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Hepatocellular carcinoma (HCC) is a common solid tumor with high rate of recurrence and mortality. Anti-angiogenesis drugs have
been used for the therapy of HCC. However, anti-angiogenic drug resistance commonly occurs during HCC treatment. Thus,
identification of a novel VEGFA regulator would be better understanding for HCC progression and anti-angiogenic therapy
resistance. Ubiquitin specific protease 22 (USP22) as a deubiquitinating enzyme, participates in a variety of biological processes in
numerous tumors. While the molecular mechanism underlying the effects of USP22 on angiogenesis is still needed to be clarified.
Here, our results demonstrated that USP22 acts as a co-activator of VEGFA transcription. Importantly, USP22 is involved in
maintenance of ZEB1 stability via its deubiquitinase activity. USP22 was recruited to ZEB1-binding elements on the promoter of
VEGFA, thereby altering histone H2Bub levels, to enhance ZEB1-mediated VEGFA transcription. USP22 depletion decreased cell
proliferation, migration, Vascular Mimicry (VM) formation, and angiogenesis. Furthermore, we provided the evidence to show that
knockdown of USP22 inhibited HCC growth in tumor-bearing nude mice. In addition, the expression of USP22 is positively
correlated with that of ZEB1 in clinical HCC samples. Our findings suggest that USP22 participates in the promotion of HCC
progression, if not all, at least partially via up-regulation of VEGFA transcription, providing a novel therapeutic target for anti-
angiogenic drug resistance in HCC.
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INTRODUCTION
Hepatocellular carcinoma (HCC) is the main form of primary liver
cancer, accounting for more than 80% of the total number [1]. The
5-year relative survival rate of HCC is only 20%, ranking the second in
the world in terms of mortality [2]. According to statistics, more than
1 million patients will die of this disease by 2030 [3]. The number of
liver cancer patients in our country ranks first in the world. Currently,
there is few effective cures for HCC, and the recurrence rate is as
high as 70% within 5 years after surgical resection [4]. Liver is the
only organ in the body with dual arterial and venous blood supply,
which makes HCC rely on adequate blood infusion for rapid
proliferation or metastasis. Although currently anti-vascular drugs
often occur therapeutic resistance [5] and could not completely cure
HCC, anti-VEGF signaling pathway drugs such as sorafenib are still
used as first-line therapy for HCC [1]. Therefore, anti-angiogenesis is
one of the necessary strategies for the treatment of HCC, and
looking for a novel VEGFA regulator that controls the expression of
endogenous VEGFA involved in various tumor progression in HCC,
would contribute to find a novel therapeutic target for HCC.
USP22 (Ubiquitin-specific Protease 22) is a member of the USP

(Ubiquitin-specific Proteases) deubiquitination enzyme family [6].

USP22 as a core component of the SAGA (SPT-Ada-GCN5-
acetyltransferase) complex mediates histone H2A/H2B deubiqui-
tination to co-activate nuclear receptor-induced transcription
[7, 8]. USP22 also removes histone H2A monoubiquitination to
promote the transcription of genes required for invariant natural
killer T (iNKT) cells development [9]. On the other hand, USP22 has
also been considered to participate in deubiquitination of several
non-histone substrates such as, PPARγ and PU.1 [10, 11].
USP22 stabilizes Cyclin D1 and Cyclin B1 to promote cell cycle
progression [12]. USP22 deubiquitinates CD274 to suppress
anticancer immunity [13]. USP22 maintains XPC (nucleotide
excision repair protein) stability through deubiquitylation to
promote cancer cells survival to DNA damage [14]. Our previously
study has demonstrated that USP22 maintains estrogen receptor α
(ERα) stability through its deubiquitination activity to co-activate
ERα-mediated transactivation in breast cancer cells [15]. It has
been reported that USP22 plays an important role in tumor drug
resistance. USP22 can up-regulate the downstream stemness
genes induced by HIF-1α under hypoxic conditions [16], and
participate in the chemoresistance of HCC. USP22 up-regulates the
SIRT1/AKT/MRP1 signaling pathway and promotes the efflux of
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5-Fluorouracil (5-FU), leading to the treatment resistance of HCC
[17]. In addition, USP22 was able to overcome the effect of
Cisplatin on tumors by promoting DNA homologous recombina-
tion repair [18]. Interestingly, USP22 is also an essential factor
during embryonic development of mice [19]. USP22 contributes to
vasculature development during mouse embryogenesis and
regulate multiple receptor tyrosine kinase (RTK) pathways includ-
ing the VEGF pathway [20]. It has been reported that depletion of
USP22 suppresses angiogenesis in mouse xenograft model of
Non-small cell lung cancer [21], and promotes the effect of
sorafenib in HCC [22]. However, the molecular mechanism
underlying the effects of USP22 on angiogenesis is still needed
to be clarified.
VEGFA plays a crucial role in tumor angiogenesis by binding to

its specific receptor VEGFRs in endothelial cells. It has been
reported that VEGFA is one of the most genomic amplification
gene in HCC [23], and over-expression of VEGFA is closely related
to HCC progression and rapid recurrence [24, 25]. Recent studies
have shown that overexpression of VEGFA activates a variety of
oncogenic signaling pathways in HCC-derived cells such as PI3K/
Akt, p38 MAPK, PKC, and ERK1/2 in an autocrine–paracrine
manner, inducing cancer cell proliferation, metastasis, and
vasculogenic mimicry (VM) [25–29].VM describes plasticity of
aggressive cancer cells forming abnormal vessel networks by
deformation and matrix remodeling [30, 31]. It has been identified
as one of the leading cause for the failure of anti-angiogenesis
therapy in malignant tumors [30, 32, 33]. In addition, excessive
expression of VEGFA inhibits T cells cytotoxicity in HCC micro-
environment resulting in tumor immunosuppression, while
sorafenib could not reverse this [34]. What’s more, HCC-
associated endothelial cells release VEGF-enriched exosomes to
overcome the effects of sorafenib and promote tumor angiogen-
esis [35]. Thus, the identification of the novel co-regulators
involved in modulation of VEGFA transcription would be important
for providing various potential strategy for HCC therapy.
ZEB1 as a transcription factor, has been reported to participate

in a variety of signaling pathways and regulates the malignant
proliferation, invasion, and metastasis in HCC [36–39]. Ectopic
expression of ZEB1 enhances VEGFA mRNA expression and
promotes angiogenesis, VM formation, and anti-angiogenic
therapy resistance in breast cancer, prostate cancer, or colorectal
cancer [40–44]. Moreover, in bevacizumab and sorafenib resistant
tumor cells, the expression of ZEB1 is increased, and tumors show
stronger invasion and metastasis ability [39, 44], suggesting that
ZEB1 may play an important role in the process of resistance to
anti-angiogenesis therapy. Thus, analysis of novel co-regulator for
modulation of ZEB1 action may provide the effective strategy for
anti-angiogenic therapy resistance in HCC.
In this study, our results have demonstrated that USP22 up-

regulates ZEB1-mediated VEGFA transcription. USP22 is recruited
to ZEB1-binding elements on the promoter of VEGFA, participating
in histone H2B deubiquitination. Importantly, USP22 maintains the
stability of ZEB1 through its deubiquitinase activity. USP22
promotes Vascular Mimicry (VM) formation, and angiogenesis in
HCC. Our results suggest that USP22 acting as a novel co-activator
of ZEB1 may contribute to anti-angiogenic therapy resistance
in HCC.

RESULTS
USP22 is increased with the enhancement of HCC stage, and
expression of USP22 is positively correlated with that of
VEGFA in HCC
It has been reported that USP22 plays an important role in the
biological process of various tumors. However, more biological
function of USP22 on HCC remains to be elucidated. To determine
the role of USP22 in HCC, we firstly analyzed the clinical data by
UALCAN (http://ualcan.path.uab.edu/index.html) which based on

The Cancer Genome Atlas (TCGA) and Clinical Proteomic Tumor
Analysis Consortium (CPTAC) clinical database. The results showed
that mRNA or protein expression of USP22 in HCC samples was
significantly higher than those in normal liver tissues (Supple-
mentary Fig. S1A, B). Furthermore, the analyzed data showed that
the expression of USP22 was gradually increased with the
enhancement of HCC stage (Supplementary Fig. S1C, Table 1). In
addition, according to publicly available data (n= 340) in The
Human Protein Atlas (https://www.proteinatlas.org/), high expres-
sion of USP22 was significantly associated with poor clinical
outcome in HCC patients (Supplementary Fig. S1D).
In order to determine whether USP22 is associated with VEGFA

expression, a pair-wise gene expression correlation analysis for
given sets of TCGA expression data using GEPIA (http://
gepia.cancer-pku.cn/index.html) was performed. The results
showed a positive correlation between the mRNA level of USP22
and that of VEGFA in HCC samples (Fig. 1A). In addition, the
protein expression data given by CPTAC database suggest that the
protein level of USP22 was also positively correlated with that of
VEGFA in HCC samples (Fig. 1B). We thus examined the expression
of USP22 and VEGFA in 35 pairs of HCC samples and the matched
adjacent noncancerous tissues by western blotting. The results
demonstrated that USP22 or VEGFA expression was significantly
higher in HCC samples than that in the matched adjacent
noncancerous tissues (Fig. 1C–E). Significant correlation between
the protein expression of USP22 and that of VEGFA was observed
(Fig. 1F). These data suggested that there was a positive
relationship between USP22 and VEGFA. We next plot the gene
expression correlation of USP22 with other regulators in VEGF
pathway, like VEGFR1, VEGFR2, PI3K, PKCα, IP3 and MEK in GEPIA
database. The results showed that USP22 was positively correlated
with the expression of these genes, with the Pearson r ranging
from 0.19 to 0.54 (Supplementary Fig. S2A).

