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UBE4B interacts with the ITCH E3 ubiquitin ligase to induce
Ku70 and c-FLIPL polyubiquitination and enhanced
neuroblastoma apoptosis
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Expression of the UBE4B ubiquitin ligase is strongly associated with neuroblastoma patient outcomes, but the functional roles of
UBE4B in neuroblastoma pathogenesis are not known. We evaluated interactions of UBE4B with the E3 ubiquitin ligase ITCH/AIP4
and the effects of UBE4B expression on Ku70 and c-FLIPL ubiquitination and proteasomal degradation by co-immunoprecipitation
and Western blots. We also evaluated the role of UBE4B in apoptosis induced by histone deacetylase (HDAC) inhibition using
Western blots. UBE4B binding to ITCH was mediated by WW domains in the ITCH protein. ITCH activation led to ITCH-UBE4B
complex formation and recruitment of Ku70 and c-FLIPL via ITCH WW domains, followed by Ku70 and c-FLIPL Lys48/Lys63
branched polyubiquitination and proteasomal degradation. HDAC inhibition induced Ku70 acetylation, leading to release of c-FLIPL
and Bax from Ku70, increased Ku70 and c-FLIPL Lys48/Lys63 branched polyubiquitination via the ITCH-UBE4B complex, and
induction of apoptosis. UBE4B depletion led to reduced polyubiquitination and increased levels of Ku70 and c-FLIPL and to reduced
apoptosis induced by HDAC inhibition via stabilization of c-FLIPL and Ku70 and inhibition of caspase 8 activation. Our results have
identified novel interactions and novel targets for UBE4B ubiquitin ligase activity and a direct role for the ITCH-UBE4B complex in
responses of neuroblastoma cells to HDAC inhibition, suggesting that the ITCH-UBE4B complex plays a critical role in responses of
neuroblastoma to therapy and identifying a potential mechanism underlying the association of UBE4B expression with
neuroblastoma patient outcomes.
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INTRODUCTION
Neuroblastoma is the most common extracranial solid tumor of
childhood, and children with high-risk neuroblastoma currently
have long-term survival rates under 40% despite intensive,
multimodal treatment regimens [1–3]. Furthermore, children with
high-risk neuroblastoma frequently suffer from treatment-
resistant tumors and disease relapse, and children with recurrent
or refractory neuroblastoma respond poorly to additional therapy
[4, 5]. A better understanding of the mechanisms of neuroblas-
toma tumorigenesis will likely provide improved treatment
options for these children to reduce relapse rates and improve
survival.
The ubiquitin–proteasome system (UPS) manages protein levels

in cells via regulation of protein degradation, thereby controlling
fundamental cellular processes such as growth, migration, and cell
division. Ubiquitination is an essential post-translational modifica-
tion that covalently links the 76-amino acid ubiquitin polypeptide
to target proteins and regulates a wide variety of cellular
processes, including both tumor suppressing and promoting
pathways. Aberrant ubiquitination has been associated with the
etiology of human malignancies [6], and mutations and genetic
alterations in genes involved in ubiquitination are found in a wide

variety of tumor types and significantly impact patient outcomes
[7–11]. Ubiquitination of proteins such as MYCN and p53 has been
shown to be important in neuroblastoma pathogenesis [12–14],
and the pathways regulating ubiquitination have been identified
as candidate therapeutic targets in neuroblastoma cells and
tumors [15–20].
The process of protein ubiquitination involves the sequential

action of four classes of enzymes, including E1 enzymes that load
ubiquitin polypeptides onto E2 enzymes, followed by the transfer
of the ubiquitin polypeptides to substrate proteins by substrate-
specific E3 ubiquitin ligases. Transfer of additional ubiquitin
polypeptides to generate polyubiquitin chains is mediated by E4
ubiquitin ligases, which frequently function in complexes with
partner E3 ligases [21–23]. The ubiquitin polypeptide contains
seven lysine residues (Lys6, Lys11, Lys27, Lys29, Lys33, Lys48, and
Lys63) that can serve as sites for linkage to target proteins, leading
to ubiquitin chains of different lengths and configurations [24].
After a single ubiquitin molecule is conjugated to a protein
substrate (monoubiquitination), further ubiquitin molecules can
be added to yield a polyubiquitin chain (polyubiquitination) or
additional ubiquitin molecules can be added to other sites (multi-
monoubiquitination). Polyubiquitination of target proteins is often
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a signal for proteasomal degradation of cytosolic proteins, while
mono- and multi-monoubiquitination of proteins can serve as
signals for other intracellular protein sorting events [25]. However,
the types of linkages between ubiquitin monomers also lead to
distinct signaling functions and cellular processes. In general,
polyubiquitination reactions are formed on the Lys48 residue, and
proteins tagged with Lys48-linked ubiquitin chains are destined
for proteasomal degradation [26, 27], whereas modifications
involving Lys63-linked chains are more typically involved in
regulation of intracellular trafficking and of the localization and
activity of multiple kinases and signaling pathways [28–30].
UBE4B has been shown to function as both an E3 and E4

ubiquitin ligase [31, 32], and the UBE4B gene is located at
chromosome 1p36.22 [33]. Deletions in chromosome 1p36 have
been detected in approximately one-third of neuroblastoma
tumors and are associated with high-risk tumor features and a
poor prognosis [34–36], suggesting a potential role for UBE4B as a
tumor suppressor gene. UBE4B gene expression is strongly
associated with neuroblastoma patient outcomes [37, 38], and
UBE4B ubiquitin ligase activity on the endosomal membrane
surface is required for appropriate EGFR trafficking and lysosomal
degradation in neuroblastoma cells [39]. UBE4B has also been
shown to ubiquitinate cytosolic proteins, leading to proteasomal
degradation [40–44]. The full scope of the targets of UBE4B
ubiquitin ligase activity, however, has not been delineated, and
while UBE4B is likely involved in regulating the activity of multiple
signaling pathways and networks critical for neuroblastoma cell
behavior and tumorigenesis, the mechanistic links between UBE4B
ubiquitin ligase activity and neuroblastoma pathogenesis that
impact patient outcomes are poorly understood.
Ku70 (Lupus Ku autoantigen protein p70; XRCC6) is a DNA-

binding component of the non-homologous end joining (NHEJ)
double strand break (DSB) repair complex, and Ku70 acetylation
has previously been shown to mediate neuroblastoma cell
apoptosis [45, 46]. Ku70 has also been shown to bind to the
anti-apoptotic protein c-FLIPL (cellular Fas-associated death
domain-like interleukin-1β-converting enzyme (FLICE)-inhibitory
protein, long) [47, 48] and the proapoptotic protein Bax [49]. Ku70
acetylation leads to release of c-FLIPL and Bax, allowing for c-FLIPL
degradation [47] and Bax activation, leading to cell death [50, 51].
We hypothesized that UBE4B would interact with members of
DNA damage and repair and apoptotic pathways, potentially
mediating the observed associations between UBE4B expression
and patient outcomes, and we therefore hypothesized that
regulation of the levels of the Ku70 and c-FLIPL proteins by
UBE4B-mediated ubiquitination would impact responses of
neuroblastoma tumors to therapy and contribute to the observed
associations between UBE4B expression and patient outcomes.

MATERIALS AND METHODS
Cells and culture conditions
The human neuroblastoma cell lines (SK-N-AS; SK-N-BE;(2) SK-N-SH; SH-
SY5Y; IMR-32; SH-EP) used in this study have been previously utilized by
our laboratory [52–54] and were purchased from American Type Culture
Collection (ATCC, www.atcc.org) or were generously provided by Susan
Cohn (The University of Chicago Children’s Hospital, Chicago, IL) or John
Maris (Children’s Hospital of Philadelphia, Philadelphia, PA). HEK 293T cells
were purchased from ATCC. Cell lines were grown at 37 °C in 5% CO2 in
RPMI media (Corning Life Science, Corning, NY) supplemented with 10%
heat-inactivated fetal bovine serum (FBS) (Life Technologies, Grand Island,
NY), 1% L-glutamine, 1% sodium pyruvate, and 1% non-essential amino
acids (Sigma-Aldrich, St. Louis, MO). HEK 293T cells were grown in DMEM
(Corning Life Science) supplemented with 10% heat-inactivated FBS (Life
Technologies) and 1% L-glutamine at 37 °C in 5% CO2. All cell lines were
passaged to maintain 20–80% confluence and were authenticated by DNA
profiling prior to use.
SK-N-AS neuroblastoma cells with UBE4B depletion generated by

lentiviral depletion of UBE4B and control SK-N-AS cells expressing a

scrambled shRNA were generated using specific UBE4B shRNA sequences
as well as scrambled control shRNA (Supplemental Table 1) as previously
described [55]. SK-N-AS cells with UBE4B overexpression were generated
as previously published [39], and SK-N-AS cells with overexpressed and
depleted UBE4B were obtained from Dr. Andrew Bean (Rush University,
Chicago, IL). SK-N-BE(2), SK-N-SH, SH-SY5Y, and SH-EP cells with UBE4B
knockdown were generated using CRISPR/Cas9 techniques as detailed
below. HEK 293T cells were transiently transduced with plasmid constructs
as detailed below. Protein expression in all transfected and transduced cell
lines was validated by Western blot immediately prior to use.

Expression plasmids and constructs
Plasmid constructs with Myc-tagged ITCH were a gift from Professor Gerry
Melino, (MRC Toxicology Unit, Cambridge, UK); Flag-tagged Ku70, c-FLIP(L),
and c-FLIP(S) expression constructs were generated in the pCMV-3Tag-6
vector, and Myc-tagged Ku70 was generated in the pCMV-3Tag-7 vector
(Agilent Technologies, Santa Clara, CA). Flag-tagged ITCH deleted WW
mutants and Flag-tagged ITCH phosphomimic mutants were gifts from Dr.
Venuprasad K. Poojary (UT Southwestern, Dallas, TX).
2 × 106 HEK 293T or SK-N-AS cells were plated in 10 cm dishes with

complete medium for transient transfections. When they reached 50–70%
confluence, cells were transfected using Jet-Optimus DNA transfection
reagent (VWR; Visalia, CA) with 2 µg/plate of each vector (Myc-ITCH, Flag-
Ku70; Myc-Ku70; Flag-ITCH deleted WW mutants; Flag-ITCH phosphomimic
mutants; Flag-c-FLIPL or V5-c-FLIPL) for 24–36 h before use.

Generation of stable UBE4B knockout cells by CRISPR
SK-N-SH, SH-SY5Y, SH-EP, and SK-N-BE(2) neuroblastoma cell lines with
depleted UBE4B were generated using lentiviral particles produced in HEK
293T cells using the Third Generation Packaging Mix and UBE4B sgRNA
CRISPR/Cas9 All-in-One Lentivector set (Human) containing plasmid pLenti-
U6-sgRNA-SFFV-Cas9-2A-Puro (Applied Biological Materials; Richmond, BC;
Canada) (UBE4B sgRNA sequences listed in Supplemental Table 2).
Lentivirus-containing culture media was collected from 293T cells; cen-
trifuged at 300 × g for 10min to remove cells; filtered through a 0.45 µM
sterile filter and added to target cells with 6 µg/mL Polybrene. Target cells
were incubated at 37 °C with 5% CO2 overnight; culture media was replaced
with complete media (RPMI supplemented with 10% fetal bovine serum,
2mM L-glutamine, 1× Antibiotic–Antimycotic solution (Corning Life
Science)) and incubated at 37 °C with 5% CO2. Infected cells were selected
for stable expression with 1 µg/mL puromycin and selected cells lines were
maintained by adding 1 µg/mL puromycin in the culture media.

