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Abstract 

Background Triple-negative breast cancer is a complex breast malignancy subtype characterized by poor prog-
nosis. The pursuit of effective therapeutic approaches for this subtype is considerably challenging. Notably, recent 
research has illuminated the key role of the tricarboxylic acid cycle in cancer metabolism and the complex landscape 
of tumor development. Concurrently, an emerging body of evidence underscores the noteworthy role that long non-
coding RNAs play in the trajectory of breast cancer development. Despite this growing recognition, the exploration 
of whether long non-coding RNAs can influence breast cancer progression by modulating the tricarboxylic acid cycle 
has been limited. Moreover, the underlying mechanisms orchestrating these interactions have not been identified.

Methods The expression levels of LINC00571 and IDH2 were determined through the analysis of the public TCGA 
dataset, transcriptome sequencing, qRT‒PCR, and Western blotting. The distribution of LINC00571 was assessed using 
RNA fluorescence in situ hybridization. Alterations in biological effects were evaluated using CCK-8, colony formation, 
EdU, cell cycle, and apoptosis assays and a tumor xenograft model. To elucidate the interaction between LINC00571, 
HNRNPK, and ILF2, RNA pull-down, mass spectrometry, coimmunoprecipitation, and RNA immunoprecipitation 
assays were performed. The impacts of LINC00571 and IDH2 on tricarboxylic acid cycle metabolites were investigated 
through measurements of the oxygen consumption rate and metabolite levels.

Results This study revealed the complex interactions between a novel long non-coding RNA (LINC00571) and tri-
carboxylic acid cycle metabolism. We validated the tumor-promoting role of LINC00571. Mechanistically, LINC00571 
facilitated the interaction between HNRNPK and ILF2, leading to reduced ubiquitination and degradation of ILF2, 
thereby stabilizing its expression. Furthermore, ILF2 acted as a transcription factor to enhance the expression of its 
downstream target gene IDH2.
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Conclusions Our study revealed that the LINC00571/HNRNPK/ILF2/IDH2 axis promoted the progression of triple-
negative breast cancer by regulating tricarboxylic acid cycle metabolites. This discovery provides a novel theoretical 
foundation and new potential targets for the clinical treatment of triple-negative breast cancer.
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Background
Breast cancer is one of the most prevalent malignancies 
among women worldwide [1, 2]. According to a 2022 
statistical report, approximately 2.9 million new cases 
of breast cancer are diagnosed globally, constituting 
31% of all malignant neoplasms in women [1]. Triple-
negative breast cancer (TNBC), accounting for 10-20% 
of all cases of breast cancer [3], has a higher recurrence 
rate, poorer prognosis, and greater rate of malignancy 
than other subtypes [4]. Unfortunately, targeted and 
endocrine therapies have proven ineffective in TNBC 
patients [5]. Therefore, it has become crucial to explore 
the mechanism underlying these diseases to identify 
promising therapeutic targets.

Long non-coding RNAs (LncRNAs) are transcripts of 
more than 200 nucleotides, that have no protein cod-
ing potential [6]. Researchers have demonstrated the 
significant involvement of lncRNAs in the progression 
and metastasis of multiple malignant tumors [7–10]. 
LncRNAs exhibit diverse molecular mechanisms, such 
as acting as miRNA sponges [11], enhancing enhancer 
activity by physically binding to enhancer regions, 
binding with transcription factors to regulate gene 
expression [12], binding to antisense mRNAs to influ-
ence their post-transcriptional regulation [13], and 
interacting with one or more protein chaperones [14]. 
Furthermore, lncRNAs can act as scaffold molecules 
for the organization of macromolecular complexes [15]. 
These findings highlight the importance of lncRNAs in 
cancer research and underscore their potential as ther-
apeutic targets.

RNA-binding proteins (RBPs) are involved in a wide 
variety of cellular processes, including gene expres-
sion regulation [16–19]. Heterogeneous nuclear ribo-
nucleoprotein K (HNRNPK) is a vital member of the 
HNRNP family that functions as an RNA and DNA 
binding protein and engages in complex interactions 
with molecular partners to participate in chromatin 
remodeling, transcription, mRNA splicing, export, and 
translation processes [20–23]. Previous work has dem-
onstrated that HNRNPK interacts with transcription 
factors or transcriptional repressor proteins involved 
in transcription, including p53, YBX1, and Zik1 [20, 24, 
25]. Despite some progress, the molecular partners and 
functional mechanisms of HNRNPK in TNBC have yet 
to be thoroughly explored.

The tricarboxylic acid (TCA) cycle is a central hub 
for cellular energy metabolism, macromolecular syn-
thesis, and redox balance. Recent studies have provided 
profound insights into the pivotal role of the TCA cycle 
in cancer metabolism, suggesting that it is a promis-
ing focal point for cancer therapy [26–28]. IDH2 is an 
essential rate-limiting enzyme in the TCA cycle that 
utilizes NADP+ mediators to convert isocitrate and 
α-ketoglutarate (α-KG) [29]. IDH2 exerts a significant 
influence on the progression of multiple cancers, includ-
ing breast cancer [30–33]. However, the mechanism 
regulating the transcription of IDH2 has not been elu-
cidated. It is imperative to explore the regulation of the 
TCA cycle and its rate-limiting enzymes.

In the present study, we revealed that the expression 
level of LINC00571 was markedly upregulated in TNBC 
samples and that LINC00571 facilitated the progres-
sion of TNBC. Specifically, LINC00571 acted as a scaf-
fold, facilitating the interaction between HNRNPK and 
ILF2, thereby regulating the transcription of IDH2 and 
promoting the TCA cycle. Consequently, targeting this 
mechanism holds is a promising potential therapeutic 
strategy for TNBC.

Methods
Patients and specimens
Tumor and paracancerous tissues were obtained from 
TNBC patients who had not undergone chemotherapy 
or radiotherapy during surgery at Union Hospital, Tongji 
Medical College, Huazhong University of Science and 
Technology, and demographic and clinicopathological 
information was collected concurrently. The Institutional 
Review Board of Tongji Medical College approved the 
human tissue study. All procedures were implemented 
in accordance with the ’Helsinki Declaration’ rules. Writ-
ten informed consent was obtained from all patients. The 
tumor tissues were confirmed as TNBC by pathological 
diagnosis, and the tissues were frozen in liquid nitrogen 
and stored at -80 °C.

Cell culture and reagents
The human normal mammary epithelial cell line 
(MCF10A) and TNBC cell lines MDA-MB-231 and 
BT-549 were purchased from the American Type Culture 
Collection (ATCC, USA). MCF10A cells were cultured in 
DMEM/F12 medium (Gibco, USA) supplemented with 
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5% horse serum (Gibco, USA), 20 ng/ml recombinant 
epidermal growth factor (PeproTech, USA), 0.5 μg/ml 
hydrocortisone (Sigma, USA), 10 μg/ml insulin (Sigma, 
USA), 0.1 μg/ml cholera toxin (Sigma, USA), and 1% 
antibiotics (Invitrogen, USA). MDA-MB-231 cells were 
cultured in DMEM medium (GIBCO, USA), and BT-549 
cells were cultured in RPMI 1640 medium (GIBCO, USA) 
supplemented with 10% fetal bovine serum (GIBCO, 
USA). All cells used in this study were cultured in a 5% 
CO2 incubator at 37 °C.

RNA extraction and quantitative real‑time PCR analysis
Total RNA was extracted from cell lines or fresh tissues 
using TRIzol reagent (Invitrogen, USA). cDNA was syn-
thesized using a PrimeScript RT kit (TaKaRa, Japan). 
qRT‒PCR was performed using the StepOnePlus Real-
Time PCR System (Applied Biosystems, USA). A Ste-
pOnePlus Real-Time PCR System (Applied Biosystems, 
USA) was used for qRT‒PCR. The mRNA internal con-
trols used were GAPDH and U6. Relative RNA abun-
dance was calculated using the standard 2-ΔΔCt method. 
Relative RNA abundance was calculated using the stand-
ard 2-ΔΔCt method with the following formula: ∆Ct = Ct 
(gene of interest) – Ct (gene of internal controls), ∆∆Ct 
= ∆Ct (sample) – ∆Ct (control average), and fold gene 
expression = 2^-(∆∆Ct). On the resulting bar chart, the 
y-axis shows the fold change in mRNA expression rela-
tive to the control. The primers used in the study were 
synthesized by TSINGKE Biotech (Beijing, China) and 
are shown in Additional file 13.

Subcellular fractionation
Nuclear and cytoplasmic separation were performed 
using a PARIS Kit (Life Technologies, USA) according to 
the manufacturer’s instructions.

RNA fluorescence in situ hybridization
RNA fluorescence in  situ hybridization (FISH) was per-
formed on TNBC cell lines using a Fluorescence In Situ 
Hybridization Kit (RiboBio, China). Antisense and sense 
probes containing the LINC00571 linker sequence were 
synthesized. The cells were seeded on confocal dishes. 
Cells were fixed in 4% paraformaldehyde (Thermo Sci-
entific, Rockford, IL, USA) for 15 minutes, washed three 
times for 5 minutes per wash with PBS (Sigma, Aldrich, 
USA), incubated with 0.5% Triton X-100/PBS osmotic 
solution at room temperature for 5-10 minutes, and then 
washed three times with PBS for 5 minutes per wash. 
The cells were incubated with the specific probe at 37 °C 
overnight. Cell nuclei were stained with DAPI. Fluores-
cence images were captured using a Nikon A1R-si laser 
scanning confocal microscope (Nikon, Japan). The probe 
sequence used for FISH is shown in Additional file 13.

Plasmid construction and stable transfection
Short hairpin RNAs targeting LINC00571, HNRNPK, 
ILF2, and IDH2 (Additional file  13) were synthesized 
by TSINGKE and cloned into pLKO.1-puro (Sigma‒
Aldrich). Human cDNAs for LINC00571, HNRNPK, 
ILF2, and IDH2 were synthesized by TSINGKE 
(Wuhan, China) and cloned into pLVX-puro (Takara 
Bio, Japan) and p3XFLAG-CMV-10 (Sigma-Aldrich) 
vectors to construct overexpression plasmids. Trun-
cated HNRNPK was amplified using specific primers 
(Additional file  13) and subcloned into the p3XFLAG 
CMV-10 vector. The plasmids were transfected into 
breast cancer cells by using Lipofectamine 3000 (Inv-
itrogen, USA) according to the manufacturer’s instruc-
tions. Stable cell lines were screened using neomycin 
or puromycin (Invitrogen, USA). Interfering shRNA 
(shNC) and empty vector were utilized as controls 
(Additional file 13).

