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Graphical Abstract

∙ O-GlcNAcylation of LARP1 Ser672 by OGT strengthened its binding to circ-
CLNS1A and then protected LARP1 from TRIM-25-mediated ubiquitination
and proteolysis.
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∙ LARP1 upregulation subsequently led to DKK4 mRNA stabilisation by
competitively interacting with PABPC1 to prevent DKK4 mRNA from BTG2-
dependent deadenylation and degradation.

∙ DKK4 promotes β-catenin protein expression and nuclear induction to induce
malignant progression of HB.
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Abstract
Background: Accumulating studies have shown that La-related protein 1
(LARP1) is involved in the occurrence and development of various tumours.
However, the expression pattern and biological role of LARP1 in hepatoblastoma
(HB) remain unclear so far.
Methods: LARP1 expression level in HB and adjacent normal liver tissues was
analysed by qRT-PCR, Western blotting and immunohistochemistry assays. The
prognostic significance of LARP1 was evaluated by Kaplan–Meier method and
multivariate Cox regression analysis. In vitro and in vivo functional assays were
implemented to clarify the biological effects of LARP1 on HB cells. Mecha-
nistically, the regulatory roles of O-GlcNAcylation and circCLNS1A in LARP1
expression were investigated by co-immunoprecipitation (co-IP), immunofluo-
rescence, RNA immunoprecipitation (RIP), RNApull-down and protein stability
assays. Moreover, RNA-sequencing, co-IP, RIP, mRNA stability and poly(A)-tail
length assays were performed to investigate the association between LARP1 and
DKK4. The expression and diagnostic significance of plasma DKK4 protein in
multi-centre cohorts were evaluated by ELISA and ROC curves.
Results: LARP1 mRNA and protein levels were remarkably elevated in HB tis-
sues and associated with worse prognosis of HB patients. LARP1 knockdown
abolished cell proliferation, triggered cell apoptosis in vitro as well as prohibited
tumour growth in vivo, whereas LARP1 overexpression incited HB progression.
Mechanistically, O-GlcNAcylation of LARP1 Ser672 by O-GlcNAc transferase
strengthened its binding to circCLNS1A and then protected LARP1 from
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TRIM-25-mediated ubiquitination and proteolysis. LARP1 upregulation subse-
quently led to DKK4 mRNA stabilisation by competitively interacting with
PABPC1 to prevent DKK4 mRNA from B-cell translocation gene 2-dependent
deadenylation and degradation, thus facilitating β-catenin protein expression
and nuclear import.
Conclusion: This study indicates that upregulated protein level of O-
GlcNAcylated LARP1 mediated by circCLNS1A promotes the tumorigenesis
and progression of HB through LARP1/DKK4/β-catenin axis. Hence, LARP1
and DKK4 are promising therapeutical target and diagnostic/prognostic plasma
biomarker for HB.
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1 INTRODUCTION

Hepatoblastoma (HB) is a rare embryonal liver tumour
that most commonly occurs in children younger than 5
years old.1,2 Neoadjuvant chemotherapy and surgery lead
to the survival of nearly 70% of patients with HB, particu-
larly those with early-stage disease.3,4 However, detecting
HB early remains challenging owing to its undetected
onset, rapid progression and the absence of specific serum
biomarkers.5 Patients with delayed diagnosis usually have
poor prognosis owing to unresectable tumours and inef-
fective chemotherapy for advanced-stage HB.6 To date,
AFP is the only serum biomarker available for HB diag-
nosis given its elevation in approximately 90% of patients7;
however, serum AFP level is also high in healthy infants
and cannot distinguish HB from benign liver tumours

and hepatocellular carcinoma (HCC).8,9 Similarly, sev-
eral immunohistochemical biomarkers, such as β-catenin,
GPC3 and INI1, cannot be used to confirm HB or HCC.10
Hence, it is an urgent need to identify the mechanisms
underlying HB occurrence to develop biomarkers, iden-
tify targetable pathways and novel therapeutic avenues for
patients with HB.
O-Glycosylation modification can post-translationally

modify a variety of proteins by attaching O-linked β-N-
acetylglucosamine (O-GlcNAc) to serine and threonine
residues of proteins. The disruption of these modifica-
tions will alter the activity, stability and interactions of
the target protein and play an important role in tumour
development.11 Abnormal high levels of glycosylation
modifications have been reported in various tumours,
such as HCC, breast cancer and gastric cancer.12 Previous
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proteomic sequencing data showed that there was obvi-
ous disorder of glycosylation modification in HB,13 but the
specific mechanism needs to be further explored.
La-related proteins (LARPs) belong to a conserved fam-

ily of RNA-binding proteins that share the La-motif and
have specialised roles in RNA metabolism and protein
synthesis.14 LARP1 interacts with RNA through its La-
motif and adjacent RNA-recognition motif-like (RRM-L)
domain, as well as the C-terminal DM15 motif.15 LARP1
can stabilise mRNAs containing the 5′-terminal oligopy-
rimidine (TOP) motif, which encodes translation initia-
tion/elongation factors and ribosomal proteins.16 More-
over, post-translational modification (PTM) of LARP1,
here referring to phosphorylation, has been reported to
determine its contrary regulatory role in TOP mRNA
translation,17 and LARP1 has been connected to various
cancers. It destabilises BIK mRNA but stabilises BCL2
mRNA via binary association with their 3′-UTRs, main-
taining ovarian cancer cell survival and chemotherapy
resistance.18 LARP1 mRNA and protein levels are elevated
in HCC tissues and are negatively associated with over-
all survival (OS) of early stage or AFP-normal patients.19
Additionally, LARP1 phosphorylation by CDK2 enhances
translation of oncogenic TOP-ribosomal proteins and sub-
sequent global translation, promoting HCC progression.20
However, LARP1’s expression pattern and its pathological
function in HB remain unknown.
In this study, we report a connection between LARP1

and O-GlcNAc transferase (OGT), identify a novel onco-
genic circCLNS1A/LARP1/DKK4 cascade, identify that
DKK4 is a biomarker for HB diagnosis and prognosis and
confirm that LARP1 is a promising therapeutic target.

2 MATERIALS ANDMETHODS

2.1 HB specimens collection

We collected 64 cases of HB and paracancerous tissues
from Shanghai Children’s Medical Center. All the subjects
were the first diagnosed patients who did not receive any
radiotherapy and chemotherapy. The clinicopathological
information of patients is presented in Table S1. Plasma
samples from patients with HB before surgery (n = 61), 1
day after surgery (n = 48), 3 days after surgery (n = 25)
and 5 days after surgery (n = 20) were acquired from the
Shanghai Children’s Medical Center. Other plasma speci-
mens were provided by healthy candidates (HC) (n = 101),
and patients with chronic hepatitis B (n = 72), infan-
tile hemangioendothelioma (IHE) (n = 38), HCC (n = 9)
and HB (n = 126) at Shanghai Children’s Medical Center
and Shanghai Tenth people’s hospital. Clinicopathologi-
cal parameters from each specimen were analysed using

multivariate Cox regression analysis to identify indepen-
dent risk factors for OS and disease-free survival (DFS).
This study was approved by the Ethics Committee of the
Shanghai Children’s Medical Center and Shanghai Tenth
People’s Hospital.

2.2 Cell culture and treatment

The two human HB cell lines, HuH6 and HepG2, used
in this study were obtained and cultured according to
previous study.21
The O-GlcNAcase inhibitor TMG and Proteasome

inhibitors (MG132) were used at final concentrations of
10 μmol/L and 10 μM for 12 h, respectively. For mRNA
stability assays, HB cells were incubated with 5 mg/mL
actinomycin D at the indicated time points. To detect the
lifetime of LARP1 protein, HB cells were incubated with
100 μg/mL cycloheximide (MedChemExpress) at the indi-
cated time points. The detailed information for chemical
reagents is presented in Table S2.

