressed (D) alone or combination with in ACHN 
cells (red arrows indicate lipid droplets). Flow cytometry (E) and a microplate reader (G) were used to access the fluorescence intensity of Nile red 
staining when TRIM21 and SREBF1 were stably knocked down alone or simultaneously. Flow cytometry (F) and a microplate reader (H) were used 
to access the fluorescence intensity of Nile red staining when TRIM21 and SREBF1 were stably overexpressed alone or simultaneously. All the results 
were confirmed by three times repeated experiments. Data are presented as the means ± SEM for experiments in triplicate. ns, no significance, 
**p < 0.01, ***p < 0.001
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The tumors in each group were cryosectioned and 
stained with Oil Red O to detect lipogenesis. The results 
were consistent with the in vitro data: compared with the 
Vector group, the Oil Red O staining was reduced in the 
OE-TRIM21 group, enhanced in the OE-SREBF1 group, 
and the OE-TRIM21 + OE-SREBF1 group had a similar 
Oil Red staining (Fig. 6C). Ki-67 expression was used to 
define the location of the tumor in situ and the prolifera-
tive capacity of the cells. The IHC results showed that the 
OE-SREBF1 group had more positive cells, and the OE-
TRIM21 + OE-SREBF1 group had Ki-67-positive cells, 
similar to the Vector group (Fig. 6D-E). Consistent with 
the in  vitro results, high TRIM21 expression was asso-
ciated with low SREBF1 expression in the OE-TRIM21 
group (Fig. 6E). These results further demonstrated that 
TRIM21 can suppress lipogenesis by regulating SREBF1 
expression in vivo.

TRIM21 is negatively correlated with SREBF1 expression, 
and TRIM21‑SREBF1 is a reliable combinational biomarker 
for RCC prognosis
Our data strongly suggest that TRIM21 can inhibit lipid 
metabolism in RCC cells by mediating SREBF1 degra-
dation. Accordingly, we wanted to explore the relevance 
and clinical significance of TRIM21 and SREBF1 in RCC 
patients.

Analysis results from The Cancer Genome Atlas 
(TCGA) database showed that low TRIM21 expression 
was accompanied by high SREBF1 expression, which 
represents the high-risk group (Fig.  7A). Notably, low 
TRIM21 expression was not accompanied by significant 
SREBF1 expression, which may be caused by other regu-
latory mechanisms of SREBF1 at the transcriptional level. 
The Kaplan–Meier survival analysis also showed that the 
high-risk group had a shorter survival period (Fig.  7B), 
and the AUC for 10-year overall survival (OS) was 
0.725, which corresponded to a higher predictive power 
(Fig. 7C). These results further suggest that TRIM21 and 
SREBF1 may be reliable combinational biomarkers for 
RCC prognosis.

Moreover, histochemical staining of TRIM21 and lipid 
metabolism-related markers in carcinoma and adjacent 
tissues from six RCC patients was performed to pre-
liminarily explore the potential relevance of TRIM21 

and SREBF1. These results indicated that compared 
with adjacent tissues, the expression of TRIM21 in can-
cer tissues was lower, whereas SREBF1 and other mark-
ers related to lipid metabolism were expressed at higher 
levels expression in tumor tissues (Supplementary Fig. 3). 
These results suggest that the expression of markers 
related to lipid metabolism may be negatively correlated 
with TRIM21 expression in RCC tissues.

We detected TRIM21 and SREBF1 expression lev-
els in 239 RCC samples and examined their relevance 
and clinical significance further. Fisher’s exact tests 
were used to examine the correlation of TRIM21 and 
SREBF1 expression between clinicopathological charac-
teristics. TRIM21 expression was low in 58.2% (139/239) 
and high in 41.8% (100/239) of the RCC tissues. Low 
TRIM21 expression was significantly positively corre-
lated with tumor size (p = 0.001), lymph node metas-
tasis (p = 0.004), and distant metastasis (p = 0.001) 
(Supplementary Table  1). However, SREBF1 expression 
was high in 55.2% (132/239) and low in 44.8% (107/239) 
of the RCC tissues. High SREBF1 expression was signifi-
cantly positively correlated with tumor size (p = 0.005), 
lymph node metastasis (p = 0.003), and distant metasta-
sis (p = 0.000) (Supplementary Table  2). Univariate and 
multivariate Cox regression models were used to further 
investigate the role of TRIM21 and SREBF1 in patients 
with RCC (Supplementary Table 3, Tables 4, and Table 5). 
Our results confirmed that TRIM21 and SREFB1 expres-
sion may serve as potential independent prognostic fac-
tors for patients with RCC.

Moreover, we found that RCC patients with decreased 
TRIM21 expression exhibited increased SREBF1 expres-
sion (Fig.  7D-E), and SREBF1 was highly expressed in 
RCC tissues with low TRIM21 expression (Fig.  7F-G). 
These data suggest that the expression of SREBF1 may 
be negatively correlated with TRIM21 expression in can-
cer tissues, which was verified by the Pearson correlation 
analysis (Fig. 7H). In addition, our Kaplan–Meier analy-
sis data revealed that patients with low TRIM21 and high 
SREBF1 levels exhibited the poorest OS (Fig. 7I). Overall, 
these clinical data indicated that TRIM21 and SREBF1 
expression is negatively correlated in patients with RCC, 
and combined detection of these two molecules may have 
reliable prognostic value in RCC.

