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Ajuba inhibits hepatocellular carcinoma cell
growth via targeting of β-catenin and YAP
signaling and is regulated by E3 ligase
Hakai through neddylation
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Abstract

Background: Aberrant activation of β-catenin and Yes-associated protein (YAP) signaling pathways has been
associated with hepatocellular carcinoma (HCC) progression. The LIM domain protein Ajuba regulates β-catenin and
YAP signaling and is implicated in tumorigenesis. However, roles and mechanism of Ajuba expression in HCC cells
remain unclear. The E3 ligase Hakai has been shown to interact with other Ajuba family members and whether
Hakai interacts and regulates Ajuba is unknown.

Methods: HCC cell lines stably depleted of Ajuba or Hakai were established using lentiviruses expressing shRNAs
against Ajuba or Hakai. The effects of Ajuba on HCC cells were determined by a number of cell-based analyses including
anchorage-independent growth, three dimension cultures and trans-well invasion assay. In vivo tumor growth was
determined in a xenograft model and Ajuba expression in tumor sections was examined by immunohistochemistry.
Co-immunoprecipitation, confocal microscopy and immunoblot assay were used to examine the expression and
interaction between Ajuba and Hakai.
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Results: Depletion of Ajuba in HCC cells significantly enhanced anchorage-independent growth, invasion, the formation
of spheroids and tumor growth in a xenograft model, suggesting a tumor suppressor function for Ajuba in HCC.
Mechanistically, Ajuba depletion triggered E-cadherin loss and β-catenin translocation with increased Cyclin D1 levels. In
addition, depletion of Ajuba upregulated the levels of YAP and its target gene CYR61. Furthermore, siRNA-mediated
knockdown of either β-catenin or YAP attenuated the pro-tumor effects by Ajuba depletion on HCC cells. Notably,
Ajuba stability in HCC cells was regulated by Hakai, an E3 ligase for E-cadherin. Hakai interacted with Ajuba via its HYB
domain and induced Ajuba neddylation, which was antagonized by the neddylation inhibitor, MLN4924, but not
MG132. We further show that overexpression of Hakai in HCC cells markedly increased anchorage-
independent growth, spheroid-formation ability and tumor growth in xenografts whereas Hakai depletion
resulted in these opposite effects, indicating an oncogenic role for Hakai in HCC. Hakai also induced β-
catenin translocation with increased levels of Cyclin D1.

Conclusions: Our data suggest a role for Ajuba and Hakai in HCC, and uncover the mechanism underlying
the regulation of Ajuba stability.
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Background
Hepatocellular carcinoma (HCC) is one of the most com-
mon and lethal tumors worldwide. Despite the heteroge-
neous nature of human HCC, some altered signaling
pathways involved in HCC have been discovered. Among
them, Wnt/β-catenin cascade has emerged as a pivotal
player in HCC [1, 2], detected in roughly 25% of the pa-
tients [3, 4]. β-catenin is the principal downstream effector
of Wnt canonical activation. Although somatic mutations
in the β-catenin and Axin1 genes are involved in the aber-
rant activation of the Wnt/β-catenin signaling in HCC [1,
5], cytoplasmic accumulation and/or nuclear translocation
of β-catenin were found to be independent of β-catenin
mutations in the subclass of more aggressive tumors [4].
In addition to β-catenin signaling, the emerging role of
the Hippo tumor suppressor cascade in liver tumorgenesis
has been well established [6, 7]. YAP and transcriptional
co-activator with PDZ-binding motif (TAZ), two tran-
scriptional co-activators, are the main downstream effec-
tors of the mamalian Hippo signaling pathway. Upon
activation, the hippo core kinase cascade phosphorylates
YAP/TAZ, leading to their cytoplasmic localization and
proteolysis [6]. A growing number of studies document
the oncogenic roles of YAP as well as TAZ in liver tumor-
genesis and progression [8–13].
Ajuba belongs to the Ajuba family which contains three

members with overlapping tissue/cell expression: Ajuba,
LIM domain containing protein 1 (LIMD1), and Wilms
tumor 1 interacting protein (WTIP) [14, 15]. The Ajuba
family of proteins is characterized by the presence of a
unique N terminal region, the pre-LIM region, and three
tandem C-terminal LIM domains [15]. Previous reports
showed that Ajuba negatively regulates the Wnt signaling
pathway by promoting GSK-3β-mediated phosphorylation
of β-catenin [16]. In addition, Ajuba is required for Rac ac-
tivation and maintenance of E-cadherin adhesion [17]. In

epithelial cells, Ajuba is recruited to newly forming adhe-
rens junctions through an interaction with α-catenin,
thereby stabilizing junctions [15]. Therefore, Ajuba is in-
volved in a diverse array of cellular processes such as
cell-to-cell adhesion, cell migration, cell proliferation and
mitosis/cytokinesis [15]. Of note, accumulating evidence
demonstrating frequent inactivating mutations in Ajuba in
cutaneous squamous cell carcinoma and esophageal squa-
mous cell carcinoma [18–20], and loss-of-function alter-
ations of Ajuba in head and neck squamous cell
carcinomas [21] suggests that Ajuba may be involved in
tumorigenesis. Indeed, it has been shown that Ajuba func-
tions as a potential tumor suppressor in small cell lung
cancer and in malignant mesothelioma [22, 23]. Con-
versely, Ajuba plays an oncogenic role in cutaneous squa-
mous cell carcinoma and in colorectal cancer [18, 24],
suggesting a cell type-specific role of Ajuba in cancer cells.
In hepatocellular carcinoma, however, the role of Ajuba
remains largely unknown.
Ajuba functions in cancer through targeting of diverse

signaling pathways. For instance, Ajuba promotes colo-
rectal cancer cell survival through suppression of JAK1/
STAT1 signaling [25]. In esophageal squamous cell car-
cinoma cells, Ajuba upregulates MMP10 and MMP13
expression to promote migration and invasion [26]. In
addition, mounting evidence indicate that the Hippo
pathway is highly involved in Ajuba activity in cancer.
Given that Ajuba family of LIM proteins have been iden-
tified as negative regulators of the Hippo pathway [27],
Ajuba is shown to positively regulate YAP oncogenic
activity in several cancers [28, 29]. However, there is also
evidence demonstrating that Ajuba suppresses YAP
activity to inhibit malignant mesothelioma cell prolif-
eration [23], suggesting that similar to the role of
Ajuba in cancer, Ajuba-regulated YAP activity may be
cancer cell specific.

Liu et al. Journal of Experimental & Clinical Cancer Research  (2018) 37:165 Page 2 of 17



Hakai is a Casitas B-lineage lymphoma (Cbl)-like ubiqui-
tin ligase that mediates ubiquitination of E-cadherin upon
Src activation and regulates E-cadherin complex endocyto-
sis [30–32]. Hakai-mediated down-regulation of E-cadherin
is involved in oncogenic and/or tumor-suppressive signal-
ing pathways such as RACK1 and Slit-Robo signaling dur-
ing tumor progression [31, 33, 34]. In addition to targeting
E-cadherin, Hakai reportedly promotes breast cancer cell
proliferation in an E-cadherin independent manner [35],
and elevated in human colon and gastric adenocarcinomas
[35–37]. A recent study reported that Hakai is involved in
CD147-mediated HCC progress via E-cadherin ubiquitina-
tion and degradation [38]. However, the direct role of Hakai
in HCC has not been defined.
In this study, we investigated the role of Ajuba, in

addition to Hakai, in HCC cells. We demonstrate that
Ajuba functions as a tumor suppressor in HCC cells in
vitro and in a xenograft model, while Hakai acts as an
oncoprotein. Notably, we show that Ajuba stability is
regulated by Hakai in HCC cells via neddylation.

Methods
Cell lines and transfection
The cell lines, 293 T, COS7, Hep3B, HepG2, Huh7,
SK-Hep1, SMMC7721 and SNU449 were obtained from
the American Type Cell Culture (ATCC, Manassas, VA)
and cultured according to ATCC guidelines. MHCC97H,
MHCC97L and HCCLM3 cell lines were cultured in
DMEM (Gibco), BEL7402 cells were cultured in
RPMI-1640 (Gibco). All medium were supplemented
with 10% FBS and cultured in a humidified incubator
under 5% CO2 at 37 °C. Transfection of plasmids into all
cells was performed using Lipofectamine 2000 (Invitro-
gen), according to the manufacturer’s instructions.

Plasmids and adenoviruses
Flag-tagged Hakai was kindly provided by Prof. Y
Fujita [30]. Myc-tagged Hakai, GFP-tagged Hakai
and deletion mutants (ΔPro, ΔRing, ΔpTyr-B, ΔHYB,
Pro and Ring) were producted by PCR. Myc-tagged
Ajuba and deletion mutants (Lim and Prelim) were
used as previously described [39]. GFP-tagged
β-Catenin was purchased from Addgene (NO.
28009). The AdEasy XL adenoviral vector system
(Stratagene) was used to generate the adenovirus,
adenoviruses expressing GFP-tagged Hakai. The con-
trol virus (AdVector) was constructed as previously
described [40].

