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Abstract: The use of specific inhibitors towards mutant BRAF (BRAFi) and MEK (MEKi) in BRAF-
mutated patients has significantly improved progression-free and overall survival of metastatic
melanoma patients. Nevertheless, half of the patients still develop resistance within the first year of
therapy. Therefore, understanding the mechanisms of BRAFi/MEKi-acquired resistance has become
a priority for researchers. Among others, oxidative stress-related mechanisms have emerged as a
major force. The aim of this study was to evaluate the contribution of Nrf2, the master regulator of
the cytoprotective and antioxidant response, in the BRAFi/MEKi acquired resistance of melanoma.
Moreover, we investigated the mechanisms of its activity regulation and the possible cooperation with
the oncogene YAP, which is also involved in chemoresistance. Taking advantage of established in vitro
melanoma models resistant to BRAFi, MEKi, or dual resistance to BRAFi/MEKi, we demonstrated
that Nrf2 was upregulated in melanoma cells resistant to targeted therapy at the post-translational
level and that the deubiquitinase DUB3 participated in the control of the Nrf2 protein stability.
Furthermore, we found that Nrf2 controlled the expression of YAP. Importantly, the inhibition of
Nrf2, directly or through inhibition of DUB3, reverted the resistance to targeted therapies.

Keywords: melanoma; targeted therapy resistance; BRAFi/MEKi; dabrafenib; trametinib; Nrf2; YAP;
DUB3; D4M cell line; A375 cell line

1. Introduction

Cutaneous melanoma is the 17th most common cancer worldwide, with 324,635 new
cases and 57,043 deaths in 2020 [1]. The worldwide incidence of melanoma has risen
rapidly in the last 50 years [2]. It accounts for only about 1% of cutaneous malignancies,
but it is the most lethal form of skin cancer [3]. Although at early stages, melanoma
has a very high survival rate (5-year survival > 99%); however, the advanced disease
is poorly responsive to treatment based on conventional chemotherapy or radiotherapy,
resulting in a 5-year survival rate of only 15% [4]. Fortunately, since 2011 new targeted
treatments and immunotherapy [5] have led to a significant increase in survival. The
5-year relative survival for advanced stages of melanoma has doubled over the past decade,
from 15–16% for patients diagnosed during 2004–2011 to 39.3% during 2016–2018 [4].
Mutational status of the cytoplasmic serine/threonine kinase mutant v-Raf murine sarcoma
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viral oncogene homolog B1 (BRAF), belonging to the mitogen-activated protein kinase
(MAPK) signaling pathway, is the main criterion adopted to decide the best therapeutic
option for advanced patients. Indeed, in the presence of BRAF mutation, both anti-BRAF
targeted therapies, such as dabrafenib or vemurafenib, and checkpoint inhibitors, such
as the anti-programmed death 1 (PD-1) blockers nivolumab and pembrolizumab, or the
cytotoxic T-lymphocyte antigen 4 (CTLA-4) blocker ipilimumab can be used, while in
BRAF-wild type melanoma patients, only immunotherapy can be delivered [6]. Activating
mutations of BRAF mutations are present in ~50% of all melanoma cases and involve a
substitution of the valine at position 600 (V600). More than 90% of those have a valine–
glutamic acid substitution (V600E), followed by the less frequent missense mutations V600K,
V600R, and V600D [7]. Treatment with BRAF inhibitor (BRAFi), selectively targeting the
BRAF V600 genetic alteration, results in high response rates, further increased with the
simultaneous addition of an inhibitor of mitogen-activated protein kinase (MEK), the BRAF
downstream effector. Several combinations of BRAFi/MEKi are currently available, such
as dabrafenib/trametinib, vemurafenib/cobimetinib, and the most recently introduced
encorafenib/binimetinib [6]. When comparing BRAFi/MEKi combination therapy with
BRAFi alone, increases in progression-free survival (PFS) and overall survival (OS) have
been proven [8–10].