Fig. 6  TRIM21 inhibits RCC tumorigenesis by modulating SREBF1-regulated lipid accumulation in an orthotopic model. NSG mice were 
randomly divided into a control group (Vector), TRIM21 overexpression group (OE-TRIM21), SREBF1 overexpression group (OE-SREBF1), and 
TRIM21 + SREBF1 double overexpression group (OE-TRIM21 + OE-SREBF1). The cell suspension (5 × 105cells/10μL) was injected under the renal 
capsule. Representative in vivo imaging images of each group was shown in (A), and the fluorescence intensity of each group was counted in B. 
C Representative images of Oil Red O staining of renal orthotopic tumor in each group. D-E IHC detected Ki-67 expression and quantification of 
Ki-67-positive cells in tumors. E Representative examples of IHC-based correlation between TRIM21 and SREBF1 expression in the renal orthotopic 
tumor. Statistical analysis was performed using unpaired t-tests. All statistical tests were two-sided. **p < 0.01, ***p < 0.001

(See figure on next page.)



Page 13 of 18Chen et al. J Exp Clin Cancer Res           (2023) 42:34 	

Fig. 6  (See legend on previous page.)
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Discussion
Abnormal glucose and lipid metabolism are the main 
metabolic characteristics of RCC. Compared to normal 
renal tissue, RCC tissues have a significantly abundant 
lipid profile, and enhanced lipid anabolism significantly 
promotes tumor progression [43]. However, the role 
of TRIM21 in lipid metabolism in RCC has not been 
reported. Fully analyzing the abnormal metabolism of 
RCC has important guiding significance for targeting 
metabolic processes to inhibit RCC progression. Here, we 
found that TRIM21 inhibits lipid accumulation in RCC 
cells and prevents renal cancer tumorigenesis. TRIM21 
is a novel E3 ligase of SREBF1, and the SPRY domain of 
TRIM21 can bind to SREBF1 and mediate its ubiquitina-
tion degradation in a K63-linked manner. The degrada-
tion of SREBF1 leads to the decreased transcriptional 
expression of downstream lipid metabolism-related 
genes and therefore fine-tunes the lipid metabolism pro-
cess of RCC.

Metabolism is a complex process that includes many 
enzymes and provides energy for cellular function and 
proliferation. A variety of metabolic enzymes involved 
in glycolysis, amino acid metabolism, and lipid metabo-
lism are ubiquitination substrates for TRIM21. Under 
glucose deprivation, the interaction between TRIM21 
and FASN was enhanced, which led to the degradation 
of FANS [44], and this process could be repressed by 
GNPAT, and it should be noted that GNPAT can also 
be degraded by ubiquitination and degradation through 
K27, K33, and K48-ubiquitin at K113, K146, and K312 
[45]. SREBF1 is the core upstream molecule of lipo-
genesis. In this study, we found that the SPRY domain 
of TRIM21 can bind to SREBF1 and mediate its ubiq-
uitination degradation, which leads to decreased lipo-
genesis. These results suggest that TRIM21 functions 
at multiple steps to attenuate lipogenesis and inhibit 
tumor progression, whether there are other TRIM21 

substrates involved in metabolic related-pathways are 
needed more studies to explore.

RCC is sensitive to immune checkpoint therapy, and 
elevated tumor glycolysis and lactate accumulation 
attenuate antitumor immunity in RCC. Targeting cellular 
metabolism has great potential to improve responsive-
ness to immunotherapies [46]. Furthermore, TRIM21 
was reported to be highly expressed in immune cells, 
such as B cells, CD4 + T cells, macrophages, neutro-
phils, and dendritic cells, through the Tumor Immune 
Estimation Resource (TIMER) database [47]. Whether 
TRIM21 is involved in the metabolic phenotype changes 
of immune cells and the crosstalk between metabolic 
activities mediated by TRIM21 still needs to be explored. 
Our previous studies found that TRIM21 inhibits RCC 
cell glycolysis through the ubiquitination-mediated deg-
radation of HIF-1α. Moreover, the HIF-1/2a pathway can 
also promote PD-L1 expression by binding to a hypoxia-
response element in the PD-L1 proximal promoter in 
RCC [48]. These results suggested that TRIM21 may 
enhance the efficiency of immune checkpoint therapy by 
limiting glycolysis and PD-L1 expression in RCC.

Moreover, many TRIM21substrates involved in progres-
sion and treatments have been identified in various can-
cers [5]. TRIM21-targeted agonists and inhibitors have 
great potential in cancer treatment. Several clinical trials 
targeting the TRIM family such as TRIM18-targeted treat-
ment in patients with hormone-refractory metastatic pros-
tate cancer (ClinicalTrials.gov Identifier: NCT00255606) 
and TRIM19-targeted treatment in patients with newly 
diagnosed acute promyelocytic leukemia (ClinicalTri-
als.gov Identifier: NCT03624270) have been recruited or 
completed. Only one TRIM21-targeted clinical trial has 
focused on its prognostic value in connective tissue dis-
eases (ClinicalTrials.gov Identifier: NCT03565601). The 
Development of agonists or inhibitors targeting TRIM21 
has huge potential for cancer therapy.