Antibodies and reagents
Anti-Flag, GFP, Ajuba (for immunohistochemistry),
GAPDH and Cycloheximide were purchased from
Sigma, while anti-Cyclin D1, anti-CYR61 and anti-Hakai
were purchased from Santa Cruz. The following

antibodies were used; anti-Ajuba (for immunoblotting,
Cell Signaling Technology), anti-E-Cadherin and
anti-β-Catenin (Abcam), anti-Myc-tagged antibody (Invi-
trogen), anti-YAP (NOVUS, NB110–58308) proteasome
inhibitor MG132 and neddylation inhibitor MLN4924
(Selleckchem) and the proteasome inhibitor Lactacystin
(LAC) was obtained from R&D Sytems. Drugs were
dissolved in 0.5% dimethyl sulfoxide (DMSO) as stock
solutions and stored at − 20 °C.

Bioinformatics analysis
Normalized gene expression data for the entire 115
Singapore HCC cohort was obtained from Gene Expres-
sion Omnibus (GEO) data repository with accession
number GSE76427 [41]; Statistical analyses were per-
formed using the R statistical software version 3.2.2.
Spearman’s correlation between Ajuba and YAP mRNA
expression was calculated. Survival analysis was con-
ducted via the ‘survival’ R package. HCC patients are
categorized into High and Low Ajuba expression group
using the 1rd quartile as cutoff points (1th quartile vs.
quartiles 2–4) and survival curves were based on
Kaplan-Meier estimates. When multiple probes were
mapped to the same gene, probe with most significant
correlation and log-rank test p value was selected to rep-
resent the gene.

RNA interference
RNA interference was used to knock down GSK3β,
β-Catenin and YAP. Two siRNA oligonucleotides of
GSK3β were used: 5’-CUCAAGAACUGUCAAGUAA
TT-3′; 5’-GGAAUAUGCCAUCG GAUATT-3′. Two
siRNA oligonucleotides of β-Catenin were used:
5’-GGAUGUGGAUACCUCCCAATT-3′; 5’-CCAU
UACAACUCUCC ACAATT-3′. Two siRNA oligonu-
cleotides of Ajuba were used: 5’-GGACCGGGA
UUAUCACUUUTT-3′; 5’-CCAAGUAUACUGUG
UCACCTT-3′. A scrambled siRNA: 5’-UUCUCCGAA
CGUGUCACGU TT-3′ was used as a negative con-
trol. The silencing efficiency was detected by immu-
noblot assay.

Lentiviral constructs and stable cell lines
The lentiviral constructs, Hakai (CBLL1) shRNA
(sc-89,853-V), Ajuba shRNA (sc-60,066-V) and
non-coding shRNA (sc-108,080) were purchased from
Santa Cruz. Lentiviral particles were used to directly in-
fect HepG2 and BEL7402 cells and stable clones were
selected using puromycin (3 μg/mL for BEL7402 and
1.5 μg/mL for HepG2). Stable expression of Myc-tagged
Ajuba and Flag-tagged Hakai cell lines were established
as previously described [42].
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Colony formation and 3D cultures
To determine colony formation, cells were cultured in
complete medium for 14 days. Colonies were counted by
light microscopy. For 3D cultures, cells were seeded
(600 cells/well) in ultra-low attachment 96-well plates
and maintained in serum-free DMEM/F12 medium sup-
plemented with 20 ng/ml epidermal growth factor (EGF),
10 ng/ml basic fibroblast growth factor (bFGF) and B27
(B27 and medium were mixed in a volume ratio of 1:50).
Seven days after seeding, propagated spheroid bodies were
imaged and counted by light microscopy [43].

Trans-well invasion assay
Cell suspension (200 μL) was seeded at 1 × 105 cells/well
to the upper chamber, while media containing 10% FBS
(650 μL) was added to the lower chamber. After 24 h,
the non-penetrated cells were removed using a cotton
swab. Cells that had invaded the back of the membrane
of the trans-well chamber were stained with 0.1% crystal
violet after fixed by 4% formaldehyde. The invasive cap-
acity of cells was defined according to the total number
of cells in randomly selected fields by light microscopy.

Immunoprecipitation and immunoblotting
Immunoprecipitation (IP) and immunoblotting (IB) were
performed as previously described [40]. To quantify
changes in protein expression, the densitometries of pro-
tein bands were determined using a calibrated GS-670
densitometer. For endogenous interactions, cells grown
in 10 cm2 dishes were harvested and the cell lysates were
then subjected to IP.

Confocal microscopy
For confocal microscopy, cells were seeded on coverslips
(NEST, 801008) for 24 h. Cells were fixed in 4% parafor-
maldehyde (PFA), permeabilized in 0.2% Triton X-100
and incubated in 3% Bovine Serum Albumin (BSA).
Cells were then incubated with primary antibody for 2 h
at room temperature followed by incubation with sec-
ondary antibody for 0.5 h at room temperature. Nuclei
were stained with 5 μg/mL DAPI (Sigma) in PBS. Images
were acquired using a confocal microscope (Leica TCS
SP5×) using a ×60 oil objective. Images from each
experiment were acquired using the same exposure time
during the same imaging session [44].

Immunohistochemistry
Immunohistochemistry was performed on 4 mm thick
paraffin-embedded tissue sections. Briefly, processed
sections of Ajuba protein were incubated with the
anti-Ajuba antibody (1:200), The DAB Detection Kit was
used to develop staining signal according to the proto-
cols provided for the streptavidin-perosidase system
(Sangon Biotech, China). The slides were counterstained

with haematoxylin. All sections were investigated by
light microscopy. Neoplastic cells that both exhibited
cytoplasmic immunoreactivity with clearly brown-yellow
were regarded as Ajuba positive staining.

In vivo xenograft model
HCC cells (1 × 107) were injected subcutaneously into
flanks of nude mice (5–6 weeks old). Tumor growth was
monitored using calipers where two perpendicular
tumor diameters were measured weekly and the tumor
volume calculated using the formula: volume = (greatest
diameter) × (smallest diameter)2/2. After 5 weeks, all ex-
perimental mice were sacrificed with ether anesthesia.
Tumor were harvested and imaged. Animal experiments
were conducted at Dalian Medical University (Dalian,
China), in compliance with the national guidelines for
the care and use of laboratory animals. All animal exper-
iments were approved by the experimental animal ethics
committee of Dalian Medical University.

Statistical analysis
Comparisons of data were first performed using one-way
analysis of variance (ANOVA). Multiple comparisons be-
tween treatment groups and controls were evaluated
using Dunnett’s least significant difference (LSD) test.
For analysis of in vivo data, statistical significance be-
tween groups was calculated based on the LSD test
using SPSS 17.0 software (SPSS Inc., Chicago, IL, USA).
A p-value of p < 0.05 was considered statistically signifi-
cant. All experiments were carried out in triplicate as
three independent experiments.

Results
Ajuba depletion enhances HCC cells growth in vitro and
in vivo
To investigate whether Ajuba is clinically relevant to
HCC, we assessed how Ajuba affects clinical outcomes
using a microarray data (GEO accession: GSE76427)
[41]. Kaplan–Meier survival analysis demonstrated that
low level of Ajuba was a strong indicator for an inferior
overall survival (OS) (P values was 0.017) in a 115 HCC
patient cohort (Fig. 1a), suggesting a significantly un-
favorable prognosis and shorter life span. We next ex-
amined the function of Ajuba in HCC in cell culture
models. Endogenous protein levels of Ajuba and several
E-cadherin-associated proteins were measured in a num-
ber of HCC cell lines by immunoblot analysis. Ajuba
protein was largely undetectable in the majority of cell
lines examined (Fig. 1b), except for HepG2 cells, and to
a lesser extent, BEL7402 and Huh7 cells, indicating that
Ajuba is expressed at low levels in HCC cells. The two
cell lines BEL7402 and HepG2 were then selected for
stable depletion of endogenous Ajuba by
lentivrus-mediated shRNA. Control cells were infected
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Fig. 1 Depletion of Ajuba potentiates hepatocellular carcinoma cell growth in vitro and in vivo. a Negative correlation of mRNA expression of
AJUBA and YAP in HCC Patient. b Immunoblot (IB) analysis of Ajuba and E-cadherin-associated protein levels in hepatocellular carcinoma (HCC)
cell lines. GAPDH was used as a loading control. c Immunoblot analysis of the efficiency of stable knockdown of Ajuba in BEL7402 and HepG2
cells using GAPDH as a loading control. IB, immunoblot. d, e Analysis of the ability of Ajuba-depleted BEL7402 and HepG2 cells to form colonies
(d) and spheroids in three dimensional (3D) cultures (e). Scale bar = 100 μm (×20), 200 μm (×10). f Grossly visible tumor size in Ajuba-depleted
HCC cells vs control mice, measured on the day of sacrifice (after 5 weeks). g Enlarged tumor volumes in Ajuba-depleted HCC cells vs control
mice, measured weekly. h, i Immunoblot assay (h) or immunohistochemistry assay (i) for expressions of Ajuba proteins in Ajuba shRNA or
negative shRNA groups of xenograft model. Scale bar = 50 μm. Data are presented as Mean ± SEM from three independent experiments
(*p < 0.05, **p < 0.01, ***p < 0.001)
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with a lentivrus carrying a scrambled shRNA (Fig. 1c).
Functionally, colony formation assays showed that
depletion of Ajuba in HCC cells markedly enhanced
anchorage-independent growth compared to control
cells (Fig. 1d). Moreover, Ajuba-depleted HepG2 cells
showed significantly enhanced spheroid-forming ability
compared to control cells when cultured in three dimen-
sional (3D) conditions (Fig. 1e). To assess the physio-
logical relevance of our in vitro findings, we further
extended our investigation in a xenograft model. Nude
mice inoculated with Ajuba-depleted BEL7402 or HepG2
cells showed a significant increase in tumor growth
compared to control groups (Fig. 1f and g). Depletion
of Ajuba in tumor sections was examined by immu-
noblot assay and immunohistochemistry respectively
(Fig. 1h and j). Collectively, these data demonstrated
that depletion of Ajuba increases the growth of HCC cells
both in vitro and in in vivo, suggesting a tumor suppressor
function of Ajuba in HCC.

