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Abstract 

Hepatocellular carcinoma (HCC) is one of the most prevalent and deadly tumors; however, its 
pathogenic mechanism remains largely elusive. In-depth researches are needed to reveal the expression 
regulatory mechanisms and functions of the RNA-binding protein RALY in HCC. Here, we identify RALY 
as a highly expressed oncogenic factor that affects HCC cells proliferation both in vitro and in vivo. 
O-GlcNAcylation of RALY at Ser176 enhances its stability by protecting RALY from TRIM27-mediated 
ubiquitination, thus maintaining hyper-expression of the RALY protein. Mechanistically, RALY interacts 
with USP22 messenger RNA, as revealed by RNA immunoprecipitation, to increase their cytoplasmic 
localization and protein expression, thereby promoting the proliferation of HCC cells. Furthermore, we 
develop a novel RALY protein degrader based on peptide proteolysis-targeting chimeras, named 
RALY-PROTAC, which we chemically synthesize by linking a RALY-targeting peptide with the E3 
ubiquitin ligase recruitment ligand pomalidomide. In conclusion, our findings demonstrate a novel 
mechanism by which O-GlcNAcylation/RALY/USP22 mRNA axis aggravates HCC cells proliferation. 
RALY-PROTACs as degraders of the RALY protein exhibit potential as therapeutic drugs for 
RALY-overexpressing HCC. 
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Introduction 
Liver cancer remains the main contributor to the 

global cancer burden. Hepatocellular carcinoma 
(HCC), the primary type of liver cancer, is responsible 
for the majority of deaths related to liver cancer [1]. 
Contracting hepatitis B and C viruses significantly 
increase the risk of hepatocarcinogenesis [2]. Despite 
improvements in HCC diagnosis and intervention, 
the prognosis remains suboptimal. Therefore, 
in-depth research on the molecular regulatory 
mechanisms underlying HCC occurrence and clinical 
progression is required to develop better treatment 
options and improve clinical outcomes. 

Post-translational modifications (PTMs) refer to 

the covalent and chemical modifications of protein 
residues that enable cells to respond precisely and 
quickly to internal and external stimuli through the 
direct and dynamic regulation of protein functions [3]. 
O-GlcNAc modification (O-GlcNAcylation), a type of 
PTMs, refers to the process of adding O-linked 
β-N-acetylglucosamine (O-GlcNAc) via an O-linkage 
to the serine (Ser) or threonine (Thr) residues of 
intracellular proteins [4]. O-GlcNAc transferase 
(OGT) exclusively regulates the addition of 
O-GlcNAc, while glycoside hydrolase O-GlcNAcase 
controls the removal [5]. Aberrant OGT and 
O-GlcNAcylation have been observed in various 

 
Ivyspring  

International Publisher 



Int. J. Biol. Sci. 2024, Vol. 20 
 

 
https://www.ijbs.com 

3676 

tumors and are associated with tumorigenesis and 
cancer progression [6]. Growing evidence indicates 
that numerous classes of O-GlcNAcylated proteins 
play a role in the regulation of core processes, 
including signal transduction, epithelial- 
mesenchymal transition, and other molecular 
regulatory mechanisms [7-9]. However, the exact 
mechanism by which O-GlcNAcylation achieves these 
biological functions and the specific proteins modified 
by O-GlcNAc that may act as pivotal contributors 
remain elusive. 

RALY belongs to the heterogeneous nuclear 
ribonucleoprotein (hnRNP) family, comprising a vast 
array of RNA-binding proteins (RBPs) involved in 
various processes, from the early steps of RNA 
biogenesis to cellular localization and transport [10]. 
RALY is elevated in many cancer cells and 
participates in tumor progression through both 
proliferation and aggressive biological behaviors 
[11-13]. Moreover, RALY is regulated by PTMs such 
as phosphorylation and SUMOylation [14, 15]. 
However, the expression regulatory mechanisms of 
RALY are unclear and how RALY controls the 
progression of HCC is still largely a mystery. 

Herein, we firstly investigate the detailed 
molecular mechanisms of RALY overexpression. We 
find that OGT interacts with RALY and catalyzes its 
O-GlcNAcylation, which inhibits RALY ubiquitina-
tion and enhances its stability. In downstream 
mechanisms, we find that RALY, as an RBP, confers 
specificity for recruiting USP22 messenger RNA 
(mRNA) to Aly/REF export factor (ALYREF) and 
efficiently promotes its export, thereby promoting the 
proliferation of HCC cells. Furthermore, we develop 
peptide-based PROTACs (p-PROTACs) that degrade 
RALY by promoting the recruitment of E3 ubiquitin 
to RALY. Collectively, our study provides previously 
unknown mechanistic insights into the relationship 
between O-GlcNAcylation and RALY protein 
stability, and reveals the crucial role of aberrant RALY 
in HCC progression. 

Methods  
Cell culturing 

Human hepatocarcinoma cell lines (Hep3B and 
Huh7) and human hepatic epithelial cell line THLE-2 
were purchased from Pricella Company (Wuhan, 
China). MHCC-97H and MHCC-97L were stored in 
our laboratory. HCC cells were grown in DMEM with 
10% FBS, along with 1% penicillin and 1% 
streptomycin.  

Thiamet-G (TMG) and PUGNAc (PUG), 
inhibitors of O-GlcNAcase, were introduced into 
DMEM at final concentrations of 20 μmol/L and 100 

μmol/L for 12 hours, respectively. The final 
concentration of NH4CL, 3-Methyladenine (3-MA), 
Z-VAD-FMK and MG132 were 10 μmol/L. 

The lipofectamine 2000 reagent (11668-027, 
Thermo Fisher Scientific) was used to transiently 
transfect the cells on the basis of the manufacturer's 
guidelines. The target sequences of siRNAs were as 
follows: 5′-AGACCATCTTCTCTAAGTA-3′ (siRALY 
#1), 5′-GCAGCATCTGCCATATACA-3′ (siRALY#2), 
5′-GAGTCTTCATTGGAAACCT-3′ (siRALY#3), 
5′-TGAGCAGTATTCCGAGAAA-3′ (siOGT) and 
5′-GAGCTACCAGGAGTCCACAAAG-3′ (siUSP22). 
Plasmid wild-type RALY and mutants, including 
RALYKO-T151A, RALYKO-T175A and RALYKO- 
S176A, were chemically constructed by Generalbiol 
Company (Chuzhou, China) and subcloned into the 
pcDNA3.1 expression vector. 

Western blotting 
Total protein was isolated by RIPA Lysis Buffer 

containing PMSF (P0013B and ST505, Beyotime 
Biotechnology). Equivalent quantities of proteins 
were placed into 4-20% SDS-PAGE gels and then 
moved to polyvinylidene fluoride membranes. First 
antibodies were used to probe the membranes, 
followed by incubation with secondary antibodies. 

The first antibodies used were mouse 
anti-O-GlcNAcylation (ab2739, Abcam), anti-β-actin 
and anti-RALY (HRP-60008 and 68011-1-Ig, 
Proteintech Group), rabbit anti-USP22, anti-ubiquitin, 
anti-HNRNPC, anti-CHD4, anti-HNRNPA2B1, 
anti-PCBP2, anti-STIP1, anti-OGT and anti-TRIM27 
(55110-1-AP, 10201-2-AP, 11760-1-AP, 14173-1-AP, 
14813-1-AP, 15070-1-AP, 15218-1-AP, 11576-2-AP and 
12205-1-AP, Proteintech Group). Second antibodies 
(SA00001-1 and SA00001-2 from Proteintech Group 
and A25022 from Abbkine) were acquired for the 
experiment. 