CCK8 assay
A Cell Counting Kit-8 (CCK8) assay was performed 
according to the manufacturer’s protocol to evalu-
ate the proliferation efficiency of the TNBC cells. At a 
density of 5000 cells/well, TNBC cells were seeded into 
96-well plates. Then, 10% CCK-8 solution (Dojindo, 
Japan) was added to the 96-well plates, which were 
incubated in a 37 °C incubator for 1 hour. The spectral 
absorbance of each well at 450 nm was measured on a 
microplate reader (Thermo Fisher, USA).

Colony formation assay
After relevant transfection with the relevant plasmids, 
TNBC cells (1000 cells/well) were seeded into 6-well 
plates and incubated at 37 °C. After approximately two 
weeks, the cell colonies were washed with PBS, fixed 
with 4% paraformaldehyde (Thermo Scientific, USA) 
for 10 minutes, stained with 0.2% crystal violet (Solar-
bio, China) for 15 minutes, imaged and counted.

EdU proliferation assay
The assays were performed with an EdU incorporation 
assay kit (RiboBio, China) according to the manufactur-
er’s instructions. Transfected cells (2 ×  104 cells/well) 
were seeded into 96-well plates. After 24 hours, 100 μl 
of medium containing 50 mM EdU was added to each 
well, and the cells were then incubated for 2 hours at 37 
°C. The cells were then fixed with 4% paraformaldehyde 
and stained with Hoechst and Apollo reaction cocktail.

Flow cytometry analysis
An Annexin V-FITC/PI Apoptosis Detection Kit 
(Vazyme, China) was used to evaluate cell apoptosis. 
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The cells were harvested and washed twice with 4 °C 
precooled PBS. The cell precipitates were resuspended 
in 200 µL of 1× binding buffer, stained with 5 µL of 
Annexin V-FITC/PI, and protected from light for 15 
minutes at room temperature. PI/RNase Staining Buffer 
(BD Biosciences, USA) was used to assess the cell cycle 
distribution. The cells were collected and washed with 
precooled PBS at 4 °C. The cell precipitates were fixed 
overnight at -20 °C in 75% ethanol, washed twice with 
pre-cooled PBS at 4 °C, stained with 200 µl of PI/RNase 
Staining Buffer, and protected from light for 15 min-
utes at room temperature. Apoptosis and cell cycle 
stage were valuated via flow cytometry and analyzed via 
FlowJo software.

Western blot analysis
The proteins were extracted and separated via 10% SDS‒
PAGE gel and transferred to 0.22 µm PVDF membranes 
(Millipore, USA). The membrane was blocked with 5% 
skim milk powder and incubated with specific antibod-
ies at 4 °C overnight. The membrane was then incubated 
with the appropriate secondary antibody, and protein 
bands were detected using an enhanced chemilumi-
nescence (ECL) detection system (Bio-Rad, USA), and 
images were acquired using a Bio Spectrum 600 imag-
ing system (UVP). GAPDH was used as a control. The 
antibodies used included primary antibodies against 
HNRNPK (11426-1-AP, Proteintech, China), ILF2 
(ab113205, Abcam, UK), ILF2 (67685-1-Ig, Proteintech, 
China), GAPDH (60004-1-Ig, Proteintech, China), IDH2 
(15932-1-AP, Proteintech, China), Flag (AE005, ABclonal, 
China), ubiquitin (10201-2-AP, Proteintech, China). 
HRP-conjugated secondary goat anti-mouse (SA00001-
1, Proteintech, China), and goat anti-rabbit (SA00001-2, 
Proteintech, China).

Tumor xenograft model
All animal experiments were performed in accordance 
with the NIH Guide for the Care and Use of Laboratory 
Animals, and approved by the Animal Care Committee 
of Tongji Medical College. For subcutaneous xenograft 
tumor models, MDA-MB-231 cells (5×106) were injected 
into the upper back of 4-week-old female BALB/c nude 
mice (n=5 per group). For orthotopic breast tumors 
models, 3 ×  106 MDA-MB-231 cells were injected into 
the mammary fat pad of 8-week-old female BALB/c nude 
mice (n=5 per group). Tumor sizes were measured using 
a caliper, and tumor volume was evaluated = length × 
(width^2)/2.

Immunohistochemistry
Immunohistochemical staining and quantitative evalua-
tion were carried out with antibodies specific for Ki-67 

(GB111499, Servicebio, China) and PCNA (GB11010; 
Servicebio, China). According to the percentage of posi-
tive cancer cells, the degree of positivity was measured.

TUNEL assay
TUNEL staining was performed on xenograft tumor tis-
sue according to the guidelines of the TUNEL Apoptosis 
Detection Kit (Vazyme, China). Images were captured 
using an Olympus FSX100 microscope (Hungary).

Measurement of oxygen consumption rate
The oxygen consumption rate (OCR) was measured 
using an XFe96 Extracellular Flux Analyzer (Seahorse 
Bioscience, Agilent). A total of 2 ×104 cells were seeded 
in XFe96 cell culture microplates precoated with 20 
mg/mL poly-Dlysine, to reach 90% confluence before 
measurements. The medium was replaced with XF base 
medium (Seahorse Bioscience), and the cells were incu-
bated at 37 ℃ without  CO2 for 45 minutes prior to the 
assay. The OCR was measured under basal respiration, 
upon sequential treatment with 1 μM oligomycin, 0.5 μM 
carbonyl cyanide-4-(trifluoromethoxy) phenylhydrazone 
(FCCP), and 1 μM rotenone plus antimycin A. The OCR 
was normalized to the cell index as measured by crystal 
violet staining at the end of the experiment.

Lactate level detection
A total of 5 ×  106 cells were harvested and the lactate 
content was determined according to the instructions of 
the Lactate Content Assay Kit (Solarbio, BC2230, China). 
To construct a standard curve, the concentration of each 
standard solution was used as the x-axis, and the corre-
sponding absorbance values (ΔA standard) served as the 
y-axis. The standard curve was then used to obtain the 
standard equation, y=kx+b. We subsequently calculated 
the lactate content by entering the ΔA measurement val-
ues into the following equation: lactate content (μmol/106 
cells) = 1.1875 × [(ΔA measurement – b)/k]/ cell count.

ATP measurement
The culture medium was first aspirated, and subse-
quently, 5 x  106 cells were collected. The ATP con-
centration within the cells was detected using an ATP 
Content Assay Kit (Solarbio, BC0305, China). The ATP 
content (μmol/106 cells) was calculated with the follow-
ing formula: ATP content (μmol/106 cells) = 0.125 × 
ΔA (sample)/ ΔA (standard). In this equation, ΔA (sam-
ple) represents the change in absorbance measured for 
the sample, while ΔA (standard) denotes the change in 
absorbance measured for the standard.
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Citrate and α‑KG level detection
A total of 5 x  106 cells were harvested and the concentra-
tion. of citrate was determined using a Citric Acid Content 
Assay Kit (Solarbio, BC2155, China). The citrate content 
(μmol/104 cells) was calculated as follows: citrate content 
(μmol/104 cells) = 2 × ΔA (sample - blank)/ ΔA (standard 
- blank)/ cell count. Similarly, the α-ketoglutarate (α-KG) 
content was measured using a α-Ketoglutaric Acid (α-KG) 
Content Assay Kit (Solarbio, BC5425, China) according 
to the following formula: α-KG content (nmol/106 cells) 
= 475 × ΔA (sample - blank)/ ΔA (standard - blank)/ cell 
count × sample dilution factor.

RNA pull‑down and mass spectrometry
Full-length LINC00571 was synthesized by in  vitro tran-
scription using the T7 High Yield RNA Transcription Kit 
(Vazyme, China) and labelled with biotin-14-dCTP accord-
ing to the manufacturer’s protocol (Invitrogen, Grand 
Island, NY, USA). TNBC cells (2 x  107) were harvested and 
lysed to extract protein. The lysates, biotin-labelled RNA 
and streptavidin C1 magnetic beads (Invitrogen, USA) 
were incubated for 12 hours at 4 °C, after which the beads 
were washed four times with lysis buffer. Purified nuclear 
proteins were analysed by boiling the RNA‒protein binding 
mixture in SDS buffer followed by mass spectrometry.

Silver staining and mass spectrometry analysis
Silver staining was performed using a PAGE Gel Silver 
Staining Kit (Solarbio, China) according to the manufactur-
er’s protocol, after which a mass spectrometry analysis was 
performed to analyze the purified nuclear proteins. Liquid 
chromatography‒mass spectrometry (LC‒MS) (Novogene, 
China) was used for mass spectrometry analysis.

RNA immunoprecipitation assay
RNA immunoprecipitation (RIP) assays were performed 
according to the instructions of the Thermo Scientific 
RIP Kit (Thermo, Waltham, MA, USA) using specific 
antibodies against HNRNPK (11426-1-AP, Proteintech, 

China), ILF2 (ab113205, Abcam, UK), Flag (ab45766, 
Abcam, UK), or IgG (30000-0-AP, Proteintech, China) 
and Protein A/G magnetic beads (Life Technologies, 
USA) for RNA immunoprecipitation. Input and copre-
cipitated RNA were detected via qRT‒PCR analysis.

Immunofluorescence analysis
Cells were seeded on confocal dishes. The cells were 
fixed in 4% paraformaldehyde (Thermo Scientific, Rock-
ford, IL, USA) for 15 minutes, washed three times with 
PBS (Sigma‒Aldrich, USA), incubated with 0.5% Triton 
X-100/PBS at room temperature for 5-10 minutes, and 
then washed three times with PBS. The cells were blocked 
with 1% BSA for 30 minutes at 37 °C and then incubated 
with HNRNPK antibody at 4 °C overnight. On the second 
day, the cells were washed with PBS and incubated with 
an anti-ILF2 antibody overnight at 4 °C. On the third day, 
the cells were washed with PBS and incubated with the 
appropriate secondary antibody at 37 °C for 30 minutes. 
Cell nuclei were stained with DAPI. Fluorescence images 
were captured using a Nikon A1R-si laser scanning con-
focal microscope (Nikon, Japan).

Coimmunoprecipitation assay
A total of  107 cells were subjected to cell lysis by NP40 
supplemented with protease inhibitors for 30 minutes 
on ice. The cell lysates were incubated with protein A/G 
agarose (Thermo Fisher Scientific, #20421, USA) and 
antibodies or IgG at 4 °C overnight. The cell lysates were 
then washed three times with PBST buffer and eluted at 
95 °C for 10 minutes. The eluted proteins were detected 
by Western blotting. The following antibodies were used 
for coimmunoprecipitation (Co-IP) analysis: HNRNPK 
(11426-1-AP, Proteintech, China), ILF2 (ab113205, 
Abcam, UK), and IgG (30000-0-AP, Proteintech, China).