Despite significant improvements with the BRAFi/MEKi combination therapy, ac-
quired resistance frequently develops within one year from the treatments, determining a
real limit to their efficacy. Thus, there is an intense effort to understand the mechanisms
of resistance to BRAFi/MEKi, with the aim of identifying new therapeutic targets. Both
genetic and epigenetic mechanisms have been associated with the acquired resistance,
mainly resulting in the reactivation of MAPK and, to a lesser extent, phosphatidylinositol
3-kinase (PI3K) and protein kinase B (AKT) pathways [11]. Recently, oxidative stress has
become an emerging factor involved in drug resistance. Indeed, redox biology, which refers
to the study of biochemical processes guided by reactive oxygen/nitrogen species (ROS
and RNS) and antioxidants, plays a central role in melanoma and other solid cancers [12,13].
When ROS/RNS are produced in excess with respect to the antioxidant defenses, oxidative
stress occurs. One of the main proteins involved in regulating antioxidant response is
the Nuclear factor E2-related factor 2 (Nrf2), a transcription factor that has been found to
play a pivotal role in several types of cancer [14], including melanoma [15,16]. In phys-
iological conditions, Nrf2 is located in the cytosol, where it is coupled to its inhibitor
Kelch-like ECH-associated protein (KEAP1), resulting in its degradation via ubiquitina-
tion and proteasomal-dependent proteolysis. Under oxidative stress, cysteine residues
of KEAP1 are oxidized, leading to a conformational alteration. Thus, Nrf2 is released,
and it can translocate into the nucleus where it binds to the Antioxidant Response Ele-
ments (ARE) sequences located in the promoter of specific antioxidant and cytoprotective
genes, including Heme oxygenase-1 (HO-1) and numerous genes related to glutathione
(GSH) metabolism, such as γ-glutamate cysteine ligase and glutathione-S-transferase A4
(GSTA4) [14]. Nrf2 can be a double-edged sword in several types of cancers, including
melanoma [16,17]. Indeed, a cytoprotective role for Nrf2 has been recognized in the early
stages of malignant transformation due to its ability to inhibit tumor growth, detoxify
carcinogens, and protect cells from oxidative stress damage. However, an opposite role
of Nrf2 in the advanced stages of the cancer disease has been highlighted since aberrant
activations of Nrf2 are associated with poor prognosis, induction of pro-survival genes,
promotion of cancer cell proliferation by metabolic reprogramming, and enhancement of
the self-renewal capacity of cancer stem cells. Interestingly, Nrf2 is involved in resistance
to chemotherapeutic drugs and radiation treatments [16–19]. In melanoma, immunohisto-
chemistry studies revealed that Nrf2 protein expression correlated with deeper Breslow,
invasive phenotype, nodular growth, and worse survival [20]. Moreover, Nrf2 inhibition
enhanced melanoma sensitivity to conventional drugs, such as cisplatin (CDDP), dacar-
bazine (DTIC), or temozolomide (TMZ) [21–23]. Interestingly, Nrf2 inhibition can also
overcome melanoma radioresistance [18].
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More than 2000 genes can be directly or indirectly regulated by Nrf2. The majority are
involved in maintaining redox balance; however, others contribute to the balance among
metabolic pathways, thus apparently unrelated to oxidative stress [24]. Recently our group
identified crosstalk between Nrf2 and Yes-associated protein (YAP) in bladder [25] and
pancreatic cancer cells [26], further extending the complex Nrf2 network. This transcrip-
tional coactivator is a key component of the Hippo tumor suppressor pathway [27]. When
the Hippo pathway is on, YAP phosphorylation occurs in precise serine residues (Ser 127,
Ser 381), leading to its inactivation through cytoplasmic retention or YAP ubiquitination
and subsequent proteasomal degradation. Conversely, the inactivity of the Hippo pathway
maintains YAP under unphosphorylated status, thus enabling it to translocate into the
nucleus, bind transcription factors mainly belonging to the TEA domain family members
(TEAD), and induce the expression of several downstream target genes, such as Survivin
and Forkhead Box M1 (FoxM1), involved in cell number and organ size through regulation
of cell proliferation and cell survival [28,29]. YAP can also contribute to the maintenance
of the cellular antioxidant status since it can interact with the Forkhead Box O1 (FoxO1)
transcription factor, which activates the expression of catalase and manganese superoxide
dismutase (MnSOD), two well-known antioxidant genes [30]. The oncoprotein YAP is fre-
quently activated in cancer, and it is essential for both initial phases and late stages during
the progression of most solid tumors [27]. In melanoma, it has been shown to promote
cell invasion and spontaneous metastasis [31]. Several mechanisms lead to Nrf2 activation
in cancer [32]. They include gain-of-function mutations in the Nrf2 gene, loss-of-function
mutations in the KEAP1 gene, or upregulation of Nrf2 gene expression via oncogenic
signaling. Epigenetic mechanisms have also been observed, such as hypermethylation
of the KEAP1 promoter, eliciting the reduction of KEAP1 gene transcription and the ac-
cumulation of the Nrf2 protein, or abnormal Nrf2 or KEAP1 mRNA splicing. Moreover,
post-translation mechanisms have been elucidated: i.e., the p62 Nrf2-KEAP1 disruptor
leading to autophagic degradation of KEAP1 and dysregulation of microRNA targeting
Nrf2 or KEAP1 [32]. In melanoma, a frameshift KEAP1 mutation, leading to the aberrant
activation of NRF2, was found to be associated with an increase in chemoresistance to
CDDP or DTIC [21]. However, recently, in a large cohort of melanoma tumor samples
with different degrees of malignancy, it was demonstrated that there was no correlation
between immunostaining of the Nrf2 protein and mRNA expression levels [33]. Thus, it
is very likely that post-translational mechanisms can account for the Nrf2 activation in
melanoma [34]. Recently, the pivotal role of deubiquitinases (DUBs) as druggable targets in
melanoma has been reported [35,36]. The specific DUB3 has been found to stabilize Nrf2,
conferring chemotherapy resistance in cancer [26,31]. To the best of our knowledge, no
data are available about the role of DUB3 on melanoma progression.

In this study, we examined the contribution of Nrf2 in the BRAFi/MEKi-acquired
resistance in melanoma cells resistant to DAB (single resistance to BRAFi), TRA (single
resistance to MEKi), and DAB plus TRA (dual resistance to BRAFi/MEKi). Moreover,
the mechanisms of its activity regulation and the possible Nrf2 cooperation with YAP
were investigated.

2. Materials and Methods
2.1. Materials

Dimethyl sulfoxide (DMSO), 3-(4,5-dimethyl thiazol-2-yl)-2,5-diphenyltetrazolium
bromide (MTT), agar, ultra-low 96-well plates, crystal violet, methanol, acetic acid, M199
medium, heparin, and bovine brain extract were from Merk Life Science S.r.l. (Milan, Italy).
Dulbecco’s Modified Eagle Medium (DMEM) high glucose, Fetal Bovine Serum (FBS),
penicillin, streptomycin, and trypsin were from Euroclone (Pero, Milan, Italy). Dabrafenib
and trametinib were from Aurogene (Rome, Italy). Transwell Boyden Chamber, Matrigel,
and fluorescein isothiocyanate (FITC) Annexin V Apoptosis Detection Kit (Cat. No. 556547)
were from BD Biosciences (Milan, Italy). Chemiluminescence reagents (Western Light-
ning™ Chemiluminescence Reagent Plus ECL, PerkinElmer NEL105001EA) were from Life



Antioxidants 2023, 12, 1313 4 of 24

Sciences & Diagnostics (Milan, Italy). Antibodies used were as follows: Nrf2 (sc-365949),
HO-1 (F-4 sc-390991), Keap1 (sc-33569), YAP (sc-376830), Survivin (D-8, sc-17779), FoxM1
(sc-271746), and β-actin (sc-47778) were from Santa Cruz Biotechnology, Inc. (Heidelberg,
Germany); DUB3 (WHO 377630M1-100UG) was from Merk Life Science S.r.l. The following
TaqMan® Gene Expression Assays (Thermo Fisher Scientific, Waltham, MA, USA) were
used: Hs00975960_m1 for the human Nrf2 gene and Hs00245445_m1 for both the human
and murine Abl genes, respectively. Primer sequences (5′ to 3′) used to analyze murine
Nrf2 expression were the following: mNrf2 Fw: 5′ACTTGGAGTTGCCACCG3′; mNrf2 Rw:
5′TTCTCCTGTTCCTTCTGGAG3′. SiRNA targeting Nrf2 (sc-143189) or DUB3 (sc-143189)
and Transfection Medium (sc-36868) were from Santa Cruz Biotechnology, Inc.

2.2. Cells, Culture Conditions

The Dartmouth Murine Mutant Malignant Melanoma (D4M) cells were kindly pro-
vided by Dr. Mullis (Department of Medicine, Norris Cotton Cancer Centre, Geisel School
of Medicine at Dartmouth, Lebanon, NH, USA). This engineered murine cell line, estab-
lished from the conditional mouse model of metastatic melanoma, harbors the BrafV600E
mutation, and it has been found able to recapitulate the features of the human disease [37].
D4M subclones resistant to BRAFi/MEKi were generated in our laboratories, as described
in the following section. Human melanoma cell line A375, sensitive and resistant to 200 nM
DAB, were obtained from Prof. Caputo (Institute of Genetics and Biophysics-IGB, A.
Buzzati-Traverso, CNR, Naples, Italy), and they were previously characterized [38]. All
the cell lines used in this study were cultured in DMEM high glucose media, supple-
mented with 10% FBS, 100 units/mL penicillin, and 100 µg/mL streptomycin in a 5% CO2,
37 ◦C incubator.