(See figure on next page.)
Fig. 7  TRIM21 is negatively correlated with SREBF1 in RCC patients and TRIM21-SREBF1 is a reliable combinational biomarker for RCC prognosis. A 
The Riskscore, survival time, and survival status of the RCC dataset. The top scatterplot represents the Riskscore from low to high. Different colors 
represent different groups. The scatter plot distribution represents the Riskscore of different samples corresponding to the survival time and survival 
status. The bottom heatmap is the SREBF1 and TRIM21 expression from the signature. B Kaplan–Meier survival analysis of the risk model from the 
RCC dataset, comparison among different groups was made by log-rank test. HR (High groups) represents the hazard ratio of the low-expression 
sample relatives to the high-expression sample. HR > 1 indicates that TRIM21 and SREBF1 are combinational risk factors. HR (95%Cl), the median 
survival time (LT50) for different groups, in years. C The ROC curve and AUC of the TRIM21 and SREBF1. The higher values of AUC correspond to 
higher predictive power. D-E Representative immunohistochemistry images of TRIM21 and SREBF1 protein expression in carcinoma tissues in 
RCC patients. F-G Analyzing the relevant SREBF1 expression in TRIM21-low cases and TRIM21-high cases. H The correlation between TRIM21 and 
SREBF1 expression was analyzed in RCC tissues according to the scores of immunohistochemistry staining by Pearson’s correlation coefficient 
test. I Overall survival rates were analyzed between four subgroups (TRIM21high/SREBF1low, TRIM21high/SREBF1high, TRIM21low/SREBF1low, TRIM21low/
SREBF1high). J A cartoon summarizing our findings. TRIM21 binds to SREBF1, a transcription factor that has a central role in lipogenesis, and mediates 
the ubiquitination degradation of SREBF1, leading to the decreased transcriptional expression of downstream lipid metabolism-related genes, 
and therefore fine-tunes the lipid metabolism process of RCC. Statistical analysis was performed using unpaired t-tests. All statistical tests were 
two-sided. **p < 0.01, ***p < 0.001
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In RCC patient samples, we found that the expres-
sion of SREBF1 and TRIM21 was negatively correlated, 
and patients with low TRIM21 and high SREBF1 levels 
exhibited poor OS. These results indicate that TRIM21-
SREBF1 may be an accurate combination indicator for 
the prognosis and that TRIM21-SREBF1 is a potential 
therapeutic target. More attention should be paid to clar-
ifying the decreased expression mechanism of TRIM21 
in RCC tissues, and other possible SREBF1 regulatory 
mechanisms, which may provide a better understanding 
of the theoretical basis for targeting TRIM21-SREBF1 
molecule as a therapy for RCC.

Conclusions
TRIM21 plays a critical role in regulating RCC lipid 
metabolism via decreasing SREBF1 stability, providing 
new insights into the function of TRIM21 and suggest-
ing TRIM21 as a promising therapeutic target for RCC 
patients with RCC.

Abbreviations
RCC​	� Renal cell carcinoma
TRIM	� Tripartite motif-containing protein family
FA	� Fatty acid
FASN	� Fatty acid synthase
GNPAT	� Glyceronephosphate O-acyltransferase
SREBF1	� Sterol regulatory element binding transcription factor 1
TMA	� Tissue microarray
IHC	� Immunohistochemistry
OCAR​	� Oxygen consumption rat
CPT1a	� Carnitine palmitoyl transferase 1 A
LDs	� Lipid droplets
CCRCC​	� Clear cell renal cell carcinoma
PC	� Phosphatidylcholines
PE	� Phosphatidyl ethanolamine
TG	� Triacylglycerols
DG	� Diacylglycerols
ChE	� Cholesterol
ACLY	� ATP citrate lyase
SCD1	� Stearoyl-CoA desaturase 1
GPAM	� Glycerol-3-phosphate acyltransferase mitochondrial
ATGL	� Patatin-like phospholipase domain containing 2
MGLL	� Monoglyceride lipase
HSL	� Hormone sensitive lipase
CERS6	� Ceramide synthase 6
CHX	� Cycloheximide
TCGA​	� The Cancer Genome Atlas
OS	� Overall survival
TIMER	� Tumor Immune Estimation Resource database

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s13046-​022-​02583-z.