β-Catenin translocation and activity as well as YAP
signaling are induced in HCC cell lines in response to
Ajuba depletion
Previous studies indicated that Ajuba is required for main-
tenance of E-cadherin adhesion [17]. In addition, Ajuba
associates with β-catenin and negatively regulates the Wnt
signaling pathway in HeLa cells [16]. Given the
well-recognized role of β-catenin in HCC, we hypothe-
sized that Ajuba may regulate β-catenin activity in HCC
cells. Immunoblot analysis demonstrated that E-cadherin
protein levels were significantly down-regulated in
Ajuba-depleted BEL7402 and HepG2 cells, while
β-catenin levels remained unchanged (Fig. 2a). However,
Immunofluorescence staining demonstrated that in
Ajuba-depleted HCC cells, β-catenin decreased from
cell-to-cell contacts, increasing in both the cytoplasm and
nucleus (Fig. 2b), while control cells showed the typical
honeycomb effect of cell surface β-catenin staining
(Fig. 2b). Furthermore, Cyclin D1 expression levels
were also increased in both Ajuba-depleted HCC cells
(Fig. 2a). This is in agreement with Cyclin D1 as being a
well-established WNT/β-catenin targeted gene. Our data
thus suggest that Ajuba negatively regulates
β-catenin-mediated transcription, consistent with previous
findings in HeLa cells [16]. In addition to the induction of
β-catenin translocation, depletion of Ajuba resulted in a
robustly increase in YAP levels as detected by immunoblot
assay while TAZ levels were not altered (Fig. 2a). CYR61 is
a well-known YAP-targeted gene [6]. We noticed a strong
elevation of CYR61 levels in Ajuba-depleted HCC cells
(Fig. 2a). Interestingly, Spearman correlation analysis on
the same microarray data (GEO accession: GSE76427) in
Fig. 1a showed a significant negative correlation between
Ajuba and YAP mRNA level (p = 0.00275; r = − 0.277)

(Fig. 2c). Thus, Ajuba depletion induces enhanced
β-catenin and YAP signaling in the tested HCC cells.
Depletion of Ajuba-mediated loss of E-cadherin in HCC

cells suggests that Ajuba may have an effect on cell inva-
sion. Stable depletion of Ajuba migrate and to invade
Matrigel (Fig. 2d). Conversely, ectopic expression of Ajuba
in either BEL7402 or HepG2 cell lines significantly de-
creased the number of the cells invading and migrating
through the Matrigel-coated membrane of the chamber
compared to vector-transfected cells (Fig. 2e). Expression
of Myc-Ajuba in BEL7402 and HepG2 cell lines were con-
firmed by immunoblot assay (Fig. 2f).
It is known that GSK3β regulates β-catenin activity in

classical WNT/β-catenin pathway. To investigate whether
Ajuba negatively regulates β-catenin activity via GSK3β,
we transfected specific siRNAs to silence GSK3β protein
in Ajuba-depleted HCC cell lines. The knockdown of
GSK3β was confirmed by immunoblot assay (Add-
itional file 1: Figure S1A). We observed that knockdown
of GSK3β did not affect β-catenin translocation to the nu-
cleus (Additional file 1: Figure S1B) in Ajuba-depleted
HCC cell lines compared to control siRNA (Additional file
1: Figure S1B). Importantly, depletion of Ajuba-induced
CyclinD1 expression was not affected by GSK3β knock-
down (Additional file 1: Figure S1A). Together, these data
suggests that Ajuba may directly regulate beta-Catenin
signaling in HCC cells.
We further investigated whether altered β-catenin ac-

tivity is responsible for the function of Ajuba in HCC
cells. As shown in Additional file 1: Figure S1C, deple-
tion of Ajuba-induced CyclinD1 expression in HCC cell
lines was diminished by knockdown of β-catenin with
siRNAs targeting β-catenin. Moreover, β-catenin knock-
down significantly decreased the colony formation in
Ajuba-depleted HCC cell lines compared with control
siRNAs (Additional file 1: Figure S1D). Interestingly, the
colony formation in Ajuba-depleted HCC cell lines was
substantially inhibited when YAP was knockdown (Add-
itional file 1: Figure S1E).

Ajuba interacts with Hakai
Our data suggest a tumor suppressor role of Ajuba in
HCC cells, we are interested in how Ajuba level is regu-
lated in HCC cells. The E3-ubiquitin ligase Hakai, medi-
ates ubiquitination of E-cadherin and is found to be
complexed with LIMD1, a member of Ajuba family [32].
In addition, WTAP, another Ajuba family member, was
shown to interact with Hakai in previous studies [45,
46]. We thus hypothesized that Hakai may interact with
Ajuba and regulate Ajuba turnover. We first examined
the interaction of the two proteins by IP in HEK 293 T
cells. Exogenously expressed Ajuba tagged with the
Myc epitope (Myc-Ajuba) and GFP-tagged Hakai
(GFP-Hakai), were reciprocally co-immunoprecipitated
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(Fig. 3a and b). Furthermore, the physiologic associ-
ation between endogenous Ajuba and Hakai was de-
tected in BEL7402 cells (Fig. 3c).
Hakai contains three domains: a RING finger, a short

pTyr-B domain and a proline-rich domain [30]. Recently

Sivaraman and colleagues identified a new HYB (Hakai
pTyr-binding) domain in Hakai, where this domain con-
sists of a Ring domain and the pTyr-B domain [32] (Fig.
3d). To map the regions of interaction between Ajuba
and Hakai, we generated a series of GFP-tagged Hakai

Fig. 2 Ajuba depletion induces β-catenin translocation and Cyclin D1 expression in HCC cell lines. a Immunoblotting with specific antibodies against
Ajuba, E-cadherin, β-catenin, Cyclin D1, YAP, TAZ and CYR61 in Ajuba-depleted BEL7402 and HepG2 cells. GAPDH was used as a loading control. The
ratios of expression E-Cadherin to their corresponding GAPDH are represented. b Ajuba-depleted HCC cells were fixed for immunofluorescence and
stained for β-catenin protein (green) and DAPI (blue). Representative merged images are also shown for fluorescence signals. Scale bar = 25 μm. c
Correlation of Ajuba expression with OS in HCC. Low expression of Ajuba was associated with worse OS compared to high expression of Ajuba.
Kaplan-Meier curves and log-rank test were used to evaluate OS. P < 0.05 was considered significant. d, e Representative images and quantification of
migration and invasion of Ajuba-depleted (d) or Ajuba-overexpressing (e) HCC cells. Scale bar = 200 μm. HCC, hepatocellular carcinoma. f Expression in
response to the overexpression of constructs of Ajuba-Myc was examined by IB, the ratios of expression Ajuba to their corresponding GAPDH are
represented. Data are presented as Mean ± SEM from three independent experiments (*p < 0.05, **p < 0.01, ***p < 0.001)
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deletion constructs. Deletion of either the Ring domain
or the pTyr-B domain in Hakai did not markedly affect
its binding to Ajuba (Fig. 3e). However, deletion of the
HYB domain dramatically diminished its interaction
with Ajuba, indicating that the HYB domain in Hakai is
responsible for its association with Ajuba. For Ajuba,
pre-LIM domain-only did not interact with GFP-Hakai,

while LIM domain-only was sufficient for its interaction
with Hakai (Fig. 3f ). Confocal microscopy analysis re-
vealed the co-localization between ectopic Ajuba and
Hakai in the cytoplasm of HepG2 cells (Additional file 2:
Figure S2A). Interestingly, GFP-Hakai localized in both
the cytoplasm and nucleus when coexpressed with the
vector control (Additional file 2: Figure S2A), similar to

Fig. 3 Hakai interacts with Ajuba through its HYB domain. a, b 293 T cells transfected with Myc-tagged Ajuba alone, GFP-tagged Hakai alone or
both in combination. Cell lysates were subjected to immunoprecipitation (IP) with anti-Myc-tag (a) or anti-GFP-tag antibody (b) and
immnoblotted (IB) with the indicated antibodies. c Detection of interaction between endogenous Hakai and Ajuba by IB at in BEL7402 cells (d, e).
Schematic showing Hakai deletion mutants and their relative abilities to interact with Ajuba in transfected 293 T cells. f Co-IP of 293 T cells
showing the domain of Ajuba binding to Hakai. IB, immnoblot. IP, immunoprecipitation. WCL, Whole-cell lysates
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observations by other studies [15, 17]. Thus, our data
suggest that Ajuba overexpression might induce the al-
teration of Hakai localization. Collectively, these data in-
dicates that Hakai does indeed interact with Ajuba.