Cell proliferation assays 
For Cell Counting Kit 8 (CCK-8), approximately 

1500 cells/well were seeded in a 96-well plate. At the 
specific time point, CCK-8 solution from Beyotime 
Biotechnology (C0037) was introduced into the wells 
and left to incubate for 2 hours. The spectrometer was 
then used to measure the optical density at a 
wavelength of 450 nm (OD450).  

EdU incorporation assays were carried out using 
24-well plates following the guidelines provided by 
the manufacturer of an EdU kit (C0071S, Beyotime 
Biotechnology) with Alexa Fluor 488 and Hoechst 
33342 reagent (nuclear counterstain). The results were 
captured under a fluorescence microscope and shown 
as the ratio of the EdU-positive cells to 
Hoechst-positive cells. 
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Co-immunoprecipitation (CO-IP)  
CO-IP was carried out according to the protocol 

of the rProtein A/G Magnetic IP/Co-IP Kit (AM001, 
Nanjing ACE Biotechnology). The rProtein A/G 
magPoly beads were mixed with antibodies and 
incubated at room temperature for 30 minutes, 
followed by incubation with cell lysates at 4°C 
overnight. The beads were rinsed thrice using a 
washing solution. The enriched complex was eluted 
from the beads with the elution buffer and then 
subjected to western blotting or mass spectrometry 
(MS) analysis. The antibodies used for CO-IP were 
mouse anti-RALY (68011-1-Ig, Proteintech Group) 
and anti-lgG, rabbit anti-OGT, anti-TRIM27 
(11576-2-AP and 12205-1-AP, Proteintech Group) and 
anti-lgG. Signal-SeekerTM ubiquitination detection kit 
(BK161-S, Cytoskeleton) provided ubiquitination 
affinity beads. 

Immunostaining 
Cell lines were inoculated in 6-well dishes 

containing coverslips, fixed with 4% 
paraformaldehyde (BL539A, Biosharp) for 10 minutes 
after adhering to the coverslips. Cells were then 
permeabilized in enhanced immunostaining 
permeabilization buffer (P0096, Beyotime 
Biotechnology), washed by PBS solution. The cells 
were exposed to first antibodies overnight at 4°C, 
followed by 1.5-hour incubation with second 
antibodies conjugated with fluorescein at room 
temperature in the absence of light. The sample were 
mounted by Antifade Mounting Medium containing 
DAPI (P0131, Beyotime Biotechnology) and examined 
with a confocal microscope in dark room.  

Animal studies 
To establish a tumor xenograft model, 2 × 106 

Huh7 cells bearing lentivirus were injected into the 
subcutaneous tissue of each 5-week-old male BALB/c 
mouse. Four weeks after injection, the mice were 
euthanized and neoplasms were harvested. The 
neoplasms were weighed, and the volumes were 
computed as the following formula: volume (mm3) = 
0.5 × length × width2. Lentivirus and negative control 
transducing Huh7 cells were synthesized by Hanheng 
Company (Shanghai, China). 

To mimic the process of HCC development, male 
C57BL/6 mice were intraperitoneally injected with 
25 mg/kg diethylnitrosamine (DEN) at the age of 14 
days to initialize the HCC process. After 2 weeks, 
carbon tetrachloride (CCl4) (0.5 ml/kg body weight, 
dissolved in corn oil) was intraperitoneally injected 
twice weekly for 10 weeks. At 16 weeks postpartum, 
the mice were administered AAV-shRALY or 
AAV-ctrl via tail vein injection (2 × 1011 virus 

particles/mouse). At 28 weeks of age, mice of two 
groups were euthanized for further evaluation.  

RNA immunoprecipitation (RIP) and RIP 
sequencing (RIP-seq) 

The Magna RIPTM RNA-Binding Protein 
Immunoprecipitation Kit (17-701, Millipore) was used 
for the RIP procedure. In brief, 2 × 107 cells were lysed 
in complete RIP lysis buffer (0.5 μl protease inhibitor 
cocktail, 0.25 μl RNase inhibitor and 100μl RIP lysis 
buffer) for 1 hour at -80°C and centrifuged at 
14000rpm for 10 minutes at 4°C. 100 µL supernatant 
was placed to each beads-antibody complex coated 
either with antibodies of interest or with negative 
control antibody in RIP Immunoprecipitation Buffer 
(35μl EDTA, 5μl RNase inhibitor and 860μl RIP wash 
buffer) and incubated overnight at 4°C. The beads 
were then incubated in the proteinase K buffer (15μl 
10 % SDS, 18μl proteinase K and 117μl RIP wash 
buffer) at 55°C for 30 minutes with shaking to digest 
the protein. Finally, RNA was isolated using phenol: 
chloroform: isoamyl alcohol (125:24:1 pH<5.0) 
(AP1025, ACMEC) and processed for RIP-seq analysis 
or qRT-PCR analysis. 

The Tiangen Company (Beijing, China) provided 
assistance in the RIP-seq-related experiments.  

RNA sequencing (RNA-seq) and analysis 
Total RNA samples were isolated from sicontrol 

and siRALY#1 Hep3B cells (three replicates per 
sample). The transcriptome sequencing libraries were 
constructed and sequenced by Tiangen Company 
(Beijing, China). Differential expression analysis of 
two conditions/groups was carried out by the 
DESeq2 R package (1.16.1). Genes were considered to 
be differentially expressed if they had a P-value <0.05 
and |log2(FoldChange)| > 1. 

Isolation and purification of RNA from both 
the cytoplasm and nucleus 

Subcellular fractionation was carried out by 
Cytoplasmic & Nuclear RNA Purification Kit 
(NGB-21000, Norgen Biotek). The purified RNA 
samples were subjected to subsequent qRT-PCR 
analysis. 

Total RNA extraction and quantitative 
real-time PCR (qRT-PCR) 

RNA extraction was performed with RNApure 
Tissue & Cell Kit (CW0584, CWBIO) as recommended 
by the manufacturer. Subsequently, cDNA was 
generated with HiFiScript cDNA Synthesis Kit 
(CW2569, CWBIO) in the light of the manufacturer's 
protocol. Prior to the PCR experiment, template DNA 
were mixed with UltraSYBR mixture (CW0957, 
CWBIO), RNase-free Water and the primers. The 
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following primer sequences were used for the 
indicated genes: RALY-forward, 5-AGACAAGC 
CCAGTATGCGAGTG-3; RALY-reverse, 5-TTCTGA 
GTTGGCAAGTGAAATGAGT-3; USP22-forward, 
5-CAAGGAGGAGCAGCGAAAAGC-3; USP22- 
reverse, 5-AAGAAGTCCCGCAGAAGTGGC-3; 
HNRNPC-forward, 5-GGAAAAGCAGGTGTGAAA 
CGAT-3; HNRNPC-reverse, 5-GGCACTACAGCCCG 
AGCAATA-3; CHD4-forward, 5-AGCAGTCTTCCTG 
TATTCCCTTTA-3; CHD4-reverse, 5-ACGGCTGTCC 
TTGTCACCCA-3; HNRNPA2B1-forward, 5-GCAAC 
CTTCTAACTACGGTCCAAT-3; HNRNPA2B1- 
reverse, 5-TACCTCTGGGCTCTCATCCTCTC-3; 
PCBP2-forward, 5-CATAATCGGGCGTCAAGGC-3; 
PCBP2-reverse, 5-GGGTGGTGGTGAACAGCA 
GAA-3; STIP1-forward, 5-CGATGATGCCTTACAGT 
GCTAC-3; STIP1-reverse, 5-TTTCAGTTGAGGGTTA 
TTTGCC-3; U6-forward, 5-CTCGCTTCGGCAGC 
ACA-3; U6-reverse, 5-AACGCTTCACGAATTTG 
CGT-3; GAPDH-forward, 5-GACACCCACTCCTCC 
ACCTTT-3; GAPDH-reverse, 5-TCTCTTCCTCTTG 
TGCTCTTGCT-3. The reaction was amplified for 40 
cycles with denaturation at 95°C for 15 seconds, 
annealing or extension at 60°C for 60 seconds. 