Luciferase reporter
PGL3-basic luciferase reporter plasmids were trans-
fected into breast cancer cells by using Lipofectamine 

(See figure on next page.)
Fig. 1 LINC00571 is upregulated in TNBC tissues and breast cancer cell lines. A Heatmap representing the diverse expression patterns of long 
non-coding RNAs across five pairs of triple-negative breast cancer tissues. B Volcano plot representing the diverse expression patterns of 13 long 
non-coding RNAs across five pairs of triple-negative breast cancer tissues. C Venn diagram illustrating the intersection between RNA-seq data 
derived from 5 pairs of triple-negative breast cancer tissues and prognostic data extracted from the TCGA database for triple-negative breast 
cancer. D PCR analysis revealing the relative abundance of lncRNAs in human breast cancer epithelial cell lines (MCF10A) and triple-negative 
breast cancer (TNBC) cell lines (MDA-MB-231, BT-549). GAPDH was utilized as an internal control. E Expression level assessment of LINC00571 
in triple-negative breast cancer (TNBC) compared to adjacent normal breast tissues, performed using qRT-PCR analysis. F Determination 
of LINC00571 nuclear and cytoplasmic distribution by qRT-PCR analysis in MDA-MB-231 and BT-549 cells, Cytoplasmic and nuclear controls were 
GAPDH and U6, respectively. G RNA-FISH assay revealing the cytoplasmic localization of LINC00571 within MDA-MB-231 and BT-549 cells. Positive 
controls for cytoplasm (18S) and nucleus (U6) were labeled with Cy3 (red), while the LINC00571 probe was labeled with FITC (green). Nuclei were 
counterstained with DAPI (blue). scale bar :10μm. Statistical analyses are depicted in bar graphs. Data are presented as mean ± SD from three 
independent experiments. Significance levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, as determined by the t-test
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3000 (Invitrogen, USA) according to the manufacturer’s 
instructions. After 24-36 hours of transfection, the cells 
were lysed, and firefly luciferase and Renilla luciferase 
activities were measured using a Luciferase Reporter 
Gene Assay Kit (Promega, USA) according to the manu-
facturer’s recommendations.

Statistical analysis
SPSS v.24.0 software (IBM, Armonk, NY, USA) was used 
for statistical analysis. The mean ± standard deviation 
was used to present the experimental results. Student’s 
t or one-way ANOVA was used to detect differences 
between groups, and the chi-square test was used to 

Fig. 1 (See legend on previous page.)
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analyze the expression and clinical characteristics of 
LINC00571. p value < 0.05 was considered statistically 
significant.

Results
LINC00571 is upregulated in TNBC tissues and breast 
cancer cell lines
To identify significant lncRNAs that potentially par-
ticipate in TNBC progression, we performed RNA-seq 
analysis to evaluate the lncRNA expression profiles 
using five pairs of TNBC clinical samples by. A heat map 
(Fig.  1A) and volcano plot (Fig.  1B) were generated to 
analyze the lncRNA expression profiles of TNBC versus 
paracancerous tissues (|logFC| >5, p< 0.05). The lncRNA-
expression signatures from the TNBC samples in the 
Cancer Genome Atlas (TCGA) database were classified 
based on their correlation with the overall survival (OS) 
rate. We subsequently selected upregulated lncRNAs 

for intersection with OS via Venn diagram and identi-
fied 13 candidate lncRNAs (Fig.  1C). Prognosis analysis 
revealed that the expression levels of 6 lncRNAs (PAX8-
AS1, LINC00571, RP11-677M14.3, USP27X-AS1:3, 
LINC00863, and NUTM2A-AS1) were associated with 
poor prognosis (Additional file  1). The expression lev-
els of the 6 lncRNAs in TNBC cells were measured and 
LINC00571 was the most significantly upregulated 
lncRNA. Thus, LINC00571 was further explored as a tar-
get molecule (Fig. 1D).

LINC00571 is located on human chromosome 13 
and consists of 6 exons with a total length of 521nt 
(Additional file  2A). The full-length sequence, its sec-
ondary structure based on minimum free energy 
(MFE) and the analysis of its potential coding ability 
are shown in Additional file  2B-E, respectively. Con-
sistent with the RNA-seq results, LINC00571 was sig-
nificantly upregulated in TNBC tissues (Fig.  1E). To 
determine the subcellular distribution of LINC00571, 
we performed a nuclear/cytoplasmic RNA fractiona-
tion assay. LINC00571 was mainly located in the 
nucleus in both TNBC and non-TNBC cells (Fig.  1F 
and Additional file 2F). These findings were confirmed 
by fluorescence in  situ hybridization (FISH) analysis 
(Fig.  1G and Additional file  2G). To determine under-
stand the relationship between the expression level 
of LINC00571 and the clinicopathological character-
istics of TNBC patients, we extracted the clinical and 
pathological information of breast cancer patients and 
summarized the findings in Table  1. A positive corre-
lation was revealed between the elevated expression 
of LINC00571 and tumor differentiation, lymphatic 
metastasis, distant metastasis, and Ki-67 levels in 
TNBC patients. In summary, LINC00571 is signifi-
cantly upregulated in TNBC and is linked to an unfa-
vorable prognosis in TNBC patients.

LINC00571 regulates the proliferation and apoptosis 
of TNBC cells
To determine the biological function of lncRNAs in breast 
cancer cells, we first developed stable LINC00571 knock-
down and overexpression models in MDA-MB-231 and 

Table 1 Clinicopathological correlations of LINC00571 
expression in triple-negative breast cancer

Expression of LINC00571 p‑value

Low High Total

Age(y)

 ≤ 60 22 26 42 0.456

 > 60 20 32 58

Tumor differentiation

 Well 22 10 32 <0.001

 Moderate 14 24 38

 Poor 6 24 30

Lymphatic metastasis

 Positive 10 36 46 <0.001

 Negative 32 22 54

Distant metastasis

 Positive 10 30 40 0.005

 Negative 32 28 60

Ki-67

 Low 28 22 50 0.005

 High 14 36 50

Fig. 2 LINC00571 regulates proliferation and apoptosis of TNBC cells. A-C Cellular proliferation rates were assessed using CCK-8, colony 
formation, and EdU assays, revealing the impact of shNC or shLINC00571 and vector or LINC00571 in MDA-MB-231 cells, n=3. scale bar: 50μm. 
D Flow cytometry-based cell cycle analysis conducted on MDA-MB-231 cells stained with propidium iodide (PI), n=3. E Apoptosis evaluation 
carried out through a flow cytometry assay on MDA-MB-231 cells stained with Annexin V (FITC) and propidium iodide (PI), n=3. F Photographs 
of xenograft s captured with a digital camera. MDA-MB-231 cells were subcutaneously injected into BALB/c athymic nude mice, n=5. Volume 
was monitored every ten days and calculated as volume = length × (width)2/2. G Immunohistochemical images showing Ki67 and PCNA staining 
in shNC or shLINC00571 groups (left) and vector or LINC00571 groups (right), scale bar: 100μm. Quantification of positive Ki67 and PCNA, n = 5. H 
Immunofluorescence images illustrating TUNEL staining in shNC or shLINC00571 groups (left) and vector or LINC00571 groups (right), scale bar: 
60μm. Quantification of positive TUNEL, n = 5. Statistical analyses are depicted in bar graphs. Data are presented as mean ± SD. Significance levels 
are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, as determined by the t-test

(See figure on next page.)
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BT-549 cells (Additional file 3A, B). The CCK8, colony for-
mation and EdU assays results indicated that knockdown of 
LINC00571 significantly reduced the proliferation of MDA-
MB-231 and BT-549 cells compared to the control group, 
while overexpression of LINC00571 significantly increased 
cell proliferation (Fig.  2A-C and Additional file  3C-E). 
Moreover, cell cycle analysis was performed by flow cytom-
etry, the results of which revealed that LINC00571 knock-
down led to a lower percentage of TNBC cells in S phase 
and a greater proportion of TNBC cells in G1 phase com-
pared with the control group. These findings suggest that 
LINC00571 knockdown caused G1 arrest in TNBC cells. 
In contrast, LINC00571 overexpression significantly pro-
moted G1-S phase cell cycle transition (Fig. 2D and Addi-
tional file  3F). Flow cytometry analysis showed that the 
apoptosis rate of MDA-MB-231 and BT-549 cells with 
LINC00571 knockdown was significantly greater than that 
of the control cells, while that in LINC00571 overexpress-
ing cells was significantly decreased (Fig. 2E and Additional 
file 3G). These results indicated that LINC00571 regulated 
the proliferation and apoptosis of TNBC cells.

In addition, in  vivo xenograft tumor experiments 
revealed that the volume of xenograft tumors gener-
ated from LINC00571 knockdown TNBC cells were sig-
nificantly lower than those generated from control cells, 
whereas LINC00571 overexpression increased the vol-
ume of xenograft tumors (Fig.  2F). Immunohistochemi-
cal (IHC) analysis revealed that LINC00571 knockdown 
reduced the expression of Ki67 and PCNA in xenograft 
tumors, whereas LINC00571 overexpression increased 
the expression of these genes (Fig.  2G). TUNEL assay 
results showed that LINC00571 knockdown reduced 
apoptosis in xenograft tumors, while LINC00571 overex-
pression increased apoptosis (Fig. 2H). These results sug-
gest that LINC00571 may promote TNBC progression.

LINC00571 promotes the progression of TNBC 
through the TCA signaling pathway
Based on information from the TCGA database, we 
classified high and low LINC00571 expression groups 
and performed Gene Set Enrichment Analysis (GSEA) 

to explore the regulatory pathways of LINC00571. 
GSEA analysis indicated that the increased expres-
sion of LINC00571 activated the TCA cycle-associated 
pathway in TNBC (Fig.  3A, B). Consequently, further 
analysis of the LINC00571 high-expression group and 
LINC00571 low-expression group to generate a heat-
map of TCA cycle pathway gene expression (Additional 
file 4A). IDH2, DLST, IDH3B, OGDHL, and IDH1 were 
the top 5 candidate genes considered for investiga-
tion. We subsequently identified that IDH2 as a target 
molecule by detecting the mRNA levels of the above 
5 candidate genes after up- and down-regulation of 
LINC00571 (Fig.  3C and Additional file  4B). Knock-
down of LINC00571 decreased the oxygen consump-
tion rate (OCR) in TNBC cells, while overexpression of 
LINC00571 increased the OCR (Fig.  3D, E  and Addi-
tional file 4C, D). LINC00571 knockdown significantly 
elevated lactate levels, and disrupted ATP generation, 
whereas LINC00571 overexpression had the opposite 
effect (Fig.  3F and G, Additional file  4E, F). We then 
measured TCA-related metabolites, and observed an 
increase in citrate levels along with a reduction in α-KG 
in TNBC cells with LINC00571 knockdown, overex-
pression of LINC00571 resulted in the opposite trend 
(Fig.  3H and Additional file  4G). In summary, these 
data demonstrated a role for LINC00571 in regulating 
both TCA cycle enzyme expression and cellular bioen-
ergetics in TNBC cells.