USP22 increases ZEB1-induced VEGFA transcription in HCC
cells
To further confirm the effect of USP22 on VEGFA expression, either
siRNA against USP22 (siUSP22), CRISPR/Cas9 USP22-KO plasmids
or USP22 expression plasmids (oe-USP22) was transfected into
HCC-derived cells. Western blotting results showed that the
protein expression of VEGFA was decreased by knockdown of
USP22, while the protein expression of VEGFA was upregulated by
overexpression of USP22 (Fig. 2A–C). In addition, quantitative
Realtime PCR (qPCR) were further performed. The results

Table 1. Relationship between USP22 expression and Pathologic
Stage in HCC.

Characteristics Expression of USP22 P-valuea

Cases
(n= 339)

Low
(n= 265)

High
(n= 74)

Age (y)

<60 159 111 48 0.011

≥60 180 154 26

Gender

Male 231 181 50 0.905

Female 108 84 24

Pathologic Stage

I 169 145 24 0.002

II 83 61 22

III 83 55 28

IV 4 4 0
aχ2 test.
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demonstrated that the transcription of VEGFA was downregulated
by USP22 deletion, in contrast, ectopic expression of USP22
increased VEGFA transcription (Fig. 2D–F). These results suggested
that USP22 may act as a co-activator of VEGFA transcription. To
conform this conclusion, we further generated a luciferase
reporter plasmid containing VEGFA promoter sequences. Dual
luciferase assay results showed that USP22 significantly upregu-
lated VEGFA transcription (Fig. 2G). As an important transcription

factor, ZEB1 is known to upregulate VEGFA transcription [40, 41].
To detect the effect of USP22 on ZEB1-mediated VEGFA
transcription, USP22 and ZEB1 expression plasmids were co-
transfected into HEK293 cells for luciferase assay as indicated, and
the data showed that USP22 enhanced ZEB1-mediated VEGFA
transcription (Fig. 2H). Western blotting experiments showed that
the upregulation of VEGFA by USP22 was inhibited in the absence
of ZEB1 (Fig. 2I), this suggested that the up-regulation of VEGFA

Fig. 1 USP22 is positively correlated with VEGFA in HCC. A, B The mRNA or protein expression of USP22 is positively correlated with that of
VEGFA. The data was downloaded from GEPIA (A) or CPTAC (B). C Evaluation of the indicated proteins in 35 clinical HCC samples (T) and the
matched adjacent non-cancerous tissues (N) by western blotting. D, E The protein expression of USP22 or VEGFA in HCC samples is higher
than that in the matched adjacent non-cancerous tissues. Data from (C) were quantified by densitometry, with GAPDH as the reference. F The
protein expression of USP22 is positively correlated with VEGFA in 35 pairs of HCC samples and the matched adjacent noncancerous tissues.
Pearson r indicates the degree of correlation. P < 0.05 is considered statistically significant.
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transcription by USP22 was partly dependent on ZEB1 expression.
The knockdown efficiency of ZEB1 was shown in the Supplemen-
tary Fig. S2B. In addition, RNA-seq analysis for clinical HCC samples
from GEPIA database also suggests that USP22 mRNA expression
was positively correlated with those of ZEB1 downstream target
genes, including MSRB3, MMP14 and VIM (vimentin)

(Supplementary Fig. S2C). Realtime PCR was performed in
HCCLM3 or PLC/PRF/5 cells. The results showed that USP22
knockdown significantly decreased the mRNA levels of MSRB3 and
VIM, but had no obvious effect on that of MMP14 (Fig. 2J, K). Taken
together, these results suggest that USP22 may act as a co-
activator of ZEB1-mediated VEGFA transcription.

Fig. 2 USP22 increases ZEB1-induced VEGFA transcription in HCC cells. A–C The effects of USP22 on protein expression of VEGFA in
HCCLM3 or Huh7 cells with GAPDH as the reference. D, E Evaluation of mRNA expression of VEGFA in USP22 knockdown PLC/PRF/5 or Huh7
cells. F Evaluation of mRNA expression of VEGFA in USP22 overexpressed PLC/PRF/5 or Huh7 cells. G USP22 enhances VEGFA transcription.
HEK293 cells were transfected with PGL3-Basic or PGL3-VEGFA to evaluate the effect of USP22 on the transcription of VEGFA. Cells were lysed
and assayed using the dual-luciferase reporter assay system. H USP22 and ZEB1 co-upregulate VEGFA transcription. HEK293 cells were
transfected with PGL3-VEGFA together with the indicated expression plasmids. Cells were lysed and assayed using the dual-luciferase reporter
assay system. I USP22 lost its regulatory effect on VEGFA protein expression when ZEB1 was knocked down. FLAG-USP22 or Vector was
transfected with or without ZEB1 siRNA into Huh7 cells. J, K Evaluation of mRNA expression of three ZEB1 target gene in USP22 knockdown
HCCLM3 or PLC/PRF/5 cells.
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USP22 interacts with ZEB1, and USP22/ZEB1 is recruited to the
ZEB1-binding elements of VEGFA promoter region in HCC cell
lines
We thus turned to ask whether USP22 could interact with ZEB1 in
HCC cell lines. Co-immunoprecipitation (Co-IP) experiments were
performed in HCC cells. The results demonstrated that the

endogenous USP22 associates with ZEB1 in HCCLM3 and Huh7
cell lines (Fig. 3A and Supplementary Fig. S3A, B). In addition, HEK-
293 cells were transfected with USP22 and ZEB1 expression
plasmids as indicated and the interaction between USP22 and
ZEB1 was conformed in Co-IP experiment (Supplementary Fig.
S3C). To map the region within USP22 that mediates its interaction
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with ZEB1, truncated mutants of USP22 were generated (Fig. 3B).
To our surprise, both N and C terminus of USP22 associates with
ZEB1 (Fig. 3C). Further, we constructed the truncated GST-USP22
plasmids with the same structure as Fig. 3B. The results showed
that only the N terminal of USP22 directly binds to ZEB1 (Fig. 3D),
while the C terminal of USP22 may indirectly bind to ZEB1.
Moreover, the results of immunofluorescence experiments
showed that transfected FLAG-USP22 (FITC, green) and endogen-
ous ZEB1(Cy3, red) were distributed in the nucleus in HCC-derived
cells or HEK293 cells (Fig. 3E and Supplementary Fig. S3D). Taken
together, these data demonstrated that USP22 physically associ-
ates with ZEB1 in HCC cells.
To examine whether USP22 was recruited to ZEB1-binding

elements of VEGFA, we identified five potential ZEB1 binding sites
on the promoter region of VEGFA based on the JASPAR database
(Supplementary Fig. S4A) [45], and we named them as VEGFA-
promoter I/II/III/IV/V (Fig. 3F). Chromatin immunoprecipitation (ChIP)
assay was performed in HCCLM3 cells. The results demonstrated
that USP22 or ZEB1 was recruited to VEGFA-promoter I dominantly
(Fig. 3G). To examine whether USP22 affected the histone H2Bub or
ZEB1 recruitment to the VEGFA-promoter I region, we first
constructed HCCLM3 cell lines with stable knockdown of USP22
(shUSP22) by lentivirus infection, a scramble shRNA as a control
(shCtrl). The knockdown efficiency was confirmed by qPCR and
western blotting (Supplementary Fig. S4B, C). ChIP assays were
further performed with shUSP22 HCCLM3 cells. The results showed
that USP22 deletion reduced the recruitment of ZEB1, and induced
accumulation of histone H2Bub at VEGFA-promoter I region (Fig. 3H).
Our results showed that knockdown of USP22 only increased the
histone H2B ubiquitination level at ZEB1 binding site I on VEGFA
promoter, while had no obvious effect on the histone ubiquitination
level at other sites (Fig. 3I). We examined the relationship between
USP22 expression and total histone H2B ubiquitination in HCCLM3
cells. Our results showed that overexpression of USP22 had no
significant effect on total histone H2B ubiquitination in HCCLM3
cells (Supplementary Fig. S4D).
To further determine whether VEGFA-promoter I region is

required for the transcription activity of VEGFA-promoter, we
constructed mutant VEGFA promoter reporter plasmids with
AAAAA sequence instead of CACCCG sequence at VEGFA-
promoter I region as indicated. (Fig. 3J). Dual luciferase assays
results showed that the upregulation effect induced by USP22 was
significantly reduced on mutant VEGFA promoter reporter
(Fig. 3K). We also constructed different truncated VEGFA promoter
reporter plasmids according to the predicted ZEB1 binding sites in
Fig. 3F. Our results showed that the up-regulatory effect of USP22
on ZEB1-induced VEGFA transcription was significantly reduced
after loss of ZEB1 binding site I in the presence of USP22
(Supplementary Fig. S4E, F). These results suggest that USP22 or
ZEB1 is recruited to VEGFA-promoter I region (−1107 to −1097),
thereby reducing the level of histone H2Bub to enhance ZEB1
mediated VEGFA transcription.