Screening of RALY-binging peptides 
The phage display technique was used to screen 

peptides binding to human RALY protein. Briefly, a 
library of phage-displayed peptides was transferred 
to a plate coated with RALY, and left for 1 hour. 
Subsequently, nonbinding phages were washed off by 
PBST and bound phages were eluted with 
triethylamine buffer. The eluted phages were further 
amplified and applied as input for the next 
biopanning round. Three screening rounds resulted in 
a notable enrichment of RALY-binding phage clones. 
The phage clones chosen from the eluted phages of 
the last selection round were sequenced. 

Peptides and p-PROTACs production 
The ChomiX Biotech Company (Nanjing, China) 

conjugated five peptides obtained from phage library 
through solid-phase synthesis. FITC and TAT 
(GRKKRRQRRRPPQQ) cell penetrating peptides 
were coupled at the N-terminus and C-terminus of 
the peptides, respectively. In addition, p-PROTAC 
was also synthesized via Pomalidomide- 
PEG1-C2-COOH (CAS NO.: 2139348-60-8) linked with 
the peptide and named RALY-PROTAC. 

Ethics approval and patient consent statement 
3 paired HCC and adjacent normal samples were 

collected from patients who had surgery and obtained 
written informed consents. The above study with 
human tissues was approved by the institutional 
review board of the Second Affiliated Hospital of 

Nanjing Medical University (approval numbers 
2022-KY-192-01). 

All mice were maintained in the Center for 
Laboratory Animals of Southeast University (Nanjing, 
China). All manipulations involving live mice were 
carried out according to established ethical guidelines 
and with the approval of the Animal Care & Welfare 
Committee at Southeast University (approval 
numbers 20230703001 and 20230201040). 

Statistical analysis 
GraphPad Prism 8.0.1 software was used to 

conduct statistical analysis and generate graphs. All 
values tested in triplicate were presented as mean ± 
standard deviation (SD). Statistical comparisons 
among groups were estimated either with Student's 
t-test or two-way analysis of variance (two-way 
ANOVA). Values were considered significantly 
different if p < 0.05 (*P < 0.05, **P < 0.01, ***P < 0.001, 
****P < 0.0001). 

Results 
Both in vitro and in vivo, the ablation of RALY 
exhibits tumor suppressor effects 

First, we performed bioinformatics analysis 
using an online database (UALCAN) to explore the 
potential role of RALY in HCC [16, 17]. The results 
showed that levels of RALY mRNA and protein were 
elevated in HCC tissues compared to normal tissues 
(Figure 1A and 1B). In addition, after evaluating the 
likelihood of survival for various HCC patients, it was 
discovered that individuals with elevated levels of 
RALY had a decreased overall survival compared to 
those with lower levels of RALY (Figure 1C). 
Furthermore, our examination revealed that the 
expression of RALY protein was elevated in HCC 
specimens when compared to healthy tissues based 
on the immunohistochemistry data in the Human 
Protein Atlas database (Figure 1D) and our western 
blotting outcomes (Figure 1E). Consistent with the 
conclusion in HCC primary and adjacent normal 
samples, western blotting revealed increased RALY 
expression in HCC cell lines (Hep3B, MHCC-97H, 
Huh7, and MHCC-97L) in comparison to THLE-2 cells 
(Figure 1F).  

To determine the biological effect of RALY on 
HCC progression, siRNAs (siRALY#1) were used to 
knockdown RALY; these molecules showed a 
significant capacity to manipulate RALY expression 
(Figure 1G). We further evaluated cellular phenotypes 
following RALY depletion in vitro. CCK-8 and EdU 
assays were performed to determine cell growth and 
survival (Figure 1H, 1I and 1J), which indicated 
reduced proliferation capacity in the siRALY group. 
Next, we used DEN and CCl4 to trigger HCC in 
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C57BL/6 mice to validate the in vivo results (Figure 
1K). The mice were injected with AAV-ctrl or 
AAV-shRALY via the tail vein, and the manipulation 
efficiency was confirmed (Figure 1L). Using this 
model, we determined that RALY ablation led to 
lower liver-to-body weight ratios, fewer tumor 

numbers, and smaller tumor sizes (Figure 1M, 1N and 
1O). Collectively, these results indicate that RALY is 
identified as an oncogene in HCC but its abnormal 
expression and tumor-promoting mechanisms are still 
unknown. 

 

 
Figure 1. The expression and function of RALY in hepatocellular carcinoma (HCC). (A, B) Bioinformatics analysis predicted RALY mRNA (A) and protein (B) levels in HCC 
tissues and normal adjacent tissues by UALCAN. (C) Kaplan–Meier analysis was used to measure the survival rate of HCC patients by UALCAN. (D) Immunohistochemistry 
images of RALY expression in paracancerous tissues and HCC samples were obtained from the Human Protein Atlas database. (E) Western blotting analysis of RALY expression 
in paracancerous tissues and HCC samples. (F) Western blotting analysis of RALY expression using four HCC cell lines (Hep3B, Huh7, MHCC-97H and MHCC-97L) and normal 
liver epithelial THLE-2 cells. (G) The expression of RALY protein was detected after RALY knockdown in HCC cells. (H) CCK-8 assays showed the growth rate of HCC cells 
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upon manipulation of RALY. (I) EdU incorporation assays were carried out in HCC cells (Green fluorescence, EdU-positive cells; blue fluorescence, total cells). (J) Statistical 
analysis of the EdU incorporation assays. (K) Gross appearances of liver samples from the primary liver cancer mouse mode established with C57BL/6 mice. (L) The levels of 
RALY protein expression in livers from the indicated groups. (M, N, O) Liver-to-body weight ratios (M), tumor nodules numbers (N) and maximal size of tumors (O), n = 6/group.  

 

RALY is hyper-O-GlcNAcylated at Ser176 
Many previous studies reported that PTM can 

regulate RALY, prompting our exploration of more 
potential PTMs that can modify RALY. In this study, 
IP-MS analysis indicated binding between RALY and 
OGT in Hep3B and BEL7402 cells (Figure 2A and 
Table S1) [18], indicating that RALY may be modified 
by O-GlcNAcylation, which was further confirmed 
through CO-IP assays and immunostaining in HCC 
cells (Figure 2B and 2C). To further clarify whether 
RALY was O-GlcNAcylated, we conducted CO-IP 
experiments and observed that O-GlcNAcylated 
RALY proteins in the immunoprecipitates were 
captured by anti-RALY antibodies in HCC tissues and 
cells (Figure 2D). Moreover, RALY showed a stronger 
O-GlcNAcylation signal in HCC cells compared to 
normal hepatic cells. Similarly, O-GlcNAcylation of 
endogenous RALY was strong in HCC tissues (Figure 
2E). To further explore the association between 
O-GlcNAcylation and RALY, we up-regulated global 
O-GlcNAcylation using stimulators (TMG, PUG and 
OE-OGT) of O-GlcNAcylation, which resulted in 
increased RALY O-GlcNAcylation in vitro. However, 
siOGT treatment had the opposite effect (Figure 2F). 
These findings implied that RALY is highly modified 
with O-GlcNAc in HCC. To identify the 
O-GlcNAcylated site(s) of RALY, we predict potential 
locations through an online database (YinOYang 1.2 
Server); Thr151, Thr175, and Ser176 were the most 
potentially modified sites (Figure 2G). Subsequently, 
we generated RALY T151A, T175A, and S176A 
mutants and found that the individual S176A mutants 
showed reduced RALY O-GlcNAcylation, suggesting 
that the O-GlcNAcylation site was Ser176 (Figure 2H). 
Together, these data imply that RALY can bind to 
OGT and can be hyper-O-GlcNAcylated at Ser176 in 
HCC. 