Hakai promotes Ajuba degradation
We next examined whether Hakai regulates Ajuba turn-
over in HCC cells. To test our hypothesis, we examined
endogenous Ajuba protein levels in the absence or pres-
ence of Hakai. We established BEL7402 and HepG2 cells
that were stably depleted of Hakai using
lentivrus-mediated shRNA. The half-life of Ajuba pro-
tein was monitored in the presence of cycloheximide
(CHX), which blocks de novo protein synthesis. Deple-
tion of Hakai markedly prolonged the half-life of Ajuba
in BEL7402 (Fig. 4a) and HepG2 (Fig. 4b) cells. Quantifi-
cation of Ajuba protein levels was determined and ana-
lyzed statistically (Fig. 4a and b, right panels). Conversely,
adenovirus-mediated expression of GFP-tagged Hakai
considerably shortened the half-life of Ajuba in both cell
lines compared to vector controls (Fig. 4c and d, right
panels showing the statistic analysis of the quantification
of Ajuba protein levels). The half-life of ectopic Ajuba in
HEK293T cells in the presence of CHX was consistently
reduced by Hakai over-expression (Additional file 3: Fig-
ure S3A). Together, these data imply that Hakai promotes
Ajuba degradation.

Hakai regulates Ajuba stability via neddylation
To elucidate the potential mechanism of Ajuba degrad-
ation by Hakai, we first investigated whether Hakai me-
diates Ajuba protein stability. Treatment with the
proteasome inhibitors lactacystin (LAC) or MG132,

substantially extended the half-life of endogenous Ajuba
in BEL7402 and HepG2 cells (Fig. 5a, right panels show-
ing statistical analyses of the quantification of Ajuba pro-
tein level), suggesting that the degradation of Ajuba in
HCC cells is proteasome-dependent. As expected, ec-
topic expression of Hakai triggered degradation of en-
dogenous Ajuba in HCC cells (Fig. 5b). However, neither
LAC nor MG132 blocked ectopic Hakai-induced Ajuba
degradation (Fig. 5b, right panels showing statistical ana-
lyses of the quantification of Ajuba protein level), indi-
cating that Hakai-mediated Ajuba degradation may not
occur via the classical ubiquitination pathway. Intri-
guingly, treatment with MLN4924, an investigational in-
hibitor of Nedd8 activating enzyme (NAE) that inhibits
the activity of all Cullin E3 ligases [47, 48], markedly de-
creased the effect of ectopic Hakai on Ajuba degradation
in BEL7402 and HepG2 cells (Fig. 5c, right panels show-
ing statistical analyses of the quantification of Ajuba pro-
tein level). This finding points towards the involvement
of the neddylation pathway. Likewise, MLN4924 pro-
longed the half-life of endogenous Ajuba in BEL7402
and HepG2 cells in the presence of CHX (Add-
itional file 4: Figure S4A, right panels showing statistical
analyses of the quantification of Ajuba protein level). To
examine whether Hakai could affect the ubiquitination
of Ajuba, 293 T cells were co-transfected with the indi-
cated plasmids in Additional file 4: Figure S4B. We
observed that over-expression of Hakai did not markedly
affect the ubiquitination of Myc-Ajuba (Additional file 4:
Figure S4B, lane 4 vs lane 3).
To investigate whether Hakai neddylates Ajuba, an in

vivo neddylation assay was performed in 293 T cells in
which protein expression levels of both Ajuba and Hakai

Fig. 4 Hakai regulates Ajuba protein stability in HCC cells. a, b Immublotanalysis of Ajuba protein levels in Hakai-depleted or control HCC cells (A:
BEL7402; B: HepG2) in the presence of cycloheximide (CHX, 80 μg/ml) for the indicated times, right panels showing the quantification of Ajuba
relative protein levels. GAPDH was used as a loading control. c, d HCC cells were infected with controls or Hakai adenovirus and treated with
CHX for the indicated times. Ajuba protein levels were determined by immunoblotting and quantified. (c: BEL7402; d: HepG2). GAPDH was used
as a loading control. Data are presented as Mean ± SEM from three independent experiments (**p < 0.01, ***p < 0.001)
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were not detectable by immunoblot analysis (data not
shown). Basal neddylation of Myc-Ajuba was detected
even in the absence of ectopic Hakai (Additional file 4:
Figure S4C, lane 3). However, over-expression of Hakai
considerably enhanced neddylation of Myc-Ajuba (Add-
itional file 4: Figure S4C, lane 4 vs lane 3). Furthermore,
deletion of the HYB domain in Hakai markedly de-
creased the neddylation levels of Ajuba compared to

cells transfected with wild type (WT) Hakai (Fig. 5d,
compare lane 4 with 5), indicating that the HYB domain
of Hakai is required for Hakai-mediated Ajuba neddyla-
tion. Moreover, compared with WT Hakai, the HYB
domain deletion mutant significantly blunted the
degradation of endogenous Ajuba in HepG 2 cells and
ectopic Ajuba in 293 T cells (Fig. 5e, lane 3 vs lane 5;
Fig. 5f, lane 3 vs lane 5; lower panels showing statistical

Fig. 5 Hakai mediates Ajuba degradation via neddylation. a Immunoblot analysis and quantification of the half-life of Ajuba in the presence
of cycloheximide (CHX, 80 μg/ml), and in the presence or absence of lactacystin (LAC, 20 μM) or MG132 (10 μM) in BEL7402 and HepG2 cells.
GAPDH was used as a loading control. Data are presented as Mean ± SEM from three independent experiments (**p < 0.01, ***p < 0.001). b, c
BEL7402 or HepG2 cells were transfected with GFP-tagged Hakai and treated with 0.5% DMSO, 20 μM LAC, 10 μM MG132 (b) or 5 μM MLN4924
(c). Endogenous Ajuba levels were determined by immunoblotting using anti-Ajuba antibody. GAPDH was used as a loading control.
Densitometry was performed for quantification, and the ratios of Ajuba and GAPDH are presented. d Neddylation assay of Ajuba in 293 T cells
transfected with the indicated plasmids. IB, immnoblot. IP, immunoprecipitation. WCL, Whole-cell lysates. e HepG2 cells were transfected with
GFP-tagged Hakai or HYB domain deletion mutant and treated with 5 μM MLN4924 or 0.5% DMSO. Endogenous Ajuba protein levels were
determined and quantified. GAPDH was used as a loading control. f Ectopic Ajuba protein levels were examined in 293 T cells transfected with
Myc-tagged Ajuba, GFP-tagged Hakai or HYB domain deletion mutant in the presence or absence of 5 μM MLN4924. GAPDH was used as a
loading control. g Colony formation assay performed in HepG2 cells infected with Adenoviruses expressing Hakai in presence or absence of
5 μM MLN4924. Data are presented as Mean ± SEM from three independent experiments (**p < 0.01, ***p < 0.001)
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analyses of the quantification of Ajuba protein levels),
indicating that in addition to mediating neddylation, the
HYB domain of Hakai is critical for Hakai-mediated
Ajuba degradation.
To evaluate the biological consequences of

Hakai-mediated Ajuba degradation, we examined
whether Hakai regulates Ajuba activity in HCC cells.
Adenovirus-mediated ectopic expression of Hakai in
HepG2 cells led to significantly increased colony forma-
tion, which was markedly blocked by pre-treatment with
MLN4924 (Fig. 5g). As our data indicated that Ajuba de-
letion induced β-catenin translocation into nucleas in
HCC cells, we examined whether this effect is Hakai
depedent. As illustrated in Additional file 5: Figure S5A,
knockdown of Ajuba by two different siRNAs resulted in
evident translocation of β-catenin into nucleas in
Hakai-depleted HepG2 cells. The knockdown effiency
was assayed by immunoblotting (Additional file 5: Figure
S5B). Interestingly we observed a reverse expression pat-
tern of Ajuba and Hakai in BEL7402 as well as in HepG2
cells (Additional file 5: Figure S5C).