Additional file 1: Supplementary Figure 1. TRIM21 decreases the 
expression of lipogenic enzymes by mediating ubiquitination degradation 
of SREBF1. TRIM21 knockdown (A) and overexpression in 786-O (B) can 
increase and decrease metabolic enzymes above the transcriptional level 
except for ACLY and SREBF. TRIM21 overexpression (C) and knockdown 
in 786-O (D) can decrease and increase metabolic enzymes above the 
protein level except for ACLY. E TRIM21 was overexpressed in 786-O, and 

immunoprecipitation was performed using an Anti-SREBF1 antibody, 
the results suggested that TRIM21 could bind to SREBF1 and increase the 
ubiquitination degradation level of SREBF1. All the results were confirmed 
by three times repeated experiments. All statistical tests were two-sided. 
*p < 0.05, **p < 0.01, ***p < 0.001, ns, no significance. Supplementary 
Figure 2. SREBF1 is critical for TRIM21-mediated lipogenesis inhibition 
in vitro. A and B Western blot was used to detect the transient knockdown 
transfection efficiency of TRIM21 and SREBF1 alone or combination with 
in ACHN and 786-O, and GAPDH was used as a loading control. Flow 
cytometry (C-D) and a microplate reader (E-F) were used to access the 
fluorescence intensity of Nile red staining when TRIM21 and SREBF1 were 
knocked down alone or simultaneously. G Western blot was used to 
detect the transfection efficiency when TRIM21 and SREBF1 were transient 
over-expressed alone or in combination with in 786-O, and GAPDH was 
used as a loading control. H Representative images of Oil Red O staining 
when TRIM21 and SREBF1 were transient over-expressed alone or in 
combination with 786-O cells (red arrows indicate lipid droplets). Flow 
cytometry (I) and a microplate reader (J) were used to access the fluores-
cence intensity of Nile red staining. All the results are confirmed by three 
times repeated experiments. Data are presented as the means ± SEM for 
experiments in triplicate. ns, no significance, **p < 0.01, ***p < 0.001. Sup‑
plementary Figure 3. The expression of TRIM21 is negatively correlated 
with the expression of lipogenic enzymes in RCC patients. Representative 
immunohistochemistry images of TRIM21, SREBF1, FASN, MGLL, and HSL 
protein expression in adjacent tumor tissues and carcinoma tissues in RCC 
patients. 

Additional file 2: Supplementary Table 1. TRIM21 staining and clinico-
pathological characteristics of 239 renal cancer patients.

Additional file 3: Supplementary Table 2. SREBF1 staining and clinico-
pathological characteristics of 239 renal cancer patients.

Additional file 4: Supplementary Table 3. Univariate Cox proportional 
regression analysis on 5-year overall survival of 239 renal cancer patients.

Additional file 5: Supplementary Table 4. Multivariate Cox regression 
analysis on 5-year overall survival of 239 renal cancer patients. 

Additional file 6: Supplementary Table 5. Multivariate Cox regression 
analysis on 5-year overall survival of 239 renal cancer patients.

Additional file 7. 

Acknowledgements
We are grateful to Shanghai Applied Protein Technology Co., Ltd. for their 
assistance of protein mass spectrometry analysis.

Conflictof interest
No potential conflicts of interest were disclosed by the authors.

Authors’ contributions
Study conception and experimental design, collection and analysis of data, 
and manuscript writing, Xintian Chen and Zhongwei Li; collection and 
analysis of data, Xintian Chen, Hongmei Yong, Miaolei Chen, Zhongwei 
Li, Pengfei Wang, Chuyin Deng, Sufang Chu, Minle Li, Pingfu Hou; study 
conception, design, and supervision, Zhongwei Li, Junnian Zheng, and Jin 
Bai; supervision, manuscript writing, and final approval of the manuscript; 
Zhongwei Li, Junnian Zheng, and Jin Bai. The author(s) read and approved 
the final manuscript.

Funding
This work was supported by grants from the National Natural Science Founda-
tion of China (82203327, 82173060), the Outstanding Youth Foundation of 
Jiangsu Province (BK20200046), the Excellent Youth Foundation of Jiangsu 
Province, China (BK20220119), the Major Project of the University Natural Sci-
ence Foundation of Jiangsu Province, China (22KJA310006), and the Qinglan 
Project of Jiangsu.

Availability of data and materials
The data supporting the findings of this study are available from the cor-
responding author upon reasonable request.

https://doi.org/10.1186/s13046-022-02583-z
https://doi.org/10.1186/s13046-022-02583-z


Page 17 of 18Chen et al. J Exp Clin Cancer Res           (2023) 42:34 	

Declarations

Ethics approval and consent to participate
This study was conducted in compliance with the principles of the Declara-
tion of Helsinki. Informed consent was obtained from all the subjects. Ethics 
approval for human subjects was provided by the Ethics Committee of the 
Affiliated Hospital of Xuzhou Medical University. Ethics approval for animal 
work was provided by the Institutional Animal Care and Use Committee of 
Xuzhou Medical University.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Received: 19 October 2022   Accepted: 24 December 2022

References
	1.	 Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer statistics, 2021. CA Cancer 

J Clin. 2021;71(1):7–33. https://​doi.​org/​10.​3322/​caac.​21654.
	2.	 Jin X, Demere Z, Nair K, Ali A, Ferraro GB, Natoli T, et al. A metastasis map 

of human cancer cell lines. Nature. 2020;588(7837):331–6. https://​doi.​org/​
10.​1038/​s41586-​020-​2969-2.

	3.	 Yoon H, Shaw JL, Haigis MC, Greka A. Lipid metabolism in sickness and in 
health: emerging regulators of lipotoxicity. Mol Cell. 2021;81(18):3708–30. 
https://​doi.​org/​10.​1016/j.​molcel.​2021.​08.​027.