LINC00571 interacts with the HNRNPK and ILF2 proteins
The published literature shows that lncRNAs par-
ticipate in cellular processes by interacting with RBPs 
[16–19]. Therefore, to explore the RBPs that interact 
with LINC00571, we used biotin- LINC00571 to ana-
lyze the cellular extracts of MDA-MB-231 cells via an 
RNA pull-down assay. The captured proteins were ana-
lyzed by silver staining (Fig.  4A). Figure  4B shows the 
screening process for proteins bound to LINC00571. 
The major differential bands that precipitated from the 
MDA-MB-231 cell lysates were identified as HNRNPK 

(See figure on next page.)
Fig. 3 LINC00571 promotes the progression of TNBC by TCA signaling pathway. A Gene set enrichment analysis (GSEA) of the TCGA dataset 
using the TCGA dataset revealed the top 10 pathways associated with high expression of LINC00571. B GSEA plots showed a positive correlation 
between LINC00571 expression and the set of upregulated genes in tricarboxylic acid (TCA) cycle within triple-negative breast cancer. C 
PCR analysis revealed the expression profile of corresponding genes in MDA-MB-231 cells with LINC00571 knockdown (left) or LINC00571 
overexpression (right), n = 3. D Left, oxygen consumption rate (OCR) was analyzed in MDA-MB-231 cells with LINC00571 knockdown (n = 4). Right, 
basal respiration, ATP-coupled respiration and maximal respiration (n= 4). E Left, oxygen consumption rate (OCR) was analyzed in MDA-MB-231 cells 
with LINC00571 overexpression (n = 4). F-G Relative lactate level (F) and relative ATP level (G) in MDA-MB-231 cells with LINC00571 knockdown (left) 
or LINC00571 overexpression (right) were shown, n = 3. (H) Relative lactate level (F) and relative ATP level (G) in MDA-MB-231 cells with LINC00571 
knockdown (left) or LINC00571 overexpression (right) were shown, n = 3. Statistical analyses are depicted in bar graphs. Data are presented as mean 
± SD. Significance levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, as determined by the t-test
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and ILF2 through mass spectrometry (Fig.  4C). The 
interactions between LINC00571 and HNRNPK, and 
between LINC00571 and ILF2 were further validated 
through RNA pull-down (Fig. 4D and Additional file 5A) 
and RIP analysis (Fig. 4E). In addition, we confirmed the 
colocalization of endogenously expressed LINC00571, 
HNRNPK, and ILF2 in the nucleus by immunofluores-
cence in  situ hybridization analysis (Fig.  4F). HNRNPK 
contains three K-homology (KH) domains that medi-
ate nucleic acid binding. We generated a truncated 
HNRNPK protein based on the location of the KH 
region (Fig.  4G). Analysis of the protein domain locali-
zation revealed that the KH3 domain of HNRNPK was 
essential for its binding to LINC00571. Deletion of the 
214-463 aa region of HNRNPK significantly reduced its 
binding rate with LINC00571 (Fig.  4H, I). In summary, 
these data confirmed that LINC00571 interacts with 
HNRNPK through the KH3 domain of HNRNPK.

HNRNPK binds with ILF2 to promote the stabilization 
of ILF2
Based on the above results, LINC00571, HNRNPK 
and ILF2 constitute a complex. To further under-
stand the role of the two RBPs in the complex, we 
performed Co-IP experiments and verified that 
HNRNPK binds to ILF2 (Fig. 5A, B), and that the bind-
ing rate increased significantly after overexpression of 
LINC00571 (Fig.  5C, D), and decreased significantly 
after knockdown of LINC00571 (Fig.  5E, F). In addi-
tion, we found that knockdown or overexpression of 
LINC00571 had no effect on the expression levels of 
the RBPs (HNRNPK and ILF2) at the mRNA and pro-
tein levels (Additional file  5B-E). Therefore, we spec-
ulate that LINC00571 acts as a scaffold for binding 
HNRNPK and ILF2. Furthermore, ILF2 was rapidly 
degraded in the HNRNPK-knockdown group (Fig. 5G 
and Additional file  5F). To elucidate the mechanism 
of ILF2 degradation, we treated TNBC cells with the 

proteasome inhibitor MG132. The results suggested 
that treatment with MG132 increased the protein level 
of ILF2. Notably, MG132 treatment greatly rescued 
the decrease in the ILF2 protein level in HNRNPK-
knockdown TNBC cells (Fig.  5H), suggesting that a 
decrease in the protein stability of ILF2, which is regu-
lated through the ubiquitin–proteasome pathway, was 
induced by HNRNPK downregulation. The ubiquit-
ination of ILF2 was markedly elevated in TNBC cells 
with silenced HNRNPK (Fig.  5I). The overexpression 
of HNRNPK led to a reduction in the ubiquitination of 
ILF2 (Fig.  5J and Additional file  5G). These data sug-
gest that HNRNPK promotes the stability of the ILF2 
protein.

ILF2 promotes TNBC progression by regulating IDH2 
transcription
Considering that LINC00571 promotes the progres-
sion of TNBC by mediating IDH2 in the TCA signaling 
pathway, we explored the relationships between HNT-
NPK and IDH2, and between ILF2 and IDH2. Initially, 
we conducted an in-depth analysis of the clinical char-
acteristics associated with IDH2 status by leveraging 
publicly available data. GEPIA database analysis revealed 
that IDH2 expression was greater in breast cancer than 
in normal tissue (Additional file  6A). Subsequently, we 
found that HER2 positive, triple negative patients and 
luminal type patients had higher IDH2 expression than 
normal patients (Additional file 6B). The expression level 
of IDH2 was positively correlated with tumor stage and 
lymph node stage (Additional file  6C, D). In addition, 
breast cancer patients with high IDH2 levels had a worse 
prognosis in overall survival (OS) (Additional file  6E), 
recurrence free survival (RFS) (Additional file  6F), and 
distant metastasis-free survival (DMFS) (Additional 
file  6G). Furthermore, Spearman correlation analysis 
demonstrated that HNRNPK and ILF2 expression was 
positively correlated with IDH2 expression (Fig. 6A, B). 

Fig. 4 LINC00571 interacts with HNRNPK protein and ILF2 protein. A Silver staining unveiled proteins interacting with LINC00571, 
with biotin-labeled sense or antisense LINC00571 probes used for RNA-protein pull-down against MDA-MB-231 cell lysates. B A simplified 
flowchart outlined the systematic screening process used to identify proteins that interacted with LINC00571. C Mass spectrometry analysis 
revealed HNRNPK peptides and ILF2 peptides pulled down by LINC00571 sense probes. D Immunoblot analyses were performed for HNRNPK 
and ILF2 on biotin-labeled sense and antisense LINC00571 probe pull-down eluates from MDA-MB-231 and BT-549 cell lysates, with GAPDH 
as a loading control. E RNA immunoprecipitation (RIP) was conducted on MDA-MB-231 and BT-549 cells using HNRNPK and IgG antibody or ILF2 
and IgG antibody. The precipitates underwent immunoblot analysis with HNRNPK and GAPDH antibody or ILF2 and GAPDH antibody. HNRNPK 
or ILF2 enrichment of LINC00571 relative to IgG enrichment values was quantified by qRT-PCR. F RNA-FISH and immunofluorescence staining 
assays revealed subcellular co-localization of LINC00571 (green), ILF2 (red), and HNRNPK (cyan), along with nuclear staining using DAPI (blue). 
scale bar: 10μm (G) Schematic representation of HNRNPK with functional protein domains. HNRNPK had been truncated within regions: 1-143aa, 
1-213aa, 144-213aa, 214-463aa, and 144-463aa. H-I Relative enrichment of endogenous LINC00571 in truncated HNRNPK RIP was measured 
by qRT-PCR, following MDA-MB-231 cells transfected with 3xFlag-HNRNPK truncations. Statistical analyses are depicted in bar graphs. Data are 
presented as mean ± SD from three independent experiments. Significance levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, 
as determined by the t-test

(See figure on next page.)
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The results showed that the expression level of IDH2 
was significantly downregulated after knockdown of 
HNRNPK (Fig. 6C, D). In contrast, the expression level 
of IDH2 was significantly upregulated after overexpres-
sion of HNRNPK (Fig. 6C and D). Similarly, knockdown 
of ILF2 resulted in reduced IDH2 expression, whereas 
overexpression of ILF2 led to increased IDH2 expres-
sion. (Fig. 6E, F and Additional file 5H, I).

We observed a downregulation of IDH2 mRNA 
and protein expression in TNBC cells with HNRNPK 
knockdown. but these effects were reversed in the 
TNBC cells co-transfected with HNRNPK knock-
down and IFL2 overexpression (Fig. 6G). The opposite 
trend in IDH2 expression was also observed in TNBC 
cells with simultaneous HNRNPK overexpression and 
ILF2 knockdown to TNBC cells (Fig. 6H). Studies have 
shown that ILF2 promotes gene transcription, and 
we hypothesized that it could bind to the IDH2 gene 
upstream to regulate its transcription. As expected, 
the relative firefly luciferase activity of IDH2 was sig-
nificantly enhanced in TNBC cells overexpressing ILF2 
(Fig.  6I). Moreover, the relative firefly luciferase activ-
ity of IDH2 was obviously reduced in TNBC cells after 
ILF2 elimination (Fig.  6J). Collectively, these findings 
provide evidence that ILF2 facilitates the progression of 
TNBC by modulating the transcription of IDH2.

ILF2 promotes TNBC progression via enhanced TCA flux
IDH2 is an  NADP+/- dependent mitochondrial enzyme 
that catalyzes the interconversion between isocitrate 
and α-KG in the TCA cycle, and thus plays a major 
role in cellular metabolism [34, 35]. We further veri-
fied the role of the ILF2/IDH2 axis in TNBC progres-
sion. α-KG was added to the medium of shILF2-treated 
MDA-MB-231 and BT-549 cells. Subsequently, CCK-
8, colony formation, cell cycle, EdU, and apoptosis 
assays were performed on control, shILF2-, α-KG-, and 
shILF2 combined plus α-KG-treated MDA-MB-231 
cells. The results indicated that the addition of α-KG 
rescued the inhibitory effect of ILF2 knockdown on 
cell viability (Fig.  7A-E). Notably, compared with that 
in the control group, the cellular OCR was decreased, 

the lactate level of lactate was elevated, and disrupt 
ATP generation was disrupted in ILF2-knockdown 
MDA-MB-231 cells, these effects were rescued by the 
addition of α-KG (Fig.  7F-I). Moreover, the addition 
of α-KG reversed the inhibitory effect of ILF2 knock-
down on tumor size and growth (Fig. 7J-L). Addition-
ally, IHC and TUNEL assays also showed that ILF2 
knockdown markedly decreased proliferation and pro-
moted apoptosis, but these effects were reversed in 
MDA-MB-231 cells with ILF2 knockdown and α-KG 
addition (Fig. 7M, N). IDH2 knockdown inhibited the 
enhanced proliferation and increased apoptosis caused 
by ILF2 overexpression (Additional file 7A-E). Moreo-
ver, compared with that in the control group, the cel-
lular OCR was increased, the lactate level was reduced, 
and ATP generation was enhanced in ILF2-overex-
pressing TNBC cells, these effects were reversed by 
knocking down IDH2 (Additional file  7F-J). The pre-
sent results demonstrated that ILF2 promoted TNBC 
progression by enhancing TCA flux.