USP22 maintains ZEB1 stability via triggering
deubiquitination of ZEB1
Having established that USP22 associates with ZEB1, and USP22/
ZEB1 is recruited to the promoter of VEGFA in HCC cells, we thus
turn to examine whether USP22 participates in maintenance of
ZEB1 stability. Western blotting and qPCR experiments were
performed. Our results showed that ectopic expression of USP22
increased ZEB1 protein expression and USP22 deletion reduced
ZEB1 protein expression, while USP22 had no obvious effect on
mRNA expression of ZEB1 in HCC-derived cell lines (Fig. 4A–C).
Ectopic expression of USP22 did not increase the protein
expression of ZEB1 in the presence of ubiquitin proteasome
inhibitor MG132. Reduction of ZEB1 caused by knockdown of
USP22 was also prevented by MG132, on the other hand, USP22
depletion accelerated ZEB1 degradation with the treatment of
cycloheximide (CHX), which is protein synthesis inhibitor, in HCC-
derived cells (Fig. 4D–F and Supplementary Fig. S5A). These results
suggest that USP22 is involved in maintaining the stability of
ZEB1. Immunoprecipitation (IP)-based ubiquitination assays were
further performed to determine the effects of USP22 on ZEB1
deubiquitination. The results demonstrated that the ubiquitination
level of ZEB1 was significantly decreased by ectopic expression of
USP22 in HCCLM3 and Huh7 cells (Fig. 4G and Supplementary Fig.
S5B). USP22 depletion or USP22 deubiquitinase inactive mutant
USP22 (m) enhanced the ubiquitination level of ZEB1 (Fig. 4H, I).
Denaturing ubiquitination assay was used to examine the
deubiquitination effect of USP22 on ZEB1, which could exclude
the interference of other proteins. All the lysates were denatured
prior to antibody recognition. The results showed that over-
expression of USP22 also reduced the ubiquitination level of ZEB1
in HCCLM3 cells (Fig. 4J). Taken together, our data indicate that
USP22 maintains ZEB1 stability by triggering the deubiquitination
of ZEB1.
In order to determine the types of poly-ubiquitination processes

influenced by USP22, HA-tagged Lysine 48 (K48)-, K63- and K27-
linked ubiquitin chains were used in denaturing ubiquitination
assay in HEK293 cells. The results demonstrated that K48- and
K63- linked ubiquitination of ZEB1 were notably reduced under
ectopic USP22 expression while K27-linked ubiquitination was not
(Fig. 4K). In contrast to wild-type USP22, inactive deubiquitinase
mutant USP22 (m) failed to cleave K48- and K63-linked
polyubiquitination on ZEB1 (Fig. 4L). Taken together, these results
indicate that USP22 participates in the maintenance of
ZEB1 stability through at least, if not all, K48- and K63-linkage.

USP22 promotes HCC-derived cell growth/invasion/Vascular
Mimicry (VM) formation and angiogenesis
To further investigate the effect of USP22 on HCC progression, we
first generated Huh7 cells and PLC/PRF/5 cells with stable
knockdown of USP22 (shUSP22) by lentivirus infection, a scramble
shRNA as a control (shCtrl) as indicated. The USP22 knockdown
efficiency was conformed using western blotting experiment

Fig. 3 USP22 interacts with ZEB1, and USP22/ZEB1 is recruited to the ZEB1-binding elements of VEGFA promoter region in HCC cell lines.
A The endogenous interaction between USP22 and ZEB1 in HCCLM3 cells verified by Co-Immunoprecipitation. B Diagram of full-length (FL)
and truncated mutants of USP22. C Exogenous USP22 or its truncated mutants interact with ZEB1 in HEK293 cells. D Identification of binding
domains in USP22 for ZEB1 interaction. ZEB1 protein was synthesized by transcription and translation kit in vitro. Bound proteins were
analyzed by western blot. GST and GST- USP22 deletion mutants were stained by Coomassie brilliant blue staining. *, position of GST and GST-
USP22 deletion mutants. E The Immunofluorescence confocal experiments were used to identify the localizations of FLAG-USP22 (green) and
ZEB1 (red) in HCCLM3 cells. HCCLM3 cell was transfected with FLAG-USP22 expression plasmid for 24 h before harvested. Nucleus was stained
by DAPI (blue), scale bars, 15 μm. The colocation coefficient was analyzed and calculated by Image Pro Plus software. F Schematic diagram of
the predicted ZEB1 binding sites on VEGFA promoter region. G USP22 were recruited to ZEB1-binding elements in VEGFA. H USP22 knockdown
reduced the recruitment of ZEB1 and accumulation of levels of H2Bub on ZEB1-binding site at VEGFA-promoter I. The DNA fragments were
amplified by qPCR with the primers indicated in Supplementary data (Table S3). I Effects of USP22 on the ubiquitination level of histone H2B
near the five predicted ZEB1 binding sites. J Schematic diagram of PGL3-VEGFA mutant (ZEB1 binding site mutation) luciferase assay plasmid,
CACCCG was replaced by AAAAAA. K USP22 failed to upregulate transcription of VEGFA without wild type ZEB1 binding site in dual luciferase
assay. In histogram, the bars represent mean ± SD (n ≥ 3), P < 0.05 is considered statistically significant.
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(Supplementary Fig. S6A, B). MTS assay and cell colony formation
experiments were performed to determine the effects of USP22
on cell proliferation of HCC cells. The results showed that the cell
proliferation was significantly inhibited with USP22 depletion
(Fig. 5A and Supplementary Fig. S6C). The inhibited cell
proliferation was partially recovered by treatment with recombi-
nant human protein VEGFA-165, a predominant isoform with
properties closely corresponding to native VEGFA [46] (Fig. 5B, C).

Our data indicate that USP22 promotes cell proliferation in HCC
cells and the effect of USP22 on cell growth is partially related to
VEGFA.
We observed that USP22 knockdown resulted in morphological

atrophy of HCC cells and enhanced cell-to-cell adhesion to be
difficult to form association between cell colonies (Fig. 5D). These
results suggest that USP22 may participate in matrix remodeling
or movement of HCC cells. Vasculogenic mimicry (VM) describes
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plasticity of aggressive cancer cells forming de novo vascular
networks by deformation and matrix remodeling [30, 31]. Thus,
tube formation assay was performed to examine the effect of
USP22 on VM formation induced by HCCLM3 cells. The results
showed that USP22 deletion remarkably inhibited tubular network
formation (Fig. 5E). These results suggest that the expression of
USP22 may promote VM formation in HCC-derived cell lines.
Next, we turn to determine the effect of USP22 on migratory

and invasive behaviors of HCC cells, transwell assays were
performed in shUSP22 Huh7 or shUSP22 PLC/PRF/5 cells. Our
data demonstrate that USP22 deletion inhibits the migration and
invasion of HCC cells (Fig. 5F, G and Supplementary Fig. S6D).
To further investigate the potential effect of USP22 on

angiogenesis, we first performed ELISA assay to detect the VEGFA
level in the culture supernatant of Huh7 cells. The results showed
that USP22 deletion inhibited VEGFA secretion (Fig. 5H). Condi-
tioned medium collected from shUSP22 or shCtrl Huh7 cells were
used to perform HUVEC tube formation assay in vitro. The results
demonstrated that intercellular connections between HUVEC cells
were reduced in conditioned medium derived from shUSP22
Huh7 cells (Fig. 5I). HUVEC colony formation assay cultured in
conditioned medium as indicated showed that the proliferation of
HUVEC was also decreased in conditioned medium derived from
shUSP22 Huh7 cells (Fig. 5J). These data suggest that USP22
promotes angiogenesis in HCC partially related to VEGFA
expression. Taken together, our data demonstrate that USP22 is
involved in HCC proliferation, invasion, VM formation, and
angiogenesis.