2.3 RNA pull-down assay

A biotinylated circCLNS1A probe was synthesised by
GenePharma Corporation, and the reverse probe was
used as a control. RNA pull-down assays were per-
formed using the PierceMagnetic RNA-Protein Pull-Down
Kit (Thermo Fisher Scientific) according to the manu-
facturer’s protocol. Briefly, 50 pmol of biotinylated cir-
cCLNS1A probe or reverse probe was incubated with
50 μL streptavidin-coated magnetic beads for 30 min at
room temperature. RNA-beads were incubated with cell
lysates at 4◦C overnight. circCLNS1A enrichment was
measured using qRT-PCR. Proteins bound to the magnetic
beads were analysed with SDS–PAGE to determine LARP1
levels.

2.4 Rapid amplification of cDNA
ends-poly(A) test (RACE-PAT)

The poly(A)-tail length of the DKK4 mRNA was mea-
sured using rapid amplification of cDNA ends-poly(A) test
(RACE-PAT). Briefly, total RNA was reverse-transcribed
with an oligo(dT) primer linked to an oligo(dT) anchor.
Next, PCR amplification was performed with the DKK4
forward primer for RACE and oligo(dT) anchor PCR
primer, yielding a mixture of PCR-amplified products rep-
resenting the length of the DKK4 poly(A)-tail. PCR prod-
ucts were resolved on a 5% non-denaturing acrylamide gel.
Primer sequences are listed in Table S8.
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2.5 Xenograft tumour assay

Four-week-old male nudemice were purchased fromVital
River Laboratory Animal Technology Corporation (Bei-
jing, China). Each mouse was subcutaneously injected
with 1 × 107 HuH6 cells stably silencing/overexpressing
LARP1with orwithout infectionwith LV-DKK4 or LV-NC,
or HuH6 cells infected with LV-LARP1-wild-type (WT)
or LV-LARP1-S672A. Each mouse received subcutaneous
injections into the left (NC) and right (LARP1) flanks.
Tumour length and width were measured every 4 days.
Tumour volumes were calculated using the following for-
mula: volume (mm3) = length (mm) × width2 (mm2) × .5.
After 28 days, the mice were euthanised, and tumours
were excised, weighed and imaged. IHC assays were con-
ducted on the dissected tumours. The primary antibodies
used were anti-DKK4 (Proteintech, 27080-1-AP), anti-Ki-
67 (Abcam, ab15580), anti-PCNA (Abcam, ab18197) and
anti-β-catenin (Abcam, ab16051).

2.6 HB orthotopic transplantation
models

Briefly, 4-week-old male nude mice were anaesthetised
with 10% chloral hydrate, and a longitudinal incision along
the abdominal midline exposed the left lobe of the liver,
where 1 × 108 HepG2 cells infected with LV-LARP1-WT
or LV-LARP1-S672A, suspended in 50 μL Matrigel, was
injected using a 100 μL Hamilton syringe (Hamilton Com-
pany, Bonaduz, Switzerland). After suturing, the mice
were caged individually and monitored until recovery.
The survival period of HB in situ mice was analysed by
Kaplan–Meiermethod usingGraphPad Prism 7 (GraphPad
Software, San Diego, CA, USA).

2.7 Detection of plasma AFP and DKK4

The concentrations of plasma AFP and DKK4 were
measured using a Human AFP ELISA Kit (RayBiotech
Life, Norcross, GA, USA) and Human Dkk-4 (Dick-
kopf homolog-4, ELISA Kit) (RayBiotech Life), respec-
tively, using a Synergy 2 Multi-Mode Microplate Reader
(BioTek Instruments) in accordance with the manufac-
turer’s instructions.

2.8 Detection of ubiquitination sites

We used the PhosphoSitePlus database (https://www.
phosphosite.org/homeAction.action) to identify LARP1
ubiquitination sites. To determine whether ubiquitination

occurred at these sites, we generated a panel of plasmids
encoding point mutants of the LARP1 protein (Flag-
LARP1-K539R/K703R/K753R) and then transfected them
into sh-circCLNS1A#1 cells.

2.9 Statistics

Data from at least three independent experiments are
represented as mean ± SD and were analysed using
GraphPad Prism 7.0 (GraphPad Software). Independent or
paired T test is used to evaluate the significance of differ-
ences between the two groups’ comparisons, and one-way
ANOVA is used to evaluate the significance of differences
among multiple groups’ comparisons. Pearson’s χ2 tests
were used to analyse LARP1 protein expression in HB
tissues. The effectiveness of DKK4 and AFP in diagnos-
ing HB is analysed by ROC curve. OS and DFS curves
were plotted to estimate survival using the Kaplan–Meier
method, and the log-rank test was applied for comparison.
*p Value < .05, **p value < .01 or ***p value < .001 were
considered statistically significant.

3 RESULTS

3.1 Significant upregulation of LARP1
in HB tissues correlates with poor
prognosis of HB patients

We previously conducted combined analyses of transcrip-
tomics, proteomics and O-GlcNAcomics in four paired
HB and adjacent normal liver tissues.22 In this study,
four common genes (LARP1, CDK12, NPM1 and BPTF)
between the differentially expressed genes, proteins and
O-GlcNAc modifications (GMPs) were obtained using a
Venn diagram (Figure 1A). We verified the expression of
four shared genes in 64 HB tissues and normal tissues.
qRT-PCR results showed the most significant differential
expression of LARP1 (Figure 1B and Figure S1A). Two
mRNAexpression profiling datasets from theGeneExpres-
sion Omnibus (GEO) database also indicated increased
LARP1mRNA levels inHB tissues compared to normal tis-
sues (Figure 1C,D). Western blotting assays confirmed that
LARP1 expression in HB tissues was significantly higher
than those in the adjacent normal tissues (Figure 1E).
In IHC analysis of a tissue microarray, most HB tissues
exhibited moderate (++) (40.6%) or strong (+++) (34.4%)
positive staining for LARP1 compared with adjacent nor-
mal tissues (Figure 1F,G and Figure S1B). According to
the median value of LARP1 mRNA expression level, 64
patients were divided into high and low expression groups.
The Kaplan–Meier survival curve analysis revealed that

https://www.phosphosite.org/homeAction.action
https://www.phosphosite.org/homeAction.action
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F IGURE 1 La-related protein 1 (LARP1) is upregulated in hepatoblastoma (HB) tissues and correlates with worse prognosis of HB
patients. (A) Venn diagram showed intersectional targets among differentially expressed genes (DEGs), differentially expressed proteins
(DEPs) and GMPs in four paired HB and normal tissues. (B) LARP1 mRNA level in our collection of 64 HB tissue specimens was detected by
qRT-PCR. (C and D) LARP1 mRNA level in normal (N) and HB (T) tissues from two Gene Expression Omnibus (GEO) mRNA expression
profiling datasets (GSE75271: N = 5, T = 50; GSE131329: N = 14, T = 53). (E) LARP1 protein level in 10 paired HB and normal tissues was
detected by Western blotting assay. (F) Representative IHC images of LARP1 staining in 32 paired HB and normal tissues. (G) Pearson χ2 test
was used to analyse LARP1 protein expression in HB tissues. (H and I) Overall survival (OS) (H) and disease-free survival (DFS) (I) analyses of
64 HB patients with high or low LARP1 mRNA expression (defined by the median 2−ΔΔCt value of LARP1 expression in tissues). (J)
Multivariate Cox regression analyses of clinicopathological characteristics for OS and DFS of HB patients.
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patients with high LARP1 levels had worse OS and DFS
than those with low levels (Figure 1H,I). Multivariate
Cox regression analysis revealed that age, metastasis, pre-
treatment extent of tumour (PRETEXT) andLARP1mRNA
levels were independent prognostic indicators of OS. Fur-
thermore, metastasis, PRETEXT and LARP1 mRNA levels
were independent predictive factors for DFS (Figure 1J).
These data suggest that LARP1 is upregulated inHB tissues
and may be prognostic for patients with HB.

3.2 LARP1 stimulates HB tumour
growth and represses apoptosis

To clarify the role of LARP1 in HB, we stably knocked
down LARP1 in HB cells with a lentiviral shRNA. qRT-
PCR and Western blotting validated the reduced mRNA
and protein levels of LARP1 in sh-LARP1#1 and #2 cells,
respectively (Figure 2A,B). The knock-down of LARP1 sig-
nificantly inhibited the growth and colony formation ofHB
cells (Figure 2C–E). Flow cytometry analysis confirmed
that LARP1 depletion enhanced apoptosis (Figure 2F).
In vivo xenograft studies indicated that the sh-LARP1#1
group’s tumour had lower volume and weight than those
in the sh-NC group (Figure 2G–I). Additionally, LARP1
overexpression significantly increased cell proliferation in
vitro (Figure S1C–E) and promoted tumour growth in vivo
(Figure S1F–H). Collectively, these results indicate that
LARP1 plays an oncogenic role in HB.