Therapeutic agents and antibodies
MG132 was purchased from Millipore (Burlington, MA), and Vorinostat
(Suberoylanilide Hydroxamic Acid, SAHA) was purchased from Selleck
Chemicals (Houston, TX). All compound preparations were stored at
−20 °C, with dilutions maintained at 4 °C for experimental use.
All antibodies employed are detailed in Supplemental Table 3. Rabbit

polyclonal antibodies to UBE4B and Bax, as well as monoclonal antibodies
to Ku70, c-FLIP, c-Myc and Flag were used for immunoblotting as well as
co-immunoprecipitation experiments. Mouse monoclonal control IgG1 and
rabbit monoclonal IgG1 antibodies were used for co-immunoprecipitation
experiments. β-actin mouse antibodies were used for immunoblotting as a
protein loading control. All antibodies were diluted in blocking buffer (5%
BSA in TBST (TBS+ 0.1% Tween 20)) to achieve the specified concentra-
tions/dilutions (Supplemental Table 3).

Cell lysis and immunoprecipitation
All cell lysis and co-immunoprecipitation experiments were performed in
3-((3-cholamidopropyl) dimethylammonio)-1-propanesulfonate (CHAPS)
Buffer (CHAPS 1%, 10mM HEPES, 150 mM NaCl; Sigma-Aldrich). Trans-
fected cells or treated cells grown in 10 cm dishes were lysed in CHAPS
buffer containing the protease inhibitor cocktail V (Calbiochem, Billerica,
MA) and the phosphatase inhibitor cocktail II (Sigma-Aldrich). After protein
quantification with a Bicinchoninic Acid (BCA) assay kit (Thermo Fisher
Scientific, San Diego, CA), 1–2mg of total protein cell lysate was pre-
cleared by overnight addition of 40 μL of protein A/G Plus agarose beads
(Santa Cruz Biotechnology, Dallas, TX). The supernatant was then
incubated with 2 μg of the antibody of interest at 4 °C for 6 h before
overnight incubation with 40 μL of protein A/G Plus agarose beads at 4 °C
under agitation. Samples were washed three times with 400 μL CHAPS
buffer, re-suspended in 100 μL of 2× SDS Laemmli buffer (1 mM TRIS pH
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Fig. 1 UBE4B depletion results in increased Ku70, c-FLIPL and p53 levels and decreased Ku70, c-FLIPL and p53 ubiquitination in
neuroblastoma cells. A Neuroblastoma cell lines with depleted UBE4B (KD) and control cells with scrambled vectors (SC) were lysed and
Western blots of whole cell lysates (WCL) were performed for UBE4B, Ku70, c-FLIPL, and actin (Top Left). Immunoprecipitated Ku70 was
isolated by electrophoresis and Western blots were performed for ubiquitin and for Ku70 (Bottom Left). Band intensities of Ku70 (blue), c-FLIPL
(red) and UBE4B (green) were normalized to β-actin expression and compared against control cells with scrambled vectors (SC) (Top Right).
Band intensities for UBE4B (green) and for ubiquitinated c-FLIPL (red) and Ku70 (blue) (normalized to total c-FLIPL and Ku70 expression levels)
were also compared as fold change between UBE4B KD and scrambled control conditions (Bottom Right). B Using the same WCLs of
neuroblastoma cell lines with depleted UBE4B and control cells from above, Western blots for p53 were performed (Top Left). Images of
UBE4B and actin Western blots from (A) above were duplicated for ease of comparison. Immunoprecipitated p53 was isolated by SDS-Page
and Western blots and immunoblotting for ubiquitin and p53 were performed (Bottom Left). Band intensities of total p53 (red) and UBE4B
(green) were compared between SC and UBE4B KD conditions (Top Right), and band intensities of total UBE4B (green) and ubiquitinated p53
(normalized to total p53 levels; red) were compared between SC and UBE4B KD conditions (Bottom Right) (*p < 0.05, **p < 0.01, ***p < 0.001,
****p < 0.0001).
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6.8, 1% SDS, 40% Glycerol, 0.1% Bromophenol blue, 20%
β-Mercaptoethanol) and heated at 95 °C for 10min before electrophoresis.

Western blotting
HEK 293T cells and neuroblastoma cells were plated in 6-well plates or
10 cm tissue culture dishes in media with 10% FBS and were cultured at

37 °C to reach 80–90% confluence. Media was removed and replaced by
10mL of new warm complete media with or without added SAHA at doses
between 0.5 and 5 μM, with or without pretreatment with 5 μM MG132.
After the specified treatment duration, cells were collected and lysed in
CHAPS buffer. At each specified time point, the supernatant was removed
and centrifuged at 1300 RPM, and the pellet was washed one time in 1×
PBS. Adherent cells were washed with PBS, and 1mL of CHAPS lysis buffer
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was added to the plate. Plates were incubated on a rotating platform for
30min and then scraped into 1.5 mL Eppendorf tubes. The pellet from the
supernatant was added with the lysis buffer containing the cells from the
plate and rotated overnight at 4 °C. Protein lysates were then centrifuged
at 1400RPM for 10min, and the cell lysate supernatant was transferred to
another 1.5 mL tube.
Protein concentrations in each cell lysate were measured using the BCA

kit as above. 1 mg protein lysate was directly mixed with Laemmli buffer
and heated at 95 °C for 5 min. Equal amounts of protein (30 μg) were
loaded and separated by SDS-PAGE using reducing conditions. Proteins
were transferred to PVDF membranes (Thermo Fisher Scientific) by liquid
transfer using a mini trans-blot electrophoretic transfer cell (Biorad).
Membranes were blocked in 5% BSA in TBST (TBS+ 0.1% Tween 20) for 1 h
at room temperature and then incubated overnight at 4 °C with the
relevant primary antibodies in 5% BSA in TBST and then washed 2 or 3
times in TBST. Membranes were incubated for 1–2 h at room temperature
or overnight at 4 °C with HRP-conjugated Goat anti-rabbit IgG (H+ L) or
Goat anti-mouse IgG (H+ L) secondary antibodies (Supplemental Table 3).
Signal was visualized using Amersham ECL Prime Luminol Enhancer and
Peroxide Solution (GE Healthcare, Piscataway, NJ), and membranes were
developed using SuperSignal™West Pico Plus Chemiluminescent Substrate
(Thermo Fisher Scientific). Membranes were exposed to film using
Amersham Biosciences Hypercassettes and Denville Scientific HyBlot CL
Films (Thomas Scientific, Swedesboro, NJ), and film was developed in an
ECOMAX™ x-ray film processor (Protec, Oberstenfeld, Germany). Band
intensity levels were quantified using ImageJ software (v. 1.53t; NIH) and
were reported as either fold changes in band intensity or as arbitrary units
of intensity. Error bars corresponding to standard deviations between
three independent replicates were generated using GraphPad Prism
(v10.0.1) for each experiment. Statistical comparisons were made using
ANOVA with Dunnett’s multiple comparison test.

Protein–protein docking analyses
Protein–protein docking structures were obtained by using the
Ku70 structure from PDB (ID: 1jeq, chain A) and the WW3-WW4 ITCH
structure without TXNIP (5cq2, chain A) in the protein–protein docking
website clusPro 2.0 (https://cluspro.bu.edu/login.php), and the Ku70-WW3
ITCH docking structure was modeled with PyMOL2 (Shrödinger, LLC).

RESULTS
Identification of Ku70 and c-FLIPL as targets of an ITCH-UBE4B
E3-E4 ubiquitin ligase complex
The DNA damage repair protein Ku70 has previously been
associated with induction of neuroblastoma cell death [45, 46]
and has also previously been shown to interact with the anti-
apoptotic protein c-FLIPL. To explore the potential roles of Ku70
and c-FLIPL as mediators of the established association between
UBE4B expression and neuroblastoma patient outcomes, we

hypothesized that Ku70 and c-FLIPL could be targets of UBE4B
ubiquitin ligase activity. Neuroblastoma cell lines with depleted
UBE4B were analyzed by Western blot for Ku70 and c-FLIPL
protein levels, and increased Ku70 and c-FLIPL protein levels were
seen in all cell lines with depleted UBE4B (Fig. 1A). UBE4B
depletion was also associated with reduced Ku70 and c-FLIPL
ubiquitination (Fig. 1A), suggesting that UBE4B depletion leads to
reduced Ku70 and c-FLIPL ubiquitin-mediated proteasomal
degradation. UBE4B depletion also led to reduced p53 ubiquitina-
tion and increased p53 expression in NB cells (Fig. 1B), confirming
the previously published role of UBE4B in p53 regulation
[40, 44, 56].
We hypothesized that the effects of UBE4B depletion on Ku70

and c-FLIPL could be mediated by polyubiquitination induced by
UBE4B E4 ubiquitin ligase activity in collaboration with other E3
ubiquitin ligases. Analogous to UBE4B [37], reduced expression of
the gene for the HECT family E3 ubiquitin protein ligase ITCH (also
called Atrophin-1-interacting protein 4 (AIP4); Fig. 2A) is associated
with stage 4 disease, MYCN amplification, and poor neuroblastoma
patient outcomes (Supplemental Fig. 1). By protein sequence
analysis, we identified two specific ITCH binding motifs in the
UBE4B protein sequence (Fig. 2B), suggesting that ITCH and UBE4B
may serve as an E3-E4 ubiquitin ligase complex. We further
identified a “PPxY” ITCH-binding motif in the C-terminal part of the
Ku70 protein sequence (531PPDY534, Fig. 2C), and we analyzed
the structure of Ku70 to determine the specific conformation of
this binding motif in Ku70 (Fig. 2D). By protein-protein docking
analysis, we identified potential interactions between four
residues of Ku70 and the WW3 domain of ITCH (E450-W466;
M453-W444; Y530-G438; Y534-Q472) immediately adjacent to the
“PPxY” motif, suggesting direct binding of Ku70 with the WW3
domain of ITCH (Fig. 2E).
To evaluate potential physical interactions between Ku70, c-

FLIPL, and UBE4B with ITCH, cells transfected with tagged ITCH, c-
FLIPL, and Ku70 were evaluated by immunoprecipitation. Ku70
and UBE4B were co-immunoprecipitated with myc-ITCH (Fig. 2F).
FLAG-c-FLIPL also interacted with myc-ITCH and endogenous
Ku70 and ITCH (Fig. 2F, G), suggesting the existence of an ITCH-
UBE4B complex that includes both Ku70 and c-FLIPL. We further
confirmed associations between ITCH and UBE4B, with co-
immunoprecipitation of myc-ITCH and Ku70 with UBE4B (Fig.
2H). Moreover, myc-ITCH overexpression resulted in reduced total
levels of c-FLIPL and Ku70 in whole cell lysates (Fig. 2G–I) and led
to increased Ku70 ubiquitination (Fig. 2H, I), suggesting that ITCH
overexpression can induce its own activation and subsequent
ubiquitination and degradation of Ku70. Myc-ITCH overexpression