Human umbilical vein endothelial cells (HUVECs) were isolated from human umbili-
cal veins by trypsin treatment (1%) and cultured in M199 medium with the addition of 20%
FBS, 100 U/mL penicillin, 100µg/mL streptomycin, 5 UI/mL heparin, 12µg/mL bovine
brain extract, and 200 mM glutamine. HUVECs were grown to confluence in flasks and
used at the 2nd–5th passages. The use of HUVECs was approved by the Ethics Committee
of the “Presidio Ospedaliero Martini” of Turin (Italy) and conducted in accordance with
the Declaration of Helsinki.

2.3. Generation of D4M Subclones Resistant to Dabrafenib, Trametinib, or Dual Resistance to
Dabrafenib/Trametinib

To generate resistance to targeted therapy, D4M sensitive cells were continuously
exposed to increasing concentrations of the BRAFi dabrafenib (D4M_DABres), MEKi
trametinib (D4M_TRAres), or BRAFi dabrafenib plus MEKi trametinib (D4M_(D+T)res) up
to 1.5 µM DAB and 36 nM TRA, for almost nine months. The maximum concentrations
reached for each drug correspond to the peak plasma concentration reported for patients
treated with the drugs [39,40]. As references, cells were also treated with DMSO, the solvent
of drugs (D4M_DMSO), or untreated, then used as sensitive control cells (D4M_SENS).
Since the resistance to targeted therapies in melanoma can be reversible and adaptive [41],
the resistant cells were kept under drug-selective pressure. We suspended the treatment
one week before to perform cellular assays.

2.4. MTT Assay

Cell viability was assessed using the MTT assay, as previously described [26]. D4M
cells (1500 cells/well) or A375 cells (5000–8000 cells/well) were seeded in 100 µL of the
serum-supplemented medium onto a 96-well plate, starting with the drug treatments the
next day. Untreated cells were used as a control. After treatments, the viability was assessed
by adding 0.5 mg/mL MTT to control and treated cells for 2 h. Afterward, the medium
was removed, 100 µL of DMSO was added, and the absorbance was recorded at 530 nm in
a microplate ELISA reader.
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2.5. Anchorage-Independent Growth Assay

To assess the ability of cells to grow independently on a solid surface, two types of
assays were performed.

2.5.1. Sphere Formation Assay

For the sphere formation assay, D4M cell lines (5000–8000 cells/well) were plated in
ultra-low 96-well plates and resuspended in DMEM complete medium. For each D4M
cell subclone, 8 wells were plated, and the experiment was repeated three times. After
72 h, digital images of wells were captured under phase-contrast microscopy observation
in at least 4 random fields per well. The diameter of each sphere was calculated by using
the open software platform ImageJ Version 1.54d (National Institutes of Health (NIH),
Bethesda, MD, USA). Moreover, we calculated the number of spheres with a diameter
greater than 50 µm.

2.5.2. Soft Agar Colony Formation Assay

For the soft agar assay, cells (10,000 cells/well) were suspended in 1.5 mL DMEM
supplemented with 10% FCS and 0.4% agar. The suspension was poured over 1.5 mL
pre-solidified 0.8% agar in 6-well plates, and the plates were incubated at 37 ◦C with 5%
CO2 atmosphere saturation. Cells were cultivated for 3 weeks, and the growth medium on
top of the agarose layer was replaced twice a week. Colonies were photographed using
an inverted phase contrast microscope at 10× magnification and counted using image
analysis software.

2.6. Cell Apoptosis

Apoptosis was assessed with Annexin V/propidium iodide (PI) assay, followed by
flow cytometry analysis. D4M cell lines were seeded in 6-well plates (250,000 cells/well).
After 24 h of the treatments, adherent and non-adherent cells were collected and processed
as previously described [19], stained with Annexin V, conjugated to the fluorescein isothio-
cyanate (FITC) dye, and PI, according to the manufacturer’s protocol. Cells were analyzed
using a FACScan cytometer Accuri C6 (Becton Dickinson Italia, Milan, Italy).

2.7. Cell Invasion Assay

Preliminary experiments were performed to verify that the treatments were not toxic
to cells. In particular, D4M cell lines were seeded into 96-well plates and treated with
BRAFi/MEKi at the indicated concentrations for 6 h. Cell viability was analyzed with a
crystal violet assay, as previously described [42]. Briefly, after treatments, D4M cells were
fixed and stained with a solution of 80% crystal violet and 20% methanol. Then, 30% v/v
acetic acid was added to induce a complete dissolution of the crystal violet. Absorbance
was recorded at 595 nm in a microplate ELISA reader. After confirming the absence of
cytotoxic effects at such an early time, D4M cell lines (1000 cells/well) were plated onto the
apical side of a 50 µg/mL Matrigel-coated filter (8.2 mm diameter and 0.5 µm pore size) in a
serum-free medium with or without the drugs under study. A medium containing FCS 20%
was placed in the basolateral chamber as a chemoattractant. The chamber was incubated at
37 ◦C under 5% CO2. After 6 h, the cells on the apical side were wiped off. Cells on the
bottom of the filter were stained with crystal violet, as described above, and counted (five
fields of each triplicate filter) with an inverted microscope (magnification 40×).

2.8. Angiogenesis Assay

In the tube formation assay, HUVECs were seeded onto 48-well plates (50,000 cells/well)
previously coated with 75 µL growth factor-reduced Matrigel. At the same time, D4M
cell lines were seeded into 96-well plates and treated with BRAFi/MEKi at the indicated
concentrations for 6 h. Then, the conditioned media were collected and added to the
HUVECs. The morphology of the capillary-like structures formed by the HUVECs was
analyzed after 6 h of culture as previously described [42]. Briefly, tube formation was
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analyzed with an imaging system (Image Pro Plus Software for micro-imaging, Media
Cybernetics, version 5.0, Bethesda, MD, USA) and evaluated by counting the total number
of tubes. HUVECs that had received conditioned media from D4M_SENS cell culture were
normalized to 100%.

2.9. Measurement of the Cell Redox Status

The oxidative stress level in D4M cell lines (200,000 cells/well) was measured with
the 2′-7′-dichlorodihydrofluorescein diacetate (DCF-DA) fluorogenic probe as previously
described [26]. Briefly, D4M cells lines were incubated for 30 min with DCF-DA, and the
amount of fluorescent product 2′,7′-dichlorofluorescein (DCF) was assessed by cytofluori-
metric analysis (Becton Dickinson Accuri, Franklin Lakes, NJ, USA).