3.3 Oncogenic effects of LARP1 on HB
cells are mediated by upregulation of DKK4
expression

To explore the downstream mechanisms of LARP1, HuH6
cells were stably silenced for LARP1. RNA sequencing
revealed that there were 596 aberrantly expressed genes
(341 downregulated genes and 255 upregulated genes)
compared with sh-NC cells (Figure 3A and Table S2).
The Kyoto Encyclopedia of Genes and Genomes path-
way enrichment analysis revealed that the Wnt signalling
pathway related to HB progression was enriched and
ranked among the top 20 signalling pathways (Figure 3B).
Unsupervised hierarchical clustering revealed nine down-
regulated genes involved in the Wnt signalling pathway, of
which DKK4 ranked first (Figure 3C). qRT-PCR andWest-
ern blotting assays verified that DKK4 mRNA and protein
levels were diminished in sh-LARP1 cells compared to
sh-NC cells (Figure 3D,E) but increased with LARP1 over-
expression (Figure 3F,G). To further probe the role of
DKK4, rescue assays were performed by overexpressing
DKK4 in HB cells stably silenced LARP1. Western blotting

and IF assays showed that increased DKK4 levels partially
rescued decreased β-catenin protein levels and its nuclear
translocation (Figure 3H,I and Figure S2A). Consistently,
nucleo-cytoplasmic separation assays also confirmed this
phenomenon (Figure 3J and Figure S2B). Moreover, DKK4
overexpression partially rescued tumour proliferative and
anti-apoptotic effects (Figure 3K–O and Figure S2C–E).
Considering that LARP1 can regulate DKK4 expression
in HB cells, we further explored the relationship between
LARP1 and DKK4 expression in HB tissues. Both GEO
datasets and qRT-PCR analyses indicated a remarkable
elevation in DKK4 mRNA levels in HB tissues compared
with normal tissues (Figure S3A–C). Pearson’s correlation
analysis revealed a positive correlation between LARP1
and DKK4 mRNA levels in HB tissues (n = 41) (Figure
S3D). Consistently, IHC analysis also revealed a positive
correlation between LARP1 and DKK4 protein expression
in HB tissues (Spear-man correlation r = .52, p = .013)
(Figure S3E,F). Thus, these data imply that LARP1 acti-
vates theWnt/β-catenin signalling pathway to promote the
malignant phenotype of HB cells by upregulating DKK4
expression.

3.4 LARP1 enhances DKK4 transcript
stability by competing with BTG2 for
binding to PABPC1

LARP1 acts as an RNA stability regulator by directly
interacting with RNA.16,18 Through RNA immunoprecip-
itation (RIP)-qPCR assays, we observed that DKK4mRNA
was enriched with LARP1 antibody compared with the
IgG group, suggesting that LARP1 can bind to DKK4
mRNA (Figure 4A). Considering that gene sets related to
RNA stability regulation were decreased in HuH6 cells
stably silencing LARP1 by gene set enrichment analysis
(Figure 4B), we speculated that LARP1 may upregulate
DKK4mRNA levels.mRNA stability assays confirmed that
LARP1 deficiency was associated with a shorter DKK4
mRNA half-life (Figure 4C). Because the poly(A)-tail
length is critical for mRNA stability control,23 we mea-
sured the poly(A)-tail length of DKK4 mRNA. The results
showed that the poly(A)-tail was significantly shortened
when LARP1 was silenced but elongated when LARP1 was
overexpressed (Figure 4D,E). LARP1 has been reported
to stabilise mRNA by protecting the poly(A)-tail length
depending on its interaction with PABPC1.24 To clarify
whether PABPC1 is involved in LARP1-mediated DKK4
upregulation, we performed co-immunoprecipitation (co-
IP) assays and found that LARP1 interacted with PABPC1;
however, this interaction was impaired by RNase A treat-
ment but maintained by an RNase inhibitor, suggesting
that the LARP1-PABPC1 interaction was RNA-dependent
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F IGURE 2 La-related protein 1 (LARP1) knock-down inhibits hepatoblastoma (HB) cell proliferation and promotes cell apoptosis. (A
and B) LARP1 mRNA (A) and protein (B) levels in HB/sh-NC and HB/sh-LARP1#1, #2 cells were detected by qRT-PCR and Western blotting
assays. (C–E) The proliferative activities of HB/sh-NC and HB/sh-LARP1#1, #2 cells were examined using CCK-8 (C and D) and colony
formation (E) experiments. (F) Cell apoptosis analyses of HB/sh-NC and HB/sh-LARP1#1, #2 cells by flow cytometry assays. (G–I) The
stripped tumours from five nude mice subcutaneously implanted with HuH6/sh-NC and HuH6/sh-LARP1#1 cells. (H) Tumour growth curve
was depicted by calculating tumour volumes on indicated days. (I) Average weight of stripped tumours. *p < .05, **p < .01 and ***p < .001
between indicated groups.

(Figure 4F,H and Figure S5A). Consistently, IF assays
confirmed the colocalisation of LARP1 and PABPC1
(Figure 4G).
PABPC1 can also associatewithB-cell translocation gene

2 (BTG2), a member of the BTG/transducer of ERBB2
(BTG/TOB) family that activates mRNA deadenylation
and degradation.25 Using co-IP assays, we found that

LARP1 blocked PABPC1 binding to BTG2, but LARP1
knock-down allowed this interaction (Figure 4I,J). BTG2
overexpression weakened DKK4 mRNA stability and
reduced mRNA levels, and LARP1 deficiency in these
cells further decreased its stability (Figure 4K,L). mRNA
deadenylation is catalysed by deadenylases such as the
CCR4-NOT complex, PAN2-PAN3 complex and PARN.26
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F IGURE 3 La-related protein 1 (LARP1) upregulates DKK4 expression level to exert oncogenic roles in hepatoblastoma (HB). (A and B)
Volcano plot (A) and Kyoto Encyclopedia of Genes and Genomes (KEGG) analysis (B) of 596 differentially expressed genes between
HuH6/sh-NC and HuH6/sh-LARP1#1 cells detected by RNA-seq. (C) Heat map exhibited downregulation of 9 Wnt-related genes in
HuH6/sh-LARP1#1 cells versus HuH6/sh-NC cells. (D–G) DKK4 mRNA and protein levels in HB/sh-NC and HB/sh-LARP1#1, #2 cells (D and
E) or HB/LV-NC and HB/LV-LARP1 cells (F and G) were detected by qRT-PCR and Western blotting assays. (H) Western blotting analyses for
LARP1, DKK4 and β-catenin protein levels in HB/sh-NC and HB/sh-LARP1#1 cells co-infected with LV-NC or LV-DKK4. (I) HuH6/sh-NC
and HuH6/sh-LARP1#1 cells co-infected with LV-NC or LV-DKK4 were adopted for IF assays to detect the expression and localisation of
DKK4 and β-catenin. (J) Western blotting analyses for β-catenin protein level in nuclear and cytoplasmic fractions of HuH6/sh-NC and
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To investigate which deadenylase was involved, we used
specific siRNAs targeting these enzymes (Figure S4A–D).
Only CNOT1 depletion elongated the poly(A)-tail of DKK4
mRNA (Figure S4E,F). Co-IP assays showed that PABPC1
interactions with CNOT1, CAF1 and CCR4A were not hin-
dered with RNase inhibitor treatment but disrupted by
RNase A treatment, indicating that PABPC1 is associated
with the CCR4-NOT complex in an RNA-dependent man-
ner (Figure S5B,C). Furthermore, BTG2 depletion blocked
the binding of PABPC1 to CCR4-NOT complex subunits,
suggesting that PABPC1 required BTG2 to recruit the
CCR4-NOT complex to the mRNA poly(A)-tail (Figure
S5D,E). Consequently, LARP1 protects DKK4 mRNA from
deadenylation and decay by competing with BTG2 for
PABPC1 binding.