	4.	 Sun J, Chen X, Ji X, Meng S, Wang W, Wang P, et al. TRIM21 deficiency pro-
motes cell proliferation and tumorigenesis via regulating p21 expression 
in ovarian cancer. Bioengineered. 2022;13(3):6024–35. https://​doi.​org/​10.​
1080/​21655​979.​2022.​20421​34

	5.	 Chen X, Cao M, Wang P, Chu S, Li M, Hou P, et al. The emerging roles of TRIM21 
in coordinating cancer metabolism, immunity and cancer treatment. Front 
Immunol. 2022;13:968755.https://​doi.​org/​10.​3389/​fimmu.​2022.​968755

	6.	 Park JS, Burckhardt CJ, Lazcano R, Solis LM, Isogai T, Li L, et al. Mechani-
cal regulation of glycolysis via cytoskeleton architecture. Nature. 
2020;578(7796):621–6. https://​doi.​org/​10.​1038/​s41586-​020-​1998-1.

	7.	 Chen X, Li Z, Yong H, Wang W, Wang D, Chu S, et al. Trim21-mediated 
HIF-1α degradation attenuates aerobic glycolysis to inhibit renal cancer 
tumorigenesis and metastasis. Cancer Lett. 2021;508:115–26. https://​doi.​
org/​10.​1016/j.​canlet.​2021.​03.​023.

	8.	 Lin HP, Cheng ZL, He RY, Song L, Tian MX, Zhou LS, et al. Destabilization 
of fatty acid synthase by Acetylation inhibits De Novo lipogenesis and 
tumor cell growth. Cancer Res. 2016;76(23):6924–36. https://​doi.​org/​10.​
1158/​0008-​5472.​CAN-​16-​1597.

	9.	 Gu L, Zhu Y, Lin X, Tan X, Lu B, Li Y. Stabilization of FASN by ACAT1-medi-
ated GNPAT acetylation promotes lipid metabolism and hepatocarcino-
genesis. Oncogene. 2020. https://​doi.​org/​10.​1038/​s41388-​020-​1156-0.

	10.	 Linehan WM, Schmidt LS, Crooks DR, Wei D, Srinivasan R, Lang M, et al. 
The metabolic basis of kidney Cancer. Cancer Discov. 2019;9(8):1006–21. 
https://​doi.​org/​10.​1158/​2159-​8290.​CD-​18-​1354.

	11.	 Guan D, Xiong Y, Borck PC, Jang C, Doulias PT, Papazyan R, et al. Diet-
Induced circadian enhancer remodeling synchronizes opposing hepatic 
lipid metabolic processes. Cell. 2018;174(4):831–42. https://​doi.​org/​10.​
1016/j.​cell.​2018.​06.​031. e12.

	12.	 Li LY, Yang Q, Jiang YY, Yang W, Jiang Y, Li X, et al. Interplay and coopera-
tion between SREBF1 and master transcription factors regulate lipid 
metabolism and tumor-promoting pathways in squamous cancer. Nat 
Commun. 2021;12(1):4362. https://​doi.​org/​10.​1038/​s41467-​021-​24656-x.

	13.	 Kanagasabai T, Li G, Shen TH, Gladoun N, Castillo-Martin M, Celada SI, 
et al. MicroRNA-21 deficiency suppresses prostate cancer progression 
through downregulation of the IRS1-SREBP-1 signaling pathway. Cancer 
Lett. 2022;52:546–54. https://​doi.​org/​10.​1016/j.​canlet.​2021.​09.​041.

	14.	 Li X, Liu Z, Xia C, Yan K, Fang Z, Fan Y. SETD8 stabilized by USP17 epigenetically 
activates SREBP1 pathway to drive lipogenesis and oncogenesis of ccRCC. 
Cancer Lett. 2021;527:150–63. https://​doi.​org/​10.​1016/j.​canlet.​2021.​12.​018.

	15.	 Shen D, Gao Y, Huang Q, Xuan Y, Yao Y, Gu L, et al. E2F1 promotes prolif-
eration and metastasis of clear cell renal cell carcinoma via activation of 
SREBP1-dependent fatty acid biosynthesis. Cancer Lett. 2021;514:48–62. 
https://​doi.​org/​10.​1016/j.​canlet.​2021.​05.​012.

	16.	 Lee GY, Jang H, Lee JH, Huh JY, Choi S, Chung J, et al. PIASy-mediated 
sumoylation of SREBP1c regulates hepatic lipid metabolism upon fasting 
signaling. Mol Cell Biol. 2014;34(6):926–38. https://​doi.​org/​10.​1128/​MCB.​
01166-​13.

	17.	 Heo MJ, Kang SH, Kim YS, Lee JM, Yu J, Kim HR, et al. UBC12-mediated 
SREBP-1 neddylation worsens metastatic tumor prognosis. Int J Cancer. 
2020;147(9):2550–63. https://​doi.​org/​10.​1002/​ijc.​33113.

	18.	 Sundqvist A, Bengoechea-Alonso MT, Ye X, Lukiyanchuk V, Jin J, 
Harper JW, et al. Control of lipid metabolism by phosphorylation-
dependent degradation of the SREBP family of transcription factors 
by SCF(Fbw7). Cell Metab. 2005;1(6):379–91. https://​doi.​org/​10.​
1016/j.​cmet.​2005.​04.​010.