The LINC00571/HNRNPK/ILF2‑TCA cycle axis promotes 
TNBC progression
To further explore whether LINC00571 plays a bio-
logical role via IDH2, a series of rescue experiments 
were carried out in TNBC cells co-transfected with 
LINC00571 knockdown and IDH2 overexpression 
plasmids. The results revealed that overexpression of 
IDH2 could markedly reverse the inhibitory effects of 
LINC00571 downregulation on the proliferation and 
cell cycle progression of MDA-MB-231 cells (Fig. 8A-
D), and the promoting role of LINC00571 down-
regulation in the apoptosis of TNBC cells (Fig.  8E). 
LINC00571 upregulation promoted cell proliferation, 
cell cycle progression in BT-549 cells, and concurrently 
inhibiting apoptosis, which could be markedly reversed 
upon knockdown of IDH2 (Additional file  8A-E). In 
addition, the weight and volume of MDA-MB-231 sub-
cutaneous and orthotopic breast tumors in BALB/c 
nude mice were significantly reduced by knocking 
down LINC00571. Overexpression of IDH2 reversed 
these effects (Fig.  8F-H and Additional file  9A-C). 

(See figure on next page.)
Fig. 5 HNRNPK binds with ILF2 to promote the stabilization of ILF2. A-B Coimmunoprecipitation (Co-IP) assays were conducted using anti-HNRNPK 
(A) or anti-ILF2 (B) antibodies in TNBC cells, followed by immunoblot (IB) analysis for HNRNPK and ILF2. Immunoglobulin G (IgG) was utilized 
as a negative control antibody for immunoprecipitations. C-F Co-IP and IB assays demonstrated that LINC00571 overexpression led to an increase 
in the binding of HNRNPK and ILF2 (C-D), while LINC00571 knockdown resulted in decreased HNRNPK and ILF2 binding (E-F). G Immunoblot 
analysis depicted the cycloheximide (CHX) chase analysis of ILF2 protein degradation at indicated time points (t=0, 4, 8, 12h) in TNBC cells 
with or without HNRNPK. H Immunoblot analysis revealed the levels of ILF2 and HNRNPK in HNRNPK knockdown cells treated with vehicle control 
or MG132 (10 μM) for 12 hours in MDA-MB-231 cells (left) and BT-549 cells (right). I IP and IB demonstrated that knockdown of HNRNPK inhibited 
the ubiquitination of ILF2 in MDA-MB-231 cells (left) and BT-549 cells (right) treated with MG132. J IP and IB assays illustrated that overexpression 
of HNRNPK promoted the ubiquitination of ILF2 in MDA-MB-231 cells (left) and BT-549 cells (right) treated with MG132



Page 14 of 22Xi et al. J Exp Clin Cancer Res           (2024) 43:22 

Fig. 5 (See legend on previous page.)



Page 15 of 22Xi et al. J Exp Clin Cancer Res           (2024) 43:22  

Additionally, IHC and TUNEL assays also showed that 
LINC00571 knockdown markedly decreased prolifera-
tion and promoted apoptosis, and these effects were 

reversed in MDA-MB-231 cells co-transfected with 
LINC00571 knockdown and IDH2 overexpression 
plasmids (Fig. 8I, J).

Fig. 6 ILF2 promoted TNBC progression by regulating the transcription of IDH2. A Correlation analysis between IDH2 and HNRNPK expression 
in BRCA s and normals using TCGA dataset at GEPIA. B Correlation analysis between IDH2 and ILF2 expression in BRCA tumors and normals 
using TCGA dataset at GEPIA. C qRT-PCR assay revealed the expression level of IDH2 in TNBC cells with HNRNPK knockdown (left) or HNRNPK 
overexpression (right). D Immunoblot analysis displayed the levels of IDH2, HNRNPK, and ILF2 in TNBC cells with HNRNPK knockdown (left) 
or HNRNPK overexpression (right), using GAPDH as a loading control. E qRT-PCR assay showcased the expression level of IDH2 in TNBC cells 
with ILF2 knockdown (left) or ILF2 overexpression (right). F Immunoblot analysis depicted the levels of IDH2 and ILF2 in TNBC cells with ILF2 
knockdown (left) or ILF2 overexpression (right), with GAPDH as a loading control. G Immunoblot analysis displayed the levels of IDH2 
in MDA-MB-231 cells co-transfected with shHNRNPK and ILF2 (left). qRT-PCR assay illustrated the expression level of IDH2 in MDA-MB-231 cells 
co-transfected with shHNRNPK and ILF2 (right). H Immunoblot analysis showed the levels of IDH2 in BT-549 cells co-transfected with HNRNPK 
and shILF2 (left). qRT-PCR assay revealed the expression level of IDH2 in BT-549 cells co-transfected with HNRNPK and shILF2 (right). I-J Impact 
of ILF2 overexpression (I) or knockdown (J) on luciferase activity in the IDH2 promoter region. Statistical analyses are depicted in bar graphs. Data 
are presented as mean ± SD from three independent experiments. Significance levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, 
as determined by the t-test



Page 16 of 22Xi et al. J Exp Clin Cancer Res           (2024) 43:22 

Supplementation with α-KG significantly mitigated the 
reduction in cell viability induced by LINC00571 deficiency. 
Downregulation of LINC00571 resulted in decreased pro-
liferation, G1 phase cell cycle arrest, and increased apopto-
sis in MDA-MB-231 cells. These effects were reversed by 
α-KG supplementation (Additional file  10A-E). Moreover, 
LINC00571 knockdown significantly reduced the weight 
and volume of subcutaneous tumors in mice, and these 
effects were restored by α-KG supplementation (Additional 
file  10F-H). Additionally, LINC00571 knockdown mark-
edly decreased proliferation and increased apoptosis, as 
observed through IHC and TUNEL assays, respectively. 
These effects were reversed by α-KG supplementation 
(Additional file  10I, J). In conclusion, our study demon-
strated that LINC00571 was highly expressed in breast can-
cer, and promoted cancer cell proliferation through the 
HNRNPK/ILF2-TCA cycle axis (Fig. 9).

Discussion
With the advances in deep sequencing technology, 
numerous lncRNAs have been identified in mammalian 
cells and tissues [36, 37]. However, the biological mech-
anisms underlying lncRNAs in TNBC have not been 
comprehensively elucidated. This study revealed that 
LINC00571 interacted with the proteins HNRNPK and 
ILF2. LINC00571 acts as a molecular scaffold that regu-
lates ILF2 stability through HNRNPK. This interaction 
leads to enhanced IDH2 transcription, promoting the 
progression of TNBC. These findings unveil a novel regu-
latory role for LINC00571 in TNBC development, high-
lighting its significance in breast cancer progression.

Emerging research has consistently indicated the aber-
rant expression of lncRNAs in cancer [38–40], highlight-
ing their potential as valuable targets for cancer diagnosis 
and treatment. The functionality of lncRNAs is closely 
tied to their cellular localization, relative abundance, and 
interactions with other molecules [41–43]. In this study, 
we elucidated the predominant nuclear localization of 

LINC00571. Gain- and loss-of-function studies demon-
strated that LINC00571 promotes TNBC cell viability. 
LINC00571, a novel long non-coding RNA, functions as 
a scaffold molecule that forms a complex with HNRNPK 
and ILF2, thereby providing a novel model for under-
standing the regulatory mechanisms of TNBC. We also 
observed a minor fraction of LINC00571 in the cyto-
plasm, the function of which requires further exploration.

HNRNPK, which features the KH 1, KH 2, and KH 3 
structural domains, plays a critical role in nucleic acid 
recognition, promoting its binding to both RNA and 
DNA [44]. Recent research revealed that the long non-
coding RNA SINEUP facilitates the assembly of transla-
tion initiation complexes via interactions with PTBP1 
and HNRNPK [45]. Lnc-FAM84B-4 interacts with 
HNRNPK, promoting cancer progression by suppressing 
the expression of the MAPK phosphatase DUSP1 [46]. 
In this study, LINC00571 was identified as a new bind-
ing partner of HNRNPK that interacts with the KH3 
structural domain of HNRNPK. In addition, our results 
showed that the interaction between HNRNPK and ILF2 
leads to a decrease in the ubiquitination of ILF2, thereby 
increasing its stability. Although previous research has 
shown that CRBN modulates the ubiquitination of ILF2 
[47], our study significantly extends the current under-
standing of the regulatory mechanisms underlying ILF2 
protein stability.