3.5 The Ser672 residue of LARP1 is
O-GlcNAc-modified by OGT

We conducted Pearson’s correlation analysis and found
that total O-GlcNAcylation levels were positively cor-
related with LARP1 protein levels in 50 HB tissues
(Figure 5A). By using an OGA inhibitor, both LARP1 and
total O-GlcNAcylation levels were significantly increased
(Figure 5B). Next, we performed co-IP assays and observed
that endogenous LARP1 was O-GlcNAc-modified and
interacted with OGT (Figure 5C and Figure S7A). HB cells
transfected with Myc-OGT and/or Flag-LARP1 were sub-
jected to co-IP assays and identified that exogenous LARP1
and OGT interacted (Figure 5D and Figure S7B). IF assays
further confirmed the colocalisation of LARP1 and OGT
(Figure 5E).
To investigate which LARP1 domain binds to OGT,

we constructed a panel of plasmids expressing the full-
length (Flag-LARP1-WT) or truncated LARP1 protein
(Flag-LARP1-Del-A/B/C/D). Co-IP assays confirmed that
LARP1 binds to OGT through its RRM-L5 domain (Figure
S7E). The O-GlcNAcylated site of LARP1, detected by
LC-MS/MS, was Ser672 (Figure 5G). We also acquired
three experimentally identified O-GlcNAcylated sites
(Ser584, Thr770 and Thr809) near the LARP1 RRM-
L5 domain from the O-GlcNAcAtlas database (Figure
S6A). To verify whether O-GlcNAcylation occurs at
these residues in HB, we generated a panel of plas-
mids encoding point mutants of the LARP1 protein
(Flag-LARP1-S584A/S672A/T770A/T809A). HuH6 cells

transfected with the individual mutant plasmids were
subjected to co-IP assays. Only the S672A mutant exhib-
ited significantly lower O-GlcNAcylation levels than WT
LARP1, suggesting that Ser672 is the O-GlcNAcylated site
(Figure 5F). Collectively, these data confirmed that OGT
interacts with the LARP1 RRM-L5 domain to catalyse
O-GlcNAcylation of LARP1 Ser672.

3.6 O-GlcNAcylation of LARP1 Ser672
protects LARP from degradation in a
ubiquitin-proteasome manner

Given thatO-GlcNAcylation is crucial for modulating pro-
tein abundance and function,27 we speculated that this
modification might be involved in controlling LARP1 lev-
els. Hence, we stably knocked down OGT in HB cells and
observed reduced LARP1 (Figure 5H and Figure S7C). In
contrast, OGT overexpression both led to increases in total
O-GlcNAcylation and LARP1 levels (Figure 5I and Figure
S7D). To further elucidate whether O-GlcNAcylation
affects LARP1 upregulation, HB cells stably silenced for
OGT were exposed to a protein synthesis inhibitor CHX.
OGT knock-down resulted in a shorter LARP1 protein
half-life (Figure 5J and Figure S7F). Intriguingly, LARP1
protein half-life was significantly increased by TMG treat-
ment (Figure 5KandFigure S7G) butwas shortened in cells
expressing the LARP1-S672A mutant protein (Figure 5L
and Figure S7H), suggesting that O-GlcNAcylation of
LARP1 at Ser672 enhanced its stability.
The ubiquitin-proteasome system is responsible for

cellular protein degradation.28 To investigate whether
O-GlcNAcylation prevents LARP1 ubiquitination, cells
transfected with Flag-LARP1-WT, Flag-LARP1-S672A or
control vector were exposed to the proteasome inhibitor
MG-132 with or without TMG, and the results showed
that TMG treatment decreased WT-LARP1 ubiquitination
level, whereas it had no effect on LARP1-S672A, implying
that LARP1 Ser672 O-GlcNAcylation inhibited its ubiqui-
tination (Figure 5M). To identify the ubiquitin ligase, we
used Flag antibody and identified that tripartite motif pro-
tein 25 (TRIM-25) had higher affinity to LARP1-S672A than
WT-LARP1 by mass spectrometry analysis (Figure S6B).
The E3 ubiquitin ligase TRIM-25 catalyses the addition
of polyubiquitin chains to its substrates for proteaso-
mal degradation.29 Consistently, co-IP assays confirmed
that TRIM-25 binding to LARP1-S672A was stronger than

HuH6/sh-LARP1#1 cells co-infected with LV-NC or LV-DKK4. (K and L) The proliferative activities of HuH6/sh-NC and HuH6/sh-LARP1#1
cells co-infected with LV-NC or LV-DKK4 were examined using CCK-8 (K) and colony formation (L) experiments. (M–O) The stripped
tumours from five nude mice subcutaneously implanted with HuH6/sh-NC and HuH6/sh-LARP1#1 cells co-infected with LV-NC or
LV-DKK4. (N) Tumour growth curve was depicted by calculating tumour volumes on indicated days. (O) Average weight of stripped tumours.
**p < .01 and ***p < .001 between indicated groups.
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F IGURE 4 La-related protein 1 (LARP1) stabilises DKK4 mRNA by competing with B-cell translocation gene 2 (BTG2) for binding to
PABPC1. (A) RNA immunoprecipitation (RIP)-qPCR was conducted to detect DKK4 mRNA associated with LARP1 in hepatoblastoma (HB)
cells, using IgG as a negative control. (B) GSEA analysis of gene sets related to RNA stability regulation in HuH6/sh-NC and
HuH6/sh-LARP1#1 cells. (C) DKK4 mRNA level of HB/sh-NC and HB/sh-LARP1#1, #2 cells was detected by qRT-PCR after treatment with
actinomycin D for indicated times. (D and E) Rapid amplification of cDNA ends-poly(A) test (RACE-PAT) analyses for DKK4 mRNA
poly(A)-tail length in HB/sh-NC and HB/sh-LARP1#1, #2 cells (D) or HB/LV-NC and HB/LV-LARP1 cells (E). (F) Proteins from HB cells
transfected with Flag-LARP1 were immunoprecipitated using Flag antibody, followed by Western blotting using Flag and PABPC1 antibodies.
(G) IF assays confirmed the co-localisation of LARP1 and PABPC1 in HB cells. (H) Proteins from HuH6 cells treated with RNase inhibitor or
RNase A were immunoprecipitated using PABPC1 antibody, followed by Western blotting using LARP1 and PABPC1 antibodies. (I and J)
Proteins from HuH6 (I) and HepG2 (J) cells infected with sh-NC or sh-LARP1#1 were immunoprecipitated using PABPC1 antibody, followed
by Western blotting using PABPC1 and BTG2 antibodies. (K and L) DKK4 mRNA level of HB/sh-NC and HB/sh-LARP1#1, #2 cells transfected
with pcDNA3.1 or pcDNA3.1-BTG2 vector was detected by qRT-PCR after treatment with actinomycin D for indicated times (K) or not (L).
*p < .05, **p < .01 and ***p < .001 between indicated groups.
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F IGURE 5 O-GlcNAcylation of La-related protein 1 (LARP1) Ser672 inhibits LARP1-tripartite motif protein 25 (TRIM-25) interaction to
prevent ubiquitin/proteasome-mediated LARP1 proteolysis. (A) Pearson correlation analysis of O-GlcNAcylation and LARP1 protein level in
50 paired hepatoblastoma (HB) and normal tissues. (B) Western blotting analyses for O-GlcNAcylation and LARP1 protein levels in HuH6
cells treated with TMG for indicated time points. (C) Proteins from HuH6 cells were immunoprecipitated using LARP1 antibody, followed by
Western blotting using LARP1, O-GlcNAc and O-GlcNAc transferase (OGT) antibodies. (D) Proteins from HuH6 cells transfected with
Myc-OGT and/or Flag-LARP1 were immunoprecipitated using Myc or Flag antibody, followed by Western blotting using Myc and Flag
antibodies. (E) IF assays confirmed the co-localisation of LARP1 and OGT in HB cells. (F) Proteins from HuH6 cells transfected with
Flag-LARP1-wild-type (WT), Flag-LARP1-S584A/S672A/T770A/T809A or empty vector were immunoprecipitated using Flag antibody,
followed by Western blotting using O-GlcNAc and Flag antibodies. (G) ETD mass spectra of peptides from LARP1. (H and I) Western blotting
analyses for LARP1, O-GlcNAcylation and OGT protein levels in HB/sh-NC and HB/sh-OGT#1, #2 cells (H) or HB/vector and HB/LV-OGT
cells (I). (J) LARP1 and OGT protein levels of HuH6 cells infected with sh-NC or sh-OGT#1 were detected by Western blotting assays after
treatment with cycloheximide for indicated time points. (K and L) LARP1 protein level of HB cells treated with TMG or DMSO (K) or
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WT-LARP1. Moreover, TMG treatment impaired the inter-
action between TRIM-25 and WT-LARP1 but not between
TRIM-25 and LARP1-S672A (Figure 5N). In conclusion,
O-GlcNAcylation of LARP1 Ser672 repressed the LARP1-
TRIM-25 interaction and prevented ubiquitin/proteasome-
mediated proteolysis.