Hakai interacts with β-catenin and induces its
translocation
We observed β-catenin translocation to cytoplasm and
nucleus in BEL7402 cells stably expressing Flag-tagged
Hakai (Fig. 6a). Notably, Cyclin D1 protein levels were
elevated in Hakai-overexpressing BEL7402 cells (Fig. 6b),
indicating that Hakai positively regulates β-catenin activ-
ity in HCC cells. Similar results were found in SNU449
cells in which Ajuba protein was not detectable (data
not shown). Furthermore, knockdown of β-catenin with
siRNAs diminished the expression of CyclinD1 in
BEL7402 cells stably expressing Hakai compared with
control siRNAs (Fig. 6c).
To dissect the underlying mechanism by which Hakai

regulates β-catenin activity, the interaction of Hakai with
β-catenin was examined. To this end, 293 T cells were
transfected with GFP-tagged β-catenin alone, or in com-
bination with either Myc-tagged Hakai or Myc-tagged
Ajuba. Co-immunoprecipitation assays indicated that
Myc-Hakai was associated with GFP-β-catenin (Fig. 6d).
Consistent with previous reports [16], Myc-Ajuba was
also shown to interact with β-catenin (Fig. 6d). Endogen-
ous Hakai was also able to interact with endogenous
β-catenin in BEL7402 cells (Fig. 6e). Domain mapping
analysis showed that Hakai interacts with endogenous
β-catenin via the HYB domain (Fig. 6f ). Taken together,
these data confirm the interaction of Hakai with
β-catenin.

Hakai promotes HCC growth in vitro and in vivo
Whether Hakai plays a role in the growth of HCC was
subsequently examined. Hakai-mediated effects on HCC

cell growth and invasion was initially examined. In doing
so, adenovirus-mediated expression of GFP-tagged Hakai
in HepG2 cells significantly increased the ability of these
cells to invade in matrigel assays, and to form colonies
and spheroids in 3D cultures compared with control
cells (Fig. 7a, b and c). However, the effect of Hakai in
HepG2 cells was blocked by knowndown of β-catenin
with siRNAs (Fig. 7d). Similar results were obtained in
BEL7402 cells infected with recombinant adenoviruses
expressing Hakai (Additional file 6: Figure S6A and
S6B). On the contrary, BEL7402 and HepG2 cells stably
depleted of Hakai displayed a significant decrease in
their ability to invade and form colonies relative to that
seen in control cells (Fig. 7e and f).
To confirm the above in vitro findings, xenograft

tumor growth assays were carried out using BEL7402
stable cell lines expressing or depleted of Hakai.
Hakai-expressing cells inoculated in nude mice showed
a significant increase in tumor growth compared with
control cells (Fig. 7g), whereas tumors derived from
Hakai-depleted BEL7402 cells were significantly smaller
in volume compared to those formed from correspond-
ing control cells (Fig. 7g).

Discussion
In this study, we have shown that depletion of Ajuba
triggers loss of E-cadherin, nuclear translocation of
β-catenin and increased YAP expression in HCC cells,
thus promoting HCC cell growth in vitro and in a xero-
graft model. These findings would suggest that Ajuba
functions as a tumor suppressor in HCC. We further
show that Ajuba protein turnover in HCC cells is medi-
ated by E3 ubiquitin ligase Hakai via neddylation, while
Hakai promoted HCC cell growth both in vitro and in
vivo. To our knowledge, this is the first report revealing
the role of Ajuba as well as Hakai in HCC.
While the role of Ajuba in cancer has been docu-

mented [18, 22–24], this remains controversial. Recent
studies demonstrate that Ajuba is up-regulated in colon
cancer cell lines and acts as a tumor-promoting gene in
colon cancer [24, 49]. In addition, Ajuba has been docu-
mented to play an oncogenic role in pancreatic cancer
cells [49] and esophageal squamous cell carcinoma cells
[26]. In contrast to the oncogenic role of Ajuba in cer-
tain types of cancer, Ajuba has been shown to suppress
cell proliferation of MM cells [23]. Others have shown
that Ajuba inhibits SCLC cell growth, while its repres-
sion strongly correlates with shorter survival in SCLC
patients [22]. Our current data show that Ajuba func-
tions as a tumor suppressor in HCC cells. Therefore,
these studies, together with our current data, suggest a
cell-type specific role for Ajuba in cancer cells. We fur-
ther explored the underlying mechanisms mediated by
Ajuba in HCC cells and showed that depletion of Ajuba
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in HCC cells triggers loss of E-cadherin and transloca-
tion of β-catenin, in addition to increased Cyclin D1
levels. This is in line with previous studies showing that
Ajuba negatively regulates the Wnt/β-catenin signaling
pathway in HeLa cells [16]. In addition, other study has
shown that the Hippo/YAP pathway plays a role in

Ajuba-mediated anti-tumor effects in MM [23]. In our
study, substantial elevation of YAP together with its tar-
get gene, CYR61, was detected in Ajuba-depleted HCC
cells. Furthermore, YAP knockdown diminished the
pro-tumor effects of Ajuba depletion on HCC cells.
Therefore, our data suggest that Hippo pathways are

Fig. 6 Hakai associates with β-catenin and induces its translocation. a BEL7402 cells stably expressing Flag-tagged Hakai were fixed for
immunofluorescence and stained for β-catenin protein (green) and DAPI (blue). Representative merged images showing overlap of fluorescence
signals are shown. Scale bar = 25 μm. b Immunoblot analysis of β-catenin, Cyclin D1 and Hakai in BEL7402 cells stably expressing Hakai. GAPDH
was used as a loading control. The ratios of expression Hakai and Cyclin D1 to their corresponding GAPDH are represented. Data are presented
as Mean ± SEM from three independent experiments (***p < 0.001). c BEL7402 cells of stably expressing Hakai or vector control were transfected
with two siRNA duplexex targeted to β-Catenin (siβ-Catenin) or control siRNA (siControl) for 48 h. Cell lysates were analyzed by immunoblotting
for Hakai, β-catenin and Cyclin D1 protein expression. GAPDH was used as a loading control. d Co-immunoprecipitaion (IP) of GFP-tagged
β-catenin and Myc-tagged Hakai or Myc-tagged Ajuba in 293 T cells. e IP of endogenous Hakai and Ajuba in BEL7402 cells with anti-Hakai
antibody. f Co-IP of wild-type Hakai (WT) or its deletion mutants and endogenous β-catenin in transfected BEL7402 cells. IB, immunoblot. IP,
immunoprecipitation. WCL, Whole-cell lysates. The results shown are representative of three separate experiments
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involved in Ajuba-mediated anti-tumor effects in HCC
cells, consistent with the reported oncogenic role of
YAP in HCC [9, 10, 50–53].
One of the most interesting findings in the present

study is that Hakai mediates Ajuba turnover via neddyla-
tion. The control of Ajuba stability is largely unknown
and no E3 ligase has been identified that specifically tar-
gets Ajuba. We found that MLN4924, an inhibitor of
neddylation, but not MG132 or LAC, attenuated
Hakai-induced degradation of Ajuba in HCC cells, sug-
gesting that neddylation rather than ubiquitination is in-
volved in Hakai-mediated Ajuba turnover. Hakai
structurally relates to the E3 ubiquitin ligase c-Cbl. Of
interest, previous studies reported that c-Cbl mediates
the neddylation of epidermal growth factor receptor

(EGFR) and transforming growth factor β (TGF-β) type
II receptor [54, 55]. Thus, similar to c-Cbl, Hakai may
regulate target protein via neddylation in addition to
ubiquitination. Interestingly, although it is generally
accepted that Hakai mediated E-cadherin ubiquitination
for proteasomal degradation [10–12], a recent study
demonstrated that CD147 overexpression in HCC cells
enhances E-cadherin ubiquitination by recruiting Hakai
for lysosomal degradation, which is prevented by chloro-
quine (an inhibitor of lysosomal degradation) treatment,
but not MG132 [38]. Therefore, these studies including
ours highlight the complex pattern for Hakai-mediated
protein degradation.
We further explored the underlying mechacnism of

Hakai-mediated Ajuba neddylation and degradation.

Fig. 7 Hakai promotes HCC growth in vitro and in vivo. a Representative images and quantification of invasion in GFP-tagged Hakai-
overexpressing HepG2 cells by adenovirus. Scale bar = 200 μm. b, c Analysis of the ability of Hakai-overexpressing HepG2 cells by adenovirus to
form colonies (b) and spheroids in three dimensional conditions (c). Scale bar = 100 μm (×20), 200 μm (×10). d HepG2 cells were overexpressed
with GFP-Vector or GFP-Hakai by adenovirus for 24 h, and then cell were transfected with two siRNA duplexex targeted to β-Catenin (siβ-Catenin)
or control siRNA (siControl). Cells were cultured in complete medium for 12 days during colony formation assays. e Quantification of colony
forming ability of Hakai-depleted BEL7402 and HepG2 cells, or control cells. f Representative images and quantification of cell invasion of Hakai-
depleted BEL7402 and HepG2 cells. Scale bar = 200 μm. g Tumor volumes in mice inoculated with Hakai-depleted and Hakai-overexpressing cells
vs control mice, as measured weekly. Data are presented as Mean ± SEM from three independent experiments (**p < 0.01, ***p < 0.001)
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Mechanistically, Hakai interacts with Ajuba with its
HYB domain and induces Ajuba neddylation. There-
fore, our data highlight a potential mechanism by
which Ajuba stability is regulated. We thus propose a
schematic working model depicting the mechanism
for Ajuba-mediated effects on HCC cell growth and
its regulation by Hakai (Fig. 8). It shoulded be noted
that knockdown of Ajuba-induced translocation of
β-catenin into nucleas in HCC cells is not
Hakai-dependent.
Hakai has been implicated in cancers such as colon

adenocarcinomas [34, 37, 56], although its role in breast
cancer is controversial [35, 57]. Although a recent study
reported Hakai-mediated E-cadherin ubiquitination and
lysosomal degradation in the role of Hakai in HCC has
not, as yet, been documented. Collectively, our data
show for the first time in HCC that Hakai promotes the
growth of HCC cells and tumors, while mechanistically,
Hakai interacts with β-catenin and induces its nuclear
translocation, thereby identifying an oncogenic role for
Hakai in the development of HCC.