Although cancer cells have previously believed to mainly 
use glycolysis, the role of the TCA cycle in cancer metabo-
lism and tumorigenesis has not been emphasized until 
recently [30]. IDH2 is a key enzyme in the TCA cycle that 
catalyzes the conversion of isocitrate to α-KG, a criti-
cal step in cellular metabolism and energy production 
[48]. Previous studies have demonstrated that Nrf2 and 
EZH2 regulate IDH2 transcription [49, 50]. In this study, 
we found that ILF2 functions as a transcriptional regula-
tor to promote IDH2 transcription and the TCA cycle. 
However, the specific transcriptional binding sites of ILF2 

(See figure on next page.)
Fig. 7 The addition of α-KG rescues the phenotypes induced by ILF2 knockdown. (A-C) Proliferation rate status of MDA-MB-231 cells was assessed 
through CCK-8, colony formation assays, and EdU assays, n = 3. scale bar: 50μm. D Cell cycle analysis was conducted via flow cytometry, involving 
propidium iodide (PI) staining on MDA-MB-231 cells, n = 3. E Apoptosis detection was performed using a flow cytometry assay. Annexin V 
and propidium iodide (PI) staining were employed on MDA-MB-231 cells, n = 3. F Left, oxygen consumption rate (OCR) on addition of oligomycin 
(Oligo), fluorocarbonyl cyanide phenylhydrazone (FCCP) and rotenone plus antimycin A (R&A) (n = 4). Right, basal respiration, ATP-coupled 
respiration and maximal respiration (n= 4). G-H Relative lactate level (G) and relative ATP level (H) in MDA-MB-231 cells with ILF2 knockdown 
and α-KG supplementation were shown, n = 3. (I) Relative lactate level (left) and relative ATP level (right) in MDA-MB-231 cells with ILF2 knockdown 
and α-KG supplementation were shown, n = 3. J-N In vivo studies involved BALB/c athymic nude mice subcutaneously injected with MDA-MB-231 
cells, n = 5. Images of xenograft s were captured using a digital camera (J). Tumor weight was measured on day 50 (K). Tumor volume was measured 
at ten-day intervals, calculated as volume = length × (width)2/2 (L). Immunohistochemical images showing Ki67 and PCNA staining in control, 
shILF2-, α-KG-, and shILF2 combined plus α-KG-treated groups. scale bar: 100μm (M). Immunofluorescence images showcased TUNEL staining 
in control, shILF2-, α-KG-, and shILF2 combined plus α-KG-treated groups. scale bar: 60μm (N). Statistical analyses are depicted in bar graphs. Data 
are presented as mean ± SD. Significance levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, as determined by the t-test
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require further investigation. Moreover, α-KG functions in 
regulating prosurvival signaling [51]. Our results suggest 
that upregulation of IDH2 may stimulate oxidative TCA 

cycling, increase α-KG production and promote TNBC 
progression. Thus, this study highlights that the TCA cycle 
has an important role in the progression of TNBC.

Fig. 8. LINC00571 mediates IDH2 expression to regulate the progression of TNBC cells. A-C Proliferation status of MDA-MB-231 cells co-transfected 
with shLINC00571 and IDH2 was assessed using CCK-8, colony formation assays, and EdU assays, n = 3. scale bar: 50μm. (D) Cell cycle analysis 
was conducted via flow cytometry, and MDA-MB-231 cells were stained with propidium iodide (PI), n = 3. E Apoptosis was detected using a flow 
cytometry assay, with Annexin V and propidium iodide (PI) staining in MDA-MB-231 cells, n = 3. F-J In vivo studies involved subcutaneous injection 
of MDA-MB-231 cells co-transfected with shLINC00571 and IDH2 into BALB/c athymic nude mice, n =5. Images of xenograft tumors were captured 
using a digital camera (F). Tumor weight was measured on day 50 (G). Tumor volume was monitored every ten days, calculated using the formula: 
volume = length × (width)2/2 (H). Immunohistochemical images of Ki67 and PCNA staining were conducted for control, shLINC00571-, IDH2-, 
and shLINC00571 combined plus IDH2-treated groups. scale bar: 100μm (I). Immunofluorescence images illustrated TUNEL staining in control, 
shLINC00571-, IDH2-, and shLINC00571 combined plus IDH2-treated groups. scale bar: 60μm (J). Statistical analyses are depicted in bar graphs. Data 
are presented as mean ± SD from three independent experiments. Significance levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, 
as determined by the t-test
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In the present study, we verified the protumor effects 
of the LINC00571/HNRNPK/ILF2 complex in both vitro 
and in  vivo. However, the study has certain limitations. 
First, immune responses within the model are neglected 
as immunodeficient nude mice are used. Since we did 
not identify a potential mouse homologue of human 
LINC00571 (data not shown), we could not directly 
test the significance of the LINC00571 complex in the 
immune microenvironment of BALB/c mice. Second, we 
did not validate whether our models can be generalized 
or extended to other types of tumor cells.

Conclusions
In conclusion, our study elucidated the potential mecha-
nism of lncRNA action in the TCA cycle. These findings 
suggested that the LINC00571/HNRNPK/ILF2/IDH2 
axis influences the progression of triple-negative breast 
cancer by regulating TCA metabolites. This discovery 
provides a new theoretical framework and potential tar-
gets for clinical treatment.
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Fig. 9 This illustration shows that the lncRNA LINC00571 upregulates the tricarboxylic acid cycle (TCA) in breast cancer, thereby promoting breast 
cancer progression through the dysregulation of IDH2 expression via the HNRNPK/IL2 axis
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Additional file 1. Prognostic analysis of lncRNAs in TCGA triple-negative 
breast cancer patients.

Additional file 2. Sequence, secondary structure and protein coding 
capacity of LINC00571. (A) Schematic representation of the genomic locus 
of LINC00571 in the human genome (chromosome 13). (B) The nucleotide 
sequence of LINC00571. (C) The secondary structure of LINC00571 from 
the AnnoLnc database (http://annolnc.cbi.pku.edu.cn/). (D) Putative ORFs 
in the LINC00571 sequence as predicted by the ORF Finder. (E) Protein 
coding potential of the LINC00571 sequence based on five different met-
rics. (F) Determination of LINC00571 nuclear and cytoplasmic distribution 
by qRT-PCR analysis in MCF7 cells, Cytoplasmic and nuclear controls were 
GAPDH and U6, respectively. (G) RNA-FISH assay revealing the cytoplas-
mic localization of LINC00571 within MCF7 cells. Positive controls for 
cytoplasm (18S) and nucleus (U6) were labeled with Cy3 (red), while the 
LINC00571 probe was labeled with FITC (green). Nuclei were counter-
stained with DAPI (blue). scale bar:10μm. Statistical analyses are depicted 
in bar graphs. Data are presented as mean ± SD from three independent 
experiments. Significance levels are denoted as * for p<0.05, ** forp<0.01, 
and *** for p<0.001, as determined by the t-test.

Additional file 3. LINC00571 regulates proliferation and apoptosis of 
BT-549 cells. (A) Expression of LINC00571 in TNBC cells transfected with 
shNC, shLINC00571#1, or shLINC00571#2 was quantified by qRT-PCR 
assay. (B) Expression of LINC00571 in TNBC cells transfected with vector 
or LINC00571 was measured by qRT-PCR assay. (C-E) Proliferation rate 
status of BT-549 cells was evaluated using CCK-8, colony formation, and 
EdU assays. Scale bar: 50μm. (F) Cell cycle analysis was conducted on 
BT-549 cells via flow cytometry after staining with propidium iodide (PI). 
(G) Apoptosis assessment in BT-549 cells was performed using a flow 
cytometry assay with AnnexinV and propidium iodide (PI) staining. Statisti-
cal analyses are depicted in bar graphs. Data are presented as mean ± SD 
from three independent experiments. Significance levels are denoted as * 
for p<0.05, ** for p<0.01, and *** for p<0.001, as determined by the t-test.

Additional file 4. LINC00571 promotes the progression of BT-549 cells 
by TCA signaling pathway. (A) Differential expression of genes enriched in 
the TCA cycle pathway based on GSEA analysis from TCGA data. (B) PCR 
analysis was performed to reveal the expression profile of corresponding 
genes in BT-549 cells with LINC00571 knockdown, n = 3. (C) Left, oxygen 
consumption rate (OCR) was analyzed in BT-549 cells with LINC00571 
knockdown (n = 4). Right, basal respiration, ATP-coupled respiration and 
maximal respiration (n= 4). (D) Left, oxygen consumption rate (OCR) was 
analyzed in BT-549 cells with LINC00571 overexpression (n = 4). Right, 
basal respiration, ATP-coupled respiration and maximal respiration (n= 4). 
(E, F) Relative lactate level (E) and relative ATP level (F) in BT-549 cells with 
LINC00571 knockdown (left) or LINC00571 overexpression (right) were 
shown, n = 3. (G) Relative citrate level and relative α-KG level in BT-549 
cells with LINC00571 knockdown (left) or LINC00571 overexpression 
(right) were shown, n = 3. Statistical analyses are depicted in bar graphs. 
Data are presented as mean ± SD. Significance levels are denoted as * for 
p<0.05, ** for p<0.01, and *** for p<0.001, as determined by the t-test.

Additional file 5. Expression and regulation of HNRNPK and ILF2 in TNBC 
cells. (A) Immunoblot analyses were performed for HNRNPK and ILF2 on 
biotin-labeled sense and antisense LINC00571 probe pull-down eluates 
from MDA-MB-231 and BT-549 cell lysates, with GAPDH as a loading con-
trol. (B) qRT-PCR assay depicted the expression level of HNRNPK (left) and 
ILF2 (right) in TNBC cells with LINC00571#1 knockdown. (C) Immunoblot 
(IB) analysis displayed the levels of HNRNPK and ILF2 in TNBC cells with 
LINC00571#1 knockdown. GAPDH was utilized as a loading control. (D) 
qRT-PCR assay illustrated the expression level of HNRNPK (left) and ILF2 
(right) in TNBC cells with LINC00571 overexpression. (E) Immunoblot (IB) 
analysis showcased the levels of HNRNPK and ILF2 in TNBC cells with 
LINC00571 overexpression. GAPDH was utilized as a loading control. (F, 
G) Immunoblot (IB) analysis presented the levels of HNRNPK in TNBC cells 
with HNRNPK knockdown (F) or HNRNPK overexpression (G). GAPDH was 
utilized as a loading control. (H, I) Immunoblot (IB) analysis demonstrated 

the levels of ILF2 in TNBC cells with ILF2 knockdown (H) or ILF2 
overexpression (I). GAPDH was utilized as a loading control. Statistical 
analyses are depicted in bar graphs. Data are presented as mean ± SD 
from three independent experiments. Significance levels are denoted 
as * forp<0.05, ** for p<0.01, and *** for p<0.001, as determined by the 
t-test.

Additional file 6. IDH2 expression and prognostic significance in 
breast cancer. (A-D) The expression of IDH2 in breast cancer was 
extracted from the UALCAN website utilizing the TCGA dataset. IDH2 
expression was compared between normal breast tissue and primary 
breast tumors (A), among breast cancer subclasses (B), and across 
individual cancer stages (C). Additionally, IDH2 expression was assessed 
in relation to nodal metastasis status (D). (E-G) Kaplan-Meier Plotter 
database analysis was conducted to illustrate the impact of IDH2 
expression on the overall survival (OS) (F), relapse-free survival (RFS) (G), 
and distant metastasis-free survival (DMFS) (H) of breast cancer patients 
in the Liu_2014 dataset. The patients were stratified based on high and 
low expression levels of IDH2.(TIF 912 KB)

Additional file 7. Knockdown of IDH2 rescues the phenotypes 
induced by ILF2 overexpression. (A-C) Proliferation rate status of BT-549 
cells was assessed through CCK-8, colony formation assays, and EdU 
assays, n = 3. Scale bar: 50μm. (D) Cell cycle analysis was conducted via 
flow cytometry, involving propidium iodide (PI) staining on BT-549 cells, 
n = 3. (E) Apoptosis detection was performed using a flow cytometry 
assay. Annexin V and propidium iodide (PI) staining were employed on 
BT-549 cells, n = 3. (F) Left, oxygen consumption rate (OCR) on addition 
of oligomycin (Oligo), fluorocarbonyl cyanide phenylhydrazone (FCCP) 
and rotenone plus antimycin A (R&A) (n = 4). Right, basal respiration, 
ATP-coupled respiration and maximal respiration (n= 4). (G-H) Relative 
lactate level (G) and relative ATP level (H) in BT-549 cells co-transfected 
with ILF2 and shIDH2 were shown, n = 3. (I-J) Relative citrate level 
(I) and relative α-KG level (J) in BT-549 cells co-transfected with ILF2 
and shIDH2 were shown, n = 3. Statistical analyses are depicted in 
bar graphs. Data are presented as mean ± SD. Significance levels are 
denoted as* for p<0.05, ** for p<0.01, and *** for p<0.001, as deter-
mined by the t-test.