3.7 CircCLNS1A stabilises LARP1
protein by competing with TRIM-25 for
binding to LARP1

Several studies have shown that circRNAs play impor-
tant roles in modulating LARP1 expression.30,31 To screen
the potential upstream effectors of LARP1, we performed
RIP-seq in HuH6 cells transfected with Flag-LARP1-WT
or Flag-LARP1-S672A and identified two circRNAs, circ-
CLNS1A and circZNRF3, which bind to WT-LARP1 but
not LARP1-S672A (Figure 6A). RIP-qPCR results demon-
strated that only circCLNS1A interacted with LARP1
(Figure 6B,C). To investigate this finding, biotinylated
circCLNS1A probes and reverse probes were used. The cir-
cCLNS1A probe pulled downmore cirCLNS1A and LARP1
proteins compared to the control (Figure 6D–F). circ-
CLNS1A deficiency significantly inhibited LARP1 protein
levels but had no effect on LARP1 mRNA (Figure S7I,J
and Figure 6G,H). Furthermore, circCLNS1A deficiency
rescued increased WT-LARP1 induced by TMG but had
no influence on LARP1-S672A (Figure 6I). To explore this
finding, we performed protein stability assays. We found
that circCLNS1A deficiency destabilised WT-LARP1 and
not LARP1-S672A (Figure 6J). Moreover, circCLNS1A defi-
ciency promoted LARP1 ubiquitination, suggesting that
circCLNS1A functions in a ubiquitin-proteasome-related
manner (Figure 6K). Considering that LARP1 dissociated
from circCLNS1A after the Ser672 mutation, we hypoth-
esised that circCLNS1A might react to LARP1 Ser672.
We identified three ubiquitination sites (K549, K703 and
K753) near Ser672 from the PhosphoSitePlus database
(Figure S6C). To determine the ubiquitinated site, we gen-
erated plasmids encoding LARP1 point mutants and then
transfected them into sh-circCLNS1A#1 cells. Only the
K703R mutant exhibited lower ubiquitination levels than
WT-LARP1, suggesting that K703 is the ubiquitination
site (Figure 6L). Interestingly, we observed that TRIM-25
depletion increased LARP1 protein levels by circCLNS1A

knock-down, implying that circCLNS1A regulates LARP1
protein via TRIM-25 (Figure 6M). However, RIP-qPCR
revealed no interaction between TRIM-25 and circCLNS1A
(Figure 6N). To identify whether circCLNS1A competes
with TRIM-25 for LARP1 binding, we conducted co-IP
assays and found that circCLNS1A depletion enhanced the
association between these proteins (Figure 6O).

3.8 Mutating LARP1 Ser672 inhibits its
oncogenic effects on HB cells

To uncover the biological role of O-GlcNAcylated LARP1-
Ser672 in HB, we stably overexpressed LARP1-WT or
LARP1-S672A mutant protein in HB/sh-LARP1#1 cells.
Both CCK-8 and colony formation assays revealed that
cell proliferation was significantly decreased in HB cells
overexpressing LARP1-S672A compared with LARP1-WT
(Figure 7A,B). Flow cytometry analysis showed that
LARP1-S672A promoted apoptosis (Figure 7C). To clar-
ify Ser672’s influence on tumour growth, HuH6/LARP1-
WT and HuH6/LARP1-S672A cells were subcutaneously
injected into the left flank and right flank of each nude
mouse, respectively. The volume and weight of LARP1-
S672A tumours were markedly lower than those in the
LARP1-WT group (Figure 7D–F). Moreover, IHC assays
showed that the staining intensities of DKK4, β-catenin,
Ki-67 and PCNA were significantly weaker in the LARP1-
S672A group than in LARP1-WT (Figure 7G). The results
of an orthotopic mouse model showed that the livers of
HuH6/LARP1-WT mice had more tumour foci than those
of theHuH6/LARP1-MUT group (median survival, 34 days
and 42 days, respectively; p = .041) (Figure 7H–J). Col-
lectively, these results imply that the Ser672 mutation can
inhibit LARP1’s oncogenic role in HB.

3.9 Plasma DKK4 is a promising
diagnostic and prognostic biomarker for
HB

To investigate the clinical value of DKK4 in HB, we con-
ducted a multicentre study on DKK4 protein levels in HB
samples. The results showed that DKK4 was significantly
increased in patients with HB (Figure 8A,B). Pearson’s
correlation analysis analysed the consistency of DKK4

transfected with Flag-LARP1-WT or Flag-LARP1-S672A (L) was detected by Western blotting assays after treatment with cycloheximide for
indicated time points. (M) Proteins fromMG-132 containing HuH6 cells transfected with Flag-LARP1-WT, Flag-LARP1-S672A or empty vector
and treated with/without TMG were immunoprecipitated using Flag antibody, followed by Western blotting using Ubiquitin and Flag
antibodies. (N) Proteins from HuH6/sh-ALRP1# cells transfected with Flag-LARP1-WT or Flag-LARP1-S672A and treated with TMG or DMSO
were immunoprecipitated using Flag antibody, followed by Western blotting using Flag and TRIM-25 antibodies. ***p < .001 between
indicated groups.
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F IGURE 6 CircCLNS1A stabilises La-related protein 1 (LARP1) protein by competing with tripartite motif protein 25 (TRIM-25) for
binding to LARP1. (A) RNA immunoprecipitation (RIP)-seq was conducted in HuH6 cells transfected with Flag-LARP1-wild-type (WT) or
Flag-LARP1-S672A to identify RNAs associated with WT-LARP1 or LARP1-S672A mutant protein. (B and C) RIP-qPCR was conducted to
detect circCLNS1A and circZNRF3 associated with LARP1 in HuH6/vector and HuH6/LV-LARP1 cells (B) or HuH6/sh-NC and
HuH6/sh-LARP1#1 cells (C). (D) circCLNS1A level in HuH6/vector and HuH6/LV-circCLNS1A was detected by qRT-PCR. (E and F) RNA
pull-down with circCLNS1A probe or reverse probe was performed in HuH6 cells with indicated treatment, followed by qRT-PCR (E) and
Western blotting (F) to examine the enrichment of circCLNS1A and LARP. (G and H) LARP1 mRNA (G) and protein (H) levels in
hepatoblastoma (HB)/sh-NC and HB/sh-circCLNS1A#1, #2 cells were detected by qRT-PCR and Western blotting assays. (I) Western blotting
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expression in HB tissue and serum (Figure 8C). Kaplan–
Meier survival curve analysis confirmed that patients with
high DKK4 expression in HB tissue had shorter OS than
those with low expression (Figure 8D). To assess the diag-
nostic significance of plasma DKK4 in HB, we enrolled
and randomly separated HC and patients with CHB, IHE,
HCC or HB into the test or validation cohort. As shown
in Figure 8E,I, in the two cohorts, plasma DKK4 lev-
els were significantly higher in HB patients than in HC
and CHB/IHE/HCC patients, but there was no obvious
change in CHB/IHE/HCC patients compared toHC. Addi-
tionally, plasma AFP levels were elevated in HB patients
compared to HC and CHB/IHE patients. As expected,
HCC patients exhibited significantly higher AFP levels
than HB patients in the two cohorts (Figure 8F,J). Sub-
sequently, we categorised HB patients into two groups,
AFP+ and AFP-, and analysed the number of DKK+ and
DKK- patients in the two groups. The number of DKK+
patients was higher than that of DKK- patients in both
AFP groups (Figure 8G,K). To further evaluate the poten-
tial of DKK4 to only identify HB, we conducted ROC curve
analysis and found that DKK4 showed a stronger diagnos-
tic value (AUCtest = .848; AUCvalidation = .809) than AFP
(AUCtest = .749; AUCvalidation = .719), whereas the combi-
nation ofDKK4andAFP exhibited the strongest diagnostic
value (AUCtest = .863; AUCvalidation = .839) (Figure 8H,L).
Subsequently, we detected plasma DKK4 levels in patients
before surgery and 1/3/5 day(s) post-surgery and found that
plasma DKK4 levels were lower in the post-surgery groups
versus the pre-surgery group (Figure 8M). Moreover, the
plasma DKK4 levels before surgery was correlated with
those at 1/3/5 day(s) post-surgery (Figure 8N–P). These
findings indicate that plasma DKK4 may be a potential
biomarker for HB diagnosis and prognosis.