Fig. 2 Identification of Ku70 and c-FLIPL as targets of an ITCH-UBE4B E3-E4 ubiquitin ligase complex. A Schematic Structure of ITCH, with
an N-terminal Ca2+/lipid-binding (C2) domain (red box), a proline rich motif with three sites that undergo JNK-mediated phosphorylation, four
WW domains (green boxes) for interactions with PPxY motifs in target proteins, and a C-terminal HECT domain (blue box) capable of
interacting with E2 enzymes for ubiquitin loading. B Schematic structure of UBE4B with the Ufd2P core (blue box) and the U Box domain (red
box), with candidate ITCH binding motifs in the UBE4B protein sequences shown. C Schematic structure of Ku70, with a vWA domain (yellow
box), a DNA Binding domain (green box), a C-terminal domain (blue box) with two sites for acetylation, and a SAP domain (red box) capable of
Bax binding, with candidate PPxY ITCH binding motifs in the mouse and human Ku70 protein sequences shown. D Structure of Ku70 with the
PPxY motif shown in red (531PPDY534) in the C-terminal part of Ku70. Ku70 structure was obtained at PDB (ID: 1jeq, chain A corresponding to
Ku70) and modeled using PyMOL2 (Shrödinger, LLC). EModeling of Ku70-WW3 ITCH protein-protein interaction identified interacting residues
between Ku70 and WW3-ITCH (E450-W466; M453-W444; Y530-G438; Y534-Q472). F Whole cell lysates (WCL) of HEK 293T cells expressing full
length Myc-ITCH (Myc-ITCHwt) and Flag-c-FLIPL were evaluated by Western blot for Flag, Myc, Ku70, UBE4B, and actin (Bottom), and
immunoprecipitated Myc-ITCH was isolated and Western blots were performed for Myc, Flag, Ku70, and UBE4B (Top). G WCLs of HEK
293T cells expressing Flag-c-FLIPL alone or with Myc-ITCH or Myc-Ku70 were evaluated by Western blot for Myc, Ku70, Flag, ITCH, and actin
(Bottom), and immunoprecipitated Flag-c-FLIPL was isolated and Western blots were performed for ITCH, Myc, Flag, and Ku70 (Top). H WCLs
of HEK 293T cells expressing Myc-ITCH were evaluated by Western blot for Myc, ITCH, Ku70, UBE4B, and actin (Bottom), and
immunoprecipitated UBE4B was isolated and Western blots were performed for Myc, Ku70, and UBE4B (Top). I WCLs of SK-N-AS
neuroblastoma cells expressing Myc-ITCH were evaluated by Western blot for Myc, ITCH, Ku70, UBE4B, and actin (Bottom), and
immunoprecipitated UBE4B was isolated and Western blots were performed for UBE4B, Myc, ITCH, and Ku70 (Top). J WCLs of HEK 293T cells
co-transfected with V5-c-FLIPL, HA-ubiquitin Myc-ITCH and/or Flag-Ku70 were evaluated by Western blot for V5, Flag, Myc, ITCH, UBE4B, and
actin (Bottom), and immunoprecipitated V5-c-FLIPL was isolated and Western blots were performed for V5, HA, Flag, Myc, and UBE4B (Top).
K Band intensities of total (black) and ubiquitinated V5-c-FLIPL (gray) in WCLs were compared between Myc-ITCHwt overexpression or/and
Flag-Ku70 overexpression conditions and V5-c-FLIPL overexpression alone as a control condition (*p < 0.05, **p < 0.01).
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further led to increased UBE4B binding to ITCH and to increased
binding of ITCH to Ku70 and c-FLIPL (Fig. 2I) with increased c-FLIPL
ubiquitination that was mitigated by concurrent overexpression of
Ku70 (Fig. 2J, K). Conversely, c-FLIPL ubiquitination was signifi-
cantly decreased and total c-FLIPL levels increased after over-
expression of Ku70 (Fig. 2J, K).

UBE4B, Ku70, and c-FLIPL interact with distinct domains
of ITCH
The ITCH ubiquitin ligase binds to target proteins via its 4 WW
domains, with the HECT domain mediating E2 ubiquitin ligase
binding and transfer of ubiquitin polypeptides to target proteins
[57]. To determine which domains of ITCH were required for
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binding to UBE4B, Ku70, and c-FLIPL, we employed ITCH
constructs expressing single WW domains with conserved C2
and active HECT domains (Fig. 3A). Using co-immunoprecipitation
experiments, UBE4B bound strongly to the WW4 domain, with less
binding to the WW1 and WW2 domains (Fig. 3B). Ku70 bound
most strongly to the WW1, WW2, and WW3 domains, suggesting
that in the ITCH-UBE4B-Ku70 complex, UBE4B is likely bound to
the WW4 domain, with Ku70 interacting with other WW domains.
In contrast, c-FLIPL appeared to be able to interact with all 4 WW
domains, with reduced total c-FLIPL protein levels seen in each
case (Fig. 3C). Increased levels of full-length ITCH induced by
transfection with increasing vector doses were also associated
with reduced levels of both Ku70 and c-FLIPL (Fig. 3D), while
increasing doses of individual mutant vectors resulted in the most
significant reduction in total levels of Ku70 with the WW4 ITCH
mutant and in c-FLIPL levels most significantly with the ITCH WW1
and WW4 constructs (Fig. 3D), suggesting that UBE4B–ITCH
interaction via the WW4 domain is required for the observed
decreased levels in c-FLIPL and Ku70. Pre-treatment with the
proteasome inhibitor MG132 abrogated the reduction of both
Ku70 and c-FLIPL levels induced by expression of ITCH WW
constructs, further suggesting that the reduced levels observed
with ITCH construct expression were due to proteasomal
degradation (Fig. 3C, E).

The ITCH-UBE4B complex induces Lys48/Lys63-branched
polyubiquitin chains on Ku70 and c-FLIPL
To identify the types of ubiquitin chain linkages induced by the
ITCH-UBE4B complex on Ku70, cells transduced to express tagged
ITCH and Ku70 were evaluated by immunoblotting for Lys48 and
Lys63 ubiquitin chains. At baseline, endogenous ITCH interacts
with UBE4B and recruits Ku70, which is polyubiquitinated with
both Lys48 and Lys63 linkages (Fig. 4A). With overexpression of
tagged wild-type ITCH or constitutively active ITCH phosphomimic
mutants (S199D, T222D, or S232D) [58], binding of Ku70 to the
ITCH-UBE4B complex was observed, with increasing Lys48 and
Lys63 polyubiquitination of Ku70 and with reduced total Ku70
levels in whole cell lysates from cells with wild-type ITCH and the
S199D and T222D mutants, suggesting increased degradation (Fig.
4A).
Analogous experiments also demonstrated c-FLIPL binding to

the ITCH-UBE4B complex with Ku70 (Fig. 4B). Increased Lys48 and
Lys63 polyubiquitination of c-FLIPL was seen with overexpression
of tagged wild-type ITCH and with constitutively active ITCH
phosphomimic mutants and with associated reductions in both
Ku70 and c-FLIPL total protein levels (Fig. 4B), suggesting that the
Lys48 and Lys63 polyubiquitin chains contribute to both c-FLIPL
and Ku70 proteasomal degradation.

HDAC inhibition induces Ku70 and c-FLIPL acetylation and
Ku70 and c-FLIPL Lys48/Lys63 branched polyubiquitination
via the ITCH-UBE4B complex, leading to induction of
apoptosis
Ku70 and the proapoptotic protein Bax have previously been
shown to interact in neuroblastoma cells, with Ku70 acetylation
leading to Bax and c-FLIPL release, allowing for c-FLIPL degrada-
tion [47] and Bax activation, leading to induction of apoptosis [45,
46, 50, 51] and suggesting that Ku70 acetylation plays a key role in
neuroblastoma cell death. Histone deacetylase (HDAC) inhibitors
such as vorinostat (Suberoylanilide Hydroxamic Acid; SAHA) have
been previously shown to promote Ku70 acetylation [59] and to
inhibit cell growth and induce differentiation, apoptosis and cell
cycle arrest in neuroblastoma cells and tumors [60–63]. To
evaluate the effects of HDAC inhibition in neuroblastoma cells,
we analyzed neuroblastoma cells treated with SAHA, which
induced caspase 3/7 activation and apoptosis (Supplemental Fig.
2). To evaluate the effects of HDAC inhibition in neuroblastoma
cells on the ITCH-UBE4B complex and on Ku70 and c-FLIPL, we
evaluated SAHA-treated cells by Western blot. Treated cells
demonstrated Ku70 and c-FLIPL binding to the ITCH-UBE4B
complex, with increased c-FLIPL ubiquitination and reduced total
c-FLIPL levels, consistent with degradation (Fig. 5A). SAHA-treated
neuroblastoma cells demonstrated dose-dependent decreases in
the levels of Ku70 and c-FLIPL, with induction of caspase 8
activation and PARP cleavage indicative of induction of apoptosis
(Fig. 5B and Supplemental Fig. 3A). SAHA treatment furthermore
induced time-dependent increases in ITCH and UBE4B expression
as well as ITCH activation (as determined by ITCH T222
phosphorylation) in parallel with decreases in Ku70 and c-FLIPL
protein levels with associated caspase-8 and PARP cleavage (Fig.
5C, D). Proteasomal inhibition resulted in increased levels of of
c-FLIPL and Ku70 protein levels with increasing doses of SAHA
(Supplemental Fig. 3B) and accumulation of c-FLIPL and Ku70
during extended SAHA treatment (Fig. 5D), further suggesting that
HDAC inhibition induces c-FLIPL and Ku70 proteasomal degrada-
tion. Proteasomal inhibition also led to increased levels of UBE4B,
ITCH, and p-ITCH with increasing SAHA doses (Supplemental Fig.
3B) and in stable levels of UBE4B, ITCH, and p-ITCH during
prolonged SAHA treatment (Supplemental Fig. 3C).
To evaluate whether the induction of apoptosis by HDAC

inhibition is mediated by the release of Bax and c-FLIPL from Ku70,
neuroblastoma cells were evaluated for Ku70-c-FLIPL-Bax interac-
tions and Ku70 and c-FLIPL acetylation. Ku70, c-FLIPL, and Bax
were identified in a complex at baseline (Fig. 5E), and SAHA
treatment resulted in increased acetylation of both Ku70 and c-
FLIPL, leading to the release of Bax, which underwent a
conformational change to the active form (Fig. 5E, F). HDAC