Additional file 8. Knockdown of IDH2 rescues the effects induced by 
LINC00571 overexpression. (A-C) The proliferation rate of BT-549 cells 
was assessed through CCK-8, colony formation assays, and EdU assays. 
These assays were conducted on BT-549 cells co-transfected with 
LINC00571 and shIDH2. Scale bar: 50μm.(D) Cell cycle analysis was con-
ducted using flow cytometry, and BT-549 cells were stained with pro-
pidium iodide (PI). (E) Apoptosis was detected using a flow cytometry 
assay. BT-549 cells were stained with Annexin V and propidium iodide 
(PI). Statistical analyses are depicted in bar graphs. Data are presented 
as mean ± SD from three independent experiments. Significance 
levels are denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, as 
determined by the t-test.

Additional file 9. LINC00571 mediates IDH2 expression to regulate 
the progression of DMA-MB-231 cells in vivo. (A-C) MDA-MB-231 cells, 
co-transfected with shLINC00571 and IDH2, were injected into the 
mammary fat pads of BALB/c nude mice. Images of tumors are shown 
(F) and eights (B) and tumor volume (C) were recorded, n = 5. Data are 
presented as mean ± SD. Significance levels are denoted as * forp<0.05, 
** for p<0.01, and *** for p<0.001, as determined by the t-test.

Additional file 10. The supplementation of α-KG rescues the 
phenotypes induced by LINC00571 knockdown. (A-C) Proliferation 
status of MDA-MB-231 cells with LINC00571 knockdown and α-KG 
supplementation was assessed using CCK-8, colony formation assays, 
and EdU assays, n = 3. scale bar: 50μm. (D) Cell cycle analysis was con-
ducted via flow cytometry, and MDA-MB-231 cells were stained with 
propidium iodide (PI), n = 3. (E) Apoptosis was detected using a flow 
cytometry assay, with Annexin V and propidium iodide (PI) staining 
in MDA-MB-231 cells, n = 3. (F-J) In vivo studies involved subcutane-
ous injection of MDA-MB-231 cells with LINC00571 knockdown and 
α-KG supplementation into BALB/c athymic nude mice, n = 5. Images 
of xenograft tumors were captured using a digital camera (F). Tumor 

https://doi.org/10.1186/s13046-024-02950-y
https://doi.org/10.1186/s13046-024-02950-y


Page 21 of 22Xi et al. J Exp Clin Cancer Res           (2024) 43:22  

weight was measured on day 50 (G). Tumor volume was monitored every 
ten days, calculated using the formula: volume = length × (width)²/2 (H). 
Immunohistochemical images of Ki67 and PCNA staining were conducted 
for the control, shLINC00571, α-KG, and shLINC00571 with α-KG groups. 
scale bar: 100μm. (I). Immunofluorescence images illustrated TUNEL stain-
ing in the control, shLINC00571-, α-KG-, and shLINC00571 combined plus 
α-KG-treated groups. scale bar: 60μm. (J). Statistical analyses are depicted 
in bar graphs. Data are presented as mean ± SD. Significance levels are 
denoted as * for p<0.05, ** for p<0.01, and *** for p<0.001, as determined 
by the t-test.

Additional file 11. Replicate data for cell cycle. (A-B) Replicate data of 
Fig. 2D. (C) Replicate data of Fig. 7D. (D) Replicate data of Fig. 8D. (E-F) Rep-
licate data of Additional file 3F. (G) Replicate data of Additional file 7D. (H) 
Replicate data of Additional file 8D. (I) Replicate data of Additional file 9D.

Additional file 12. Replicate data for apoptosis. (A-B) Replicate data of 
Fig. 2D. (C) Replicate data of Fig. 7D. (D) Replicate data of Fig. 8D. (E-F) Rep-
licate data of Additional file 3F. (G) Replicate data of Additional file 7D. (H) 
Replicate data of Additional file 8D. (I) Replicate data of Additional file 9D.

Additional file 13. The sequences of primers, oligonucleotides and 
probes used in this study.

Acknowledgements
Not applicable.

Authors’ contributions
TH, HC, HH, and LL collaborated on the study design, ZX and HH executed the 
experiments. ZX and JH were responsible for the statistical analyses, and YY 
gathered crucial background information. The manuscript was drafted by ZX 
and JH and checked by MX. HZ and TH were involved in the research guid-
ance. All authors read and approved the final paper.

Funding
This study was funded by the Key Program of Natural Science Foundation of 
Hubei Province (Grant No. 2021BCA142), the National Natural Science Founda-
tion of China (Grant No. 82203813, 82203879, 82303861, and 82373055), the 
High-level Talents Program of Hainan Province Natural Science Foundation 
(823RC594), the Fundamental Research Funds for the Central Universities 
(2042023kf0012), Natural Science Foundation of Hubei Province (2022CFB883), 
China Postdoctoral Science Foundation (2021MD703960), General Hospital of 
Central Theater Command of Chinese People’s Liberation Army Foundation 
(ZZYCZ202107), General Hospital Of Central Theater Command and Hubei Key 
Laboratory of Central Nervous System Tumor and Intervention Foundation 
(ZZYKF202202).

Availability of data and materials
The datasets used and/or analysed during the current study are available from 
the corresponding author on reasonable request.

Declarations

Ethics approval and consent to participate
The study was authorized by the Ethics Committee of Union Hospital of 
Huazhong University of Science and Technology. All participants provided 
written informed consent.

Consent for publication
All authors had read and agreed to publish the paper.

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

Author details
1 Department of Breast and Thyroid Surgery, Union Hospital, Tongji Medical 
College, Huazhong University of Science and Technology, Wuhan 430022, 
China. 2 Department of Neurosurgery, General Hospital of Central Theater 
Command of Chinese People’s Liberation Army, Wuhan 430070, China. 
3 General Hospital Of Central Theater Command and Hubei Key Laboratory 

of Central Nervous System Tumor and Intervention, Wuhan, China. 4 Depart-
ment of Breast and Thyroid Surgery, Renmin Hospital of Wuhan University, 
Wuhan 430060, China. 5 Cancer Center, Union Hospital, Tongji Medical College, 
Huazhong University of Science and Technology, Wuhan 430022, China. 
6 Department of Gastrointestinal Surgery, Union Hospital, Tongji Medical Col-
lege, Huazhong University of Science and Technology, Wuhan 430022, China. 
7 Department of Urology, Union Hospital, Tongji Medical College, Huazhong 
University of Science and Technology, Wuhan 430022, China. 8 Department 
of Breast and Thyroid Surgery, The Second Affiliated Hospital of Hainan Medi-
cal University, Haikou 570216, China. 

Received: 8 September 2023   Accepted: 9 January 2024

References
 1. Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer statistics, 2022. CA Cancer 

J Clin. 2022;72(1):7–33.
 2. Biswas SK, Allavena P, Mantovani A. Tumor-associated macrophages: 

functional diversity, clinical significance, and open questions. Semin 
Immunopathol. 2013;35(5):585–600.

 3. Waks AG, Winer EP. Breast cancer treatment: a review. JAMA. 
2019;321(3):288–300.

 4. Lin NU, Vanderplas A, Hughes ME, Theriault RL, Edge SB, Wong YN, et al. 
Clinicopathologic features, patterns of recurrence, and survival among 
women with triple-negative breast cancer in the National Comprehen-
sive Cancer Network. Cancer. 2012;118(22):5463–72.

 5. Qian BZ, Pollard JW. Macrophage diversity enhances tumor progression 
and metastasis. Cell. 2010;141(1):39–51.

 6. Wang KC, Yang YW, Liu B, Sanyal A, Corces-Zimmerman R, Chen Y, et al. A 
long noncoding RNA maintains active chromatin to coordinate homeotic 
gene expression. Nature. 2011;472(7341):120–4.

 7. Wu XS, Wang F, Li HF, Hu YP, Jiang L, Zhang F, et al. LncRNA-PAGBC acts as 
a microRNA sponge and promotes gallbladder tumorigenesis. EMBO Rep. 
2017;18(10):1837–53.

 8. Liang Y, Song X, Li Y, Sang Y, Zhang N, Zhang H, et al. A novel long 
non-coding RNA-PRLB acts as a tumor promoter through regulating miR-
4766-5p/SIRT1 axis in breast cancer. Cell Death Dis. 2018;9(5):563.

 9. Cabili MN, Trapnell C, Goff L, Koziol M, Tazon-Vega B, Regev A, 
et al. Integrative annotation of human large intergenic noncoding 
RNAs reveals global properties and specific subclasses. Genes Dev. 
2011;25(18):1915–27.

 10. Geisler S, Coller J. RNA in unexpected places: long non-coding 
RNA functions in diverse cellular contexts. Nat Rev Mol Cell Biol. 
2013;14(11):699–712.

 11. Cesana M, Cacchiarelli D, Legnini I, Santini T, Sthandier O, Chinappi M, 
et al. A long noncoding RNA controls muscle differentiation by function-
ing as a competing endogenous RNA. Cell. 2011;147(2):358–69.

 12. Wang X, Arai S, Song X, Reichart D, Du K, Pascual G, et al. Induced ncRNAs 
allosterically modify RNA-binding proteins in cis to inhibit transcription. 
Nature. 2008;454(7200):126–30.

 13. Carrieri C, Cimatti L, Biagioli M, Beugnet A, Zucchelli S, Fedele S, et al. 
Long non-coding antisense RNA controls Uchl1 translation through an 
embedded SINEB2 repeat. Nature. 2012;491(7424):454–7.

 14. Zhu J, Fu H, Wu Y, Zheng X. Function of lncRNAs and approaches to 
lncRNA-protein interactions. Sci China Life Sci. 2013;56(10):876–85.

 15. Tripathi V, Ellis JD, Shen Z, Song DY, Pan Q, Watt AT, et al. The nuclear-
retained noncoding RNA MALAT1 regulates alternative splicing by modu-
lating SR splicing factor phosphorylation. Mol Cell. 2010;39(6):925–38.