2.10. GSH Content

GSH contents in D4M cell lines were assessed by determining non-protein sulphydryl
contents with the Ellman’s method, as previously reported [43].

2.11. Protein Extraction and Western Blot Analysis

Protein extraction and Western blot analysis were performed as previously described [25].
Antibodies used are listed in “Section 2.1”. The detection of the bands was carried out
after the chemiluminescence reaction with ECL and visualized using a Bio-Rad visualizer
(Bio-Rad Molecular Imager, ChemiDoc XRS+, Bio-Rad Laboratories, Hercules, CA, USA).

2.12. Quantitative Reverse Transcription Polymerase Chain Reaction (qRT-PCR)

RNA extraction, reverse transcription, cDNA synthesis, and quantitative real-time
PCR reactions were performed as previously described [26]. Primers used to analyze
human Nrf2 expression and the housekeeping Abelson (Abl) human and murine genes are
listed in “Section 2.1”.

2.13. Cell Transfection with siRNA against Nrf2 or DUB3

Cellular transfection with siRNA targeting Nrf2 or DUB3 was performed with a
protocol indicated by the manufacturer. Details about the specific siRNAs used are listed in
“Section 2.1”. Cells were seeded onto 6-well tissue culture plates in the culture medium
containing serum but not antibiotics. After 24 h, siRNA and the Transfection Reagent were
diluted in siRNA Transfection Medium and incubated for 15 min at room temperature
to allow the complexation between the siRNA and the Transfection Reagent. Afterward,
siRNA transfection was carried out in the culture medium by adding complexes dropwise
onto the cells.

2.14. Statistics

The statistical significance was evaluated by one-way ANOVA followed by the multi-
ple comparison post-test Bonferroni (GraphPad InStat software (San Diego, CA, USA)). We
considered statistically significant values of p ≤ 0.05.

3. Results
3.1. Generation and Characterization of D4M Cell Lines Resistant to Dabrafenib, Trametinib,
or Dual Resistance to Dabrafenib/Trametinib
3.1.1. Cell Viability

D4M sensitive cells were continuously exposed to increasing concentrations of the
BRAFi dabrafenib (D4M_DABres), MEKi trametinib (D4M_TRAres), or BRAFi dabrafenib
plus MEKi trametinib (D4M_(D+T)res) up to 1.5 µM DAB and 36 nM TRA, for almost
9 months. The maximum concentrations reached for each drug correspond to the peak
plasma concentration reported for patients treated with the drugs as described in Materials
and Methods. As references, cells were also treated with DMSO, the solvent of drugs
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(D4M_DMSO), or untreated, then used as sensitive control cells (D4M_SENS). The obtained
resistant subclones were then exposed to the drugs.

MTT assays, performed after 72 h of drug exposition with increasing concentrations of
dabrafenib (Figure 1A) or trametinib (Figure 1B), confirmed that all three resistant subclones
were significantly less sensitive to the drug treatments with respect to both D4M_SENS or
D4M_DMSO cells, which showed a similar viability inhibition. Interestingly, D4M_TRAres
were also resistant to the treatment with DAB, as well as D4M_DABres were also resistant
to the treatment with TRA. The dual resistant cell line D4M_(D+T)res was resistant to the
single treatments (Figure 1A,B), as well as to the 1.5 µM DAB plus 36 nM TRA combined
treatments (Figure 1C). Although viability after combined treatment was lower, however,
any significant difference with respect to single treatments was observed.
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D4M_(D+T)res untreated or exposed to dabrafenib (DAB) (A), or trametinib (TRA) (B) at the indicated
concentrations 72 h after the treatment. Results are expressed as a percent of respective untreated
control (C) and are the mean ± SD of six separate experiments. a: p < 0.01 vs. D4M_SENS; b: p < 0.01
vs. D4M_DMSO. (C) Viability (MTT assay) in D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres,
and D4M_(D+T)res untreated or exposed to DMSO (dilution 1/1000), 1.5 µM DAB, 36 nM TRA, and
1.5 µM DAB plus 36 nM TRA combined treatments for 72 h. Results are expressed as a percent of
respective untreated control (C) and are the mean ± SD of six separate experiments. ** p < 0.01 vs.
D4M_SENS; §§ p < 0.01 vs. D4M_DMSO.
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3.1.2. Anchorage-Independent Cell Growth

Sphere formation and soft agar assays were performed to assess the ability of cells to grow
in an anchorage-independent manner. In Figure 2A, representative photographs of sphere
formation of D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res
cells are shown. Similar morphological pathways can be observed in all these subclones,
with the exception of the D4M_(D+T)res cell line, where we observed bigger and greater
numbers of tumor colonies than all the other cell sublines (Figure 2B). Similar results were
obtained with the soft agar assay (Figure 2C), where the D4M_(D+T)res subclone showed a
significantly enhanced cell growth.
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Figure 2. Anchorage-independent cell growth in untreated D4M_SENS, D4M_DMSO, D4M_DABres,
D4M_TRAres, and D4M_(D+T)res. (A) Representative images of cell morphology obtained with
a phase-contrast microscope in the sphere formation Assay. (B) Sphere diameter was expressed
as the percent of spheres obtained in the sensitive clone D4M_SENS; sphere numbers greater than
50 µm were expressed as an arbitrary unit, normalized to the value obtained in the sensitive clone
D4M_SENS. (C) Soft agar assay in untreated D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres,
and D4M_(D+T)res. Colonies > 0.5 mm were counted using ImageJ software. Results were presented
as the mean ± SD of triplicate samples from representative data of three independent experiments.
** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO.

3.1.3. Apoptosis

With the purpose of investigating the cell death role in the above-observed reduc-
tion of MTT values, Annexin-V/PI assay was performed in D4M_SENS, D4M_DMSO,
D4M_DABres, D4M_TRAres, and D4M_(D+T)res cells treated with 1.5 µM DAB, 36 nM
TRA or combined treatments for 24 h (Figure 3). From the cytofluorimetric analysis of
the Annexin V/PI staining, we were able to discriminate necrotic (Annexin V−/PI+),
early (Annexin V+/PI−), and late apoptotic (Annexin V+/PI+) cells. D4M_SENS and
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D4M_DMSO cells were affected by drug treatments. Indeed, high levels of Annexin V+,
which identifies both early and late apoptosis, were observed in these sensitive clones, with
values ranging between 30 and 40% of total cells. Conversely, the three resistant clones
showed significantly lower levels of Annexin V+ cells, with values ranging between 1%
and 5% of total cells. Thus, the three resistant clones showed similar results in all the
experimental conditions.
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Figure 3. Apoptosis in D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res
treated with 1.5 µM DAB, 36 nM TRA or combination (DAB + TRA). (A) The flow cytometry profiles
of a representative experiment in Annexin V/IP-stained cells at 24 h are shown. Q1-LL = live
(Annexin V−/PI−), Q1-LR = early stage of apoptosis (Annexin V+/PI−), Q1-UR = late stage of
apoptosis (Annexin V+/PI+), and Q1-UL = necrosis (Annexin V−/PI+). (B) Histograms reporting
cytofluorimetric analysis of Annexin V/PI staining in D4M treated sublines. Results of early and late
apoptosis and necrosis were expressed as means ± SD of three independent experiments. ** p < 0.01
vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO.
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3.1.4. Cell Migration and Angiogenesis