Fig. 3 Determination of the ITCH domains interacting with UBE4B, Ku70, and c-FLIPL. A Schematic structures of full length Myc-ITCH (Myc-
ITCHwt) and of Flag-ITCH mutants with deletions of WW domains (Flag-ITCHw1, Flag-ITCHw2, Flag-ITCHw3, Flag-ITCHw4). Each Flag-ITCH WW
deleted mutant has an intact C2 domain and a functional HECT domain. B Whole cell lysates (WCL) of HEK 293T cells transfected with Myc-
ITCHwt or individual Flag-ITCH WW deleted mutants were analyzed by Western blot for Myc, Flag, ITCH, Ku70, UBE4B, and actin (Bottom), and
immunoprecipitated ITCH (via either Myc or Flag) was isolated and analyzed by Western blot for Myc, Flag, ITCH, UBE4B, and Ku70 (Top).
CWCLs of HEK 293T cells co-transfected with Flag-c-FLIPL and either Myc-ITCHwt or individual Flag-ITCH WW deleted mutants with or without
8 h of treatment with 5 µM of MG132 24 h after transfection were evaluated by Western blot for Flag, ITCH, Ku70, UBE4B, and actin (Left, lower
lanes), and immunoprecipitated c-FLIP (using a mouse monoclonal c-FLIP antibody (NF6)) from these same cell lines was isolated and
evaluated by Western blot for ITCH, Flag, and Ku70 (Left, upper lanes). Band intensities relative to control lanes and normalized to β-actin
expression are shown in the table. Normalized band intensities of c-FLIPL (red) and Ku70 (blue) from the WCL were compared with and
without MG132 treatment (Right). D WCLs of HEK 293T cells expressing Flag-c-FLIPL and either Myc-ITCHwt or individual Flag-ITCH WW
deleted mutants transfected with increasing doses of vector (0.5 μg; 2 μg; 5 μg; 10 μg) were evaluated by Western blots for Flag, ITCH, Ku70,
and actin (Top). Band intensities relative to control lanes and normalized to β-actin expression are shown in the table. Normalized band
intensities of c-FLIPL and Ku70 were compared to evaluate the effect of increasing doses of each Flag-ITCH WW deleted mutant protein on the
expression levels of c-FLIPL and Ku70 (Bottom) (*p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001). E WCLs of HEK 293T cells expressing Flag-c-
FLIPL and either Myc-ITCHwt or individual Flag-ITCH WW deleted mutants with or without 8 h of treatment with 5 µM of MG132 24 h after
transfection were evaluated by Western blots for Flag, ITCH, Ku70, Flag, and β-actin. Band intensities relative to control lanes and normalized
to β-actin expression are shown in the table. Normalized band intensities of c-FLIPL (red) and Ku70 (blue) were compared with and without
MG132 treatment (*p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001).
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Fig. 4 The ITCH-UBE4B complex induces Lys48/Lys63-branched polyubiquitination of Ku70 and c-FLIPL. A Whole cell lysates (WCL) of HEK
293T cells expressing Flag-Ku70 and either Myc-ITCHwt or individual Myc-ITCH phosphomimic mutants (S199D, T222D, or S232D) [58] were
evaluated by Western blots for Flag, Ku70, ITCH, and UBE4B (Bottom), and immunoprecipitated ITCH and Ku70 were isolated and evaluated by
Western blots for Flag, Myc, ITCH, UBE4B, Lys48-linked ubiquitin (K48Ub), and Lys63-linked ubiquitin (K63Ub) (Top). Band intensities relative to
control lanes are shown in the table. Band intensities of total Flag-Ku70 (blue), Lys48-linked ubiquitinated (K48Ub) Ku70 (orange) and Lys63-
linked ubiquitinated (K63Ub) Ku70 (red) from each cell line were compared (Top Right). Band intensities of total Ku70, Flag-Ku70, and
endogenous Ku70 from each cell line were also compared (Bottom Right). B WCLs of HEK 293T cells expressing Flag-Ku70, Flag-c-FLIPL, and
either Myc-ITCHwt or individual Myc-ITCH phosphomimic mutants were evaluated by Western blots for Flag, Ku70, ITCH, UBE4B, and β-actin
(Bottom), and immunoprecipitated c-FLIPL was isolated and evaluated by Western blots for Flag, Myc, UBE4B, Lys48-linked ubiquitin (K48Ub),
and Lys63-linked ubiquitin (K63Ub) (Top). Band intensities relative to control lanes are shown in the table. Band intensities of total c-FLIPL
(red), Lys48-linked ubiquitinated (K48Ub) c-FLIPL (orange) and Lys63-linked ubiquitinated (K63Ub) c-FLIPL (purple) from each cell line were
compared (Top Right). Band intensities of Flag-c-FLIPL (red) and Flag-Ku70 (blue) were also compared (Bottom Right) (*p < 0.05, **p < 0.01,
***p < 0.001, ****p < 0.0001).
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inhibition also increased the binding of ITCH and UBE4B to
acetylated-Ku70 and acetylated-c-FLIPL within one hour, followed
by reduced binding as the total levels of Ku70 and c-FLIPL
decreased (Fig. 5E).

To evaluate the patterns of polyubiquitination of Ku70 and
c-FLIPL after HDAC inhibition, neuroblastoma cells were evaluated
for Lys48 and Lys63 ubiquitin linkages. HDAC inhibition induced
Lys48-linkages on both Ku70 and c-FLIPL that were more notable

Fig. 5 (Continued)
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after proteasomal inhibition (Fig. 5G and Supplemental Figs. 3D
and 4). Formation and elongation of polyubiquitin chains on
c-FLIPL and Ku70 were observed with increased duration of HDAC
inhibition (Fig. 5G, H and Supplemental Fig. 4), suggesting that
HDAC inhibition resulted in increased formation and elongation of
Lys48/Lys63 branched polyubiquitination of Ku70 and c-FLIPL,
leading to the degradation of both c-FLIPL and Ku70.

UBE4B depletion reduces apoptosis induced by HDAC
inhibition via reduced Ku70 and c-FLIPL ubiquitination and
proteasomal degradation
To further evaluate the role of UBE4B in the proteasomal
degradation of Ku70 and c-FLIPL induced by HDAC inhibition,
neuroblastoma cells with depleted UBE4B were analyzed after

SAHA treatment. UBE4B depletion abrogated the expected
decrease in Ku70, c-FLIPL, and p53 protein levels and dramatically
reduced the induction of caspase-8 and PARP cleavage (Fig. 6A, B
and Supplemental Fig. 5A) and caspase 3/7 activation (Supple-
mental Fig. 2). UBE4B depletion resulted in reduced total
ubiquitination and Lys48-linked polyubiquitination of Ku70 and
c-FLIPL at baseline and after HDAC inhibition (Fig. 6C and
Supplemental Figs. 5B and 6), with less reduction in Lys63-linked
polyubiquitination of c-FLIPL and Ku70 noted in SK-N-SH cells
(Supplemental Figs. 5B and 6), suggesting a crucial role for UBE4B
ubiquitin ligase activity in the formation and the elongation of
Lys48/Lys63 branched polyubiquitin chains on the c-FLIPL and
Ku70 proteins, particularly for creating Lys48-polyubiquitin
linkages on existing Lys63-linked ubiquitin residues and for

Fig. 5 (Continued)
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allowing Ku70 and c-FLIP proteasomal degradation. UBE4B
depletion also led to reduced ITCH Lys63 ubiquitination (Fig. 6C
and Supplemental Fig. 5B), suggesting that the presence of UBE4B
in the ITCH-UBE4B complex may be required for ITCH loading with
ubiquitin residues on its HECT domain by the E2 enzyme prior to
ITCH transferring these residues to Ku70 and c-FLIPL.
While UBE4B depletion did not inhibit acetylation of Ku70 and

c-FLIPL induced by HDAC inhibition (Fig. 6D), Ku70 and c-FLIPL
remained in a complex with ITCH and Bax for an extended time in
UBE4B-depleted cells (Fig. 6D compared to Fig. 5E). The increase in
apoptosis induced by HDAC inhibition was also reduced with
UBE4B depletion (Fig. 6E). HDAC inhibition induced the release of
c-FLIPL from acetylated Ku70 (Fig. 6D) as well as the binding of
Ku70 and c-FLIPL to ITCH in the setting of UBE4B depletion, but
the degradation of Ku70 and c-FLIPL was significantly reduced
(Fig. 6E), suggesting that ITCH is an intermediary binding partner
between UBE4B and Ku70 and c-FLIPL and that ITCH E3 ubiquitin
ligase activity initiates the process of polyubiquitination of Ku70
and c-FLIPL.

DISCUSSION
Children with high-risk neuroblastoma have poor outcomes, and
additional understanding of the pathways involved in neuroblas-
toma pathogenesis will assist in the development of improved
therapies. UBE4B is an E3/E4 ubiquitin ligase that catalyzes the
transfer of ubiquitin molecules to target proteins, leading to target
protein trafficking and degradation. We have previously shown
that UBE4B gene expression is strongly associated with neuro-
blastoma patient outcomes, prognostic features, and tumor
differentiation [37, 38], and we hypothesized that UBE4B would
interact with members of DNA damage and repair and apoptotic
pathways, potentially mediating the observed associations
between UBE4B expression and patient outcomes. Our results
have shown for the first time that UBE4B binds to the E3 ubiquitin
ligase ITCH via specific WW domains in the activated ITCH protein
and that the ITCH-UBE4B E3/E4 ubiquitin ligase complex induced
polyubiquitination and proteasomal degradation of both Ku70, a

DNA repair subunit protein, and the anti-apoptotic c-FLIPL protein,
both novel and previously unknown targets of UBE4B activity.
HDAC inhibition induced Ku70 acetylation, leading to release of
c-FLIPL and Bax, increased Ku70 and c-FLIPL Lys48/Lys63
polyubiquitination via the ITCH-UBE4B complex, and induction
of apoptosis. We have further demonstrated that UBE4B depletion
led to reduced polyubiquitination and increased levels of Ku70, c-
FLIPL, and p53 and to reduced apoptosis induced by HDAC
inhibition via stabilization of c-FLIPL and inhibition of caspase 8
activation. We propose a model where the ITCH-UBE4B E3-E4
ubiquitin complex is induced by HDAC inhibition, leading to
c-FLIPL and Ku70 Lys48/Lys63 branched polyubiquitination and
proteasomal degradation with subsequent caspase 8-mediated
apoptosis (Fig. 7). Our results imply a direct role of the ITCH-UBE4B
complex in responses of neuroblastoma cells to HDAC inhibition,
suggesting that the ITCH-UBE4B complex plays a critical role in
responses of neuroblastoma to therapy and suggesting a potential
mechanism underlying the significant association of UBE4B
expression with neuroblastoma patient outcomes.
We previously identified a direct physical interaction between