4 DISCUSSION

In this study, we demonstrated that LARP1 is highly
expressed in HB and is associated with poor progno-
sis. Proteomics and co-IP analyses were performed to
reveal O-GlcNAcylation as a PTM of LARP1 that inter-
acts with OGT in HB. Further studies showed that

O-GlcNAcylation hinders TRIM-25 catalysed ubiquitina-
tion of LARP1 (Figure S8). In addition, we revealed
that O-GlcNAcylation at S672 of LARP1 plays an impor-
tant tumour-promoting role in HB by preventing its
degradation.
Numerous recent studies on LARP1 have demonstrated

that the La-Module and the DM15 motif enable stabil-
ity regulation of oncogenic TOP mRNAs.15,16,24 However,
few studies have focused on LARP1 stabilizing or desta-
bilizing other cancer-related transcripts.18,32 To identify
LARP1’s oncogenic mechanisms in HB biology, we con-
ducted RNA-seq in LARP1-silenced cells and observed
significant transcriptome alterations related to the Wnt
signalling pathway, in which DKK4 ranked first. An over-
active Wnt/β-catenin signalling pathway is a hallmark of
HB.33 This is mainly attributed to the recurrent CTNNB1
mutation found in 50%–90% of HB patients. It prevents β-
catenin degradation, leading to β-catenin translocation to
the nucleuswhere it activates downstreamoncogeneswith
the transcription factor TCF/LEF.34 Beyond the CTNNB1
mutation, the Dickkopf (DKK) family is known for fine-
tuning Wnt activity.35 For example, DKK1 is defined as an
agonist of the Wnt/β-catenin signalling pathway in HCC36
but an antagonist in rhabdomyosarcoma37 and ovarian
cancer.38 Similarly, DKK4 affects tumourigenesis and
development by modulating the Wnt/β-catenin signalling
pathway. DKK4 inhibits HCC cell growth and invasion by
both promoting β-catenin degradation and inhibiting the
expression of its downstream effectors CD44, cyclinD1 and
c-Jun.39 Here, we demonstrated that LARP1’s oncogenic
effects in HB cells were through increased DKK4 expres-
sion, which in turn promoted β-catenin expression and
nuclear import.
Poly(A)-tail length control is a crucial means of regu-

lating mRNA turnover through exoribonuclease-catalysed
degradation.23 In this study, we confirmed that LARP1
functions as a chaperone of DKK4 mRNA and protects
its poly(A)-tail length and stability. PABPC1, a cytoplasmic
poly(A)-tail-bound protein, can be a positive or negative
regulator of mRNA deadenylation.40–42 Here, we found
that LARP1 interacts with PABPC1 in an RNA-dependent
manner. Other investigators have found a connection
among BTG2, PABPC1 and the CCR4-NOT deadenylase

analyses for WT-LARP1 or LARP1-S672A mutant protein levels in HuH6 cells treated with DMSO, TMG or TMG plus sh-circCLNS1A#1. (J)
Flag-LARP1 protein level of HuH6/sh-NC and HuH6/sh-circCLNS1A#1 cells transfected with Flag-LARP1-WT or Flag-LARP1-S672A was
detected by Western blotting assays after treatment with cycloheximide for indicated time points. (K) Proteins from HuH6/sh-NC and
HuH6/sh-circCLNS1A #1, #2 cells were immunoprecipitated using LARP1 antibody, followed by Western blotting using Ubiquitin and LARP1
antibodies. (L) Proteins from HuH6/sh-circCLNS1A#1 cells transfected with Flag-LARP1-WT or Flag-LARP1-K549R/K703R/K753R were
immunoprecipitated using Flag antibody, followed by Western blotting using ubiquitin and Flag antibodies. (M) Western blotting analyses for
LARP1 and TRIM-25 protein levels in HB cells with indicated treatment. (N) RIP-qPCR was conducted to detect circCLNS1A associated with
TRIM-25 in HB cells. (O) Proteins from HB/sh-NC and HB/sh-circCLNS1A#1, #2 cells were immunoprecipitated using LARP1 or TRIM-25
antibody, followed by Western blotting using LARP1 and TRIM-25 antibodies. **p < .01 and ***p < .001 between indicated groups.
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F IGURE 7 Mutating La-related protein 1 (LARP1) Ser672 inhibits its oncogenic effects on hepatoblastoma (HB) cells. (A and B) The
proliferative activities of HB/LV-LARP1-wild-type (WT) or HB/LV-LARP1-S672A cells were examined using CCK-8 (A) and colony formation
(B) experiments. (C) Cell apoptosis analyses of HB/LV-LARP1-WT or HB/LV-LARP1-S672A cells by flow cytometry assays. (D) The stripped
tumours from five nude mice subcutaneously implanted with HuH6/LV-LARP1-WT or HuH6/LV-LARP1-S672A cells. (E) Tumour growth
curve was depicted by calculating tumour volumes on indicated days. (F) Average weight of stripped tumours. (G) Representative IHC images
of DKK4, Ki-67, PCNA and β-catenin staining in stripped tumours. (H and I) The gross (H) and HE staining images (I) of nude mouse
hepatoblastoma models in which HuH6/LV-LARP1-WT or HuH6/LV-LARP1-S672A cells were orthotopically injected into the liver. (J)
Kaplan–Meier animal survival curves of the HB orthotopic mouse model. **p < .01 and ***p < .001 between indicated groups.

complex. For instance, BTG2 can simultaneously inter-
act with PABPC1 and CAF1, which in turn stimulates
CAF1-mediated mRNA deadenylation.43 Coincidentally,
our findings identified that the LARP1–PABPC1 interac-
tion competitively inhibited PABPC1 binding to BTG2,
which consequently disrupted the recruitment of the

CCR4-NOT complex to DKK4 mRNA, ultimately protect-
ing DKK4 mRNA from deadenylation and degradation.
O-GlcNAcylation and ubiquitination are two essential