O-GlcNAcylation increases the protein 
stability of RALY 

Examining the impact of O-GlcNAcylation on 
RALY, we treated HCC cells with TMG, PUG and 
OE-OGT, and found that these stimulators could 
boost both overall O-GlcNAcylation and RALY 
protein levels at the same time. Silencing of OGT 
decreased RALY protein accumulation (Figure 3A). 
However, the aforementioned stimulus did not 
influence RALY mRNA expression (Figure 3B). These 
findings indicate that O-GlcNAcylation regulates 
RALY protein expression with a transcription- 
independent mechanism. 

Subsequently, it was discovered that TMG could 
extend the lifespan of the RALY protein (the half-life 
of RALY in DMSO was approximately 16 hours and 
15 hours in Hep3B and Huh7 cells, respectively, but 
approximately 40 hours and 32 hours in the presence 
of TMG, respectively). PUG had the same effect 
(Figure 3C). Furthermore, compared with 
RALYKO-WT, the S176A mutant also remarkably 
shortened the RALY half-life, whereas treatment with 
O-GlcNAcylation stimulators only prolonged the 
RALYKO-WT half-life period and had a minimal 
effect on the S176A mutant (Figure 3D and 3E). 
Collectively, these findings show that 
O-GlcNAcylation maintains the expression of RALY, 
possibly through enhanced protein stability. 

O-GlcNAcylation blocks the 
TRIM27-mediated degradation of RALY 

We next investigated the mechanisms by which 
O-GlcNAcylation regulates RALY expression. 
Ubiquitin-proteasome pathway, autophagy-lysosome 
pathway and caspase-dependent pathway are 
essential systems responsible for proteolysis in 
human body [19-21]. To clarify which pathway is 
involved in the proteolysis of RALY, we investigated 
the effects of the lysosome inhibitors (NH4Cl, 3-MA), 
the caspase inhibitor Z-VAD-FMK, and the 
proteasome inhibitor MG132 on the overall protein 
level of RALY. The findings from our study showed 
that only MG132 increased the protein accumulation 
of RALY (Figure 4A), suggesting that RALY is 
susceptible to degradation by the ubiquitin- 
proteasome system. The Signal-Seeker Ubiquitination 
Detection Kit offers a powerful set of tools for 
purifying ubiquitinated proteins. Our results showed 
that RALY was present in the total ubiquitinated 
proteins pulled down by anti-ubiquitination 
antibodies in HCC cells, suggesting that RALY may 
be ubiquitinated (Figure 4B). In order to understand 
the fundamental processes of RALY ubiquitination, 
we conducted MS after Co-IP with anti-RALY 
antibodies to search for the E3 ligase from 
RALY-interacting proteins, which identified the E3 
ubiquitin ligase TRIM27 (Figure 4C and Table S2). 
Co-IP and immunostaining analyses further indicated 
the interaction of RALY with TRIM27 (Figure 4D and 
4E). Prior researches have indicated that TRIM27 
mediates the ubiquitination and degradation of other 
proteins [22, 23]. In our analysis, we observed 
elevated levels of TRIM27 protein in HCC samples 
when compared to normal tissues (Figure S1). Next, 
we verified whether TRIM27 can be used to mark 
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RALY for ubiquitination and degradation. 
Overexpression of TRIM27 resulted in ubiquitination 
and degradation of RALY in Hep3B and Huh7 cells 

(Figure 4F). These results suggest that TRIM27 
ubiquitinate and degrade RALY. 

 
 

 
Figure 2. OGT mediated O-GlcNAcylation of RALY on Ser176. (A) Venn diagram illustrating the overlapped proteins bound with OGT in Hep3B and BEL7402 cells. (B, C) 
Co-immunoprecipitation (CO-IP, B) and immunostaining assays (C) validation of the interaction between RALY and OGT in hepatocellular carcinoma (HCC) cells. (D) CO-IP of 
O-GlcNAcylated proteins in the immunoprecipitates pulled down by anti-RALY antibodies in HCC tissue and cells. (E) Western blotting showed the expression levels of RALY 
O-GlcNAcylation using two HCC cell lines (Hep3B and Huh7) and normal liver epithelial THLE-2 cells, and paired HCC specimens and their paracancerous tissues. (F) Western 
blotting showed the expression levels of RALY O-GlcNAcylation by stimulation and block of O-GlcNAcylation in HCC cells. (G) The predicted O-GlcNAcylation sites of RALY 
using the YinOYang 1.2 server. (H) Western blotting analyzed the O-GlcNAcylated expression levels of RALY in IP-RALY immunoprecipitates from Hep3B cells transfected with 
plasmids expressing wild-type or O-GlcNAcylated site mutants. 
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Figure 3. O-GlcNAcylation maintained the protein stability of RALY. (A) RALY was measured by western blotting in hepatocellular carcinoma (HCC) cells treated with TMG, 
PUG, OE-OGT and siOGT. (B) RALY was measured by qRT-PCR in HCC cells treated with TMG, PUG, OE-OGT and siOGT. (C, D, E). Half-life and quantitative analysis of 
RALY in HCC cells treated with or without O-GlcNAcylation stimulators (TMG or PUG). HCC cells were transfected with RALYKO-WT (D) or RALYKO-S176A (E) and 
treated with CHX. 

 
We found that TRIM27 was responsible for the 

ubiquitination and degradation of RALY. However, 
RALY protein maintained high expression levels in 
HCC cells, avoiding degradation mediated by 
TRIM27 protein. To further explore the mechanism of 
RALY overexpression, we then examined whether 
O-GlcNAcylation affects the RALY ubiquitination. 
Treatment with TMG significantly decreased the total 
ubiquitination of RALY (Figure 4G). In addition, the 
S176A mutant increased RALY ubiquitination more 
than RALYKO-WT did, while TMG only affected WT 

ubiquitination and had little impact on S176A (Figure 
4H). To study whether high O-GlcNAcylation affects 
RALY ubiquitination by inhibiting the binding of 
TRIM27 and RALY, the RALY protein was purified 
from HCC cells with varying O-GlcNAcylation levels 
and immunoblotted using an anti-TRIM27 antibody. 
The expression of RALY-bound TRIM27 was reduced 
in the TMG-treated group compared to the control 
group (Figure 4I). Compared to RALYKO-WT, the 
S176A mutant enhanced the binding of 
RALY-TRIM27, which was not affected by TMG 
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(Figure 4J). Furthermore, the expression of RALY was 
examined in HCC cells that had an increased level of 
TRIM27 and were treated with TMG. The results 
showed that high levels of O-GlcNAcylation inhibited 
TRIM27-mediated RALY proteolysis (Figure 4K). In 

summary, O-GlcNAcylation reverses the 
ubiquitination-dependent proteolysis of RALY by 
TRIM27, thus maintaining overexpression of the 
RALY protein. 

 

 
Figure 4. Crosstalk between O-GlcNAcylation and ubiquitination of RALY. (A) The RALY protein level after treated with NH4Cl, 3-MA, Z-VAD-FMK and MG132 in 
hepatocellular carcinoma (HCC) cells, were analyzed by western blot with indicated antibodies. (B) RALY was examined in total ubiquitinated proteins in HCC cells. (C) Scheme 
displaying the mass spectrometry procedure used for identifying the specific target TRIM27 of RALY. (D, E) Co-immunoprecipitation (D) and immunostaining assays (E) validation 
of RALY interaction with TRIM27 in vitro. (F) Western blotting indicated the increased level of RALY ubiquitination in HCC cells with TRIM27 overexpression. (G, H) Western 
blotting indicated the RALY ubiquitination in HCC cells. HCC cells were treated with or without TMG (G); HCC cells were transfected with RALYKO-WT or RALYKO-S176A 
and treated with TMG (H). (I, J) The level of TRIM27 protein was measured in purified RALY immunoprecipitation samples from HCC cells. HCC cells were treated with or 
without TMG (I); HCC cells were transfected with RALYKO-WT or RALYKO-S176A and treated with TMG (J). (K) Western blotting showed the RALY protein expression in 
TRIM27-overexpression HCC cells with TMG treatment. 
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Figure 5. Knockdown of OGT weakened the proliferative effect of RALY overexpression. (A, B) CCK-8 (A) and EdU incorporation assays (B) were performed in hepatocellular 
carcinoma (HCC) cells for rescue experiments. (C) Statistical analysis of the EdU incorporation assays. (D) The photograph of planted subcutaneous tumors of Huh7 cells 
infected with the indicated lentivirus. (E) The weight of the tumors was measured at the experimental endpoint. (F) The volumes of tumors were measured every week.  