USP22 promotes HCC cell growth and VM formation in mice
Xenograft
To examine the function of USP22 in HCC growth in mice, tumor
growth analysis in a mouse xenograft model was performed. As
shown in Fig. 6A–D, tumors from shUSP22 HCCLM3 cells were
smaller in size, and grew at a lower rate than those from shCtrl cells.
The blood vessels formed in shUSP22 tumors were thinner than
those in control. Injection of VEGFA-165 partially restored the tumor
growth inhibition induced by USP22 knockdown. We then examined
the expression of USP22, VEGFA, and ZEB1 in those xenograft
tumors. The results demonstrated USP22 knockdown reduced
mRNA or protein expression of VEGFA. While USP22 depletion
decreased ZEB1 protein, not mRNA level (Fig. 6E, F and
Supplementary Fig. S7A). In addition, the expression of USP22 was
also positively correlated with that of VEGFA in xenograft tumor
(Supplementary Fig. S7B). In order to test the role of ZEB1 in our
model, lentivirus was used to construct HCC cells with stable
overexpression of USP22. HCCLM3 cells in the control group (n= 4),
the USP22 overexpression group (n= 8) were injected subcuta-
neously into BALB/c nude mice for xenograft experiments. Two
weeks later, when the tumor size was approximately 100mm3, mice

carrying USP22-overexpressing tumors were randomly divided into
two groups (n= 4): siRNA of ZEB1 (7.5 μg) was injected into the
tumor, and the other group was injected with the same amount of
negative control every 72 h for another 2 weeks. The results showed
that, overexpression of USP22 significantly promoted the growth of
HCC, and knockdown of ZEB1 inhibited the effect of USP22 on
tumor growth (Fig. 6G–J), suggesting that ZEB1 was involved in the
development of HCC, and the promotion of HCC growth by USP22
was partially related to ZEB1.
In addition, the results from immunohistochemistry showed

that USP22 depletion decreased USP22, ZEB1, or VEGFA expres-
sion in xenograft tumors. Periodic acid–Schiff (PAS) staining is
commonly used to indicate the presence of glycogen or
polysaccharide (purplish red) to access the possibility vascular
infiltration in the tumor. The CD31 and PAS dual staining is applied
to distinguish the matrix-rich morphological pattern of VM [29].
VM structure is identified as vascular-like channels that were lined
by tumor cells, and displays PAS positive/CD31 negative staining
(PAS+ CD31-), while the parts stained with PAS+ and
CD31+ represent endothelial vessels. Our data showed that the
number of VM (PAS+ CD31- staining) is less in shUSP22 than that
in shCtrl tumors, suggesting that knockdown of USP22 may inhibit
VM formation (Fig. 7A and Supplementary Fig. S7C). Taken
together, our results indicate that USP22 promotes HCC cell
growth and VM formation in mice.
Having revealed that USP22 maintains ZEB1 stability, we next

examined the expression of USP22 and ZEB1 in 24 pairs of human
HCC pathological sections by immunohistochemistry. The results
showed that USP22 expression was positively correlated with that
of ZEB1 in HCC (Fig. 7B and Supplementary Fig. S7D). According to
the data provided by The Human Protein Atalas, HCC patients with
high expression of VEGFA or ZEB1 had poor prognosis. In addition,
high expression of USP22/VEGFA or USP22/ZEB1 at the same time
was positively correlated with poor prognosis (Supplementary Fig.
S8). These results suggest that USP22/ZEB1/VEGFA promotes HCC
progression.

DISCUSSION
As one of the most genomic amplification gene in HCC, VEGFA has
been recognized as a crucial role in HCC progression, and
antiangiogenic agents have been approved for advanced-stage
HCC [1, 24]. However, the benefit from these therapies is still
transient and unsatisfactory. Identification of novel regulators of
VEGFA would provide potential therapeutic targets for anti-
angiogenic therapy resistance in HCC. In this study, our data
demonstrate that USP22 acts as a ZEB1 co-activator to upregulate
ZEB1-induced VEGFA transcription. Our results suggest that USP22
participates in promotion of HCC progression, if not all, at least
partially via VEGFA expression (Fig. 8).

Fig. 4 USP22 maintains ZEB1 stability by triggering deubiquitination of ZEB1. A, B USP22 deletion reduced ZEB1 protein expression while
ectopic expression of USP22 upregulated that in HCC-derived cell lines in western blotting experiments. C USP22 had no obvious effect on
mRNA expression of ZEB1 in qPCR experiments, the bars represent mean ± SD (n ≥ 3), P < 0.05 is considered statistically significant. D Western
blotting analysis of ZEB1 expression in wild-type and USP22 knockdown Huh7 cells treated with MG132 (10 μM) for 8 h as indicated.
E Depletion of USP22 decreases endogenous ZEB1 protein stability in HCCLM3 cells. Cells were treated with 100 μM cycloheximide (CHX) as
indicated. F Gray values of ZEB1 were calculated and presented in a line chart with statistical analysis. G Ectopic expression of USP22
decreased the ubiquitination of ZEB1. Immunoprecipitation of ubiquitinated proteins from Huh7 cell extracts upon overexpression of USP22.
Protein was harvested after MG132 (5 μM) treatment for 3 h and ubiquitinated ZEB1 species were detected by western blotting with anti-His.
H Ubiquitination of ZEB1 was upregulated by USP22 deletion. HCCLM3 cells were transfected with USP22 siRNA. Cells were
immunoprecipitated with ZEB1 and immunoblotted with anti-His. I The ubiquitination level of ZEB1 could not be reduced by deubiquitinase
inactive mutant USP22(m). Cells were immunoprecipitated with ZEB1 and immunoblotted with anti-His. HEK293 cells were transfected with
expression plasmid encoding ZEB1 and His-ubiquitin together with wild type USP22 or USP22(m). J–L Denaturing ubiquitination assays were
performed to detect the effects of USP22 on ubiquitination levels and types of ZEB1. HCCLM3 cells were transfected with ZEB1 and FLAG-
USP22 together with His-tagged ubiquitin (J). HEK293 cells were transfected with ZEB1 and FLAG-USP22 or USP22(m) together with HA-
tagged ubiquitin mutants, including K0 (lysineless), K48-, K63-, and K27-linked ubiquitin as indicated (K, L). The cells were treated with MG132
(5 μM) before collected. The cell lysate was immunoprecipitated with anti-ZEB1 and immunoblotted with anti-His or anti-HA.
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As an important transcription factor, ZEB1 promotes epithelial-
mesenchymal transition (EMT) and distal metastasis in a variety of
tumors [47]. It is also known that ZEB1 increases the expression of
VEGFA, and plays an important role in promoting angiogenesis,
vasculogenic mimicry (VM) and anti-angiogenic therapy resistance
[40–42, 44, 48]. Interestingly, previous studies have shown that ZEB1

has dual activity to promote or inhibit gene transcription due to
interact with different co-regulators. CtBP interacts with ZEB1 to co-
repress the transcription of epithelial genes, such as CDH1 (E-
cadherin). While P300 or P/CAF interacts with ZEB1 to coactivate
mesenchymal factors, such as CDH2 (N-cadherin), VIM (Vimentin)
[41, 47]. Here, our results have demonstrated that USP22 interacts
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with ZEB1, and USP22/ZEB1 is recruited to the ZEB1-binding
elements of VEGFA promoter region and USP22 decrease the
accumulation of histone H2Bub. USP22 upregulates ZEB1-mediated
VEGFA transcription in HCC cell lines. (Figs. 1–3). Our studies indicate
that USP22 acting as a histone deubiquitinase participates in
deubiquitination of histone H2Bub on the promoter of VEGFA, co-
activating ZEB1-mediated VEGFA transcription.
It has been reported that ubiquitination modification on ZEB1

involved in maintenance of ZEB1 stability plays important roles in
tumor progression. Ubiquitination of ZEB1 induced by the E3
ubiquitin ligase CHFR contributes to the sensitivity of TNBC to
chemotherapy drugs [49]. The stability of ZEB1 maintained by
USP43 and USP51 promotes the proliferation and metastasis of
colorectal and breast cancer [50, 51]. USP39 and E3 ligase TRIM26
balance the level of ZEB1 ubiquitination, thereby determining the
progression of hepatocellular carcinoma [38]. In our study, we
identified USP22 as a novel co-regulator of ZEB1. USP22 maintains
the protein stability of ZEB1 by triggering the deubiquitination of
K48- and K63-linked polyubiquitin chains on ZEB1 via its
deubiquitinase activity (Fig. 4). Our findings here identify that
USP22 as a histone deubiquitinase participates in non-histone
deubiquitination to maintain ZEB1 stability, thus co-activating
ZEB1-mediated transactivation.
Having demonstrated that USP22 is identified as one of the 11