Conclusions
Taken together, we found that knockdown of Ajuba
promoting HCC cell proliferation in vitro and in a
xerograft model. Our results prove a novel mechan-
ism that Ajuba regulates the protein level of
E-cadherin, nuclear translocation of β-catenin and in-
creased YAP expression in HCC cells. We further
show that Ajuba protein turnover in HCC cells is me-
diated by E3 ubiquitin ligase Hakai via neddylation,
while Hakai enhanced HCC cell proliferation both in

vitro and in vivo. This study may suggest a novel
strategy for HCC treatment.

Additional files

Additional file 1: Figure S1. The regulation of β-Catenin and cell
growth in HCC cells. (A, B) HCC cells were transfected with specific siRNAs
to silence GSK3β protein in Ajuba-depleted HCC cell lines. The expression
of GSK3β, Ajuba, CyclinD1 and GAPDH were tested by immunoblot assay
(A). β-Catenin translocation were tested by confocal assay, Scale bar =
25 μm (B). (C, D) HCC cells were transfected with specific siRNAs to si-
lence β-Catenin protein in Ajuba-depleted HCC cell lines. The expression
of β-Catenin, Ajuba, CyclinD1 and GAPDH were tested by immunoblot
assay (C). Cell growth was tested by colony formation (D). (E) HCC cells
were transfected with specific siRNAs to silence YAP protein in Ajuba-
depleted HCC cell lines. Cell growth was tested by colony formation.
Data are presented as Mean ± SEM from three independent experiments
(***p < 0.001). (JPG 515 kb)

Additional file 2: Figure S2. Ajuba was co-localized with Hakai in
HepG2 cells. (A) HepG2 cells were co-transfected with Myc-Ajuba or Myc-
Vector and GFP-Hakai for 24 h. Cells were analyzed for GFP-Hakai/Myc-
Ajuba co-localization, Scale bar = 25 μm. (JPG 97 kb)

Additional file 3: Figure S3. The half-life of ectopic Ajuba in HEK293T
cells by Hakai over-expression. (A) HEK293T cells were infected with con-
trols or Hakai adenovirus and treated with CHX for the indicated times.
Ajuba protein levels were determined by immunoblotting and quantified.
GAPDH was used as a loading control. Data are presented as Mean ±
SEM from three independent experiments (*p < 0.05). (JPG 76 kb)

Additional file 4: Figure S4. Hakai mediates Ajuba degradation via
neddylation. (A) Immunoblot analysis and quantification of the half-life of
Ajuba in the presence of cycloheximide (CHX, 80 μg/ml), and in the pres-
ence or absence of MLN4924 (5 μM) in BEL7402 and HepG2 cells. GAPDH
was used as a loading control. (B) Ubiquitination (Ub) assay of Ajuba in
293 T cells transfected with the indicated plasmids. (C) Neddylation assay
of Ajuba in 293 T cells transfected with the indicated plasmids. IB,
immnoblot. IP, immunoprecipitation. WCL, Whole-cell lysates.
(JPG 103 kb)

Fig. 8 A model depicting the proposed mechanism for Ajuba-mediated effects on HCC cell growth and its regulation by Hakai. A working model
illustrating that Ajuba-knockdown induced β-catenin translocation and activity as well as YAP signaling to promote HCC cells growth. In addition,
Hakai promoted Ajuba degradation via neddylation
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Additional file 5: Figure S5. Ajuba knockdown-mediated β-catenin
translocation into nucleus is not dependent on Hakai. (A, B) HepG2 cells
were transfected with specific siRNAs to silence Ajuba protein in Hakai-
depleted HepG2 cells. β-catenin translocation were tested by confocal
assay, Scale bar = 25 μm (A). The expression of Ajuba, Hakai and β-
catenin were tested by immunoblot assay, GAPDH was used as a loading
control (B). (C) Immunoblot analysis of Ajuba and Hakai in BEL7402 and
HepG2 cell lysis. GAPDH was used as a loading control. (JPG 617 kb)

Additional file 6: Figure S6. Hakai promotes BEL7402 cells invasion and
growth. (A) Representative images and quantification of invasion in GFP-
tagged Hakai-overexpressing BEL7402 cells by adenovirus. Scale bar =
200 μm. (B) Analysis of the ability of Hakai-overexpressing BEL7402 cells
by adenovirus to form colonies. Data are presented as Mean ± SEM from
three independent experiments (**p < 0.01, ***p < 0.001). (JPG 146 kb)

Abbreviations
3D: Three dimensional; BSA: Bovine Serum Albumin; Cbl: Casitas B-lineage
lymphoma; CHX: Cycloheximide; EGFR: Epidermal growth factor receptor;
HCC: Hepatocellular carcinoma; IB: Immunoblotting; IP: Immunoprecipitation;
LAC: lactacystin; LIMD1: LIM domain containing protein 1; MM: Malignant
mesothelioma; NAE: Nedd8 activating enzyme; PFA: Paraformaldehyde;
SCLC: Small cell lung cancer; TAZ: Transcriptional co-activator with PDZ-
binding motif; TGF-β: Transforming growth factor β; WT: Wild type;
WTIP: Wilms tumor 1 interacting protein; YAP: Yes-associated protein

Acknowledgements
We thank Dr. Y Fujita for the gift of the Hakai plasmid. We thank Dr.
Zhaoyuan Hou for the Myc-tagged Ajuba plasmids.

Funding
This work was supported by grants from the National Natural Science
Foundation of China (81572707 and 81772973 to S M, 81473504 to P G,
81402071 to D L), Guiding Funds for the Development of Local Science and
Technology by the Central Government (2017106014 to H P) and Clinical
Capability Construction Project for Liaoning Provincial Hospitals (LNCCC-B04–
2015 to H P). The funding bodies have no role in the design of the study
and collection, analysis, and interpretation of data and in writing the
manuscript.

Availability of data and materials
All data during this study are included within this published article and
additional files. Any material described in the article can be requested
directly from corresponding author on reasonable request.

Authors’ contributions
HP, SM, PG, YW and MB conceived and designed the study. ML and KJ
performed the major experiments and analyzed the data. SM, MB and KJ
wrote and edited the manuscript. TY and GY performed cellular experiments
and took part in confocal experiments. DL performed the bioinformatics
analysis and the statistical analysis. GL, PL and YY contributed to animal
experiments and carried out the data analyses. All authors read and
approved the final manuscript.

Ethics approval and consent to participate
We confirmed that all animal experiments were conducted at Dalian Medical
University (Dalian, China), complying with the national guidelines for the
care and use of laboratory animals. Studies involving animals were approved
by the experimental animal ethics committee at Dalian Medical University.

Consent for publication
Not applicable.

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

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

Author details
1Institute of Cancer Stem Cell, Dalian Medical University Cancer Center, 9
Lvshun Road South, Dalian 116044, China. 2Department of neurosurgery,
Cancer Hospital of China Medical University, Liaoning Cancer Hospital &
Institute, No. 44 Xiaoheyan Road, Dadong District, Shenyang 110042,
Liaoning Province, China. 3Huizhou No. 3 People’s Hospital, Affiliated Hospital
of Guangzhou Medical University, No. 1 Xuebei Street, Qiaodong Road,
Huizhou 615000, China. 4Department of Hepatobiliary Surgery, The First
Affiliated Hospital, Dalian Medical University, No. 222 Zhongshan Road,
Dalian 116021, China. 5The First Department of Ultrasound, The First
Affiliated Hospital, Dalian Medical University, No. 222 Zhongshan Road,
Dalian 116021, China. 6Thoracic Oncology Research Group, Institute of
Molecular Medicine, Trinity Centre for Health Sciences, St. James’s Hospital &
Trinity College, Dublin, Ireland. 7Department of general surgery, Shenzhen
University General Hospital, No. 1098 Xueyuan Road, Shenzhen 518055,
China. 8Carson International Cancer Research Centre, Shenzhen University
School of Medicine, No.3688 Nanhai Road, Shenzhen 518060, China.