 16. Singh R. RNA-protein interactions that regulate pre-mRNA splicing. Gene 
Express. 2002;10(1–2):79–92.

 17. Lukong KE, Chang KW, Khandjian EW, Richard S. RNA-binding proteins in 
human genetic disease. Trends Genet. 2008;24(8):416–25.

 18. Kishore S, Luber S, Zavolan M. Deciphering the role of RNA-binding pro-
teins in the post-transcriptional control of gene expression. Brief Funct 
Genomics. 2010;9(5–6):391–404.

 19. Licatalosi DD, Darnell RB. RNA processing and its regulation: global 
insights into biological networks. Nat Rev Genet. 2010;11(1):75–87.



Page 22 of 22Xi et al. J Exp Clin Cancer Res           (2024) 43:22 

 20. Moumen A, Masterson P, O’Connor MJ, Jackson SP. hnRNP K: an HDM2 
target and transcriptional coactivator of p53 in response to DNA damage. 
Cell. 2005;123(6):1065–78.

 21. Tomonaga T, Levens D. Activating transcription from single stranded 
DNA. Proc Natl Acad Sci U S A. 1996;93(12):5830–5.

 22. Notari M, Neviani P, Santhanam R, Blaser BW, Chang JS, Galietta A, et al. A 
MAPK/HNRPK pathway controls BCR/ABL oncogenic potential by regulat-
ing MYC mRNA translation. Blood. 2006;107(6):2507–16.

 23. Pintacuda G, Wei G, Roustan C, Kirmizitas BA, Solcan N, Cerase A, et al. 
hnRNPK Recruits PCGF3/5-PRC1 to the Xist RNA B-Repeat to Establish 
Polycomb-Mediated Chromosomal Silencing. Mol Cell. 2017;68(5):955-
969.e10.

 24. Wong CH, Lou UK, Li Y, Chan SL, Tong JH, To KF, et al. CircFOXK2 Promotes 
Growth and Metastasis of Pancreatic Ductal Adenocarcinoma by Com-
plexing with RNA-Binding Proteins and Sponging MiR-942. Cancer Res. 
2020;80(11):2138–49.

 25. Denisenko ON, O’Neill B, Ostrowski J, Van Seuningen I, Bomsztyk K. Zik1, 
a transcriptional repressor that interacts with the heterogeneous nuclear 
ribonucleoprotein particle K protein. J Biol Chem. 1996;271(44):27701–6.

 26. Weinberg SE, Chandel NS. Targeting mitochondria metabolism for cancer 
therapy. Nat Chem Biol. 2015;11(1):9–15.

 27. Pavlova NN, Thompson CB. The Emerging Hallmarks of Cancer Metabo-
lism. Cell Metab. 2016;23(1):27–47.

 28. Raimundo N, Baysal BE, Shadel GS. Revisiting the TCA cycle: signaling to 
tumor formation. Trends Mol Med. 2011;17(11):641–9.

 29. A E, Le J, Jj P, Hai Y, R P, R S, et al. Magnetic resonance of 2-hydroxyglutar-
ate in IDH1-mutated low-grade gliomas. Sci Transl Med. 2012. 4(116). 
Cited 2023. Available from:https:// pubmed. ncbi. nlm. nih. gov/ 22238 333/.

 30. S S, G F, Q L, Q S, X Z, X X, et al. IDH2 contributes to tumorigenesis 
and poor prognosis by regulating m6A RNA methylation in multiple 
myeloma. Oncogene. 2021;40(35). Cited 2023. Available from:https:// 
pubmed. ncbi. nlm. nih. gov/ 34274 946/.

 31. J L, Y H, Z T, J L, L L, X S, et al. Wild-type IDH2 promotes the Warburg 
effect and tumor growth through HIF1α in lung cancer. Theranostics. 
2018;8(15). Cited 2023. Available from:https:// pubmed. ncbi. nlm. nih. gov/ 
30128 035/.

 32. Dr W, Ps W, Je S, Jr C, Jj G, Um S, et al. Hypoxia promotes isocitrate 
dehydrogenase-dependent carboxylation of α-ketoglutarate to citrate to 
support cell growth and viability. Proceedings of the National Academy 
of Sciences of the United States of America. 2011;108(49). Cited 2023. 
Available from:https:// pubmed. ncbi. nlm. nih. gov/ 22106 302/.

 33. Barnabas GD, Lee JS, Shami T, Harel M, Beck L, Selitrennik M, et al. Serine 
biosynthesis is a metabolic vulnerability in IDH2-driven breast cancer 
progression. Cancer Res. 2021;81(6):1443–56.

 34. Azzi G, Velez M, Mathias-Machado MC. Isocitrate dehydrogenase muta-
tions in chondrosarcoma: the crossroads between cellular metabolism 
and oncogenesis. Curr Opin Oncol. 2014;26(4):403–7.

 35. Tommasini-Ghelfi S, Murnan K, Kouri FM, Mahajan AS, May JL, Stegh AH. 
Cancer-associated mutation and beyond: The emerging biology of isoci-
trate dehydrogenases in human disease. Sci Adv. 2019;5(5):eaaw4543.

 36. Iyer MK, Niknafs YS, Malik R, Singhal U, Sahu A, Hosono Y, et al. The land-
scape of long noncoding RNAs in the human transcriptome. Nat Genet. 
2015;47(3):199–208.

 37. Guttman M, Amit I, Garber M, French C, Lin MF, Feldser D, et al. Chromatin 
signature reveals over a thousand highly conserved large non-coding 
RNAs in mammals. Nature. 2009;458(7235):223–7.

 38. Ponting CP, Oliver PL, Reik W. Evolution and functions of long noncoding 
RNAs. Cell. 2009;136(4):629–41.

 39. Raveh E, Matouk IJ, Gilon M, Hochberg A. The H19 Long non-coding RNA 
in cancer initiation, progression and metastasis - a proposed unifying 
theory. Mol Cancer. 2015;14:184.

 40. Jiang C, Li X, Zhao H, Liu H. Long non-coding RNAs: potential new 
biomarkers for predicting tumor invasion and metastasis. Mol Cancer. 
2016;15(1):62.

 41. Kopp F, Mendell JT. Functional Classification and Experimental Dissection 
of Long Noncoding RNAs. Cell. 2018;172(3):393–407.

 42. Herman AB, Tsitsipatis D, Gorospe M. Integrated lncRNA function upon 
genomic and epigenomic regulation. Mol Cell. 2022;82(12):2252–66.

 43. Chu HP, Minajigi A, Chen Y, Morris R, Guh CY, Hsieh YH, et al. iDRiP for the 
systematic discovery of proteins bound directly to noncoding RNA. Nat 
Protoc. 2021;16(7):3672–94.

 44. Wang Z, Qiu H, He J, Liu L, Xue W, Fox A, et al. The emerging roles of 
hnRNPK. J Cell Physiol. 2020;235(3):1995–2008.

 45. Toki N, Takahashi H, Sharma H, Valentine MNZ, Rahman FUM, Zucchelli 
S, et al. SINEUP long non-coding RNA acts via PTBP1 and HNRNPK 
to promote translational initiation assemblies. Nucleic Acids Res. 
2020;48(20):11626–44.

 46. Peng W, Zhang C, Peng J, Huang Y, Peng C, Tan Y, et al. Lnc-FAM84B-4 acts 
as an oncogenic lncRNA by interacting with protein hnRNPK to restrain 
MAPK phosphatases-DUSP1 expression. Cancer Lett. 2020;494:94–106.

 47. Lian Q, Gao Y, Li Q, He X, Jiang X, Pu Z, et al. Cereblon Promotes the Ubiq-
uitination and Proteasomal Degradation of Interleukin Enhancer-Binding 
Factor 2. Protein J. 2020;39(5):411–21.

 48. Anderson NM, Mucka P, Kern JG, Feng H. The emerging role and 
targetability of the TCA cycle in cancer metabolism. Protein Cell. 
2018;9(2):216–37.

 49. Chen J, Hong JH, Huang Y, Liu S, Yin J, Deng P, et al. EZH2 mediated 
metabolic rewiring promotes tumor growth independently of histone 
methyltransferase activity in ovarian cancer. Mol Cancer. 2023;22(1):85.

 50. Dai X, Wang K, Fan J, Liu H, Fan X, Lin Q, et al. Nrf2 transcriptional upregu-
lation of IDH2 to tune mitochondrial dynamics and rescue angiogenic 
function of diabetic EPCs. Redox Biol. 2022;56:102449.

 51. Durán RV, Oppliger W, Robitaille AM, Heiserich L, Skendaj R, Gottlieb 
E, et al. Glutaminolysis activates Rag-mTORC1 signaling. Mol Cell. 
2012;47(3):349–58.

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

https://pubmed.ncbi.nlm.nih.gov/22238333/
https://pubmed.ncbi.nlm.nih.gov/34274946/
https://pubmed.ncbi.nlm.nih.gov/34274946/
https://pubmed.ncbi.nlm.nih.gov/30128035/
https://pubmed.ncbi.nlm.nih.gov/30128035/
https://pubmed.ncbi.nlm.nih.gov/22106302/

	LINC00571 drives tricarboxylic acid cycle metabolism in triple-negative breast cancer through HNRNPKILF2IDH2 axis
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Patients and specimens
	Cell culture and reagents
	RNA extraction and quantitative real-time PCR analysis
	Subcellular fractionation
	RNA fluorescence in situ hybridization
	Plasmid construction and stable transfection
	CCK8 assay
	Colony formation assay
	EdU proliferation assay
	Flow cytometry analysis
	Western blot analysis
	Tumor xenograft model
	Immunohistochemistry
	TUNEL assay
	Measurement of oxygen consumption rate
	Lactate level detection
	ATP measurement
	Citrate and α-KG level detection
	RNA pull-down and mass spectrometry
	Silver staining and mass spectrometry analysis
	RNA immunoprecipitation assay
	Immunofluorescence analysis
	Coimmunoprecipitation assay
	Luciferase reporter
	Statistical analysis

	Results
	LINC00571 is upregulated in TNBC tissues and breast cancer cell lines
	LINC00571 regulates the proliferation and apoptosis of TNBC cells
	LINC00571 promotes the progression of TNBC through the TCA signaling pathway
	LINC00571 interacts with the HNRNPK and ILF2 proteins
	HNRNPK binds with ILF2 to promote the stabilization of ILF2
	ILF2 promotes TNBC progression by regulating IDH2 transcription
	ILF2 promotes TNBC progression via enhanced TCA flux
	The LINC00571HNRNPKILF2-TCA cycle axis promotes TNBC progression

	Discussion
	Conclusions
	Acknowledgements
	References