genes to be involved in cancer-related death signatures, and plays a
crucial role in the progression of tumor [6, 52]. USP22 positively
regulates c-Myc, androgen receptor, and HIF-1α actions to promote
breast cancer, prostate cancer, and HCC progression [16, 53, 54]. On
the other hand, USP22 deficiency decreases PU.1 stability to
promote myeloid leukemia [10]. USP22 accelerates necroptotic cell
death in several cancer cells via regulating RIPK3 ubiquitination [55].
These studies suggest that USP22 possesses the implicated
biological functions in pro- or anti-tumor effects by catalyzing the
different substrates. Here, our data identified that USP22 acts as a
potential co-activator of ZEB1 through histone and non-histone
modifications to be involved in up-regulation of VEGFA transcription
in the promotion of HCC progression. It has been reported that ZEB1
or VEGFA plays a driven role in VM and angiogenesis
[28, 29, 33, 35, 56, 57]. VM has been identified as one of the
leading cause for the failure of anti-angiogenesis therapy in
malignant tumors [30, 32, 33]. Our results have demonstrated that
USP22 contributes to VM formation and angiogenesis as shown in
Figs. 5–7. Importantly, it has been recognized that VEGFA also plays
a crucial role in tumor immunosuppression [58–60], and our results
suggest that USP22 may participate in tumor immune escape via
modulation of VEGFA expression. This interesting study would be
further explored.
Taken together, our study has demonstrated that USP22 is a

novel co-regulator of ZEB1 to enhance ZEB1-induced VEGFA
transcription via USP22 deubiquitination activity, thereby promot-
ing tumor growth/invasion/VM formation and angiogenesis in
HCC. Our results provide the evidence to support that USP22 plays
a driven role in HCC progression and might be a potential
therapeutic target for anti-angiogenic therapy resistance in HCC.

MATERIALS AND METHODS
Antibodies and plasmids
The antibodies used in this study: anti-USP22 (Proteintech, 55110-1-AP),
anti-USP22 (abcam, ab195289), anti-ZEB1 (Proteintech, 21544-1-AP), anti-
VEGFA (Proteintech, 66828-1-Ig), anti-CD31 (Proteintech, 11265-1-AP), anti-
His-tag (Proteintech, 66005-1-Ig), anti-HA (Shanghai genomics, GNI4110),
anti-GAPDH (ABclonal Technology, AC033), anti-Ubiquity-Histone H2B
(Lys120) (Cell Signaling Technology, 5546).
The expression plasmids of wild-type human USP22 and mutant

USP22 (HH/AA) were described as previous studies [8, 15]. Two truncated
mutants of USP22 were cloned into the pcDNA3.1 vector containing a
FLAG-tag for Co-IP experiments, or cloned into pGEX-5X-1 vector
containing GST-tag for GST pull-down experiments. Full (−1348 to
+264) and a series of truncated VEGFA promoter sequence were cloned
into a PGL3-basic vector for luciferase assay. In the mutated PGL3-VEGFA
plasmid, CACCCG was replaced by AAAAAA (−1107 to −1097), while
other sequences remained unchanged. The plasmid purchased in this
study: ZEB1(Sino Biological, HG17705-UT), CRISPR-Cas9 USP22-KO (Santa
Cruz, sc-403660-NIC).

Cell culture
All cell lines were grown at 37 °C under 5% CO2 in 10% fetal bovine serum.
HCCLM3, Huh7 and HEK293 cells were cultured in Dulbecco’s Modified
Eagle’s Medium (DMEM). PLC/PRF/5 cells were cultured in Minimum
Essential Medium (MEM). Human umbilical vein endothelial cell (HUVEC)
was cultured in HUVEC medium as previously described [61]. All the cell
lines were recently authenticated by PCR-STR analysis.

siRNA transfection and lentiviral infection, RNA isolation,
reverse transcription, and quantitative real-time PCR (qPCR)
For RNA interference (RNAi), the small interfering RNA (siRNA) of USP22
was purchased from Sigma Aldrich and siRNA of ZEB1 was purchased
from GenePharma. The sequences of siRNA were listed in Supplemen-
tary Table S1. For lentivirus-delivered RNAi, lentiviral productions were
purchased from Shanghai GeneChem Company. Total RNA was
extracted by RNA isolater (Vazyme). Reverse transcription was
performed using HiScript II Q RT SuperMix for qPCR (Vazyme). The
cDNAs were quantified by qPCR using ChamQ Universal SYBR qPCR
Master Mix (Vazyme) on LightCycler 96 instrument (Roche). Primers
used to detect mRNA expression were purchased from Thermo Fisher
Scientific and the sequences were shown in Supplementary Table S2.

Co-Immunoprecipitation (Co-IP), western blotting,
immunofluorescence assay
For Co-Immunoprecipitation (Co-IP) in HCCLM3 and Huh7 cells, the
whole cell lysates were extracted and the equal protein amounts were
immunoprecipitated with USP22 antibody or IgG. Then Protein G
Sepharose 4 Fast Flow incubated. The immune complexes were
detected by western blotting using indicated antibody. For Co-IP in
HEK293 cells, the expression plasmids of ZEB1and USP22 or Vector were
transfected using the jetPRIME reagent (Polyplus) for 24 h, and then the
whole cell lysates were extracted. For ubiquitination Co-IP, His- or HA-
tag ubiquitin were co-transfected with ZEB1 and USP22 or Vector for
24 h. Cells were treated with 10 μM MG132 for 3 h before harvested. The
extracts were immunoprecipitated with ZEB1 antibody. For denaturing
ubiquitination assay, the cells were collected from 5–10 cell volumes of
denaturing cell lysis buffer and boiled for 10 min. The denaturing buffer
was diluted with cell lysis buffer and the primary antibody was added

Fig. 5 USP22 promotes HCC-derived cell growth/invasion/Vascular Mimicry (VM) formation and angiogenesis. A Knockdown of USP22
inhibited HCCLM3 proliferation. The absorbance of HCCLM3 cells carrying shCtrl or shUSP22 added MTS reagent in indicated time was
measured at 490 nm. B, C Effects of USP22 on the cell growth in HCCLM3 cells were photographed in the colony formation assay. VEGFA-165
stands for recombinant human VEGFA protein. D The morphology of HCCLM3 cells changed with shUSP22 was photographed under
microscope. E The left panel shows tube formation pictures of the HCCLM3 cells. Scale bars, 200 μm. The right panel is a quantification plot of
the number of tubes in each visual field in the left. F, G Effect of USP22 on cell migration and invasion in Huh7 cells. Cells were planted in the
transwell chamber coated with Matrigel (G) or without Matrigel (F) for 24 h. Scale bars, 250 μm. H ELISA assay was used to verify the effect of
USP22 on VEGFA secretion from Huh7 cells. I Tube formation of HUVEC cells were photographed under microscope. Conditioned medium
collected from shCtrl or shUSP22 Huh7 cells were applied to culture HUVEC cells on the Matrigel for 24 h. J Colony formation experiments
were used to determine the effect of USP22 on the cell growth of HUVEC cells. Scale bars, 250 μm. Histogram data were shown as mean ± SD,
P < 0.05 is considered statistically significant.
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for immunoprecipitation experiments, and the subsequent steps were
the same as for the Co-IP experiments.
For immunofluorescence assay, HEK293 cells were transfected with

FLAG-USP22 and ZEB1 plasmids, while HCCLM3 and Huh7 cells were
transfected with FLAG-USP22 in advance for 12 h. Then HEK293,
HCCLM3 and Huh7 Cells were fixed in 4% paraformaldehyde and

permeabilized with 0.1% TritonX-100. All the cells were incubated with
anti-USP22 and anti-ZEB1 antibodies overnight at 4 °C and subsequently
FITC or Cy3-conjugated secondary antibody (Jackson Immunoresearch
Laboratories Inc, Cat#JAC-711-095-152, JAC-711-165-152). Nuclei were
stained with DAPI (Roche). Respective images were taken under
confocal microscopy (Nikon).
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Luciferase reporter assay
Cells were co-transfected with the listed constructs and pRL (Renilla
luciferase control). The cell lysates were detected by the dual luciferase
reporter assay system (Promega) as specification described.