PTMs that control protein abundance and function.27,28
Many studies have uncovered crosstalk between the two
PTMs. For example, O-GlcNAcylation of PGC-1α recruits
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F IGURE 8 Plasma DKK4 is a promising diagnostic and prognostic biomarker for hepatoblastoma (HB). (A and B) qRT-PCR assay for
detecting the DKK4 mRNA expression in HB tissue (A) and plasma (B). (C) Pearson correlation analysis of DKK4 expression level in HB
tissues and plasma. (D) Overall survival (OS) analysis of HB patients with high or low DKK4 expression. (E, F, I, J) ELISA assays for detecting
plasma DKK4 and AFP levels of healthy candidates (HC) (n = 70), patients with CHB (n = 41), infantile hemangioendothelioma (IHE)
(n = 25), hepatocellular carcinoma (HCC) (n = 14) and HB (n = 70) in the test cohort (E and F) or HC (n = 31), patients with CHB (n = 31),
IHE (n = 13), HCC (n = 8) and HB (n = 56) in the validation cohort (I and J). (G and K) The number of DKK+ and DKK- patients in AFP+
and AFP- groups in the test (G) and validation (K) cohorts. (H and L) ROC curves for the diagnostic significance of plasma DKK4, plasma
AFP or combination of plasma DKK4 and AFP for distinguishing HB from HC/CHB/IHE/HCC in the test (H) and validation (L) cohorts. (M)
ELISA assays for detecting plasma DKK4 level in HC, HB patients before surgery and 1/3/5 day(s) post-surgery. (N–P) Pearson correlation
analyses of plasma DKK4 level in HB patients before surgery and 1 day post-surgery (N), or 3 days post-surgery (O) or 5 days post-surgery (P).
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the deubiquitinating enzyme BAP1, thereby decreas-
ing its ubiquitination and degradation.44 DOT1L O-
GlcNAcylation blocks its interaction with UBE3C and
prevents ubiquitination.45 Here, we demonstrated that
O-GlcNAcylation of LARP1 Ser672 hampers the interac-
tion between LARP1 and the E3 ubiquitin ligase TRIM-25,
thus preventing LARP1 ubiquitination and proteolysis.
Although TRIM-25 utilises circRNAs as a scaffold for effi-
cient ubiquitination and substrate degradation,46 we found
that it did not interact with circCLNS1A, which binds and
upregulates LARP1. In fact, circCLNS1A competed with
TRIM-25 for LARP1 binding, thus blocking K703 ubiquiti-
nation. Furthermore, an Ser672 point mutation prevented
circCLNS1A from binding to LARP1 and blocked its onco-
genic effects in HB cells, which may be a therapeutic
strategy.
The rarity, undetected onset and lack of effective serum

biomarkers lead to delayed HB diagnosis, which in turn
leads to poor prognosis.1,5,6 Serum AFP remains the stan-
dard for HB diagnosis, but its nonspecificity limits AFP
as an ideal biomarker for HB.7,8,9 DKK4 is a secreted
glycoprotein that has potential as a serum biomarker
for cancer detection.47 Here, we confirmed that plasma
DKK4 levels were higher in HB patients than in HC and
patients with CHB/IHE/HCC but not between patients
with CHB/IHE/HCC patients andHC. ROC curve analysis
verified that plasma DKK4 had a stronger diagnostic value
than plasma AFP for distinguishing only HB, whereas the
combination of plasmaDKK4 andAFP provided enhanced
diagnostic accuracy. Additionally, Kaplan–Meier survival
curve analysis confirmed that patients with high DKK4
expression had shorter OS than those with low expression.
Therefore, DKK4 levels are a promising serum biomarker
for HB diagnosis.
In conclusion, these findings provide a novel oncogenic

mechanism of the circCLNS1A/LARP1/DKK4 cascade, a
basis for targetingO-GlcNAcylated LARP1 as a therapeutic
strategy, and the potential of serum DKK4 as a diagnostic
and prognostic biomarker for HB.

ACKNOWLEDGEMENTS
This work was supported by grants from the National
Natural Science Foundation of China: (81930066 to FS,
82072375 to JM, 81871727 to QP, 82103178 to LL); the Sci-
ence and Technology Development Fund of Pudong New
Area of Shanghai (PKJ2019-Y11 to JM); the Shanghai Nat-
ural Science Foundation Project of Shanghai Science and
Technology Commission (17ZR1421700 to JM); the Shang-
hai Sailing Program (22YF1433800 to NH); the Shang-
hai Tenth People’s Hospital Climbing Training Program
(2021SYPDRC060 to YZ, 2021SYPDRC023 to NH); Clinical
Research Plan of Shanghai Hospital Development Center:
(SHDC2020CR2061B to QP).

CONFL ICT OF INTEREST STATEMENT
The authors declare no conflicts of interest.

ORCID
Li Liu https://orcid.org/0000-0002-7047-7977
JiMa https://orcid.org/0000-0001-6904-5360

REFERENCES
1. Bao PP, Li K, Wu CX, et al. [Recent incidences and trends

of childhood malignant solid tumors in Shanghai, 2002-2010].
Zhonghua Er Ke Za Zhi. 2013;51(4):288-294.

2. Kremer N, Walther AE, Tiao GM. Management of hepatoblas-
toma: an update. Curr Opin Pediatr. 2014;26(3):362-369.

3. Uchida H, Sakamoto S, Sasaki K, et al. Surgical treatment
strategy for advanced hepatoblastoma: resection versus trans-
plantation. Pediatr Blood Cancer. 2018;65(12):e27383.

4. Pritchard J, Brown J, Shafford E, et al. Cisplatin, doxoru-
bicin, and delayed surgery for childhood hepatoblastoma: a
successful approach–results of the first prospective study of
the International Society of Pediatric Oncology. J Clin Oncol.
2000;18(22):3819-3828.

5. Lake CM, TiaoGM, BondocAJ. Surgicalmanagement of locally-
advanced and metastatic hepatoblastoma. Semin Pediatr Surg.
2019;28(6):150856.

6. Zsiros J, Brugieres L, Brock P, et al. Dose-dense cisplatin-based
chemotherapy and surgery for children with high-risk hep-
atoblastoma (SIOPEL-4): a prospective, single-arm, feasibility
study. Lancet Oncol. 2013;14(9):834-842.

7. Zhong S, Zhao Y, Fan C. Hepatoblastomawith pure fetal epithe-
lial differentiation in a 10-year-old boy: a rare case report and
review of the literature.Medicine (Baltimore). 2018;97(2):e9647.

8. Wu JT, Book L, Sudar K. Serum alpha fetoprotein (AFP) levels
in normal infants. Pediatr Res. 1981;15(1):50-52.

9. Ng K, Mogul DB. Pediatric liver tumors. Clin Liver Dis.
2018;22(4):753-772.

10. Tanaka Y, Inoue T, Horie H. International pediatric liver can-
cer pathological classification: current trend. Int J Clin Oncol.
2013;18(6):946-954.

11. Zhang J, Xun M, Li C, Chen Y. The O-GlcNAcylation and its
promotion to hepatocellular carcinoma. Biochim Biophys Acta
Rev Cancer. 2022;1877(6):188806.

12. Chu Yi, Jiang M, Wu N, et al. O-GlcNAcylation of SIX1
enhances its stability and promotes hepatocellular carcinoma
proliferation. Theranostics. 2020;10(21):9830-9842.

13. Song H, Ma Ji, Bian Z, et al. Global profiling of O-GlcNAcylated
and/or phosphorylated proteins in hepatoblastoma. Signal
Transduct Target Ther. 2019;4:40.

14. Maraia RJ, Mattijssen S, Cruz-Gallardo I, Conte MR. The La
and related RNA-binding proteins (LARPs): structures, func-
tions, and evolving perspectives. Wiley Interdiscip Rev RNA.
2017;8(6):e1430.

15. Bousquet-Antonelli C, Deragon J-M. A comprehensive analysis
of the La-motif protein superfamily. RNA. 2009;15(5):750-764.

16. Aoki K, Adachi S, Homoto M, Kusano H, Koike K, Natsume T.
LARP1 specifically recognizes the 3′ terminus of poly(A)mRNA.
FEBS Lett. 2013;587(14):2173-2178.

17. Hong S, FreebergMA, Han T, et al. LARP1 functions as amolec-
ular switch for mTORC1-mediated translation of an essential
class of mRNAs. eLife. 2017;6:e25237.

https://orcid.org/0000-0002-7047-7977
https://orcid.org/0000-0002-7047-7977
https://orcid.org/0000-0001-6904-5360
https://orcid.org/0000-0001-6904-5360


18 of 18 CUI et al.

18. Hopkins TG, Mura M, Al-Ashtal HA, et al. The RNA-
binding protein LARP1 is a post-transcriptional regulator of
survival and tumorigenesis in ovarian cancer. Nucleic Acids Res.
2016;44(3):1227-1246.

19. Xie C, Huang Li, Xie S, et al. LARP1 predict the prognosis for
early-stage and AFP-normal hepatocellular carcinoma. J Transl
Med. 2013;11:272.

20. Ramani K, Robinson AE, Berlind J, et al. S-adenosylmethionine
inhibits La ribonucleoprotein domain family member 1
in murine liver and human liver cancer cells. Hepatology.
2022;75(2):280-296.