 

RALY's proliferative effect requires 
O-GlcNAcylation  

An experiment was carried out to confirm the 
impact of RALY O-GlcNAcylation on HCC through 
loss-of-function analysis. CCK-8 and EdU assays 
demonstrated that OGT silencing reversed the effect 
of RALY overexpression on cell proliferation (Figure 
5A, 5B and 5C). In addition, in vivo xenograft 
experiments showed that depletion of OGT reduced 
the tumor weight and volume caused by RALY 
overexpression (Figure 5D, 5E and 5F). 
Loss-of-function assays reveal that O-GlcNAcylation 
is essential for the tumor- proliferative effect of RALY. 

RALY interacts with USP22 transcripts and 
regulates its mRNA export 

RBPs interact with RNAs to regulate all aspects 
of RNA metabolism. To identify RALY-associated 
transcripts in HCC, we performed RIP using either an 
anti-RALY antibody or anti-mouse IgG (Figure 6A), 
followed by RIP-seq. RIP-seq analysis displayed 133 
transcripts that were exclusively involved in the 
immunoprecipitation of anti-RALY and not in the 
immunoprecipitation of anti-mouse IgG (Figure 6B, 
Figure S2, and Table S3). To further elucidate the 

mechanism of RALY-regulated RNA expression, we 
performed global gene expression profiling with 
RNA-seq using siRALY-transfected Hep3B cells. In 
total, A total of 1099 genes showed differential 
expression (DEGs), with 560 being up-regulated and 
539 being down-regulated (Figure S3 and Table S4). 
Unexpectedly, a comparison between the 133 
enriched genes from RIP-seq and 1,099 DEGs from 
our RNA-seq data yielded very limited overlap of one 
gene (Figure 6C), suggesting that nucleus-localized 
RALY had a minor effect on the transcriptional-level 
accumulation of target RNAs in HCC.  

Among these RALY-bound transcripts, we noted 
several proliferation-related genes, six of which 
(HNRNPC, CHD4, HNRNPA2B1, PCBP2, STIP1 and 
USP22 [24-29]) showed elevated expression in HCC 
tissues and were linked to unfavorable patient 
outcomes (Figure S4). Consistent with the RNA-seq 
findings, the mRNA levels of HNRNPC, CHD4, 
HNRNPA2B1, PCBP2, STIP1 and USP22 were not 
significantly influenced by the suppression or 
enhancement of RALY (Figure 6D). In parallel, 
RIP-PCR assay results also showed that the above six 
mRNAs could be specifically bound by RALY in HCC 
cells (Figure 6E). However, ablation of RALY resulted 
in a considerable decrease in USP22 protein levels; 
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whereas RALY overexpression increased USP22 
protein levels (Figure 6F). These findings suggest that 
nucleus-localized oncogenic RALY can interact with 

USP22 mRNA and modulate its protein accumulation 
rather than transcript levels. 

 

 
Figure 6. RALY increased the cytoplasmic localization of USP22 mRNAs to enhance their protein expressions. (A) Western blotting showed the efficiency of 
immunoprecipitation. (B) Venn diagram of transcripts bound by RALY and IgG. (C) Venn diagram of RALY-regulated transcripts and RALY RNA immunoprecipitation (RIP) 
sequencing targets. (D) The qRT-PCR assays showed the abundance of RALY target RNAs (HNRNPC, CHD4, HNRNPA2B1, PCBP2, STIP1 and USP22) from hepatocellular 
carcinoma (HCC) cells transfected with siRALY or OE-RALY. (E) RIP-qPCR showed the RNA-binding capacity of RALY in HCC cells. (F) Western blotting showed the protein 
abundance of RALY target RNAs (HNRNPC, CHD4, HNRNPA2B1, PCBP2, STIP1 and USP22) from HCC cells transfected with siRALY or OE-RALY. (G) Cytoplasmic and 
nuclear mRNA expression of USP22 in RALY silenced HCC cells. (H) Immunostaining assays validation of RALY interaction with ALYREF in vitro. (I) RIP-qPCR verified that the 
USP22 mRNA-binding capacity of ALYREF was decreased in siRALY HCC cells compared to control.  
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Next, we elucidated the molecular mechanisms 
underlying the regulation of USP22 by RALY. We 
hypothesized that RALY might influence USP22 
mRNA export. The nuclear/cytoplasmic fractionation 
experiment revealed a notable decrease in 
cytoplasmic USP22 mRNA expression in HCC cells 
transfected with siRALY compared to the control 
group, implying that RALY positively regulated the 
cytoplasmic localization of USP22 mRNAs (Figure 
6G). 

In an effort to gain a deeper comprehension of 
how RALY controls the cytoplasmic localization of 
USP22 mRNAs, we searched for RALY-interacting 
proteins based on the results of MS after Co-IP with 
anti-RALY antibodies. We found that ALYREF, an 
adaptor for mRNA export, was present in the 
RALY-interacting proteins (Figure S5). In addition, 
the immunostaining assay results demonstrated the 
nuclear co-localization of ALYREF and RALY of Huh7 
and Hep3B cells (Figure 6H). Given that RALY 
interacts with ALYREF, we hypothesized that RALY 
enhances the affinity between its target transcripts 
and ALYREF. To test this hypothesis, we performed 
RIP of the ALYREF-RNAs complex using an 
anti-ALYREF antibody in the sicontrol and siRALY 
groups. Indeed, knockdown of RALY dramatically 
weakened the association between ALYREF and 
USP22 mRNAs (Figure 6I). Our data show that RALY 
enhances the association between ALYREF and 
USP22 mRNAs, which is a prerequisite for the 
initiation of nuclear mRNAs export. 

USP22 reversely regulates the siRALY-induced 
antitumor-promoting effects of HCC 

USP22, a downstream component of RALY, was 
found to play a crucial part in the proliferation of 
HCC in my research (Figure S6). Western blotting 
revealed that USP22 expression was also regulated by 
global O-GlcNAcylation (Figure 7A). Next, we 
determined whether reconstituting the expression of 
USP22 in HCC cells depleted of RALY could reverse 
the reduced proliferative ability of HCC cells in vitro. 
We observed that overexpression of USP22 
remarkably strengthened the proliferative capacity of 
RALY-depleted HCC cells, as revealed by CCK-8 
(Figure 7B) and EdU analyses (Figure 7C and 7D). 
Together, these results reveal that RALY promotes 
HCC cells proliferation through USP22. 

RALY-PROTACs induce RALY protein 
degradation and decrease the proliferation of 
HCC cells  

In recent decades, bi-functional degrader 
molecules, also known as proteolysis-targeting 
chimeras (PROTACs), have become a prominent 

approach for degrading disease-causing proteins, 
bringing targeted cancer therapy into a new era. This 
technology recruits a targeted protein in proximity to 
an E3 ubiquitin ligase to trigger protein ubiquitination 
and proteolysis via the ubiquitin-proteasome system 
[30]. However, PROTACs applications are limited in 
part because current small-molecule PROTAC 
technologies cannot target proteins that do not 
contain small-molecule binders. Compared with 
traditional PROTACs, p-PROTACs is simpler in 
design and synthesis and can target undruggable 
proteins because of the presence of peptides that 
specifically bind to targeted proteins [31]. 