UBE4B and the hepatocyte growth factor-regulated tyrosine kinase
substrate (Hrs) protein [39], a key regulator of growth factor
receptor (GFR) endosomal trafficking [64, 65]. Recruitment of UBE4B
to endosomal membranes is dependent on binding with Hrs, and
we demonstrated that UBE4B ubiquitin ligase activity is required for
appropriate EGFR trafficking and lysosomal degradation in neuro-
blastoma cells [39]. UBE4B has also been shown to ubiquitinate
cytosolic proteins, leading to proteasomal degradation, and
previously identified direct cytosolic UBE4B targets include p53,
FEZ1, ataxin-3, TTK, PRMT1, MAPK3, OTUB1, and PGAM5 [40–44].
UBE4B has also been shown to interact with other proteins,
including VCP and Hsp90 [31, 66, 67]. These links between UBE4B
ubiquitin ligase activity and GFR trafficking and additional signaling
pathways therefore suggest potential alternative mechanisms that
could also mediate the observed associations between UBE4B gene
expression and neuroblastoma patient outcomes.
Polyubiquitination of target proteins has been shown to direct

proteins for proteasomal degradation, while mono- and multi-

Fig. 5 HDAC inhibition induces Ku70 and c-FLIPL acetylation and Ku70 and c-FLIPL Lys48/Lys63 branched polyubiquitination via the
ITCH-UBE4B complex. A Whole cell lysates (WCL) of SK-N-SH neuroblastoma cells with or without treatment with 1μM vorinostat (Saha) for
24 h were evaluated by Western blots for UBE4B, ITCH, c-FLIPL, Ku70, and actin (Left), and immunoprecipitated Ku70 was isolated and
evaluated by Western blots for UBE4B, ITCH, c-FLIPL, and Ku70 (Right). B WCLs of neuroblastoma cell lines treated with increasing doses of
vorinostat (Saha) for 24 h prior to lysis were evaluated by Western blots for c-FLIPL, Ku70, UBE4B, ITCH, PARP and cleaved PARP (cPARP),
caspase-8 and cleaved caspase-8 fragments p43/41 and p18, and β-actin. Band intensities for c-FLIPL, Ku70, UBE4B and ITCH relative to control
lanes are shown in the tables. C WCLs of SK-N-AS neuroblastoma cells treated with 4μM vorinostat (Saha) for increasing time intervals were
evaluated by Western blot for c-FLIPL, Ku70, UBE4B, phosphorylated ITCH (p-ITCH), total ITCH, PARP and cleaved PARP (cPARP), and caspase-8
and cleaved caspase-8 fragments p43/41 and p18, and β-actin (Left). Band intensities relative to control lanes are shown in the tables. Band
intensities for c-FLIPL (red) and Ku70 (dark blue) relative to β-actin expression were compared over increasing time of Saha treatment (Top
Middle). Band intensities of UBE4B (green), p-ITCH (light blue), and ITCH (dark blue) normalized to β-actin expression were compared at each
timepoint (Bottom Middle), and band intensities of cleaved PARP (cPARP; blue) and cleaved caspase-8 fragments (cC8; red) normalized to
β-actin expression were also compared at each time point (*p < 0.05, **p < 0.01, ***p < 0.001). D WCLs of SK-N-AS neuroblastoma cells treated
with 4μM vorinostat (Saha) for increasing duration with or without added 5μM MG132 were evaluated by Western blots for c-FLIPL, Ku70,
UBE4B, phosphorylated ITCH (p-ITCH), total ITCH, and β-actin. Band intensities relative to control lanes are shown in the tables. Band
intensities for c-FLIPL and Ku70 normalized to β-actin expression were compared in independent graphs in cells treated with Saha without
pre-treatment with MG132 (blue lines) and in cells treated with Saha with MG132 pre-treatment (orange lines) (*p < 0.05, **p < 0.01). EWCLs of
SK-N-AS neuroblastoma cells treated with 4μM vorinostat (Saha) for increasing duration were evaluated by Western blots for ITCH, UBE4B,
Ku70, USP8, c-FLIPL, Bax, and β-actin (Left). Immunoprecipitated acetyl-lysine was isolated and evaluated by Western blot for Ku70 and c-FLIPL
(Top Right), and immunoprecipitated c-FLIPL, Ku70, and Bax were each isolated and evaluated by Western blots for Ku70, c-FLIPL, and Bax as
well as for UBE4B, ITCH and USP8 (Bottom Right). F WCLs of SK-N-AS neuroblastoma cells treated with 4μM vorinostat (Saha) for increasing
duration were evaluated by Western blots for Bax and β-actin (Bottom), and immunoprecipitated Bax was isolated and evaluated by Western
blots for total Bax and activated Bax using an antibody (6A7) which recognizes the active conformation of Bax (Top). G WCLs of SK-N-AS
neuroblastoma cells pre-treated with 5μM MG132 and treated with 4μM vorinostat (Saha) for increasing duration were evaluated by Western
blots for UBE4B, c-FLIPL, Ku70, ubiquitin, and β-actin (Top Left). Immunoprecipitated c-FLIPL (Top Middle) and Ku70 (Top Right) were isolated
and evaluated by Western blots for ubiquitin, Lys48-linked ubiquitin (K48Ub), Lys63-linked ubiquitin (K63Ub), c-FLIPL, and Ku70. Lane “0”
corresponded to 8 h of MG132 treatment (2 h pretreatment, followed by 6 h of treatment with MG132 plus vehicle (DMSO) used for Saha),
while subsequent lanes were from samples treated with MG132 for 2 h, followed by treatment with MG132 plus Saha in DMSO for designated
times. Absolute band intensities of total ubiquitinated (violet), Lys48-linked ubiquitinated (K48Ub; blue), and Lys63-linked ubiquitinated
(K63Ub; red)) c-FLIPL (Left) and Ku70 (Right) are shown in the tables and were compared over time (Bottom).
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monoubiquitination of proteins can serve as signals for other
intracellular protein sorting events [25]. Polyubiquitination reac-
tions are formed on the Lys48 residue, and Lys48-linked ubiquitin
chains are the most prevalent proteasome-targeting signal,

although other ubiquitin modifications such as Lys11- or Lys29-
linked chains as well as multi-monoubiquitination also function as
proteasomal signals [22, 68]. Modifications involving Lys63-linked
chains are more typically involved in regulation of inflammatory

Fig. 6 (Continued)
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signal transduction, DNA repair, endocytosis, and selective
autophagy [69, 70]. However, recent studies have shown that
Lys63 ubiquitination triggers proteasome-mediated degradation
by serving as a “seed” for Lys48/Lys63 branched ubiquitin chains
[69–73], demonstrating that a non-degradative ubiquitin chain
can be converted to a signal to induce proteasomal degradation

through induction of branched ubiquitin chains. In S. cerevisiae,
Ufd2p (i.e., UBE4B) catalyzes Lys48-linked polyubiquitination on
Lys29-linked ubiquitin chains assembled by the ubiquitin ligase
Ufd4p, a HECT-domain containing E3 ubiquitin ligase, resulting in
substrate proteasomal degradation [74]. Prior reports have
suggested that ITCH-mediated Lys63 ubiquitination plays a role

Fig. 6 (Continued)
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in proteasome-mediated substrate degradation by serving as a
“seed” for Lys48/Lys63 branched ubiquitin chains, with ITCH-
dependent Lys63 ubiquitination of the proapoptotic regulator
TXNIP inducing subsequent generation of Lys48/Lys63 branched
chains via UBR5, leading to TXNIP degradation [73]. Based on
these prior reports and our results, we speculate that ITCH induces
the branching of the first short Lys63-linked ubiquitin chain on
Ku70 and c-FLIPL, and UBE4B then acts as an E4 ubiquitin ligase to
induce the polymerization of longer Lys48- and Ly63-branched
polyubiquitin chains on Ku70, c-FLIPL, p53, and likely other UBE4B
targets and acts also as a specific E3 ubiquitin ligase to induce
Lys48 polyubiquitin branching on the elongated Lys63 polyubi-
quitin chain initiated by ITCH on Ku70, c-FLIPL and p53.
Our results demonstrate for the first time that HDAC inhibition

induces Lys48/Lys63 branched polyubiquitination on Ku70 and
c-FLIPL via the ITCH-UBE4B complex with induction of neuro-
blastoma cell apoptosis. ITCH is a NEDD4 family ubiquitin ligase
with a C-terminal HECT domain for E3 ligase function and WW
domains for substrate binding. ITCH has previously been shown
to regulate several signaling pathways through polyubiquitina-
tion, with Lys48, Lys63, Lys27, Lys29, and Lys33 linkages to its
target proteins [75], but the roles of many of these linkages
remain poorly understood. ITCH is involved in the control of
inflammatory signaling pathways and also has a multifaceted
role in human cancers, acting in context-dependent fashion as
either an oncogene or tumor suppressor. ITCH has been shown
to ubiquitinate over 50 target proteins [76–85], and ITCH
depletion leads to increased p73 levels and increased sensitivity
to radiation therapy in neuroblastoma cells [76]. ITCH has also
been shown to participate in endocytic sorting of membrane
proteins by promoting endocytic degradation of endophilin [86]
as well as CXCR4 [87, 88] and other membrane proteins.
Similarly, ITCH mediates ubiquitination of the Hrs protein [87],
suggesting further interactions between UBE4B and ITCH may
occur on the endosomal membrane surface and contribute to
the associations of UBE4B expression with neuroblastoma patient
outcomes.
Our results have identified and confirmed Ku70 and c-FLIPL as

new targets of UBE4B ubiquitin ligase activity through the ITCH-
UBE4B complex. Ku70 is a single-stranded DNA-dependent ATP-
dependent helicase that is involved in DNA non-homologous end
joining (NHEJ) required for double-strand break repair and V(D)J
recombination. Ku70 acetylation has been reported to lead to the

release of c-FLIPL and Bax, allowing for c-FLIPL degradation and
Bax activation. Ku70 and Bax have previously been shown to
interact in neuroblastoma cells, with Ku70 acetylation regulated
by the CBP acetyl transferase and HDAC6 leading to Bax release
and induction of apoptosis [45, 46]. Ku70 also sequesters and
stabilizes Bax via Ku70-mediated deubiquitination and maintains
Bax in an inactive conformation [45, 46, 49–51, 89]. However, the
molecular mechanisms underlying these interactions have not
previously been described.
HDACs play an important role in regulating gene expression

through effects on chromatin structure. Dysregulation of HDAC
activity has been found to promote tumor development and
progression in many tumor types, and HDAC inhibitors induce
apoptosis in many types of cancer cells [90–92]. HDAC expression
has been shown to be associated with neuroblastoma treatment
resistance [93–95], and HDAC inhibitors have been previously shown
to inhibit neuroblastoma cell growth and to induce differentiation,
apoptosis and cell cycle arrest in neuroblastoma tumors [60].
Treatment with the HDAC inhibitor vorinostat (SAHA) also induced
neuroblastoma cell apoptosis and increased chemotherapy sensi-
tivity [50, 51] and demonstrated synergistic efficacy with both
radiation and retinoic acid [50, 96, 97], demonstrating the clinical
potential of vorinostat for the treatment of neuroblastoma. However,
the mechanisms by which HDAC inhibition induces apoptosis in
neuroblastoma cells are poorly understood and likely involve
restoring expression of epigenetically repressed tumor suppressor
genes as well as restoring the acetylation of other non-histone
proteins. Our results demonstrating effects of HDAC inhibitors on
Ku70, leading to Ku70 and c-FLIPL polyubiquitination and degrada-
tion and neuroblastoma cell apoptosis, are consistent with these
prior findings.
Apoptosis is mediated by extrinsic and intrinsic pathways, and