21. Liu L, He J, Sun G, et al. The N6-methyladenosine modifica-
tion enhances ferroptosis resistance through inhibiting SLC7A11
mRNA deadenylation in hepatoblastoma. Clin Transl Med.
2022;12(5):e778.

22. Song H, Bian Z, Mao S, et al. HBprem: a database of tran-
scription, translation, and posttranscriptional and posttrans-
lational modifications in hepatoblastoma. Clin Transl Med.
2020;10(2):e107.

23. Parker R, SongH. The enzymes and control of eukaryoticmRNA
turnover. Nat Struct Mol Biol. 2004;11(2):121-127.

24. Mattijssen S, Kozlov G, Gaidamakov S, et al. The isolated La-
module of LARP1mediates 3′ poly(A) protection andmRNA sta-
bilization, dependent on its intrinsic PAM2 binding to PABPC1.
RNA Biol. 2021;18(2):275-289.

25. Hwang SS, Lim J, Yu Z, et al. mRNAdestabilization by BTG1 and
BTG2 maintains T cell quiescence. Science. 2020;367(6483):1255-
1260.

26. Goldstrohm AC, Wickens M. Multifunctional deadenylase
complexes diversify mRNA control. Nat Rev Mol Cell Biol.
2008;9(4):337-344.

27. Yang X, Qian K. Protein O-GlcNAcylation: emerging mecha-
nisms and functions. Nat Rev Mol Cell Biol. 2017;18(7):452-465.

28. Finley D. Recognition and processing of ubiquitin-protein con-
jugates by the proteasome. Annu Rev Biochem. 2009;78:477-513.

29. Lee JM, Choi SS, Lee YH, et al. The E3 ubiquitin ligase TRIM25
regulates adipocyte differentiation via proteasome-mediated
degradation of PPARγ. Exp Mol Med. 2018;50(10):1-11.

30. Wu M, Kong C, Cai M, et al. Hsa_circRNA_002144 pro-
motes growth and metastasis of colorectal cancer through
regulating miR-615-5p/LARP1/mTOR pathway. Carcinogenesis.
2021;42(4):601-610.

31. Han J, Zhao G, Ma X, et al. CircRNA circ-BANP-mediated miR-
503/LARP1 signaling contributes to lung cancer progression.
Biochem Biophys Res Commun. 2018;503(4):2429-2435.

32. Mura M, Hopkins TG, Michael T, et al. LARP1 post-
transcriptionally regulates mTOR and contributes to cancer
progression. Oncogene. 2015;34(39):5025-5036.

33. Tao J, Calvisi DF, Ranganathan S, et al. Activation of β-catenin
and Yap1 in human hepatoblastoma and induction of hepatocar-
cinogenesis in mice. Gastroenterology. 2014;147(3):690-701.

34. Perugorria MJ, Olaizola P, Labiano I, et al. Wnt-β-catenin
signalling in liver development, health and disease. Nat Rev
Gastroenterol Hepatol. 2019;16(2):121-136.

35. Niehrs C. Function and biological roles of the dickkopf family of
Wnt modulators. Oncogene. 2006;25(57):7469-7481.

36. Zhang R, Lin H-M, Broering R, et al. Dickkopf-1 contributes
to hepatocellular carcinoma tumorigenesis by activating the
Wnt/β-catenin signaling pathway. Signal Transduct Target Ther.
2019;4:54.

37. Giralt I, Gallo-Oller G, Navarro N, et al. Dickkopf-1 inhibi-
tion reactivatesWnt/β-catenin signaling in rhabdomyosarcoma,
induces myogenic markers in vitro and impairs tumor cell
survival in vivo. Int J Mol Sci. 2021;22(23):12921.

38. Betella I, Turbitt WJ, Szul T, et al. Wnt signaling modula-
tor DKK1 as an immunotherapeutic target in ovarian cancer.
Gynecol Oncol. 2020;157(3):765-774.

39. Liao C-H, Yeh C-T, Huang Ya-H, et al. Dickkopf 4 positively
regulated by the thyroid hormone receptor suppresses cell
invasion in human hepatoma cells. Hepatology. 2012;55(3):910-
920.

40. Yi H, Park J, Ha M, Lim J, Chang H, Kim VN. PABP cooperates
with the CCR4-NOT complex to promote mRNA deadenylation
and block precocious decay.Mol Cell. 2018;70(6):1081-1088.e5.

41. Uchida N, Hoshino S-I, Katada T. Identification of a human
cytoplasmic poly(A) nuclease complex stimulated by poly(A)-
binding protein. J Biol Chem. 2004;279(2):1383-1391.

42. Körner CG, Wahle E. Poly(A) tail shortening by a mam-
malian poly(A)-specific 3′-exoribonuclease. J Biol Chem.
1997;272(16):10448-10456.

43. Stupfler B, Birck C, Séraphin B, Mauxion F. BTG2 bridges
PABPC1 RNA-binding domains and CAF1 deadenylase to con-
trol cell proliferation. Nat Commun. 2016;7:10811.

44. Ruan H-B, Han X, Li M-D, et al. O-GlcNAc transferase/host
cell factor C1 complex regulates gluconeogenesis by modulating
PGC-1α stability. Cell Metab. 2012;16(2):226-237.

45. Song T, Zou Q, Yan Y, et al. DOT1L O-GlcNAcylation promotes
its protein stability and MLL-fusion leukemia cell proliferation.
Cell Rep. 2021;36(12):109739.

46. Li B, Zhu L, LuC, et al. circNDUFB2 inhibits non-small cell lung
cancer progression via destabilizing IGF2BPs and activating
anti-tumor immunity. Nat Commun. 2021;12(1):295.

47. Fatima S, Luk JM, Poon RTp, Lee NP. Dysregulated expression
of dickkopfs for potential detection of hepatocellular carcinoma.
Expert Rev Mol Diagn. 2014;14(5):535-548.

SUPPORT ING INFORMATION
Additional supporting information can be found online
in the Supporting Information section at the end of this
article.

How to cite this article: Cui Z, He J, Zhu J, et al.
O-GlcNAcylated LARP1 positively regulated by
circCLNS1A facilitates hepatoblastoma progression
through DKK4/β-catenin signalling. Clin Transl
Med. 2023;13:e1239.
https://doi.org/10.1002/ctm2.1239

https://doi.org/10.1002/ctm2.1239

	O-GlcNAcylated LARP1 positively regulated by circCLNS1A facilitates hepatoblastoma progression through DKK4/b-catenin signalling
	Abstract
	1 | INTRODUCTION
	2 | MATERIALS AND METHODS
	2.1 | HB specimens collection
	2.2 | Cell culture and treatment
	2.3 | RNA pull-down assay
	2.4 | Rapid amplification of cDNA ends-poly(A) test (RACE-PAT)
	2.5 | Xenograft tumour assay
	2.6 | HB orthotopic transplantation models
	2.7 | Detection of plasma AFP and DKK4
	2.8 | Detection of ubiquitination sites
	2.9 | Statistics

	3 | RESULTS
	3.1 | Significant upregulation of LARP1 in HB tissues correlates with poor prognosis of HB patients
	3.2 | LARP1 stimulates HB tumour growth and represses apoptosis
	3.3 | Oncogenic effects of LARP1 on HB cells are mediated by upregulation of DKK4 expression
	3.4 | LARP1 enhances DKK4 transcript stability by competing with BTG2 for binding to PABPC1
	3.5 | The Ser672 residue of LARP1 is O-GlcNAc-modified by OGT
	3.6 | O-GlcNAcylation of LARP1 Ser672 protects LARP from degradation in a ubiquitin-proteasome manner
	3.7 | CircCLNS1A stabilises LARP1 protein by competing with TRIM-25 for binding to LARP1
	3.8 | Mutating LARP1 Ser672 inhibits its oncogenic effects on HB cells
	3.9 | Plasma DKK4 is a promising diagnostic and prognostic biomarker for HB

	4 | DISCUSSION
	ACKNOWLEDGEMENTS
	CONFLICT OF INTEREST STATEMENT
	ORCID
	REFERENCES
	SUPPORTING INFORMATION