To develop p-PROTACs of RALY, we screened 
and identified peptides using phage display libraries 
based on phage screening. Five RALY-targeting 
peptides were identified (Figure 8A). For the peptides 
to successfully penetrate the cell membrane and 
achieve high intracellular concentrations, we chose 
the cell membrane-penetrating peptide TAT [32, 33] 
as a transporter to help our small-molecule 
compounds enter the cell. Therefore, we coupled the 
TAT sequence and FITC with the peptides and 
obtained five synthesized peptides with membrane 
penetration properties (Figure 8B). We confirmed the 
inhibitory effects of the five synthesized peptides on 
HCC cells. FIP-2 suppressed HCC cell growth (Figure 
8C). The molecular docking results showed that F-2 
had the affinity for RALY (Figure 8D) [34, 35]. 
Moreover, fluorescence confocal microscopy showed 
that FITC-labeled FIP-2 was able to penetrate the 
nucleus effectively (Figure 8E). In summary, these 
data indicated that FIP-2 was selected as the peptide 
for the development of p-PROTACs. A novel 
peptide-based PROTAC was formed by coupling 
FIP-2 with Pomalidomide-PEG1-C2-COOH and was 
named RALY-PROTAC (Figure 8F). Western blotting 
results revealed that RALY-PROTAC significantly 
degraded the RALY protein (Figure 8G). As shown in 
Figure 8H-8J, HCC cells proliferation decreased after 
treatment with RALY-PROTACs. Collectively, 
RALY-PROTAC targeting RALY degradation may be 
a hopeful approach for suppressing HCC. 

Discussion 
Increasing evidence suggests that RBPs have 

multiple important biological functions [36-38]. 
However, their role in HCC remains largely 
unexplored. RALY, an RBP, exhibits 
tumor-promoting effects in HCC. A prior 
investigation examined the impact of RALY on 
controlling the MTA1 splicing switch [39]; however, 
the expression regulatory mechanisms and functions 
of RALY in HCC are still not well understood. This 
research shows that RALY, which is site-specifically 
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O-GlcNAcylated, is notably resistant to proteolysis by 
ubiquitination. Stable RALY promotes tumor growth 
by regulating the ALYREF-dependent nuclear export 
of USP22 mRNA. These findings not only show the 
upstream mechanism of overexpression of RALY, but 
also reveal the specific downstream pathways 
through which RALY regulates HCC cell 
proliferation. 

O-GlcNAcylation alters the activity, stability, 
and interaction of functional target proteins in HCC 
[40]. O-GlcNAc modifying Ser263 of YTHDF2 inhibits 
YTHDF2 proteolysis by inhibiting its degradation and 
promoting hepatocellular carcinogenesis [41]. 
OGT-mediated O-GlcNAcylation promotes the 
nuclear localization of SPOP in HCC cells, leading to 
the alleviation of Nogo-B protein ubiquitination [42]. 
O-GlcNAc-modified RACK1 enhances ribosome 

binding and interaction with PRKCB, thereby 
increasing the translation of potent oncogenes in 
hepatoma cells [43]. Here, we show that 
O-GlcNAcylation maintains the protein stability of 
RALY, and a mutation at Ser176 does not completely 
eliminate the O-GlcNAcylation level, indicating that 
other O-GlcNAc modification sites have not been 
found. Further efforts are required to obtain a whole 
map of O-GlcNAcylated RALY sites. 

It is increasingly accepted that RBPs are essential 
mediators of gene expression that potently and 
ubiquitously mediate all stages of their RNA partner’s 
lifespans, including splicing, transport, translation, 
and stability [37, 44, 45]. Recent studies have 
demonstrated that RALY, a multifunctional RBP, 
interacts with several mRNAs to regulate the 
expression of these transcripts.  

 
Figure 7. RALY exerted its biological functions by promoting USP22 expression in hepatocellular carcinoma (HCC) cells. (A) Western blotting showed the expression of USP22 
in two HCC cell lines by stimulation and block of O-GlcNAcylation. (B, C) Cell proliferative capacity was determined after cell transfection by CCK-8 (B) and EdU incorporation 
assays (C). (D) Statistical analysis of the EdU incorporation assays. 
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Figure 8. Peptide‑based proteolysis-targeting chimeras (p-PROTAC) degrader of RALY. (A) Name and sequence of peptides targeting RALY protein. (B) Name and sequence 
of peptides conjugated with FITC and TAT sequence at the N-terminus and C-terminus, respectively. (C) CCK-8 showed the growth rate of hepatocellular carcinoma (HCC) 
cells treated with five screened peptides. (D) The optimized binding modes with lowest binding energy generated by ClusPro web server and interaction between RALY and F-2, 
Red: protein; Yellow: F-2. (E) Cellular localization of FITC labeled FIP-2 (green) by immunostaining assays. (F) Structure of RALY-PROTAC. (G) Western blotting showed the 
expression of RALY protein in HCC cells treated with FIP-2 and RALY-PROTAC. (H, I) CCK-8 (H) and EdU incorporation assays (I) of HCC cells treated with FIP-2 and 
RALY-PROTAC. (J) Statistical analysis of the EdU incorporation assays. 

 
RALY binds to the mRNA of the proliferation 

marker E2F1 and regulates its stability, thereby 
affecting the proliferative ability of cells [46]. 
Moreover, RALY modulates alternative splicing of 
mRNA, which leads to RNA complexity and protein 
diversity in cancer [39]. In addition to mRNA, RALY 
recruits pri-miRNAs to the microprocessor complex, 

thereby promoting their processing [47]. As a long 
non-coding RNA, the stability of TERRA is reportedly 
regulated by RALY [48]. A previous study filled this 
gap with a comprehensive global analysis of 
RALY-related RNAs [49]; however, the role of RALY 
in regulating RNA post-transcriptional control in 
HCC remains elusive. Thus, the RALY-binding 
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partners identified in this research may offer new 
mechanistic insights into the regulation of gene 
expression during HCC progression. We identify 
USP22 mRNA as a downstream target of RALY, 
which plays a regulatory role in the nuclear export of 
USP22 mRNA rather than in RNA processing. 
Conserved transcription and export is a multi-subunit 
protein complex that participates in mRNA export 
[50, 51]. ALYREF is the only protein that harbors a 
canonical RNA-binding motif in the transcription–
export complex and is known to directly interact with 
RNAs [52-54]. Furthermore, ALYREF has the ability to 
attach to CDKN1A mRNA and aid in the movement 
of CDKN1A mRNA from the nucleus to the 
cytoplasm [55]. Here, we show that RALY interacts 
directly with ALYREF and promotes USP22 mRNA 
nuclear export by transferring it to ALYREF. 

Due to the fact that RALY serves as a key 
oncogene, the biologically targeted degradation of 
RALY could become an effective therapeutic strategy. 
PROTAC, a novel therapeutic modality, targets 
targeted proteins to the E3 ubiquitin ligase in order to 
break them down. Unlike PROTAC, p-PROTAC has 
the benefits of increased specificity and reduced 
toxicity [56]. Wang et al. conjugated pomalidomide 
with a FOXM1-binding antagonistic peptide to 
synthesize a novel FOXM1-targeted p-PROTAC that 
successfully suppressed the viability, migration, and 
invasion of various cancers [57]. Here, we synthetize 
novel RALY-targeting p-PROTACs that can 
effectively degrade RALY proteins and inhibit the 
malignant phenotype of HCC cells. 