	19.	 Punga T, Bengoechea-Alonso MT, Ericsson J. Phosphorylation and ubiqui-
tination of the transcription factor sterol regulatory element-binding pro-
tein-1 in response to DNA binding. J Biol Chem. 2006;281(35):25278–86. 
https://​doi.​org/​10.​1074/​jbc.​M6049​83200.

	20.	 Bengoechea-Alonso MT, Ericsson J. A phosphorylation cascade controls 
the degradation of active SREBP1. J Biol Chem. 2009;284(9):5885–95. 
https://​doi.​org/​10.​1074/​jbc.​M8079​06200.

	21.	 Li Z, Hou P, Fan D, Dong M, Ma M, Li H, et al. The degradation of EZH2 
mediated by lncRNA ANCR attenuated the invasion and metastasis of 
breast cancer. Cell Death Differ. 2017;24(1):59–71. https://​doi.​org/​10.​
1038/​cdd.​2016.​95.

	22.	 Li Z, Li B, Yu H, Wang P, Wang W, Hou P, et al. DNMT1-mediated epigenetic 
silencing of TRAF6 promotes prostate cancer tumorigenesis and metas-
tasis by enhancing EZH2 stability. Oncogene. 2022;41(33):3991–4002. 
https://​doi.​org/​10.​1038/​s41388-​022-​02404-9.

	23.	 Li M, Zhang X, Lu Y, Meng S, Quan H, Hou P, et al. The nuclear translocation 
of transketolase inhibits the farnesoid receptor expression by promoting the 
binding of HDAC3 to FXR promoter in hepatocellular carcinoma cell lines. 
Cell Death Dis. 2020;11(1):31. https://​doi.​org/​10.​1038/​s41419-​020-​2225-6.

	24.	 Li Z, Yong H, Wang W, Gao Y, Wang P, Chen X, et al. GSK3326595 is a 
promising drug to prevent SARS-CoV-2 Omicron and other variants 
infection by inhibiting ACE2-R671 di-methylation. J Med Virol. 2023; 95(1): 
e28158. https://​doi.​org/​10.​1002/​jmv.​28158.

	25.	 Li Z, Wang D, Chen X, Wang W, Wang P, Hou P, et al. PRMT1-mediated 
EZH2 methylation promotes breast cancer cell proliferation and tumo-
rigenesis. Cell Death Dis. 2021;12(11):1080. https://​doi.​org/​10.​1038/​
s41419-​021-​04381-5.

	26.	 Hou P, Li L, Chen F, Chen Y, Liu H, Li J, et al. PTBP3-Mediated regulation 
of ZEB1 mRNA Stability promotes epithelial-mesenchymal transition in 
breast Cancer. Cancer Res. 2018;78(2):387–98. https://​doi.​org/​10.​1158/​
0008-​5472.​CAN-​17-​0883.

	27.	 Li Z, Wang D, Lu J, Huang B, Wang Y, Dong M, et al. Methylation of EZH2 
by PRMT1 regulates its stability and promotes breast cancer metas-
tasis. Cell Death Differ. 2020;27(12):3226–42. https://​doi.​org/​10.​1038/​
s41418-​020-​00615-9.

	28.	 Boroughs LK, DeBerardinis RJ. Metabolic pathways promoting cancer cell 
survival and growth. Nat Cell Biol. 2015;17(4):351–9. https://​doi.​org/​10.​
1038/​ncb31​24.

	29.	 Menendez JA, Lupu R. Fatty acid synthase and the lipogenic phenotype 
in cancer pathogenesis. Nat Rev Cancer. 2007;7(10):763–77. https://​doi.​
org/​10.​1038/​nrc22​22.

	30.	 Divakaruni AS, Hsieh WY, Minarrieta L, Duong TN, Kim K, Desousa BR, et al. 
Etomoxir inhibits macrophage polarization by disrupting CoA homeo-
stasis. Cell Metab. 2018;28(3):490–503.e7. https://​doi.​org/​10.​1016/j.​cmet.​
2018.​06.​001.

	31.	 Cheng X, Geng F, Pan M, Wu X, Zhong Y, Wang C, et al. Targeting DGAT1 
ameliorates glioblastoma by increasing Fat Catabolism and oxidative stress. 
Cell Metab. 2020;32(2):229 https://​doi.​org/​10.​1016/j.​cmet.​2020.​06.​002.

	32.	 Riscal R, Bull CJ, Mesaros C, Finan JM, Carens M, Ho ES, et al. Cholesterol 
auxotrophy as a targetable vulnerability in clear cell renal cell carcinoma. 
Cancer Discov. 2021. https://​doi.​org/​10.​1158/​2159-​8290.​CD-​21-​0211.