Received: 15 May 2018 Accepted: 20 June 2018

References
1. Boyault S, Rickman DS, de Reynies A, Balabaud C, Rebouissou S, Jeannot E,

Herault A, Saric J, Belghiti J, Franco D, et al. Transcriptome classification of
HCC is related to gene alterations and to new therapeutic targets.
Hepatology. 2007;45(1):42–52.

2. Zucman-Rossi J, Benhamouche S, Godard C, Boyault S, Grimber G, Balabaud
C, Cunha AS, Bioulac-Sage P, Perret C. Differential effects of inactivated
Axin1 and activated beta-catenin mutations in human hepatocellular
carcinomas. Oncogene. 2007;26(5):774–80.

3. Villanueva A, Newell P, Chiang DY, Friedman SL, Llovet JM. Genomics and
signaling pathways in hepatocellular carcinoma. Semin Liver Dis. 2007;27(1):
55–76.

4. Hoshida Y, Toffanin S, Lachenmayer A, Villanueva A, Minguez B, Llovet JM.
Molecular classification and novel targets in hepatocellular carcinoma:
recent advancements. Semin Liver Dis. 2010;30(1):35–51.

5. Satoh S, Daigo Y, Furukawa Y, Kato T, Miwa N, Nishiwaki T, Kawasoe T,
Ishiguro H, Fujita M, Tokino T, et al. AXIN1 mutations in hepatocellular
carcinomas, and growth suppression in cancer cells by virus-mediated
transfer of AXIN1. Nat Genet. 2000;24(3):245–50.

6. Hong L, Cai Y, Jiang M, Zhou D, Chen L. The hippo signaling pathway
in liver regeneration and tumorigenesis. Acta Biochim Biophys Sin.
2015;47(1):46–52.

7. Li YX, Li JH, Zhou DW. Hippo signaling pathway in liver tissue homeostasis.
Yi Chuan. 2017;39(7):607–16.

8. Anakk S, Bhosale M, Schmidt VA, Johnson RL, Finegold MJ, Moore DD.
Bile acids activate YAP to promote liver carcinogenesis. Cell Rep. 2013;
5(4):1060–9.

9. Wu H, Wei L, Fan F, Ji S, Zhang S, Geng J, Hong L, Fan X, Chen Q, Tian J,
et al. Integration of hippo signalling and the unfolded protein response to
restrain liver overgrowth and tumorigenesis. Nat Commun. 2015;6:6239.

10. Hayashi H, Higashi T, Yokoyama N, Kaida T, Sakamoto K, Fukushima Y,
Ishimoto T, Kuroki H, Nitta H, Hashimoto D, et al. An imbalance in TAZ and
YAP expression in hepatocellular carcinoma confers Cancer stem cell-like
behaviors contributing to disease progression. Cancer Res. 2015;75(22):
4985–97.

11. Park YY, Sohn BH, Johnson RL, Kang MH, Kim SB, Shim JJ, Mangala LS, Kim
JH, Yoo JE, Rodriguez-Aguayo C, et al. Yes-associated protein 1 and
transcriptional coactivator with PDZ-binding motif activate the mammalian
target of rapamycin complex 1 pathway by regulating amino acid
transporters in hepatocellular carcinoma. Hepatology. 2016;63(1):159–72.

12. Zhang S, Chen Q, Liu Q, Li Y, Sun X, Hong L, Ji S, Liu C, Geng J, Zhang W,
et al. Hippo signaling suppresses cell Ploidy and tumorigenesis through
Skp2. Cancer Cell. 2017;31(5):669–84. e667

13. Jeong SH, Kim HB, Kim MC, Lee JM, Lee JH, Kim JH, Kim JW, Park WY,
Kim SY, Kim JB, et al. Hippo-mediated suppression of IRS2/AKT signaling
prevents hepatic steatosis and liver cancer. J Clin Invest. 2018;128(3):
1010–25.

14. Kadrmas JL, Beckerle MC. The LIM domain: from the cytoskeleton to the
nucleus. Nat Rev Mol Cell Biol. 2004;5(11):920–31.

15. Schimizzi GV, Longmore GD. Ajuba proteins. Curr Biol. 2015;25(11):R445–6.

Liu et al. Journal of Experimental & Clinical Cancer Research  (2018) 37:165 Page 15 of 17

https://doi.org/10.1186/s13046-018-0806-3
https://doi.org/10.1186/s13046-018-0806-3


16. Haraguchi K, Ohsugi M, Abe Y, Semba K, Akiyama T, Yamamoto T.
Ajuba negatively regulates the Wnt signaling pathway by promoting
GSK-3beta-mediated phosphorylation of beta-catenin. Oncogene. 2008;
27(3):274–84.

17. Nola S, Daigaku R, Smolarczyk K, Carstens M, Martin-Martin B, Longmore G,
Bailly M, Braga VM. Ajuba is required for Rac activation and maintenance of
E-cadherin adhesion. J Cell Biol. 2011;195(5):855–71.

18. Pickering CR, Zhou JH, Lee JJ, Drummond JA, Peng SA, Saade RE, Tsai
KY, Curry JL, Tetzlaff MT, Lai SY, et al. Mutational landscape of
aggressive cutaneous squamous cell carcinoma. Clin Cancer Res. 2014;
20(24):6582–92.

19. Gao YB, Chen ZL, Li JG, Hu XD, Shi XJ, Sun ZM, Zhang F, Zhao ZR, Li ZT, Liu
ZY, et al. Genetic landscape of esophageal squamous cell carcinoma. Nat
Genet. 2014;46(10):1097–102.

20. Zhang L, Zhou Y, Cheng C, Cui H, Cheng L, Kong P, Wang J, Li Y, Chen W,
Song B, et al. Genomic analyses reveal mutational signatures and frequently
altered genes in esophageal squamous cell carcinoma. Am J Hum Genet.
2015;96(4):597–611.

21. Lawrence MS, Sougnez C, Lichtenstein L, Cibulskis K, Lander E, Gabriel SB,
Getz G, Ally A, Balasundaram M, Birol I, et al. Comprehensive genomic
characterization of head and neck squamous cell carcinomas. Nature. 2015;
517(7536):576–82.

22. Sato T, Kaneda A, Tsuji S, Isagawa T, Yamamoto S, Fujita T, Yamanaka R,
Tanaka Y, Nukiwa T, Marquez VE, et al. PRC2 overexpression and PRC2-target
gene repression relating to poorer prognosis in small cell lung cancer. Sci
Rep. 2013;3:1911.

23. Tanaka I, Osada H, Fujii M, Fukatsu A, Hida T, Horio Y, Kondo Y, Sato A,
Hasegawa Y, Tsujimura T, et al. LIM-domain protein AJUBA suppresses
malignant mesothelioma cell proliferation via Hippo signaling cascade.
Oncogene. 2015;34(1):73–83.

24. Liang XH, Zhang GX, Zeng YB, Yang HF, Li WH, Liu QL, Tang YL, He WG,
Huang YN, Zhang L, et al. LIM protein JUB promotes epithelial-
mesenchymal transition in colorectal cancer. Cancer Sci. 2014;105(6):660–6.

25. Jia H, Song L, Cong Q, Wang J, Xu H, Chu Y, Li Q, Zhang Y, Zou X,
Zhang C, et al. The LIM protein AJUBA promotes colorectal cancer cell
survival through suppression of JAK1/STAT1/IFIT2 network. Oncogene.
2017;36(19):2655–66.

26. Shi X, Chen Z, Hu X, Luo M, Sun Z, Li J, Shi S, Feng X, Zhou C, Li Z et al:
AJUBA promotes the migration and invasion of esophageal squamous cell
carcinoma cells through upregulation of MMP10 and MMP13 expression.
Oncotarget 2016;7(24):36407–18.

27. Das Thakur M, Feng Y, Jagannathan R, Seppa MJ, Skeath JB, Longmore GD.
Ajuba LIM proteins are negative regulators of the hippo signaling pathway.
Curr Biol. 2010;20(7):657–62.

28. Tsuneki M, Madri JA. Adhesion molecule-mediated hippo pathway
modulates hemangioendothelioma cell behavior. Mol Cell Biol. 2014;
34(24):4485–99.

29. Jagannathan R, Schimizzi GV, Zhang K, Loza AJ, Yabuta N, Nojima H,
Longmore GD. AJUBA LIM proteins limit hippo activity in proliferating cells
by sequestering the hippo Core kinase complex in the cytosol. Mol Cell Biol.
2016;36(20):2526–42.

30. Fujita Y, Krause G, Scheffner M, Zechner D, Leddy HE, Behrens J,
Sommer T, Birchmeier W. Hakai, a c-Cbl-like protein, ubiquitinates and
induces endocytosis of the E-cadherin complex. Nat Cell Biol. 2002;4(3):
222–31.

31. Aparicio LA, Valladares M, Blanco M, Alonso G, Figueroa A. Biological
influence of Hakai in cancer: a 10-year review. Cancer Metastasis Rev. 2012;
31(1–2):375–86.