In conclusion, we reveal the effect of 
O-GlcNAcylation on the RALY protein stability and 
the molecular mechanism of RALY on the 
posttranscriptional regulation of USP22 in HCC. 
Specifically, O-GlcNAcylation inhibits RALY 
proteolysis and RALY is required for the ALYREF- 
dependent export of USP22 mRNA. Thus, targeting 
RALY degradation to inhibit cancer progression may 
be a new therapeutic strategy for HCC. 

Supplementary Material 
Supplementary figures and tables.  
https://www.ijbs.com/v20p3675s1.zip 

Acknowledgements  
We are grateful for the technical support 

provided by the staff in Public Scientific Research 
Platform of Zhongda Hospital Affiliated to Southeast 
University. 

Funding 
This work was supported by Natural Science 

Foundation of Jiangsu Province-Major Project 

[BK20212012] and Key Research and Development 
Plan (Social Development) Project of Jiangsu Province 
[BE2022812]. 

Author contributions 
Shiwei Liu, Qingpeng Lv and Xinyu Mao: 

conceived and designed the study; performed the 
experiments; wrote the original draft. Hui Dong, 
Wenjing Xu, Xuanlong Du and Weilu Jia: analyzed 
the data; drew the schematic diagram. Kun Feng: 
performed the bioinformatics analysis. Jiaqi Zhang: 
performed the molecular docking. Yewei Zhang: 
conceived and designed the study; provided funding 
support; provided expert consultation and 
supervision; reviewed and edited the original draft. 
All authors read and approved the final manuscript. 

Data availability statement 
The information utilized to back up the 

conclusions of this research can be obtained from the 
corresponding author upon inquiry. 

Competing Interests 
The authors have declared that no competing 

interest exists. 

References 
1. McGlynn KA, Petrick JL, El-Serag HB. Epidemiology of Hepatocellular 

Carcinoma. Hepatology. 2021; 73: 4-13. 
2. Llovet JM, Kelley RK, Villanueva A, Singal AG, Pikarsky E, Roayaie S, et al. 

Hepatocellular carcinoma. Nature Reviews Disease Primers. 2021; 7: 6. 
3. Xu Y, Chou KC. Recent Progress in Predicting Posttranslational Modification 

Sites in Proteins. Current Topics in Medicinal Chemistry. 2016; 16: 591-603. 
4. Wu DL, Cai Y, Jin JG. Potential coordination role between O-GlcNAcylation 

and epigenetics. Protein & Cell. 2017; 8: 713-23. 
5. Shi J, Ruijtenbeek R, Pieters RJ. Demystifying O-GlcNAcylation: hints from 

peptide substrates. Glycobiology. 2018; 28: 814-24. 
6. Ciraku L, Esquea EM, Reginato MJ. O-GlcNAcylation regulation of cellular 

signaling in cancer. Cellular Signalling. 2022; 90: 110201-110201. 
7. Chen YF, Zhu JJ, Li J, Ye XS. O-GlcNAcylation increases PYGL activity by 

promoting phosphorylation. Glycobiology. 2022; 32: 101-9. 
8. Du F, Li SD, Wu T, Du ZX. O-GlcNAcylation of RAF1 increases its 

stabilization and induces the renal fibrosis. Biochimica Et Biophysica 
Acta-Molecular Basis of Disease. 2020; 1866: 165556. 

9. Kim E, Kang JG, Kang MJ, Park JH, Kim YJ, Kweon TH, et al. 
O-GlcNAcylation on LATS2 disrupts the Hippo pathway by inhibiting its 
activity. Proceedings of the National Academy of Sciences of the United States 
of America. 2020; 117: 14259-69. 

10. Zhang ZY, Feng AC, Salisbury D, Liu X, Wu XH, Kim J, et al. Collaborative 
interactions of heterogenous ribonucleoproteins contribute to transcriptional 
regulation of sterol metabolism in mice. Nature communications. 2020; 11: 984. 

11. Song GC, Guo GY, Du TQ, Li X, Wang J, Yan Y, et al. RALY may cause an 
aggressive biological behavior and a dismal prognosis in non-small-cell lung 
cancer. Experimental Cell Research. 2020; 389: 111884. 

12. Hu H, Zhao KL, Fang DB, Wang ZY, Yu N, Yao B, et al. The RNA binding 
protein RALY suppresses p53 activity and promotes lung tumorigenesis. Cell 
reports. 2023; 42: 112288. 

13. Zhu ZB, Zhang YX, Huang CS, Tang YH, Sun CJ, Ju WQ, et al. Overexpression 
of RALY promotes migration and predicts poor prognosis in hepatocellular 
carcinoma. Cancer Management and Research. 2018; 10: 5559-72. 

14. Reyes AJF, Kitata RB, dela Rosa MAC, Wang YT, Lin PY, Yang PC, et al. 
Integrating site-specific peptide reporters and targeted mass spectrometry 
enables rapid substrate-specific kinase assay at the nanogram cell level. 
Analytica Chimica Acta. 2021; 1155: 338341. 

15. Cao S, Wang D, Wang P, Liu Y, Dong W, Ruan X, et al. SUMOylation of RALY 
promotes vasculogenic mimicry in glioma cells via the FOXD1/DKK1 
pathway. Cell biology and toxicology. 2023; 39: 3323-40. 

16. Chandrashekar DS, Bashel B, Balasubramanya SAH, Creighton CJ, 
Ponce-Rodriguez I, Chakravarthi B, et al. UALCAN: A Portal for Facilitating 
Tumor Subgroup Gene Expression and Survival Analyses. Neoplasia (New 
York, NY). 2017; 19: 649-58. 



Int. J. Biol. Sci. 2024, Vol. 20 
 

 
https://www.ijbs.com 

3690 

17. Chandrashekar DS, Karthikeyan SK, Korla PK, Patel H, Shovon AR, Athar M, 
et al. UALCAN: An update to the integrated cancer data analysis platform. 
Neoplasia (New York, NY). 2022; 25: 18-27. 

18. Chu Y, Jiang MZ, Wu N, Xu B, Li WJ, Liu HM, et al. O-GlcNAcylation of SIX1 
enhances its stability and promotes Hepatocellular Carcinoma Proliferation. 
Theranostics. 2020; 10: 9830-42. 

19. Mofers A, Pellegrini P, Linder S, D'Arcy P. Proteasome-associated 
deubiquitinases and cancer. Cancer and Metastasis Reviews. 2017; 36: 635-53. 

20. Parzych KR, Klionsky DJ. An Overview of Autophagy: Morphology, 
Mechanism, and Regulation. Antioxidants & Redox Signaling. 2014; 20: 460-73. 

21. Julien O, Wells JA. Caspases and their substrates. Cell Death & Differentiation. 
2017; 24: 1380-9. 

22. Li Y, Meng Q, Wang L, Cui Y. TRIM27 protects against cardiac 
ischemia-reperfusion injury by suppression of apoptosis and inflammation via 
negatively regulating p53. Biochem Biophys Res Commun. 2021; 557: 127-34. 

23. Ma L, Yao N, Chen P, Zhuang Z. TRIM27 promotes the development of 
esophagus cancer via regulating PTEN/AKT signaling pathway. Cancer Cell 
Int. 2019; 19: 283. 

24. Wang S, Xu G, Chao F, Zhang C, Han D, Chen G. HNRNPC Promotes 
Proliferation, Metastasis and Predicts Prognosis in Prostate Cancer. Cancer 
Manag Res. 2021; 13: 7263-76. 

25. Xu N, Liu F, Wu S, Ye M, Ge H, Zhang M, et al. CHD4 mediates proliferation 
and migration of non-small cell lung cancer via the RhoA/ROCK pathway by 
regulating PHF5A. BMC Cancer. 2020; 20: 262. 