	33.	 Hannun YA, Obeid LM. Sphingolipids and their metabolism in physiology 
and disease. Nat Rev Mol Cell Biol. 2018;19(3):175–91. https://​doi.​org/​10.​
1038/​nrm.​2017.​107.

https://doi.org/10.3322/caac.21654
https://doi.org/10.1038/s41586-020-2969-2
https://doi.org/10.1038/s41586-020-2969-2
https://doi.org/10.1016/j.molcel.2021.08.027
https://doi.org/10.1080/21655979.2022.2042134
https://doi.org/10.1080/21655979.2022.2042134
https://doi.org/10.3389/fimmu.2022.968755
https://doi.org/10.1038/s41586-020-1998-1
https://doi.org/10.1016/j.canlet.2021.03.023
https://doi.org/10.1016/j.canlet.2021.03.023
https://doi.org/10.1158/0008-5472.CAN-16-1597
https://doi.org/10.1158/0008-5472.CAN-16-1597
https://doi.org/10.1038/s41388-020-1156-0
https://doi.org/10.1158/2159-8290.CD-18-1354
https://doi.org/10.1016/j.cell.2018.06.031
https://doi.org/10.1016/j.cell.2018.06.031
https://doi.org/10.1038/s41467-021-24656-x
https://doi.org/10.1016/j.canlet.2021.09.041
https://doi.org/10.1016/j.canlet.2021.12.018
https://doi.org/10.1016/j.canlet.2021.05.012
https://doi.org/10.1128/MCB.01166-13
https://doi.org/10.1128/MCB.01166-13
https://doi.org/10.1002/ijc.33113
https://doi.org/10.1016/j.cmet.2005.04.010
https://doi.org/10.1016/j.cmet.2005.04.010
https://doi.org/10.1074/jbc.M604983200
https://doi.org/10.1074/jbc.M807906200
https://doi.org/10.1038/cdd.2016.95
https://doi.org/10.1038/cdd.2016.95
https://doi.org/10.1038/s41388-022-02404-9
https://doi.org/10.1038/s41419-020-2225-6
https://doi.org/10.1002/jmv.28158
https://doi.org/10.1038/s41419-021-04381-5
https://doi.org/10.1038/s41419-021-04381-5
https://doi.org/10.1158/0008-5472.CAN-17-0883
https://doi.org/10.1158/0008-5472.CAN-17-0883
https://doi.org/10.1038/s41418-020-00615-9
https://doi.org/10.1038/s41418-020-00615-9
https://doi.org/10.1038/ncb3124
https://doi.org/10.1038/ncb3124
https://doi.org/10.1038/nrc2222
https://doi.org/10.1038/nrc2222
https://doi.org/10.1016/j.cmet.2018.06.001
https://doi.org/10.1016/j.cmet.2018.06.001
https://doi.org/10.1016/j.cmet.2020.06.002
https://doi.org/10.1158/2159-8290.CD-21-0211
https://doi.org/10.1038/nrm.2017.107
https://doi.org/10.1038/nrm.2017.107


Page 18 of 18Chen et al. J Exp Clin Cancer Res           (2023) 42:34 

•
 
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: 

	34.	 Walther TC, Farese RV Jr. Lipid droplets and cellular lipid metabolism. 
Annu Rev Biochem. 2012;81687-714. https://​doi.​org/​10.​1146/​annur​ev-​
bioch​em-​061009-​102430.

	35.	 Gouw AM, Margulis K, Liu NS, Raman SJ, Mancuso A, Toal GG, et al. The 
MYC Oncogene cooperates with sterol-regulated element-binding pro-
tein to regulate Lipogenesis essential for neoplastic growth. Cell Metab. 
2019;30(3):556 – 72.e5. https://​doi.​org/​10.​1016/j.​cmet.​2019.​07.​012.

	36.	 Yang Y, Fu M, Li MD, Zhang K, Zhang B, Wang S, et al. O-GlcNAc 
transferase inhibits visceral fat lipolysis and promotes diet-induced 
obesity. Nat Commun. 2020;11(1):181. https://​doi.​org/​10.​1038/​
s41467-​019-​13914-8.

	37.	 Filali-Mouncef Y, Hunter C, Roccio F, Zagkou S, Dupont N, Primard C, et al. The 
ménage à trois of autophagy, lipid droplets and liver disease. Autophagy. 
2022;18(1):50–72. https://​doi.​org/​10.​1080/​15548​627.​2021.​18956​58.

	38.	 Ng S, Rouhani FJ, Brunner SF, Brzozowska N, Aitken SJ, Yang M, et al. 
Convergent somatic mutations in metabolism genes in chronic 
liver disease. Nature. 2021;598(7881):473–8. https://​doi.​org/​10.​1038/​
s41586-​021-​03974-6.

	39.	 Hammerschmidt P, Ostkotte D, Nolte H, Gerl MJ, Jais A, Brunner HL, et al. 
CerS6-Derived sphingolipids interact with Mff and promote mitochon-
drial fragmentation in obesity. Cell. 2019;177(6):1536–52.e23. https://​doi.​
org/​10.​1016/j.​cell.​2019.​05.​008.

	40.	 Song L, Liu Z, Hu HH, Yang Y, Li TY, Lin ZZ, et al. Proto-oncogene src 
links lipogenesis via lipin-1 to breast cancer malignancy. Nat Commun. 
2020;11(1):5842. https://​doi.​org/​10.​1038/​s41467-​020-​19694-w.

	41.	 Hagen RM, Rodriguez-Cuenca S, Vidal-Puig A. An allostatic control of 
membrane lipid composition by SREBP1. FEBS Lett. 2010;584(12):2689–
98. https://​doi.​org/​10.​1016/j.​febsl​et.​2010.​04.​004.