Tumor cell migration and angiogenesis, both essential components of the metastatic
process, were investigated. The Transwell Boyden chamber assay in Matrigel was per-
formed in D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res
sublines. Cells were treated with 1.5 µM DAB, 36 nM TRA or combined treatments for 6 h, a
non-toxic condition as demonstrated by MTT assays (data not shown). The results revealed
that the invasion was remarkably inhibited by treatments in D4M_SENS and D4M_DMSO
clones but not in the three resistant ones (Figure 4A). For the angiogenesis assay, the condi-
tioned cell culture media of D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres, and
D4M_(D+T)res subclones were collected to assess their ability to affect the tubule formation
of HUVECs. The number of capillary-like structures formed by HUVECs was analyzed
after 6 h of culture (Figure 4B). The conditioned cell culture media derived from the three
resistant subclones induced a higher number of tubes with respect to that derived from
D4M_SENS or D4M_DMSO control cells (19 ± 3 and 10 ± 1 number of tubes per field in
D4M_SENS or D4M_DMSO, respectively). Moreover, the number of tubes obtained upon
exposure to the conditioned cell culture media derived from the three resistant subclones
was similar.
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Figure 4. (A) Boyden chamber assay at 6 h in D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres,
and D4M_(D+T)res sublines treated with 1.5 µM DAB, 36 nM TRA or combination (DAB + TRA). The
results are expressed as a percentage of invasion inhibition, as the mean ± SD of five independent
experiments. ** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO. (B) Representative images of the
tube formation assay on HUVECs after exposure to the conditioned media from untreated D4M_SENS,
D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res subclones. Tube formation was
photographed after 6 h incubation with these conditioned media and evaluated by counting the
total number of tubes in three wells; three different experiments were performed. The results are
illustrated in the histogram below. The data are the mean ± SD of three independent experiments
** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO.
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Collectively, these results allowed us to consider D4M_DABres, D4M_TRAres, and
D4M_(D+T)res as good models of resistant melanoma cells toward targeted therapies.

3.2. Analysis of the Redox Status and Nrf2 Expression in D4M Cell Lines Resistant to Dabrafenib,
Trametinib, or Dual Resistance to Dabrafenib/Trametinib

The redox status was evaluated by measuring the intracellular oxidative stress in the
untreated D4M_SENS, D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res
subclones. As shown in Figure 5A, this parameter was upregulated in all three resistant
subclones [D4M_DABres, D4M_TRAres, and D4M_(D+T)res] when compared with sen-
sitive cells (D4M_SENS, D4M_DMSO). However, the GSH content, the most important
antioxidant molecule, was higher in the resistant subclones with respect to the sensitive
sublines (Figure 5B). In accordance with the high level of GSH, Nrf2 protein expression
was significantly higher in the resistant subclones with respect to the sensitive sublines, as
well as the Nrf2 target HO-1 (Figure 5C,D).
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Figure 5. Nrf2 expression in D4M cell lines. (A) Intracellular oxidative stress levels in D4M_SENS,
D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res untreated cells, measured by incubat-
ing cells with dichlorodihydrofluorescein diacetate (DCF-DA). The amount of fluorescent product
(2,7-dichlorodihydrofluorescein, DCF) was measured by FACScan cytometer (Becton Dickinson Ac-
curi). Bar graph showing median fluorescence intensity (MFI) values, expressed as means ± SD.
** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO. (B) GSH level was evaluated in D4M_SENS,
D4M_DMSO, D4M_DABres, D4M_TRAres, and D4M_(D+T)res untreated cells. Values are the mean
± SD of three separate evaluations. ** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO. (C) West-
ern blot analysis of Nrf2, and its target gene HO-1 in D4M_DMSO, D4M_SENS, D4M_(D+T)res,
D4M_TRAres, and D4M_DABres untreated cells. (D) Densitometric analysis of the protein expression,
normalized using the β-actin signal. Data are the mean ± SD of three independent experiments.
* p < 0.05 and ** p < 0.01 vs. D4M_SENS; § p < 0.05 and §§ p < 0.01 vs. D4M_DMSO.
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Oxidative stress, GSH, and Nrf2 content in the three resistant subcloned showed
similar results.

3.3. Nrf2 Affects YAP Expression in D4M Cell Lines Resistant to Dabrafenib, Trametinib, or Dual
Resistance to Dabrafenib/Trametinib

Previous results demonstrate the ability of Nrf2 to affect YAP expression in bladder [25]
and pancreatic [26] cancer cells. To investigate a possible contribution of Nrf2 in regulating
YAP expression in D4M cells, at first, we evaluated the basal expression of YAP and its
targets Survivin and FoxM1 in D4M resistant cell lines. As shown in Figure 6A, analogously
to Nrf2 expression, we observed an upregulation of YAP, Survivin, and FoxM1 in all three
resistant subclones with respect to the sensitive ones. YAP and Survivin content was similar
in all three resistant subclones; however, FoxM1 expression was significantly higher in
D4M_TRAres with respect to D4M_(D+T)res but not D4M_DABres.

Antioxidants 2023, 12, 1313 13 of 26 
 

 

3.3. Nrf2 Affects YAP Expression in D4M Cell Lines Resistant to Dabrafenib, Trametinib, or 
Dual Resistance to Dabrafenib/Trametinib 

Previous results demonstrate the ability of Nrf2 to affect YAP expression in bladder 
[25] and pancreatic [26] cancer cells. To investigate a possible contribution of Nrf2 in reg-
ulating YAP expression in D4M cells, at first, we evaluated the basal expression of YAP 
and its targets Survivin and FoxM1 in D4M resistant cell lines. As shown in Figure 6A, 
analogously to Nrf2 expression, we observed an upregulation of YAP, Survivin, and 
FoxM1 in all three resistant subclones with respect to the sensitive ones. YAP and Survivin 
content was similar in all three resistant subclones; however, FoxM1 expression was sig-
nificantly higher in D4M_TRAres with respect to D4M_(D+T)res but not D4M_DABres.  