HDAC inhibitors can induce both extrinsic and intrinsic apoptotic
pathways in cancer cells. The extrinsic pathway is initiated by the
binding of death receptors to specific ligands such as Fas ligand
(FasL) and TNF-related apoptosis-inducing ligand (TRAIL). The
adapter protein Fas-associated death domain protein (FADD) and
caspase-8/−10 are recruited and activated to trigger apoptosis
[98]. The FADD-like interleukin 1-converting enzyme (FLICE)
inhibitory protein c-FLIPL, which competitively binds to
procaspase-8 and inhibits caspase-8 activity, is a negative
regulator of this extrinsic apoptosis pathway [99]. The intrinsic
pathway is controlled mainly by the pro- and anti-apoptotic Bcl-2

Fig. 6 UBE4B depletion reduces apoptosis induced by HDAC inhibition via reduced Ku70 and c-FLIPL ubiquitination and proteasomal
degradation. A, B Whole cell lysates (WCLs) of SK-N-SH (A) and SK-N-AS (B) neuroblastoma cells expressing scrambled control sgRNA (A) or
shRNA (B) (SC) or UBE4B sgRNA (A) or shRNA (B) for UBE4B knockdown (UBE4B KD) treated for 24 h with increasing doses of vorinostat (Saha)
were evaluated by Western blots for UBE4B, PARP and cleaved PARP (cPARP), caspase-8 and cleaved caspase-8 fragments p43/41 and p18, c-
FLIPL, Ku70, ITCH, p53, and β-actin (Top). Band intensities for c-FLIPL (red) and Ku70 (dark blue), relative to control lanes and normalized to
β-actin expression, were compared across Saha dose levels (Bottom). C WCLs of SK-N-AS neuroblastoma cells expressing scrambled control
shRNA (SC) or UBE4B shRNA for UBE4B knockdown (UBE4B KD) treated with 4μM vorinostat (Saha) and 5μM MG132 for increasing times were
evaluated by Western blots for UBE4B, c-FLIPL, Ku70, p-ITCH, ITCH and β-actin (Bottom Right). Immunoprecipitated c-FLIPL (Top Left), Ku70
(Top Right) and ITCH (Bottom Left) were isolated and evaluated by Western blots for ubiquitin, Lys48-linked ubiquitin (K48Ub), Lys63-linked
ubiquitin (K63Ub), c-FLIPL, and Ku70 as well as UBE4B and ITCH for immunoprecipitated-ITCH. Lane “0” corresponded to 8 h of MG132
treatment (2 h pretreatment, followed by 6 h of treatment with MG132 plus vehicle (DMSO) used for Saha), while subsequent lanes were from
samples treated with MG132 for 2 h, followed by treatment with MG132 plus Saha in DMSO for designated times. Absolute band intensities
for total ubiquitinated (violet), K48-ubiquitinated (blue) and K63-ubiquitinated (red) ubiquitin c-FLIPL and Ku70 are shown in the tables and
were compared in each cell line at each time point. D WCLs of SK-N-AS neuroblastoma cells with depleted UBE4B (UBE4B KD) treated with
4μM vorinostat (Saha) for increasing duration were evaluated by Western blots for ITCH, UBE4B, Ku70, USP8, c-FLIPL, Bax, and β-actin (Left).
Immunoprecipitated acetyl-lysine was isolated and evaluated by Western blot for Ku70 and c-FLIPL (Top Right), and immunoprecipitated c-
FLIPL, Ku70, and Bax were each isolated and evaluated by Western blots for ITCH, UBE4B, Ku70, USP8, c-FLIPL, Bax and β-actin (Right). E WCLs
of SK-N-AS neuroblastoma cells expressing scrambled control shRNA (SC) or UBE4B shRNA for UBE4B knockdown (UBE4B KD) treated with
4μM vorinostat (Saha) for increasing times were evaluated by Western blots for UBE4B, c-FLIPL, c-FLIPs, Ku70, phosphorylated ITCH (p-ITCH),
total ITCH, caspase-8 and cleaved caspase-8 fragments p43/41 and p18, caspase-9 and cleaved caspase-9 fragment p37, PARP and cleaved
PARP (cPARP), and β-actin. Band intensities relative to control lanes are shown in the tables. Band intensities for c-FLIPL (red) and Ku70 (dark
blue) relative to β-actin expression were compared over increasing time of Saha treatment (Top Right). Band intensities of UBE4B (green),
p-ITCH (light blue), and total ITCH (dark blue) relative to β-actin expression were also compared over increasing time of Saha treatment
(Middle Right). Absolute band intensities of cleaved PARP (cPARP) (blue), cleaved caspase-8 fragments (cC8) (yellow) and caspase-9 fragments
(cC9) (violet) are shown in the table and were compared in each cell line at each time point (Bottom Right).
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Fig. 7 Proposed model of the ITCH-UBE4B E3-E4 ubiquitin ligase complex inducing c-FLIPL and Ku70 Lys48/Lys63 polyubiquitination and
proteasomal degradation. We propose that HDAC inhibition induces ITCH activation mediated by JNK phosphorylation, followed by
recruitment of UBE4B binding to the WW4 domain of ITCH. The ITCH-UBE4B complex then recruits Ku70 and c-FLIPL binding via other ITCH
WW domains. Acetylation of Ku70 disrupts the interaction between Ku70 and Bax, leading to the release of Bax. ITCH then ubiquitinates Ku70
and c-FLIPL, and UBE4B subsequently induces elongation of Lys63 ubiquitin chains, branching via Lys48 ubiquitin linkages, and elongation of
Lys48 ubiquitin chains. The polyubiquitinated Ku70 and c-FLIPL are then directed to the proteasome for degradation, leading to activation of
caspase 8 and induction of apoptosis.
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family proteins and the effector proteins Bak and Bax, which can
oligomerize with truncated Bid and form pores in the outer
mitochondrial membrane, releasing cytochrome c and Smac/
Diablo into the cytoplasm, leading to the activation of caspase-9
and caspase-3 and induction of apoptosis [100]. Our results
therefore demonstrate novel linkages of the ITCH-UBE4B complex
to both the intrinsic and extrinsic apoptotic pathways, with Ku70
having a role in triggering both the intrinsic pathway via Bax
activation and the extrinsic pathway via c-FLIPL degradation.
We believe that neuroblastoma tumorigenesis is promoted by a

coordinated network of intracellular signaling pathways whose
activities are altered by reduced UBE4B expression and loss of
UBE4B ubiquitin ligase activity in high-risk neuroblastoma tumors
and that these UBE4B-mediated pathways directly impact
neuroblastoma patient outcomes. Our results have identified
novel interactions and novel targets for UBE4B ubiquitin ligase
activity and a direct role of the ITCH-UBE4B E3-E4 ubiquitin ligase
complex in neuroblastoma cell responses to HDAC inhibition. Our
results also suggest that HDAC inhibition induces ITCH activation
and formation of ITCH-UBE4B ubiquitin ligase complex that
recruits Ku70 and c-FLIPL for polyubiquitination and degradation,
leading to induction of apoptosis and suggesting that the
association of UBE4B expression with neuroblastoma patient
outcomes may be mediated by effects on responses of patient
tumors to therapy via the ITCH-UBE4B complex. The combined
associations of UBE4B expression and UBE4B-mediated intracel-
lular signaling pathway activity with patient outcomes suggests
that these pathways play critical roles in neuroblastoma patho-
genesis and represent potential therapeutic targets. Increased
understanding of UBE4B targets and downstream signaling
pathways will help identify the functional links between UBE4B
expression and patient outcomes and identify novel targets for
the development of new treatment combinations for children with
neuroblastoma.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

DATA AVAILABILITY
Data sharing is not applicable to this article as no datasets were generated during the
current study. All data generated during this study are included in this published
article and are available from the lead contact upon request.

REFERENCES
1. Bagatell R, Cohn SL. Genetic discoveries and treatment advances in neuro-

blastoma. Curr Opin Pediatr. 2016;28:19–25.
2. Matthay KK, Maris JM, Schleiermacher G, Nakagawara A, Mackall CL, Diller L,

et al. Neuroblastoma. Nat Rev Dis Prim. 2016;2:16078.
3. Whittle SB, Smith V, Doherty E, Zhao S, McCarty S, Zage PE. Overview and recent

advances in the treatment of neuroblastoma. Expert Rev Anticancer Ther.
2017;17:369–86.

4. Lau L, Tai D, Weitzman S, Grant R, Baruchel S, Malkin D. Factors influencing
survival in children with recurrent neuroblastoma. J Pediatr Hematol Oncol.
2004;26:227–32.

5. London WB, Bagatell R, Weigel BJ, Fox E, Guo D, Van Ryn C, et al. Historical time
to disease progression and progression-free survival in patients with recurrent/
refractory neuroblastoma treated in the modern era on Children’s Oncology
Group early-phase trials. Cancer. 2017;123:4914–23.

6. Hoeller D, Hecker CM, Dikic I. Ubiquitin and ubiquitin-like proteins in cancer
pathogenesis. Nat Rev Cancer. 2006;6:776–88.

7. Hoeller D, Dikic I. Targeting the ubiquitin system in cancer therapy. Nature.
2009;458:438–44.

8. Kirkin V, Dikic I. Ubiquitin networks in cancer. Curr Opin Genet Dev.
2011;21:21–8.

9. Lipkowitz S, Weissman AM. RINGs of good and evil: RING finger ubiquitin ligases
at the crossroads of tumour suppression and oncogenesis. Nat Rev Cancer.
2011;11:629–43.

10. Pal A, Young MA, Donato NJ. Emerging potential of therapeutic targeting of
ubiquitin-specific proteases in the treatment of cancer. Cancer Res.
2014;74:4955–66.

11. Yang WL, Zhang X, Lin HK. Emerging role of Lys-63 ubiquitination in protein
kinase and phosphatase activation and cancer development. Oncogene.
2010;29:4493–503.

12. Gustafson WC, Weiss WA. Myc proteins as therapeutic targets. Oncogene.
2010;29:1249–59.

13. Liu Z, Chen SS, Clarke S, Veschi V, Thiele CJ. Targeting MYCN in pediatric and
adult cancers. Front Oncol. 2020;10:623679.

14. Van Maerken T, Vandesompele J, Rihani A, De Paepe A, Speleman F. Escape from
p53-mediated tumor surveillance in neuroblastoma: switching off the p14(ARF)-
MDM2-p53 axis. Cell Death Differ. 2009;16:1563–72.

15. Chen L, Rousseau RF, Middleton SA, Nichols GL, Newell DR, Lunec J, et al. Pre-
clinical evaluation of the MDM2-p53 antagonist RG7388 alone and in combi-
nation with chemotherapy in neuroblastoma. Oncotarget. 2015;6:10207–21.

16. Cheung BB, Kleynhans A, Mittra R, Kim PY, Holien JK, Nagy Z, et al. A novel
combination therapy targeting ubiquitin-specific protease 5 in MYCN-driven
neuroblastoma. Oncogene. 2021;40:2367–81.