32. Mukherjee M, Chow SY, Yusoff P, Seetharaman J, Ng C, Sinniah S, Koh XW,
Asgar NF, Li D, Yim D, et al. Structure of a novel phosphotyrosine-binding
domain in Hakai that targets E-cadherin. EMBO J. 2012;31(5):1308–19.

33. Swaminathan G, Cartwright CA. Rack1 promotes epithelial cell-cell
adhesion by regulating E-cadherin endocytosis. Oncogene. 2012;31(3):
376–89.

34. Zhou WJ, Geng ZH, Chi S, Zhang W, Niu XF, Lan SJ, Ma L, Yang X, Wang LJ,
Ding YQ, et al. Slit-Robo signaling induces malignant transformation
through Hakai-mediated E-cadherin degradation during colorectal epithelial
cell carcinogenesis. Cell Res. 2011;21(4):609–26.

35. Figueroa A, Kotani H, Toda Y, Mazan-Mamczarz K, Mueller EC, Otto A, Disch
L, Norman M, Ramdasi RM, Keshtgar M, et al. Novel roles of hakai in cell
proliferation and oncogenesis. Mol Biol Cell. 2009;20(15):3533–42.

36. Figueroa A, Fujita Y, Gorospe M. Hacking RNA: Hakai promotes
tumorigenesis by enhancing the RNA-binding function of PSF. Cell Cycle.
2009;8(22):3648–51.

37. Abella V, Valladares M, Rodriguez T, Haz M, Blanco M, Tarrio N, Iglesias P,
Aparicio LA, Figueroa A. miR-203 regulates cell proliferation through its
influence on Hakai expression. PLoS One. 2012;7(12):e52568.

38. Lu M, Wu J, Hao ZW, Shang YK, Xu J, Nan G, Li X, Chen ZN, Bian H.
Basolateral CD147 induces hepatocyte polarity loss by E-cadherin
ubiquitination and degradation in hepatocellular carcinoma progress.
Hepatology. 2018;68(1):317–32.

39. Langer EM, Feng Y, Zhaoyuan H, Rauscher FJ 3rd, Kroll KL, Longmore GD.
Ajuba LIM proteins are snail/slug corepressors required for neural crest
development in Xenopus. Dev Cell. 2008;14(3):424–36.

40. Meng S, Chen Z, Munoz-Antonia T, Wu J. Participation of both Gab1 and
Gab2 in the activation of the ERK/MAPK pathway by epidermal growth
factor. Biochem J. 2005;391(Pt 1):143–51.

41. Grinchuk OV, Yenamandra SP, Iyer R, Singh M, Lee HK, Lim KH, Chow PK,
Kuznetsov VA. Tumor-adjacent tissue co-expression profile analysis reveals
pro-oncogenic ribosomal gene signature for prognosis of resectable
hepatocellular carcinoma. Mol Oncol. 2018;12(1):89–113.

42. Fan H, Dong W, Li Q, Zou X, Zhang Y, Wang J, Li S, Liu W, Dong Y, Sun H,
et al. Ajuba preferentially binds LXRalpha/RXRgamma heterodimer to
enhance LXR target gene expression in liver cells. Mol Endocrinol. 2015;
29(11):1608–18.

43. Hu L, Sun S, Wang T, Li Y, Jiang K, Lin G, Ma Y, Barr MP, Song F,
Zhang G, et al. Oncolytic Newcastle disease virus triggers cell death of
lung cancer spheroids and is enhanced by pharmacological inhibition
of autophagy. Am J Cancer Res. 2015;5(12):3612–23.

44. Jiang K, Liu M, Lin G, Mao B, Cheng W, Liu H, Gal J, Zhu H, Yuan Z, Deng W
et al: Tumor suppressor Spred2 interaction with LC3 promotes
autophagosome maturation and induces autophagy-dependent cell death.
Oncotarget. 2016;7(18):25652–67.

45. Horiuchi K, Kawamura T, Iwanari H, Ohashi R, Naito M, Kodama T,
Hamakubo T. Identification of Wilms' tumor 1-associating protein complex
and its role in alternative splicing and the cell cycle. J Biol Chem. 2013;
288(46):33292–302.

46. Wen J, Lv R, Ma H, Shen H, He C, Wang J, Jiao F, Liu H, Yang P, Tan L, et al.
Zc3h13 regulates nuclear RNA m(6)a methylation and mouse embryonic
stem cell self-renewal. Mol Cell. 2018;69(6):1028–38. e1026

47. Soucy TA, Smith PG, Milhollen MA, Berger AJ, Gavin JM, Adhikari S, Brownell
JE, Burke KE, Cardin DP, Critchley S, et al. An inhibitor of NEDD8-activating
enzyme as a new approach to treat cancer. Nature. 2009;458(7239):732–6.

48. Brownell JE, Sintchak MD, Gavin JM, Liao H, Bruzzese FJ, Bump NJ,
Soucy TA, Milhollen MA, Yang X, Burkhardt AL, et al. Substrate-assisted
inhibition of ubiquitin-like protein-activating enzymes: the NEDD8 E1
inhibitor MLN4924 forms a NEDD8-AMP mimetic in situ. Mol Cell. 2010;
37(1):102–11.

49. Fitamant J, Kottakis F, Benhamouche S, Tian HS, Chuvin N, Parachoniak CA,
Nagle JM, Perera RM, Lapouge M, Deshpande V, et al. YAP inhibition
restores hepatocyte differentiation in advanced HCC, leading to tumor
regression. Cell Rep. 2015;10(10):1692–707.

50. Wang Y, Fang R, Cui M, Zhang W, Bai X, Wang H, Liu B, Zhang X, Ye L. The
oncoprotein HBXIP up-regulatesYAP through activation of transcription
factor c-Myb to promote growth of liver cancer. Cancer Lett. 2017;385:
234-42.

51. Wang Y, Fang R, Cui M, Zhang W, Bai X, Wang H, Liu B, Zhang X, Ye L.
The oncoprotein HBXIP up-regulates YAP through activation of
transcription factor c-Myb to promote growth of liver cancer. Cancer
Lett. 2017;385:234–42.

52. Weiler SME, Pinna F, Wolf T, Lutz T, Geldiyev A, Sticht C, Knaub M, Thomann
S, Bissinger M, Wan S, et al. Induction of chromosome instability by
activation of yes-associated protein and Forkhead box M1 in liver Cancer.
Gastroenterology. 2017;152(8):2037–51. e2022

53. Kim W, Khan SK, Gvozdenovic-Jeremic J, Kim Y, Dahlman J, Kim H, Park O,
Ishitani T, Jho EH, Gao B, et al. Hippo signaling interactions with Wnt/beta-
catenin and Notch signaling repress liver tumorigenesis. J Clin Invest. 2017;
127(1):137–52.

54. Oved S, Mosesson Y, Zwang Y, Santonico E, Shtiegman K, Marmor MD,
Kochupurakkal BS, Katz M, Lavi S, Cesareni G, et al. Conjugation to Nedd8
instigates ubiquitylation and down-regulation of activated receptor tyrosine
kinases. J Biol Chem. 2006;281(31):21640–51.

Liu et al. Journal of Experimental & Clinical Cancer Research  (2018) 37:165 Page 16 of 17



55. Zuo W, Huang F, Chiang YJ, Li M, Du J, Ding Y, Zhang T, Lee HW, Jeong LS,
Chen Y, et al. C-Cbl-mediated neddylation antagonizes ubiquitination and
degradation of the TGF-beta type II receptor. Mol Cell. 2013;49(3):499–510.

56. Rodriguez-Rigueiro T, Valladares-Ayerbes M, Haz-Conde M, Aparicio LA,
Figueroa A. Hakai reduces cell-substratum adhesion and increases epithelial
cell invasion. BMC Cancer. 2011;11:474.

57. Gong EY, Park E, Lee K. Hakai acts as a coregulator of estrogen receptor
alpha in breast cancer cells. Cancer Sci. 2010;101(9):2019–25.

Liu et al. Journal of Experimental & Clinical Cancer Research  (2018) 37:165 Page 17 of 17


	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Cell lines and transfection
	Plasmids and adenoviruses
	Antibodies and reagents
	Bioinformatics analysis
	RNA interference
	Lentiviral constructs and stable cell lines
	Colony formation and 3D cultures
	Trans-well invasion assay
	Immunoprecipitation and immunoblotting
	Confocal microscopy
	Immunohistochemistry
	In vivo xenograft model
	Statistical analysis

	Results
	Ajuba depletion enhances HCC cells growth in vitro and in vivo
	β-Catenin translocation and activity as well as YAP signaling are induced in HCC cell lines in response to Ajuba depletion
	Ajuba interacts with Hakai
	Hakai promotes Ajuba degradation
	Hakai regulates Ajuba stability via neddylation
	Hakai interacts with β-catenin and induces its translocation
	Hakai promotes HCC growth in vitro and in vivo

	Discussion
	Conclusions
	Additional files
	Abbreviations
	Acknowledgements
	Funding
	Availability of data and materials
	Authors’ contributions
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Publisher’s Note
	Author details
	References