Chromatin Immunoprecipitation (ChIP) assay
ChIP assays were performed according to previously described protocols
[15]. Immunoprecipitation of sonicated chromatin solutions was con-
ducted by incubated with indicated antibody at 4 °C overnight,

subsequently incubated with protein A-sepharose for 4 h. With phenol-
chloroform, DNA fragments were extracted, and then precipitated in
ethanol. The purified DNA was analyzed by qPCR. Results were shown as
percentage of input chromatin. Primer sequences for ZEB1 binding sites of
VEGFA were listed in Supplementary Table S3.

ELISA assay
Huh7 cells infected with lentivirus carrying shUSP22 or shCtrl were pre-
cultured in fresh medium for 24 h, and VEGFA levels in cell-culture

Fig. 6 USP22 promotes HCC progression in mice. A Pictures showed all the xenograft tumors formed by HCCLM3 cells in different groups.
VEGFA-165 stands for recombinant human protein VEGFA-165. B The image closely up displays the tumors in situ, with yellow arrows
indicating blood vessels forming on the tumor surface. C Growth curves drawn by tumor volume of xenograft tumors in the USP22
knockdown group and the control group at indicated time. D Tumor weight of xenografts in indicated groups were shown. E Protein levels of
USP22, VEGFA and ZEB1 in every xenograft tumor were detected by western blotting. GAPDH was used as a control. F The protein expression
of ZEB1 from (E) was quantified by densitometry, with GAPDH as the reference. P < 0.05 is considered statistically significant. G Pictures
showed all the xenograft tumors formed by HCCLM3 cells in different groups. H Growth curves drawn by tumor volume of xenograft tumors
in the USP22 overexpressing, USP22 overexpressing with ZEB1 deletion, and the control group at indicated time. I Tumor weight of xenografts
in indicated groups were shown. J Protein levels of USP22, and ZEB1 in every xenograft tumor were detected by western blotting. GAPDH was
used as a control.

Fig. 7 Knockdown of USP22 reduced VM formation in xenograft tumors. A Expression of USP22, ZEB1 and VEGFA in xenograft tumors (Fig.
6A) were detected by IHC assays; CD31/PAS double staining was used to evaluate the appearance of vasculogenic mimicry (PAS+ CD31-) and
vessels (PAS+ and CD31+ ) in the shUSP22 and shCtrl groups. VEGFA-165 stands for recombinant human protein VEGFA-165. Scale bars,
50μm. Average optical density (AOD) was used to evaluate the relative expression levels of USP22, ZEB1 and VEGFA. Counts of channels
per sections was used to evaluate the effect of USP22 on the formation of vascular mimicry and angiogenesis within tumors. B The
representative images of expression of USP22 and ZEB1 in immunohistochemical staining of human HCC pathological sections. The
expression of specific marker from the HCC pathological data showed that, the tumor with high USP22 and ZEB1 expression on the left, AFP
(+), Ki67(30%); the tumor with low USP22 and ZEB1 expression on the right, AFP (+), Ki67 (15%). Scale bars, 200 μm.
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supernatant were determined using an ELISA kit (mlbio, ml057663)
according to the manufacturer’s instructions.

MTS assay, colony formation assay, and tube formation assay
2 × 103 cells were plated in 96-well plates and measured using MTS assay
(Promega) with the absorbance at 490 nm. 1 × 103 cells were plated in
35mm dish for 7 days, then cells were fixed with 4% paraformaldehyde
and stained with Coomassie brilliant blue dye for colony formation assay.
VEGFA-165 was purchased from AbMole (M9413). 1 × 104 HCCLM3 or
HUVEC cells were planted in the Matrigel (BD Biosciences)-coated 96 plates
for tube formation assay as previously described with minor modification
[35]. Conditioned medium collected from shUSP22 or shCtrl Huh7 cells as
previously described were used to perform HUVEC tube formation assay
in vitro [61]. The growth status of the cells was photographed under
phase-contrast microscopy. Each experiment was performed in triplicate.

Transwell migration and invasion assay
6 × 104 cells were dispersed into serum-free medium and then separately
added to each transwell chamber (Corning, NY). The lower part of the
chambers was placed in 10% serum medium. The chambers with Matrigel-
coated were for cell invasion, and those without Matrigel-coated for cell
migration. Then the cells were fixed with 95% ethanol and stained with
Coomassie brilliant blue dye or Crystal Violet.

Xenograft tumor growth
HCCLM3 cells infected with lentivirus carrying shUSP22 or shCtrl were
separately injected into left (shUSP22) or right(shCtrl) flanks of 5 weeks old
male BALB/c nude mice (n= 14). After fixed tumors formed, half of the mice
were injected with human recombinant protein VEGFA-165 around each
tumor and the other half were injected with the same amount of normal
saline for 4 weeks. Tumor volume (cubic millimeters) was calculated as
volume= (short diameter)2 × (long diameter)/2 [22]. All animal experiments
have complied with the ARRIVE guidelines. No animals suffered unnecessarily
hurt at any stage of an experiment. HCCLM3 cells infected with lentivirus
carrying oe-USP22 or Ctrl were injected subcutaneously into BALB/c nude
mice for Control group (n= 4) and USP22 overexpression group (n= 8). Two
weeks later, when the tumor size was approximately 100mm3, mice carrying
USP22-overexpressing tumors were randomly divided into two groups
(n= 4): siRNA of ZEB1 (7.5 μg) was injected into the tumor, and the other
group was injected with the same amount of negative control every 72 h for
another 2 weeks. Tumor-bearing mice were killed with the policy of the
humane treatment of animals. All procedures of animal experiments have
been carried out in compliance with ethical regulations approved by the
Animal Ethics Committee of China Medical University.

Collection of clinical HCC tissue samples,
immunohistochemical (IHC) and Periodic Acid-Schiff (PAS)
stain
Human HCC tissues and corresponding adjacent tissues were obtained
from the first affiliated hospital China Medical University. The informed
consents of the patients were obtained. IHC experiment was performed as
previously described [15]. The reagent for IHC stain was purchased from
OriGene. The signals were visualized with diaminobenzidine (DAB) and the
nuclei were counterstained with hematoxylin.
According to the instructions, for Periodic Acid-Schiff (PAS) staining, the

tissue sections were oxidized after dewaxing to water, then stained in
Schiff staining solution, and the nuclei were stained with hematoxylin; For
PAS/CD31 double staining, the tissue sections were placed in periodate
acid for oxidation after chromogenic reaction by DAB, and the following
experimental procedures were the same as for PAS staining.
The average optical density (AOD, IOD/Area) obtained by Image Pro

Plus image processing software were used to evaluate the indicated
protein expression.

Statistics
All statistical analysis was performed using the SPSS statistical (26.0) software
program. Student’s two-tailed t-test was used for the determination of
statistical relevance between groups. Survival curves were estimated by the
Kaplan-Meier method. The average optical density was used as the IHC
scoring criterion. P-value less than 0.05 was considered statistically significant.

DATA AVAILABILITY
All data generated or analyzed during this study are included in this published article
and its Supplementary information files. The data for all bioinformatics analyses in
this article were derived from public databases, including UALCAN, GEPIA, CPTAC,
and The Human Protein Atlas. The other datasets used and analyzed during the
current study are available from the corresponding author on reasonable request.

REFERENCES
1. Llovet JM, Kelley RK, Villanueva A, Singal AG, Pikarsky E, Roayaie S, et al. Hepa-

tocellular carcinoma. Nat Rev Dis Primers. 2021;7:6.
2. Siegel RL, Miller KD, Fuchs HE, Jemal A. Cancer statistics, 2022. CA Cancer J Clin.

2022;72:7–33.
3. Villanueva A. Hepatocellular Carcinoma. N Engl J Med. 2019;380:1450–62.
4. Tabrizian P, Jibara G, Shrager B, Schwartz M, Roayaie S. Recurrence of hepato-

cellular cancer after resection: patterns, treatments, and prognosis. Ann Surg.
2015;261:947–55.

Fig. 8 Schematic diagram illustrating the function of USP22 on modulation of ZEB1-induced VEGFA transcription and the role of USP22
in promotion of HCC progression. USP22 maintains ZEB1 stability by triggering deubiquitination of ZEB1. USP22/ZEB1 being recruited to the
ZEB1 binding elements of VEGFA promoter region, inducing the ubiquitination of histone H2B, enhances the transcription of VEGFA.This effect
ultimately leads to increased expression and secretion of VEGFA, which may accelerate HCC progression.

K. Zeng et al.

13

Cell Death and Disease          (2023) 14:194 



5. Cancer Genome Atlas Research Network. Electronic address w b e and N Cancer
Genome Atlas Research, Comprehensive and Integrative Genomic Characteriza-
tion of Hepatocellular Carcinoma. Cell. 2017;169:1327–1341 e23.