26. Hao W, Chen Z, Tang J, Yang R, Gao WQ, Xu H. hnRNPA2B1 promotes the 
occurrence and progression of hepatocellular carcinoma by downregulating 
PCK1 mRNA via a m6A RNA methylation manner. Journal of translational 
medicine. 2023; 21: 861. 

27. Wang X, Guo Q, Wang H, Yuan X, Wang B, Lobie PE, et al. PCBP2 
Posttranscriptional Modifications Induce Breast Cancer Progression via 
Upregulation of UFD1 and NT5E. Molecular cancer research : MCR. 2021; 19: 
86-98. 

28. Guo X, Yan Z, Zhang G, Wang X, Pan Y, Huang M. STIP1 Regulates 
Proliferation and Migration of Lung Adenocarcinoma Through JAK2/STAT3 
Signaling Pathway. Cancer Manag Res. 2019; 11: 10061-72. 

29. Liu H, Liu N, Zhao Y, Zhu X, Wang C, Liu Q, et al. Oncogenic USP22 supports 
gastric cancer growth and metastasis by activating 
c-Myc/NAMPT/SIRT1-dependent FOXO1 and YAP signaling. Aging. 2019; 
11: 9643-60. 

30. Li X, Song Y. Proteolysis-targeting chimera (PROTAC) for targeted protein 
degradation and cancer therapy. J Hematol Oncol. 2020; 13: 50. 

31. Wang H, Chen M, Zhang X, Xie S, Qin J, Li J. Peptide-based PROTACs: 
Current Challenges and Future Perspectives. Current medicinal chemistry. 
2024; 31: 208-22. 

32. Muttenthaler M, King GF, Adams DJ, Alewood PF. Trends in peptide drug 
discovery. Nature reviews Drug discovery. 2021; 20: 309-25. 

33. Copolovici DM, Langel K, Eriste E, Langel Ü. Cell-penetrating peptides: 
design, synthesis, and applications. ACS nano. 2014; 8: 1972-94. 

34. Kozakov D, Beglov D, Bohnuud T, Mottarella SE, Xia B, Hall DR, et al. How 
good is automated protein docking? Proteins. 2013; 81: 2159-66. 

35. Kozakov D, Hall DR, Xia B, Porter KA, Padhorny D, Yueh C, et al. The ClusPro 
web server for protein-protein docking. Nature protocols. 2017; 12: 255-78. 

36. Li W, Deng XL, Chen JJ. RNA-binding proteins in regulating mRNA stability 
and translation: roles and mechanisms in cancer. Seminars in Cancer Biology. 
2022; 86: 664-77. 

37. Hentze MW, Castello A, Schwarzl T, Preiss T. A brave new world of 
RNA-binding proteins. Nature Reviews Molecular Cell Biology. 2018; 19: 
327-41. 

38. Zhao Y, Mir C, Garcia-Mayea Y, Paciucci R, Kondoh H, Lleonart ME. 
RNA-binding proteins: Underestimated contributors in tumorigenesis. 
Seminars in Cancer Biology. 2022; 86: 431-44. 

39. Qiao YJ, Shi QL, Yuan X, Ding J, Li XR, Shen MT, et al. RNA binding protein 
RALY activates the cholesterol synthesis pathway through an MTA1 splicing 
switch in hepatocellular carcinoma. Cancer Letters. 2022; 538: 215711. 

40. Zhang J, Xun M, Li CJ, Chen YP. The O-GlcNAcylation and its promotion to 
hepatocellular carcinoma. Biochimica Et Biophysica Acta-Reviews on Cancer. 
2022; 1877: 188806. 

41. Yang Y, Yan Y, Yin JX, Tang N, Wang K, Huang LY, et al. O-GlcNAcylation of 
YTHDF2 promotes HBV-related hepatocellular carcinoma progression in an 
N-6-methyladenosine-dependent manner. Signal Transduction and Targeted 
Therapy. 2023; 8: 63. 

42. Zhou P, Chang WY, Gong DA, Huang LY, Liu R, Liu Y, et al. O-GlcNAcylation 
of SPOP promotes carcinogenesis in hepatocellular carcinoma. Oncogene. 
2023; 42: 725-36. 

43. Duan FF, Wu H, Jia DW, Wu WC, Ren SF, Wang L, et al. O-GlcNAcylation of 
RACK1 promotes hepatocellular carcinogenesis. Journal of hepatology. 2018; 
68: 1191-202. 

44. Corley M, Burns MC, Yeo GW. How RNA-Binding Proteins Interact with 
RNA: Molecules and Mechanisms. Molecular Cell. 2020; 78: 9-29. 

45. Pereira B, Billaud M, Almeida R. RNA-Binding Proteins in Cancer: Old Players 
and New Actors. Trends in Cancer. 2017; 3: 506-28. 

46. Cornella N, Tebaldi T, Gasperini L, Singh J, Padgett RA, Rossi A, et al. The 
hnRNP RALY regulates transcription and cell proliferation by modulating the 
expression of specific factors including the proliferation marker E2F1. Journal 
of Biological Chemistry. 2017; 292: 19674-92. 

47. Sun L, Wan A, Zhou ZL, Chen DS, Liang H, Liu CW, et al. RNA-binding 
protein RALY reprogrammes mitochondrial metabolism via mediating 
miRNA processing in colorectal cancer. Gut. 2021; 70: 1698-712. 

48. Savoca V, Rivosecchi J, Gaiatto A, Rossi A, Mosca R, Gialdini I, et al. TERRA 
stability is regulated by RALY and polyadenylation in a telomere-specific 
manner. Cell reports. 2023; 42: 112406. 

49. Rossi A, Moro A, Tebaldi T, Cornella N, Gasperini L, Lunelli L, et al. 
Identification and dynamic changes of RNAs isolated from RALY-containing 
ribonucleoprotein complexes. Nucleic Acids Research. 2017; 45: 6775-92. 

50. Strasser K, Masuda S, Mason P, Pfannstiel J, Oppizzi M, Rodriguez-Navarro S, 
et al. TREX is a conserved complex coupling transcription with messenger 
RNA export. Nature. 2002; 417: 304-8. 

51. Heath CG, Viphakone N, Wilson SA. The role of TREX in gene expression and 
disease. Biochemical Journal. 2016; 473: 2911-35. 

52. Golovanov AP, Hautbergue GM, Tintaru AM, Lian LY, Wilson SA. The 
solution structure of REF2-I reveals interdomain interactions and regions 
involved in binding mRNA export factors and RNA. Rna. 2006; 12: 1933-48. 

53. Gromadzka AM, Steckelberg AL, Singh KK, Hofmann K, Gehring NH. A short 
conserved motif in ALYREF directs cap- and EJC-dependent assembly of 
export complexes on spliced mRNAs. Nucleic Acids Research. 2016; 44: 
2348-61. 

54. Shi M, Zhang H, Wu XD, He ZS, Wang LT, Yin SY, et al. ALYREF mainly 
binds to the 5 ' and the 3 ' regions of the mRNA in vivo. Nucleic Acids 
Research. 2017; 45: 9640-53. 

55. Liu YH, Zhao YL, Wu RF, Chen YS, Chen W, Liu YX, et al. mRNA m5C 
controls adipogenesis by promoting CDKN1A mRNA export and translation. 
Rna Biology. 2021; 18: 711-21. 

56. Jin J, Wu Y, Chen J, Shen Y, Zhang L, Zhang H, et al. The peptide PROTAC 
modality: a novel strategy for targeted protein ubiquitination. Theranostics. 
2020; 10: 10141-53. 

57. Wang K, Dai X, Yu A, Feng C, Liu K, Huang L. Peptide-based PROTAC 
degrader of FOXM1 suppresses cancer and decreases GLUT1 and PD-L1 
expression. Journal of experimental & clinical cancer research : CR. 2022; 41: 
289. 