17. Gu Y, Lv F, Xue M, Chen K, Cheng C, Ding X, et al. The deubiquitinating enzyme
UCHL1 is a favorable prognostic marker in neuroblastoma as it promotes
neuronal differentiation. J Exp Clin Cancer Res. 2018;37:258.

18. Nagy Z, Seneviratne JA, Kanikevich M, Chang W, Mayoh C, Venkat P, et al. An
ALYREF-MYCN coactivator complex drives neuroblastoma tumorigenesis
through effects on USP3 and MYCN stability. Nat Commun. 2021;12:1881.

19. Tavana O, Li D, Dai C, Lopez G, Banerjee D, Kon N, et al. HAUSP deubiquitinates
and stabilizes N-Myc in neuroblastoma. Nat Med. 2016;22:1180–6.

20. Zafar A, Wang W, Liu G, Xian W, McKeon F, Zhou J, et al. Targeting the p53-
MDM2 pathway for neuroblastoma therapy: rays of hope. Cancer Lett.
2021;496:16–29.

21. Passmore LA, Barford D. Getting into position: the catalytic mechanisms of
protein ubiquitylation. Biochem J. 2004;379:513–25.

22. Swatek KN, Komander D. Ubiquitin modifications. Cell Res. 2016;26:399–422.
23. Thrower JS, Hoffman L, Rechsteiner M, Pickart CM. Recognition of the poly-

ubiquitin proteolytic signal. EMBO J. 2000;19:94–102.
24. Ikeda F, Dikic I. Atypical ubiquitin chains: new molecular signals. ‘Protein

Modifications: Beyond the Usual Suspects’ review series. EMBO Rep.
2008;9:536–42.

25. Miranda M, Sorkin A. Regulation of receptors and transporters by ubiquitination:
new insights into surprisingly similar mechanisms. Mol Inter. 2007;7:157–67.

26. Chau V, Tobias JW, Bachmair A, Marriott D, Ecker DJ, Gonda DK, et al. A multi-
ubiquitin chain is confined to specific lysine in a targeted short-lived protein.
Science. 1989;243:1576–83.

27. Hershko A, Ciechanover A. The ubiquitin system. Annu Rev Biochem.
1998;67:425–79.

28. Bennett EJ, Harper JW. DNA damage: ubiquitin marks the spot. Nat Struct Mol
Biol. 2008;15:20–2.

29. Haglund K, Dikic I. Ubiquitylation and cell signaling. EMBO J. 2005;24:3353–9.
30. Morrow JK, Lin HK, Sun SC, Zhang S. Targeting ubiquitination for cancer

therapies. Future Med Chem. 2015;7:2333–50.
31. Kaneko C, Hatakeyama S, Matsumoto M, Yada M, Nakayama K, Nakayama KI.

Characterization of the mouse gene for the U-box-type ubiquitin ligase UFD2a.
Biochem Biophys Res Commun. 2003;300:297–304.

32. Koegl M, Hoppe T, Schlenker S, Ulrich HD, Mayer TU, Jentsch S. A novel ubi-
quitination factor, E4, is involved in multiubiquitin chain assembly. Cell.
1999;96:635–44.

33. Hatakeyama S, Yada M, Matsumoto M, Ishida N, Nakayama KI. U box proteins as
a new family of ubiquitin-protein ligases. J Biol Chem. 2001;276:33111–20.

34. Attiyeh EF, London WB, Mosse YP, Wang Q, Winter C, Khazi D, et al. Chromo-
some 1p and 11q deletions and outcome in neuroblastoma. N Engl J Med.
2005;353:2243–53.

35. Caron H, van Sluis P, de Kraker J, Bokkerink J, Egeler M, Laureys G, et al. Allelic
loss of chromosome 1p as a predictor of unfavorable outcome in patients with
neuroblastoma. N Engl J Med. 1996;334:225–30.

36. White PS, Thompson PM, Gotoh T, Okawa ER, Igarashi J, Kok M, et al. Definition
and characterization of a region of 1p36.3 consistently deleted in neuro-
blastoma. Oncogene. 2005;24:2684–94.

37. Woodfield SE, Guo RJ, Liu Y, Major AM, Hollingsworth EF, Indiviglio S, et al.
Neuroblastoma patient outcomes, tumor differentiation, and ERK activation are
correlated with expression levels of the ubiquitin ligase UBE4B. Genes Cancer.
2016;7:13–26.

38. Zage PE, Sirisaengtaksin N, Liu Y, Gireud M, Brown BS, Palla S, et al. UBE4B levels
are correlated with clinical outcomes in neuroblastoma patients and with
altered neuroblastoma cell proliferation and sensitivity to epidermal growth
factor receptor inhibitors. Cancer. 2013;119:915–23.

C. Le Clorennec et al.

16

Cell Death and Disease          (2023) 14:739 



39. Sirisaengtaksin N, Gireud M, Yan Q, Kubota Y, Meza D, Waymire JC, et al. UBE4B
protein couples ubiquitination and sorting machineries to enable epidermal
growth factor receptor (EGFR) degradation. J Biol Chem. 2014;289:3026–39.

40. Bhuripanyo K, Wang Y, Liu X, Zhou L, Liu R, Duong D, et al. Identifying the
substrate proteins of U-box E3s E4B and CHIP by orthogonal ubiquitin transfer.
Sci Adv. 2018;4:e1701393.

41. Liu C, van Dyk D, Choe V, Yan J, Majumder S, Costanzo M, et al. Ubiquitin ligase Ufd2
is required for efficient degradation of Mps1 kinase. J Biol Chem. 2011;286:43660–7.

42. Matsumoto M, Yada M, Hatakeyama S, Ishimoto H, Tanimura T, Tsuji S, et al.
Molecular clearance of ataxin-3 is regulated by a mammalian E4. EMBO J.
2004;23:659–69.

43. Okumura F, Hatakeyama S, Matsumoto M, Kamura T, Nakayama KI. Functional
regulation of FEZ1 by the U-box-type ubiquitin ligase E4B contributes to
neuritogenesis. J Biol Chem. 2004;279:53533–43.

44. Wu H, Pomeroy SL, Ferreira M, Teider N, Mariani J, Nakayama KI, et al. UBE4B
promotes Hdm2-mediated degradation of the tumor suppressor p53. Nat Med.
2011;17:347–55.

45. Subramanian C, Opipari AW Jr., Bian X, Castle VP, Kwok RP. Ku70 acetylation
mediates neuroblastoma cell death induced by histone deacetylase inhibitors.
Proc Natl Acad Sci USA. 2005;102:4842–7.

46. Subramanian C, Jarzembowski JA, Opipari AW Jr., Castle VP, Kwok RP. HDAC6
deacetylates Ku70 and regulates Ku70-Bax binding in neuroblastoma. Neoplasia.
2011;13:726–34.

47. Kerr E, Holohan C, McLaughlin KM, Majkut J, Dolan S, Redmond K, et al. Iden-
tification of an acetylation-dependant Ku70/FLIP complex that regulates FLIP
expression and HDAC inhibitor-induced apoptosis. Cell Death Differ.
2012;19:1317–27.

48. Gong P, Li K, Li Y, Liu D, Zhao L, Jing Y. HDAC and Ku70 axis- an effective target
for apoptosis induction by a new 2-cyano-3-oxo-1,9-dien glycyrrhetinic acid
analogue. Cell Death Dis. 2018;9:623.

49. Amsel AD, Rathaus M, Kronman N, Cohen HY. Regulation of the proapoptotic
factor Bax by Ku70-dependent deubiquitylation. Proc Natl Acad Sci USA.
2008;105:5117–22.

50. Hada M, Subramanian C, Andrews PC, Kwok RP. Cytosolic Ku70 regulates Bax-
mediated cell death. Tumour Biol. 2016;37:13903–14.

51. Subramanian C, Jarzembowski JA, Opipari AW Jr., Castle VP, Kwok RP. CREB-
binding protein is a mediator of neuroblastoma cell death induced by the
histone deacetylase inhibitor trichostatin A. Neoplasia. 2007;9:495–503.

52. Flynn SM, Lesperance J, Macias A, Phanhthilath N, Paul MR, Kim JW, et al. The
multikinase inhibitor RXDX-105 is effective against neuroblastoma in vitro and
in vivo. Oncotarget. 2019;10:6323–33.

53. Subramonian D, Phanhthilath N, Rinehardt H, Flynn S, Huo Y, Zhang J, et al.
Regorafenib is effective against neuroblastoma in vitro and in vivo and inhibits
the RAS/MAPK, PI3K/Akt/mTOR and Fos/Jun pathways. Br J Cancer.
2020;123:568–79.

54. Zhang L, Scorsone K, Woodfield SE, Zage PE. Sensitivity of neuroblastoma to the
novel kinase inhibitor cabozantinib is mediated by ERK inhibition. Cancer
Chemother Pharmacol. 2015;76:977–87.

55. Memarzadeh K, Savage DJ, Bean AJ. Low UBE4B expression increases sensitivity
of chemoresistant neuroblastoma cells to EGFR and STAT5 inhibition. Cancer
Biol Ther. 2019;20:1416–29.

56. Gabrielsen M, Buetow L, Nakasone MA, et al. A general strategy for discovery of
inhibitors and activators of RING and U-box E3 ligases with ubiquitin variants.
Mol Cell. 2017;68:456–70.

57. Raimondo D, Giorgetti A, Bernassola F, Melino G, Tramontano A. Modelling and
molecular dynamics of the interaction between the E3 ubiquitin ligase Itch and
the E2 UbcH7. Biochem Pharmacol. 2008;76:1620–7.

58. Gallagher E, Gao M, Liu YC, Karin M. Activation of the E3 ubiquitin ligase Itch
through a phosphorylation-induced conformational change. Proc Natl Acad Sci
USA. 2006;103:1717–22.

59. Gong P, Wang Y, Jing Y. Apoptosis induction by histone deacetylase inhibitors in
cancer cells: role of Ku70. Int J Mol Sci. 2019;20:1601.

60. Witt O, Deubzer HE, Lodrini M, Milde T, Oehme I. Targeting histone deacetylases
in neuroblastoma. Curr Pharm Des. 2009;15:436–47.

61. Jubierre L, Jimenez C, Rovira E, Soriano A, Sabado C, Gros L, et al. Targeting of
epigenetic regulators in neuroblastoma. Exp Mol Med. 2018;50:1–12.

62. De los Santos M, Zambrano A, Aranda A. Combined effects of retinoic acid and
histone deacetylase inhibitors on human neuroblastoma SH-SY5Y cells. Mol
Cancer Ther. 2007;6:1425–32.

63. Zheng X, Naiditch J, Czurylo M, Jie C, Lautz T, Clark S, et al. Differential effect of
long-term drug selection with doxorubicin and vorinostat on neuroblastoma
cells with cancer stem cell characteristics. Cell Death Dis. 2013;4:e740.

64. Lloyd TE, Atkinson R, Wu MN, Zhou Y, Pennetta G, Bellen HJ. Hrs regulates
endosome membrane invagination and tyrosine kinase receptor signaling in
Drosophila. Cell. 2002;108:261–9.