	42.	 Li Z, Huan C, Wang H, Liu Y, Liu X, Su X, et al. TRIM21-mediated protea-
somal degradation of SAMHD1 regulates its antiviral activity. EMBO Rep. 
2020;21(1):e47528. https://​doi.​org/​10.​15252/​embr.​20184​7528.

	43.	 Schaeffeler E, Büttner F, Reustle A, Klumpp V, Winter S, Rausch S, et al. 
Metabolic and lipidomic reprogramming in renal cell carcinoma sub-
types reflects regions of Tumor Origin. Eur Urol Focus. 2019;5(4):608–18. 
https://​doi.​org/​10.​1016/j.​euf.​2018.​01.​016.

	44.	 Xie P, Peng Z, Chen Y, Li H, Du M, Tan Y, et al. Neddylation of PTEN 
regulates its nuclear import and promotes tumor development. Cell Res. 
2021;31(3):291–311. https://​doi.​org/​10.​1038/​s41422-​020-​00443-z.

	45.	 Malheiro AR, da Silva TF, Brites P. Plasmalogens and fatty alcohols in 
rhizomelic chondrodysplasia punctata and Sjögren-Larsson syndrome. 
J Inherit Metab Dis. 2015;38(1):111–21. https://​doi.​org/​10.​1007/​
s10545-​014-​9795-3.

	46.	 Somarribas Patterson LF, Vardhana SA. Metabolic regulation of the 
cancer-immunity cycle. Trends Immunol. 2021. https://​doi.​org/​10.​1016/j.​
it.​2021.​09.​002.

	47.	 Dai W, Wang J, Wang Z, Xiao Y, Li J, Hong L, et al. Comprehensive analysis 
of the prognostic values of the TRIM family in Hepatocellular carcinoma. 
Front Oncol. 2021;11:767–644. https://​doi.​org/​10.​3389/​fonc.​2021.​767644.

	48.	 Messai Y, Gad S, Noman MZ, Le Teuff G, Couve S, Janji B, et al. Renal cell 
carcinoma programmed death-ligand 1, a new direct target of Hypoxia-
inducible factor-2 alpha, is regulated by Von Hippel-Lindau gene muta-
tion status. Eur Urol. 2016;70(4):623–32. https://​doi.​org/​10.​1016/j.​eururo.​
2015.​11.​029.

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

https://doi.org/10.1146/annurev-biochem-061009-102430
https://doi.org/10.1146/annurev-biochem-061009-102430
https://doi.org/10.1016/j.cmet.2019.07.012
https://doi.org/10.1038/s41467-019-13914-8
https://doi.org/10.1038/s41467-019-13914-8
https://doi.org/10.1080/15548627.2021.1895658
https://doi.org/10.1038/s41586-021-03974-6
https://doi.org/10.1038/s41586-021-03974-6
https://doi.org/10.1016/j.cell.2019.05.008
https://doi.org/10.1016/j.cell.2019.05.008
https://doi.org/10.1038/s41467-020-19694-w
https://doi.org/10.1016/j.febslet.2010.04.004
https://doi.org/10.15252/embr.201847528
https://doi.org/10.1016/j.euf.2018.01.016
https://doi.org/10.1038/s41422-020-00443-z
https://doi.org/10.1007/s10545-014-9795-3
https://doi.org/10.1007/s10545-014-9795-3
https://doi.org/10.1016/j.it.2021.09.002
https://doi.org/10.1016/j.it.2021.09.002
https://doi.org/10.3389/fonc.2021.767644
https://doi.org/10.1016/j.eururo.2015.11.029
https://doi.org/10.1016/j.eururo.2015.11.029

	TRIM21 attenuates renal carcinoma lipogenesis and malignancy by regulating SREBF1 protein stability
	Abstract 
	Background 
	Methods 
	Results 
	Conclusion 

	Background
	Materials and methods
	Patients and sample collection
	Cell culture and treatment
	Western blot analysis and antibodies
	RNA extract, reverse transcription-PCR, and qRT-PCR
	Immunohistochemistry (IHC) staining
	Seahorse assays
	Metabolomics and data analysis
	Cellular Nile red staining
	Oil Red O staining
	Stable cell line generation
	Animal work
	Database analysis relevance and clinical significance of TRIM21 and SREBF1
	Statistical analysis

	Results
	TRIM21 silencing attenuates the dependence of RCC cells on fatty acids
	TRIM21 silencing enhances lipid accumulation in RCC cells
	TRIM21 overexpression significantly decreases lipid contents in RCC cells
	TRIM21 decreases the expression of lipogenic enzymes by mediating ubiquitination-mediated degradation of SREBF1
	SREBF1 is critical for TRIM21-mediated lipogenesis inhibition in vitro
	TRIM21 inhibits RCC tumorigenesis by modulating SREBF1-regulated lipid accumulation in an orthotopic model
	TRIM21 is negatively correlated with SREBF1 expression, and TRIM21-SREBF1 is a reliable combinational biomarker for RCC prognosis

	Discussion
	Conclusions
	Acknowledgements
	References