Then, in the resistant subclones, we downregulated Nrf2 with a specific siRNA, 
demonstrating that the Nrf2 inhibition elicited a reduction of YAP expression (Figure 6B). 
A negative control siRNA was used to exclude non-specific effects in the RNA interference 
(RNAi) experiments. As shown in Figure S1, it did not affect Nrf2 or YAP expression in all 
three resistant subclones. 

 
Figure 6. YAP expression and its regulation by Nrf2. (A) Western blot analysis of YAP and its target 
genes Survivin (the arrow is indicated the right band) and FoxM1 basal expression in D4M_DMSO, 
D4M_SENS, D4M_(D+T)res, D4M_TRAres, and D4M_DABres untreated cells. On the right densi-
tometric analysis of the protein expressions, normalized using the β-actin signal. Data are the mean 
± SD of three independent experiments. ** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO; # p 
≤ 0.05. (B) Western blot analysis of Nrf2 and YAP expressions in D4M-resistant cells in untreated 
control cells (C) or 24 h after the treatment with siRNA targeting Nfr2 (siNrf2). On the right is a 
densitometric analysis of protein expressions. Data were normalized using the β-actin signal and 
are indicated in the percentage of control values as the mean ± SD of three independent experiments. 
** p ≤ 0.01 vs. C. 

Figure 6. YAP expression and its regulation by Nrf2. (A) Western blot analysis of YAP and its target
genes Survivin (the arrow is indicated the right band) and FoxM1 basal expression in D4M_DMSO,
D4M_SENS, D4M_(D+T)res, D4M_TRAres, and D4M_DABres untreated cells. On the right den-
sitometric analysis of the protein expressions, normalized using the β-actin signal. Data are the
mean± SD of three independent experiments. ** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO;
# p ≤ 0.05. (B) Western blot analysis of Nrf2 and YAP expressions in D4M-resistant cells in untreated
control cells (C) or 24 h after the treatment with siRNA targeting Nfr2 (siNrf2). On the right is a
densitometric analysis of protein expressions. Data were normalized using the β-actin signal and are
indicated in the percentage of control values as the mean ± SD of three independent experiments.
** p ≤ 0.01 vs. C.
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Then, in the resistant subclones, we downregulated Nrf2 with a specific siRNA,
demonstrating that the Nrf2 inhibition elicited a reduction of YAP expression (Figure 6B).
A negative control siRNA was used to exclude non-specific effects in the RNA interference
(RNAi) experiments. As shown in Figure S1, it did not affect Nrf2 or YAP expression in all
three resistant subclones.

3.4. Mechanism of Nrf2 Activity Regulation in D4M Cell Lines Resistant to Dabrafenib,
Trametinib, or Dual RESISTANCE to Dabrafenib/Trametinib

In the attempt to investigate the mechanisms of Nrf2 protein upregulation in the
resistant subclones, we started by quantifying mRNA Nrf2 by qRT-PCR (Figure 7A). Our
results demonstrated there was no correspondence between mRNA and protein expressions,
suggesting a post-translational control of Nrf2 expression.

To deeply investigate the mechanisms leading to the increased Nrf2 protein expression,
we analyzed the intracellular levels of KEAP1, which binds and drives Nrf2 to proteasomal
degradation. However, as shown in Figure 7B, its content was not changed in resistant
subclones with respect to the sensitive sublines, suggesting that the reduction of Nrf2
protein did not depend on KEAP1 upregulation.

Given the role of DUB3 in controlling the Nrf2 protein level, its expression was
analyzed in the melanoma cell lines. As shown in Figure 7C, we observed an upregulation
in all three resistant subclones with respect to the sensitive ones. Of note, DUB3 expression
in the dual resistant subclone (D4M_(D+T)res was significantly lower than the resistant
clone D4M_Dres but not D4M_Tres. Moreover, the downregulation of DUB3 with a specific
siRNA elicited not only a reduction of Nrf2 but also of YAP protein expression (Figure 7D).
The specificity of the RNAi experiments was confirmed by treating cells with a negative
control siRNA. As shown in Figure S1, siNeg treatment did not affect any of the target
genes studied in all three resistant subclones.

3.5. Inhibition of Nrf2 or DUB3 Expression Sensitizes Resistant Melanoma D4M to Targeted Therapies

The high Nrf2 expression in resistant D4M melanoma cell lines led us to investigate
whether its inhibition could sensitize them to targeted therapies. Interestingly, the Nrf2
inhibition alone, obtained with a specific siRNA, elicited a significant viability inhibition
in D4M_DABres cells with respect to untreated or DMSO-treated cells at 24 h; moreover,
at the same time, the Nrf2 inhibition greater sensitized the D4M_DABres cell line to DAB
(Figure 8A). Of note, D4M_DABres treated with siNrf2 plus DAB were significantly more
inhibited not only toward the same cells treated with siNrf2 or DAB alone but also with
respect to D4M_SENS cells treated with DAB (Figure 8A). Similar results were obtained in
D4M_TRAres cells treated with siNrf2 plus TRA (Figure 8B) or in D4M_(D+T)res treated
with siNrf2 plus DAB+TRA (D+T) (Figure 8C).