6. Feng T, Ling S, Xu C, Ying L, Su D, Xu X. Ubiquitin-specific peptidase 22 in cancer.
Cancer Lett. 2021;514:30–37.

7. Zhang XY, Varthi M, Sykes SM, Phillips C, Warzecha C, Zhu W, et al. The putative
cancer stem cell marker USP22 is a subunit of the human SAGA complex required
for activated transcription and cell-cycle progression. Mol Cell. 2008;29:102–11.

8. Zhao Y, Lang G, Ito S, Bonnet J, Metzger E, Sawatsubashi S, et al. A TFTC/STAGA
module mediates histone H2A and H2B deubiquitination, coactivates nuclear
receptors, and counteracts heterochromatin silencing. Mol Cell. 2008;29:92–101.

9. Zhang Y, Wang Y, Gao B, Sun Y, Cao L, Genardi SM, et al. USP22 controls iNKT
immunity through MED1 suppression of histone H2A monoubiquitination. J Exp
Med. 2020;217:e20182218.

10. Melo-Cardenas J, Xu Y, Wei J, Tan C, Kong S, Gao B, et al. USP22 deficiency leads
to myeloid leukemia upon oncogenic Kras activation through a PU.1-dependent
mechanism. Blood. 2018;132:423–34.

11. Ning Z, Guo X, Liu X, Lu C, Wang A, Wang X, et al. USP22 regulates lipidome
accumulation by stabilizing PPARgamma in hepatocellular carcinoma. Nat
Commun. 2022;13:2187.

12. Bonacci T, Emanuele MJ. Dissenting degradation: Deubiquitinases in cell cycle
and cancer. Semin Cancer Biol. 2020;67:145–58.

13. Huang X, Zhang Q, Lou Y, Wang J, Zhao X, Wang L, et al. USP22 Deubiquitinates
CD274 to Suppress Anticancer Immunity. Cancer Immunol Res. 2019;7:1580–90.

14. McCann JJ, Vasilevskaya IA, Poudel Neupane N, Shafi AA, McNair C, Dylgjeri E,
et al. USP22 Functions as an Oncogenic Driver in Prostate Cancer by Regulating
Cell Proliferation and DNA Repair. Cancer Res. 2020;80:430–43.

15. Wang S, Zhong X, Wang C, Luo H, Lin L, Sun H, et al. USP22 positively modulates
ERalpha action via its deubiquitinase activity in breast cancer. Cell Death Differ.
2020;27:3131–45.

16. Ling S, Shan Q, Zhan Q, Ye Q, Liu P, Xu S, et al. USP22 promotes hypoxia-induced
hepatocellular carcinoma stemness by a HIF1alpha/USP22 positive feedback loop
upon TP53 inactivation. Gut. 2020;69:1322–34.

17. Ling S, Li J, Shan Q, Dai H, Lu D, Wen X, et al. USP22 mediates the multidrug
resistance of hepatocellular carcinoma via the SIRT1/AKT/MRP1 signaling path-
way. Mol Oncol. 2017;11:682–95.

18. Guo J, Zhao J, Fu W, Xu Q, Huang D. Immune Evasion and Drug Resistance
Mediated by USP22 in Cancer: Novel Targets and Mechanisms. Frontiers In
Immunology. 2022;13:918314.

19. Wang F, El-Saafin F, Ye T, Stierle M, Negroni L, Durik M, et al. Histone H2Bub1
deubiquitylation is essential for mouse development, but does not regulate
global RNA polymerase II transcription. Cell Death Differ. 2021;28:2385–403.

20. Koutelou E, Wang L, Schibler AC, Chao HP, Kuang X, Lin K, et al. USP22 controls
multiple signaling pathways that are essential for vasculature formation in the
mouse placenta. Development. 2019;146:dev174037.

21. Zhang K, Yang L, Wang J, Sun T, Guo Y, Nelson R, et al. Ubiquitin-specific protease
22 is critical to in vivo angiogenesis, growth and metastasis of non-small cell lung
cancer. Cell Commun Signal. 2019;17:167.

22. Xu S, Ling S, Shan Q, Ye Q, Zhan Q, Jiang G, et al. Self-Activated Cascade-
Responsive Sorafenib and USP22 shRNA Co-Delivery System for Synergetic
Hepatocellular Carcinoma Therapy. Adv Sci (Weinh). 2021;8:2003042.

23. Zucman-Rossi J, Villanueva A, Nault J-C, Llovet JM. Genetic Landscape and Bio-
markers of Hepatocellular Carcinoma. Gastroenterology. 2015;149:1226–1239.e4.

24. Zhu AX, Duda DG, Sahani DV, Jain RK. HCC and angiogenesis: possible targets
and future directions. Nat Rev Clin Oncol. 2011;8:292–301.

25. Llovet JM. Focal gains of VEGFA: candidate predictors of sorafenib response in
hepatocellular carcinoma. Cancer Cell. 2014;25:560–2.

26. Raskopf E, Vogt A, Sauerbruch T, Schmitz V. siRNA targeting VEGF inhibits
hepatocellular carcinoma growth and tumor angiogenesis in vivo. Journal of
Hepatology. 2008;49:977–84.

27. Bai XL, Zhang Q, Ye LY, Liang F, Sun X, Chen Y, et al. Myocyte enhancer factor 2C
regulation of hepatocellular carcinoma via vascular endothelial growth factor and
Wnt/beta-catenin signaling. Oncogene. 2015;34:4089–97.

28. Liu X, He H, Zhang F, Hu X, Bi F, Li K, et al. m6A methylated EphA2 and VEGFA
through IGF2BP2/3 regulation promotes vasculogenic mimicry in colorectal
cancer via PI3K/AKT and ERK1/2 signaling. Cell Death Dis. 2022;13:483.

29. Qiao K, Liu Y, Xu Z, Zhang H, Zhang H, Zhang C, et al. RNA m6A methylation
promotes the formation of vasculogenic mimicry in hepatocellular carcinoma via
Hippo pathway. Angiogenesis. 2021;24:83–96.

30. Hendrix MJ, Seftor EA, Seftor RE, Chao JT, Chien DS, Chu YW. Tumor cell vascular
mimicry: Novel targeting opportunity in melanoma. Pharmacol Ther.
2016;159:83–92.

31. Maniotis AJ, Folberg R, Hess A, Seftor EA, Gardner LM, Pe’er J, et al. Vascular
channel formation by human melanoma cells in vivo and in vitro: vasculogenic
mimicry. Am J Pathol. 1999;155:739–52.

32. Kang X, Xu E, Wang X, Qian L, Yang Z, Yu H, et al. Tenascin-c knockdown sup-
presses vasculogenic mimicry of gastric cancer by inhibiting ERK- triggered EMT.
Cell Death & Disease. 2021;12:890.

33. Huang M, Lin Y, Wang C, Deng L, Chen M, Assaraf YG, et al. New insights into
antiangiogenic therapy resistance in cancer: Mechanisms and therapeutic
aspects. Drug Resist Updat. 2022;64:100849.

34. Deng H, Kan A, Lyu N, Mu L, Han Y, Liu L, et al. Dual Vascular Endothelial Growth
Factor Receptor and Fibroblast Growth Factor Receptor Inhibition Elicits Anti-
tumor Immunity and Enhances Programmed Cell Death-1 Checkpoint Blockade
in Hepatocellular Carcinoma. Liver Cancer. 2020;9:338–57.

35. Zeng Y, Yao X, Liu X, He X, Li L, Liu X, et al. Anti-angiogenesis triggers exosomes
release from endothelial cells to promote tumor vasculogenesis. J Extracell
Vesicles. 2019;8:1629865.

36. Zhou Y, Lin F, Wan T, Chen A, Wang H, Jiang B, et al. ZEB1 enhances Warburg
effect to facilitate tumorigenesis and metastasis of HCC by transcriptionally
activating PFKM. Theranostics. 2021;11:5926–38.

37. Peng L, Jiang B, Yuan X, Qiu Y, Peng J, Huang Y, et al. Super-Enhancer-Associated
Long Noncoding RNA HCCL5 Is Activated by ZEB1 and Promotes the Malignancy
of Hepatocellular Carcinoma. Cancer Res. 2019;79:572–84.

38. Li X, Yuan J, Song C, Lei Y, Xu J, Zhang G, et al. Deubiquitinase USP39 and E3
ligase TRIM26 balance the level of ZEB1 ubiquitination and thereby determine
the progression of hepatocellular carcinoma. Cell Death Differ. 2021;28:2315–32.

39. Liao LZ, Chen CT, Li NC, Lin LC, Huang BS, Chang YH, et al. Y-Box Binding Protein-
1 Promotes Epithelial-Mesenchymal Transition in Sorafenib-Resistant Hepato-
cellular Carcinoma Cells. Int J Mol Sci. 2020;22:224.