65. Sun W, Yan Q, Vida TA, Bean AJ. Hrs regulates early endosome fusion by inhi-
biting formation of an endosomal SNARE complex. J Cell Biol. 2003;162:125–37.

66. Hatakeyama S, Matsumoto M, Yada M, Nakayama KI. Interaction of U-box-type
ubiquitin-protein ligases (E3s) with molecular chaperones. Genes Cells.
2004;9:533–48.

67. Wang Q, Song C, Li CC. Molecular perspectives on p97-VCP: progress in
understanding its structure and diverse biological functions. J Struct Biol.
2004;146:44–57.

68. Yau R, Rape M. The increasing complexity of the ubiquitin code. Nat Cell Biol.
2016;18:579–86.

69. Husnjak K, Dikic I. Ubiquitin-binding proteins: decoders of ubiquitin-mediated
cellular functions. Annu Rev Biochem. 2012;81:291–322.

70. Komander D, Rape M. The ubiquitin code. Annu Rev Biochem. 2012;81:203–29.
71. Fernandez-Majada V, Welz PS, Ermolaeva MA, Schell M, Adam A, Dietlein F, et al.

The tumour suppressor CYLD regulates the p53 DNA damage response. Nat
Commun. 2016;7:12508.

72. Ohtake F, Saeki Y, Ishido S, Kanno J, Tanaka K. The K48-K63 branched ubiquitin
chain regulates NF-kappaB signaling. Mol Cell. 2016;64:251–66.

73. Ohtake F, Tsuchiya H, Saeki Y, Tanaka K. K63 ubiquitylation triggers proteasomal
degradation by seeding branched ubiquitin chains. Proc Natl Acad Sci USA.
2018;115:E1401–8.

74. Liu C, Liu W, Ye Y, Li W. Ufd2p synthesizes branched ubiquitin chains to promote
the degradation of substrates modified with atypical chains. Nat Commun.
2017;8:14274.

75. Yin Q, Wyatt CJ, Han T, Smalley KSM, Wan L. ITCH as a potential therapeutic
target in human cancers. Semin Cancer Biol. 2020;67:117–30.

76. Meng J, Tagalakis AD, Hart SL. Silencing E3 Ubiqutin ligase ITCH as a potential
therapy to enhance chemotherapy efficacy in p53 mutant neuroblastoma cells.
Sci Rep. 2020;10:1046.

77. Le Clorennec C, Lazrek Y, Dubreuil O, Larbouret C, Poul MA, Mondon P, et al. The
anti-HER3 (ErbB3) therapeutic antibody 9F7-F11 induces HER3 ubiquitination
and degradation in tumors through JNK1/2- dependent ITCH/AIP4 activation.
Oncotarget. 2016;7:37013–29.

78. Li K, Zhang TT, Zhao CX, Wang F, Cui B, Yang ZN, et al. Faciogenital Dysplasia
5 supports cancer stem cell traits in basal-like breast cancer by enhancing EGFR
stability. Sci Transl Med. 2021;13:eabb2914.

79. Omerovic J, Santangelo L, Puggioni EM, Marrocco J, Dall’Armi C, Palumbo C,
et al. The E3 ligase Aip4/Itch ubiquitinates and targets ErbB-4 for degradation.
FASEB J. 2007;21:2849–62.

80. Chang L, Kamata H, Solinas G, Luo JL, Maeda S, Venuprasad K, et al. The E3
ubiquitin ligase itch couples JNK activation to TNFalpha-induced cell death by
inducing c-FLIP(L) turnover. Cell. 2006;124:601–13.

81. Rossi M, Aqeilan RI, Neale M, Candi E, Salomoni P, Knight RA, et al. The E3
ubiquitin ligase Itch controls the protein stability of p63. Proc Natl Acad Sci USA.
2006;103:12753–8.

82. Salah Z, Melino G, Aqeilan RI. Negative regulation of the Hippo pathway by E3
ubiquitin ligase ITCH is sufficient to promote tumorigenicity. Cancer Res.
2011;71:2010–20.

83. Salah Z, Bar-mag T, Kohn Y, Pichiorri F, Palumbo T, Melino G, et al. Tumor
suppressor WWOX binds to ΔNp63alpha and sensitizes cancer cells to che-
motherapy. Cell Death Dis. 2013;4:e480.

84. Suryaraja R, Anitha M, Anbarasu K, Kumari G, Mahalingam S. The E3 ubiquitin
ligase Itch regulates tumor suppressor protein RASSF5/NORE1 stability in an
acetylation-dependent manner. Cell Death Dis. 2013;4:e565.

85. Yeung B, Ho KC, Yang X. WWP1 E3 ligase targets LATS1 for ubiquitin-mediated
degradation in breast cancer cells. PLoS ONE. 2013;8:e61027.

86. Angers A, Ramjaun AR, McPherson PS. The HECT domain ligase itch ubiquiti-
nates endophilin and localizes to the trans-Golgi network and endosomal sys-
tem. J Biol Chem. 2004;279:11471–9.

87. Marchese A, Raiborg C, Santini F, Keen JH, Stenmark H, Benovic JL. The E3
ubiquitin ligase AIP4 mediates ubiquitination and sorting of the G protein-
coupled receptor CXCR4. Dev Cell. 2003;5:709–22.

88. Mossinger J, Wieffer M, Krause E, Freund C, Gerth F, Krauss M, et al. Phospha-
tidylinositol 4-kinase IIα function at endosomes is regulated by the ubiquitin
ligase Itch. EMBO Rep. 2012;13:1087–94.

89. Hacker S, Karl S, Mader I, Cristofanon S, Schweitzer T, Krauss J, et al. Histone
deacetylase inhibitors prime medulloblastoma cells for chemotherapy-induced
apoptosis by enhancing p53-dependent Bax activation. Oncogene.
2011;30:2275–81.

90. Cohen HY, Lavu S, Bitterman KJ, Hekking B, Imahiyerobo TA, Miller C, et al.
Acetylation of the C terminus of Ku70 by CBP and PCAF controls Bax-mediated
apoptosis. Mol Cell. 2004;13:627–38.

91. Costanzo A, Merlo P, Pediconi N, Fulco M, Sartorelli V, Cole PA, et al. DNA
damage-dependent acetylation of p73 dictates the selective activation of
apoptotic target genes. Mol Cell. 2002;9:175–86.

C. Le Clorennec et al.

17

Cell Death and Disease          (2023) 14:739 



92. Huang BH, Laban M, Leung CH, Lee L, Lee CK, Salto-Tellez M, et al. Inhibition of
histone deacetylase 2 increases apoptosis and p21Cip1/WAF1 expression,
independent of histone deacetylase 1. Cell Death Differ. 2005;12:395–404.

93. Keshelava N, Davicioni E, Wan Z, Ji L, Sposto R, Triche TJ, et al. Histone deacetylase
1 gene expression and sensitization of multidrug-resistant neuroblastoma cell
lines to cytotoxic agents by depsipeptide. J Natl Cancer Inst. 2007;99:1107–19.

94. Lodrini M, Oehme I, Schroeder C, Milde T, Schier MC, Kopp-Schneider A, et al.
MYCN and HDAC2 cooperate to repress miR-183 signaling in neuroblastoma.
Nucleic Acids Res. 2013;41:6018–33.

95. Oehme I, Deubzer HE, Wegener D, Pickert D, Linke JP, Hero B, et al. Histone
deacetylase 8 in neuroblastoma tumorigenesis. Clin Cancer Res. 2009;15:91–9.

96. Hahn CK, Ross KN, Warrington IM, Mazitschek R, Kanegai CM, Wright RD, et al.
Expression-based screening identifies the combination of histone deacetylase
inhibitors and retinoids for neuroblastoma differentiation. Proc Natl Acad Sci
USA. 2008;105:9751–6.

97. Mueller S, Yang X, Sottero TL, Gragg A, Prasad G, Polley MY, et al. Cooperation of
the HDAC inhibitor vorinostat and radiation in metastatic neuroblastoma: effi-
cacy and underlying mechanisms. Cancer Lett. 2011;306:223–9.

98. Roy S, Nicholson DW. Cross-talk in cell death signaling. J Exp Med.
2000;192:F21–5.

99. Fulda S. Tumor resistance to apoptosis. Int J Cancer. 2009;124:511–5.
100. Elkholi R, Floros KV, Chipuk JE. The role of BH3-only proteins in tumor cell

development, signaling, and treatment. Genes Cancer. 2011;2:523–37.

ACKNOWLEDGEMENTS
We acknowledge the generous gifts of expression constructs from Dr. Gerry Melino
and Dr. Venuprasad K. Poojary.

AUTHOR CONTRIBUTIONS
CLC: conceptualization, data curation, formal analysis, investigation, methodology,
validation, writing—original draft, writing—review and editing. DS and YH: data
curation, investigation, validation, writing—review and editing. PEZ: conceptualiza-
tion, data curation, formal analysis, funding acquisition, investigation, methodology,
project administration, resources, supervision, validation, writing—original draft,
writing—review and editing.

FUNDING
This study was supported by funding from Padres Pedal the Cause (to PEZ).

COMPETING INTERESTS
The authors declare no competing interests.

ETHICS APPROVAL AND CONSENT TO PARTICIPATE
All studies using human cell lines and de-identified data were performed in
accordance with the Declaration of Helsinki and were approved by the UCSD
Institutional Review Board (Protocol #200868 (PI: Zage); approved by the UCSD IRB on
June 16, 2020 and renewed on June 27, 2023). No animal experiments were
performed in this manuscript.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41419-023-06252-7.

Correspondence and requests for materials should be addressed to Peter E. Zage.

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

C. Le Clorennec et al.

18

Cell Death and Disease          (2023) 14:739 

https://doi.org/10.1038/s41419-023-06252-7
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	UBE4B interacts with the ITCH E3 ubiquitin ligase to induce Ku70 and c-FLIPL polyubiquitination and enhanced neuroblastoma apoptosis
	Introduction
	Materials and methods
	Cells and culture conditions
	Expression plasmids and constructs
	Generation of stable UBE4B knockout cells by�CRISPR
	Therapeutic agents and antibodies
	Cell lysis and immunoprecipitation
	Western blotting
	Protein–protein docking analyses

	Results
	Identification of Ku70 and c-FLIPL as targets of an ITCH-UBE4B E3-E4 ubiquitin ligase complex
	UBE4B, Ku70, and c-FLIPL interact with distinct domains of�ITCH
	The ITCH-UBE4B complex induces Lys48/Lys63-branched polyubiquitin chains on Ku70 and c-FLIPL
	HDAC inhibition induces Ku70 and c-FLIPL acetylation and Ku70 and c-FLIPL Lys48/Lys63 branched polyubiquitination via the ITCH-UBE4B complex, leading to induction of apoptosis
	UBE4B depletion reduces apoptosis induced by HDAC inhibition via reduced Ku70 and c-FLIPL ubiquitination and proteasomal degradation

	Discussion
	Reporting summary

	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	Ethics approval and consent to participate
	ADDITIONAL INFORMATION