Since DUB3 expression was found to be higher in resistant subclones and this deubiq-
uitinase was able to control Nrf2 expression, we decided to investigate the effects of DUB3
inhibition in these cells. As shown in Figure 8, similarly to Nrf2 inhibition, the DUB3 inhi-
bition alone, obtained with a specific siRNA, elicited a significant viability inhibition in all
three resistant subclones with respect to untreated or DMSO-treated cells at 24 h; moreover,
at the same time, the DUB3 inhibition greater sensitized all these resistant subclones to
targeted drugs. SiNeg treatment did not affect cell viability and did not sensitize resistant
cell lines to targeted drugs.
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ing a discrepancy greater than one cycle threshold in one of the wells were excluded. The results 
were analyzed using the ΔΔCt method. (B) Western blot analysis of KEAP1 in D4M_DMSO, 
D4M_SENS, D4M_(D+T)res, D4M_TRAres, and D4M_DABres untreated cells. Below is a densito-
metric analysis of the protein expression, normalized using the β-actin signal. Data are the mean ± 
SD of three independent experiments. (C) Western blot analysis of DUB3 in D4M_DMSO, 
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Figure 7. Nrf2 expression regulation. (A) Nrf2 mRNA expression in D4M_DMSO, D4M_SENS,
D4M_(D+T)res, D4M_TRAres, and D4M_DABres untreated cells. mRNA expression was evaluated
by qRT-PCR in triplicate. Abelson (Abl) gene was utilized as a housekeeping control. Results showing
a discrepancy greater than one cycle threshold in one of the wells were excluded. The results were
analyzed using the ∆∆Ct method. (B) Western blot analysis of KEAP1 in D4M_DMSO, D4M_SENS,
D4M_(D+T)res, D4M_TRAres, and D4M_DABres untreated cells. Below is a densitometric analysis of
the protein expression, normalized using the β-actin signal. Data are the mean ± SD of three indepen-
dent experiments. (C) Western blot analysis of DUB3 in D4M_DMSO, D4M_SENS, D4M_(D+T)res,
D4M_TRAres, and D4M_DABres untreated cells. Below is a densitometric analysis of the protein
expression, normalized using the β-actin signal. Data are the mean ± SD of three independent
experiments. ** p < 0.01 vs. D4M_SENS; §§ p < 0.01 vs. D4M_DMSO. ## p < 0.01. (D) Western blot
analysis of DUB3, Nrf2, and YAP expressions in D4M resistant cells in untreated control cells (C) or
after 24 h from the treatment with siRNA targeting DUB3 (siDUB3). On the right is a densitometric
analysis of protein expressions. Data were normalized using the β-actin signal and are indicated in
the percentage of control values as the mean± SD of three independent experiments. ** p≤ 0.01 vs. C.
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Figure 8. Viability (MTT assay) in D4M_SENS or resistant subclones treated with specific siRNAs
targeting Nrf2 (siNrf2) or DUB3 (siDUB3). (A) Viability in untreated D4M_SENS (Control, C) or
treated with DMSO or 1.5 µM DAB; viability in untreated D4M_DABres cells (Control, C) or treated
with DMSO (DMSO), 1.5 µM DAB (DAB), siNrf2, siNrf2 plus 1.5 µM DAB (siNrf2+DAB), siDUB3,
siDUB3 plus 1.5 µM DAB (siDUB3+DAB), siNeg, siNeg plus 1.5 µM DAB (siNeg+DAB). Results are
expressed as a percent of control and are the mean ± SD of three separate experiments. ** p < 0.01
vs. respective Control untreated cells; §§ p < 0.01 vs. respective DMSO treated cells; $$ p < 0.01
vs. D4M_DABres or D4M_SENS cells treated with DAB;

∫ ∫
p < 0.01. (B) Viability in untreated

D4M_SENS (Control, C) or treated with DMSO or 36 nM TRA; viability in untreated D4M_TRAres
cells (Control, C) or treated with DMSO (DMSO), 36 nM TRA (TRA), siNrf2, siNrf2 plus 36 nM
TRA (siNrf2+tra), siDUB3, siDUB3 plus 36 nM TRA (siDUB3+TRA), siNeg, siNeg plus 36 nM TRA
(siNeg+TRA). Results are expressed as a percent of control and are the mean ± SD of three separate
experiments. ** p < 0.01 vs. respective Control untreated cells; §§ p < 0.01 vs. respective DMSO
treated cells; $$ p < 0.01 vs. D4M_TRAres or D4M_SENS cells treated with 36 nM TRA;

∫ ∫
p < 0.01.

(C) Viability in untreated D4M_SENS (Control, C) or treated with DMSO or 1.5 µM DAB plus 36 nM
TRA combined treatments (D+T); viability in untreated D4M_(D+T)res cells (Control, C) or treated
with DMSO (DMSO), 1.5 µM DAB plus 36 nM TRA combined treatments (D+T), siNrf2, siNrf2 plus
combined treatment (siNrf2+ (D+T), siDUB3, siDUB3 plus plus combined treatment (siNrf2+ (D+T),
siNneg, siNeg plus combined treatment (siNrf2+ (D+T). Results are expressed as a percent of control
and are the mean ± SD of three separate experiments. ** p < 0.01 vs. respective Control untreated
cells; §§ p < 0.01 vs. respective DMSO treated cells; $$ p < 0.01 vs. D4M_(D+T)res cells or D4M_SENS
cells treated with 1.5 µM DAB plus 36 nM TRA combined treatments (D+T);

∫ ∫
p < 0.01.
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3.6. Nrf2 and YAP Expression in A375 Cell Line Resistant to Dabrafenib

To verify the role of Nrf2 in another cell line resistant to targeted therapy, we analyzed
the Nrf2 protein expression in an A375 human melanoma cell line sensitive (A375_sens) or
resistant to dabrafenib (A375_DABres), obtained in the laboratories of Prof. Caputo [38].
After confirming the resistance to DAB treatments (Figure 9A) with an MTT assay, we
demonstrated that Nrf2 protein expression and its target HO-1 were higher in the resistant
subclone (Figure 9B). Moreover, we also confirmed in this cell line that the basal expression
of YAP and its target Survivin was upregulated in the resistant subclone (Figure 9C) and
that the inhibition of Nrf2 with a specific siRNA elicited a reduction of YAP expression
(Figure 9D). A negative control siRNA was used to exclude non-specific effects in the RNA
interference (RNAi) experiments. As shown in Figure S1, it did not affect Nrf2 or YAP
expression in the A375_DABres cell line.
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Figure 9. Analysis in A375_sens and A375_DABres human melanoma cell lines. (A) Viability (MTT
assay) in A375_sens and A375_DABres untreated (control, C) or treated with dabrafenib 200 nM
(DAB). Results are the mean± SD of three separate experiments. ** p < 0.01 vs. A375_sens. (B) Western
blot analysis of Nrf2 and its target gene HO-1 in A375_sens and A375_DABres untreated cells. On
the right is a densitometric analysis of the protein expressions, normalized using the β-actin signal.
Data are the mean ± SD of three independent experiments. ** p < 0.01 vs. A375_sens. (C) Western
blot analysis of YAP and its target gene Survivin in A375_sens and A375_DABres untreated cells. On
the right is a densitometric analysis of the protein expressions, normalized using the β-actin signal.
Data are the mean ± SD of three independent experiments. ** p < 0.01 vs. A375_sens. (D) Western
blot analysis of Nrf2 and YAP expressions in untreated A375_DABres untreated control cells (C) or
after 24 h from the treatment with siRNA targeting Nfr2 (siNrf2). On the right is a densitometric
analysis of protein expressions. Data were normalized using the β-actin signal and are indicated in
the percentage of control values as the mean± SD of three independent experiments. ** p≤ 0.01 vs. C.
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3.7. Mechanisms of Nrf2 Gene Expression Control in an A375 Cell Line Resistant to Dabrafenib