40. Jiang H, Zhou C, Zhang Z, Wang Q, Wei H, Shi W, et al. Jagged1-Notch1-deployed
tumor perivascular niche promotes breast cancer stem cell phenotype through
Zeb1. Nat Commun. 2020;11:5129.

41. Liu L, Tong Q, Liu S, Cui J, Zhang Q, Sun W, et al. ZEB1 Upregulates VEGF
Expression and Stimulates Angiogenesis in Breast Cancer. PLoS One.
2016;11:e0148774.

42. Wang H, Huang B, Li BM, Cao KY, Mo CQ, Jiang SJ, et al. ZEB1-mediated vascu-
logenic mimicry formation associates with epithelial-mesenchymal transition and
cancer stem cell phenotypes in prostate cancer. J Cell Mol Med. 2018;22:3768–81.

43. Liu Z, Sun B, Qi L, Li H, Gao J, Leng X. Zinc finger E-box binding homeobox 1
promotes vasculogenic mimicry in colorectal cancer through induction of
epithelial-to-mesenchymal transition. Cancer Sci. 2012;103:813–20.

44. Chandra A, Jahangiri A, Chen W, Nguyen AT, Yagnik G, Pereira MP, et al. Clonal
ZEB1-Driven Mesenchymal Transition Promotes Targetable Oncologic Anti-
angiogenic Therapy Resistance. Cancer Res. 2020;80:1498–511.

45. Castro-Mondragon JA, Riudavets-Puig R, Rauluseviciute I, Lemma RB, Turchi L,
Blanc-Mathieu R, et al. JASPAR 2022: the 9th release of the open-access database
of transcription factor binding profiles. Nucleic Acids Res. 2022;50:D165–D173.

46. Ferrara N, Gerber H-P, LeCouter J. The biology of VEGF and its receptors. Nature
Medicine. 2003;9:669–76.

47. Caramel J, Ligier M, Puisieux A. Pleiotropic Roles for ZEB1 in Cancer. Cancer Res.
2018;78:30–35.

48. Fu R, Lv WC, Xu Y, Gong MY, Chen XJ, Jiang N, et al. Endothelial ZEB1 promotes
angiogenesis-dependent bone formation and reverses osteoporosis. Nat Com-
mun. 2020;11:460.

49. Luo H, Zhou Z, Huang S, Ma M, Zhao M, Tang L, et al. CHFR regulates che-
moresistance in triple-negative breast cancer through destabilizing ZEB1. Cell
Death Dis. 2021;12:820.

50. Zhou Z, Zhang P, Hu X, Kim J, Yao F, Xiao Z, et al. USP51 promotes deubiquiti-
nation and stabilization of ZEB1. Am J Cancer Res. 2017;7:2020–31.

51. Ye DX, Wang SS, Huang Y, Wang XJ, Chi P. USP43 directly regulates ZEB1 protein,
mediating proliferation and metastasis of colorectal cancer. J Cancer.
2021;12:404–16.

52. Glinsky GV, Berezovska O, Glinskii AB. Microarray analysis identifies a death-from-
cancer signature predicting therapy failure in patients with multiple types of
cancer. J Clin Invest. 2005;115:1503–21.

53. Kim D, Hong A, Park HI, Shin WH, Yoo L, Jeon SJ, et al. Deubiquitinating enzyme
USP22 positively regulates c-Myc stability and tumorigenic activity in mammalian
and breast cancer cells. Journal of Cellular Physiology. 2017;232:3664–76.

54. Schrecengost RS, Dean JL, Goodwin JF, Schiewer MJ, Urban MW, Stanek TJ, et al.
USP22 regulates oncogenic signaling pathways to drive lethal cancer progres-
sion. Cancer Research. 2014;74:272–86.

55. Roedig J, Kowald L, Juretschke T, Karlowitz R, Ahangarian Abhari B, Roedig H,
et al. USP22 controls necroptosis by regulating receptor-interacting protein
kinase 3 ubiquitination. EMBO Reports. 2021;22:e50163.

56. Chen Y, Lu X, Gao L, Dean DC, Liu Y. Spheroid-induced heterogeneity and
plasticity of uveal melanoma cells. Cell Oncol (Dordr). 2022;45:309–21.

57. Langer EM, Kendsersky ND, Daniel CJ, Kuziel GM, Pelz C, Murphy KM, et al. ZEB1-
repressed microRNAs inhibit autocrine signaling that promotes vascular mimicry
of breast cancer cells. Oncogene. 2018;37:1005–19.

K. Zeng et al.

14

Cell Death and Disease          (2023) 14:194 



58. Yang J, Yan J, Liu B. Targeting VEGF/VEGFR to Modulate Antitumor Immunity.
Front Immunol. 2018;9:978.

59. Dong S, Guo X, Han F, He Z, Wang Y. Emerging role of natural products in cancer
immunotherapy. Acta Pharm Sin B. 2022;12:1163–85.

60. Rahma OE, Hodi FS. The Intersection between Tumor Angiogenesis and Immune
Suppression. Clin Cancer Res. 2019;25:5449–57.

61. Bi Y, Guo S, Xu X, Kong P, Cui H, Yan T, et al. Decreased ZNF750 promotes
angiogenesis in a paracrine manner via activating DANCR/miR-4707-3p/FOXC2
axis in esophageal squamous cell carcinoma. Cell Death & Disease. 2020;11:296.

ACKNOWLEDGEMENTS
We appreciate the preparation of the mice xenograft tumor sections by Fang Dong in
department of Pathology, Shengjing Hospital of China Medical University. We thank
Dr T. Nagase (Kazusa DNA Research Institute, Chiba, Japan.) for generously providing
USP22 cDNA coding sequence plasmid as a gift.

AUTHOR CONTRIBUTIONS
YZ conceived the project; YZ, KZ, WX, CW and SW co-wrote and edited the
manuscript; SK and XZ reviewed and proofread the manuscript. KZ performed
bioinformatic analyses; KZ, WX performed molecular biology experiments including
ChIP assay, luciferase assay, qRT-PCR, western blotting et, al.; GS and MW performed
biological function experiments in vitro; WL, YS and BZ made Xenograft tumor
growth experiment in vivo; YH made the slides of xenograft tumor. CW, LL and RZ
performed immunohistochemistry; RL and YB performed cell culture and cell line
construction; KZ and WX examined statistic tests.

FUNDING
This study was supported by the National Natural Science Foundation of China
(32170603, 31871286 for YZ, 81872015, 82273123 for CW, 32100440 for GS); China
Postdoctoral Science Foundation (276066) for GS; Foundation of Liaoning Province of
China (LJKZ0756 for SW); Local projects supported by the central government
(2022JH6/100100035 for YZ); Foreign expert project of Ministry of Science and
Technology (G2022006007L for YZ)

COMPETING INTERESTS
The authors declare no competing interests.

ETHICS STATEMENT
Animal research was executed in compliance with the Institutional Animal Use and
Care Committee of China Medical University. Clinical samples were approved by the
Institute Research Ethics Committee of first affiliated hospital China medical
university.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-023-05699-y.

Correspondence and requests for materials should be addressed to Xinping Zhong
or Yue Zhao.

Reprints and permission information is available at http://www.nature.com/
reprints

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

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this license, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2023

K. Zeng et al.

15

Cell Death and Disease          (2023) 14:194 

https://doi.org/10.1038/s41419-023-05699-y
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	USP22 upregulates ZEB1-mediated VEGFA transcription in hepatocellular carcinoma
	Introduction
	Results
	USP22 is increased with the enhancement of HCC stage, and expression of USP22 is positively correlated with that of VEGFA in HCC
	USP22 increases ZEB1-induced VEGFA transcription in HCC cells
	USP22 interacts with ZEB1, and USP22/ZEB1 is recruited to the ZEB1-binding elements of VEGFA promoter region in HCC cell lines
	USP22 maintains ZEB1�stability via triggering deubiquitination of ZEB1
	USP22 promotes HCC-derived cell growth/invasion/Vascular Mimicry (VM) formation and angiogenesis
	USP22 promotes HCC cell growth and VM formation in mice Xenograft

	Discussion
	Materials and methods
	Antibodies and plasmids
	Cell culture
	siRNA transfection and lentiviral infection, RNA isolation, reverse transcription, and quantitative real-time PCR (qPCR)
	Co-Immunoprecipitation (Co-IP), western blotting, immunofluorescence assay
	Luciferase reporter assay
	Chromatin Immunoprecipitation (ChIP) assay
	ELISA assay
	MTS assay, colony formation assay, and tube formation assay
	Transwell migration and invasion assay
	Xenograft tumor growth
	Collection of clinical HCC tissue samples, immunohistochemical (IHC) and Periodic Acid-Schiff (PAS) stain
	Statistics

	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Ethics statement
	ADDITIONAL INFORMATION