In agreement with the results obtained in D4M resistant cells, we demonstrated in A375
cell lines that there was not any correspondence between mRNA and protein expressions,
suggesting a post-translational control of Nrf2 expression (Figure 10A). Moreover, KEAP1
was not affected (Figure 10B), while the expression of DUB3 was upregulated in the resistant
cell line A375_DABres (Figure 10C). Finally, similarly to that observed in D4M resistant cell
lines, the downregulation of DUB3 with a specific siRNA elicited not only a reduction of
Nrf2 but also YAP protein expression (Figure 10D). The specificity of the RNAi experiments
was confirmed by treating cells with a negative control siRNA. As shown in Figure S1,
siNeg treatment did not affect any of the target genes studied in the A375_DABres cell line.
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Figure 10. Nrf2 expression regulation in A375 cells. (A) Nrf2 mRNA expression in A375_sens
and A375_DABres untreated cells. mRNA expression was evaluated by qRT-PCR in triplicate.
Abelson (Abl) gene was utilized as a housekeeping control. Results showing a discrepancy greater
than one cycle threshold in one of the wells were excluded. The results were analyzed using the
∆∆Ct method. (B) Western blot analysis of KEAP1 in A375_sens and A375_DABres untreated cells.
Below is a densitometric analysis of the protein expression, normalized using the β-actin signal.
Data are the mean ± SD of three independent experiments. (C) Western blot analysis of DUB3
in A375_sens and A375_DABres untreated cells. Below is a densitometric analysis of the protein
expression, normalized using the β-actin signal. Data are the mean ± SD of three independent
experiments. ** p < 0.01 vs. A375_sens. (D) Western blot analysis of DUB3, Nrf2, and YAP expressions
in A375_DABres untreated control cells (C) or after 24 h from the treatment with siRNA targeting
DUB3 (siDUB3). On the right is a densitometric analysis of protein expressions. Data were normalized
using the β-actin signal and are indicated in the percentage of control values as the mean ± SD of
three independent experiments. ** p ≤ 0.01 vs. C. (E) Viability in untreated A375_sens (Control, C)
or treated with 200 nM DAB; viability in A375_DABres cell untreated (control, C) or treated with
siNrf2, siNrf2 plus 200 nM DAB, siDUB3, siDUB3 plus 200 nM DAB, siNneg, siNeg plus 200 nM DAB.
Results are expressed as percent of control and are the mean ± SD of three separate experiments.
** p < 0.01 vs. respective Control untreated cells; §§ p < 0.01 vs. respective 200 nM DAB treated cells;∫

p < 0.05.
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3.8. Inhibition of Nrf2 or DUB3 Expression Sensitizes Resistant A375 Melanoma Cells to Targeted Therapy

Similar to what was observed in D4M resistant cells, the inhibition of Nrf2 or DUB3 in
A375_DABres cells can sensitize cells to DAB treatment. Of note, the Nrf2 inhibition alone
elicited a significant viability inhibition in A375_DABres cells with respect to untreated
control (Figure 10E).

4. Discussion

In the present study, we demonstrated a key role of Nrf2 in melanoma BRAFi/MEKi
resistance. To conduct our research, we took advantage of BRAF-mutated melanoma-
resistant subclones derived from murine D4M cells, here obtained and characterized, and
from the human A375 cell line previously established [38].

We observed that all the resistant subclones were significantly less sensitive to the
drug treatments with respect to sensitive cell lines. Interestingly, the D4M subclones with
DAB single-agent resistance were also resistant to TRA and vice versa; moreover, the D4M
subclone with dual resistance (DAB+TRA) was resistant not only to the combined treatment
but also to the single ones. These findings can be explained by considering that these two
drugs are affecting the same signaling pathway, the MAPK cascade.

All three D4M resistant subclones can evade BRAFi/MEKi-induced apoptosis, have
an enhanced tumor invasion ability, and exhibit high capability in inducing angiogenesis.
Moreover, dual resistance D4M cells, but not D4M_Tres or D4M_Dres single resistant clones,
showed an enhanced anchorage-independent growth. This ability is considered a hallmark
of carcinogenesis, and it is also able to identify tumors with metastatic potential [44]. Thus,
we can suggest that acquiring dual resistance can induce a more aggressive phenotype,
possibly revealed with further in vivo experiments which can allow the evaluation of
metastasis formation. Collectively, we were able to demonstrate that the acquisition of
BRAFi/MEKi resistance promotes an aggressive phenotype, prone to enhanced cancer
growth, invasion, and angiogenesis, all being prerequisites for metastasis formation and in
agreement with clinical findings [45]. These results allowed us to consider D4M_DABres,
D4M_TRAres, and D4M_(D+T)res as good models of resistant melanoma cells toward
targeted therapies. The choice of a mouse model also opens possibilities for future in vivo
studies in an immunocompetent animal. This possibility is attractive since it has been shown
that the tumor-infiltrating immune cells can participate in regulating BRAFi resistance [46].

Accumulating evidence indicated that cancer cells, including melanoma, exhibit high
levels of ROS/RNS compared to physiological conditions [12,47]. According to litera-
ture data, both internal and environmental mechanisms have been shown to be involved
in the ROS/RNS increase. ROS production is enhanced as an internal mechanism as a
consequence of oncogene activation, tumor suppressor loss, hypoxia, or reprogrammed
metabolisms [48]. As external stimuli, cigarette smoke and ultraviolet (UV) radiation are
the main reasons for the oxidative stress increase [49,50]. However, in comparison with
other solid cancers, ROS production is particularly elevated in melanoma due to the natural
exposure to exogenous UV radiation and the biochemical pathway leading to melanin
synthesis, both eliciting ROS production [50]. Interestingly, the presence of the BRAF muta-
tion was found to be involved in regulating oxidative stress since it can be associated with
enhanced glycolytic metabolism and lowering mitochondrial oxidative phosphorylation
(OXPHOS), one of the main sources of ROS production; however, BRAFi/MEKi-resistant
melanoma cells show an enhancement of mitochondrial biogenesis, activity, and content,
leading to a further increase in mitochondrial ROS production [51,52]. The switch from
glycolysis toward OXPHOS can be considered an adaptative metabolic rewiring that al-
lows melanoma cells to produce sufficient ATP levels to survive, thus counteracting the
inhibition of glycolysis induced by BRAFi/MEKi treatment [53]. In agreement with these
findings, we demonstrated that all the D4M BRAFi/MEKi-resistant subclones exhibited an
enhanced oxidative stress level. An increase in mitochondrial respiration and subsequent
ROS enhancement was already demonstrated in several human melanoma cells, including
A375 cells, resistant to BRAFi. In particular, both vemurafenib-resistant, DAB-resistant,
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and DAB/TRA double-resistant A375 subclones exhibited an increase in mitochondrial
respiration and ROS production [54–57].

In addition to the above-mentioned metabolic rewiring, treatment with BRAFi or
MEKi alone or in combination can increase per se oxidative stress within the cancer cell by
upregulating ROS production [58,59]. Thus, to cope with this huge amount of free radical
production, BRAFi/MEKi-resistant melanoma cells enhance their antioxidant systems to
survive under oxidative stress. As demonstrated here, the GSH level increased in all the
D4M BRAFi/MEKi-resistant subclones. The upregulation of GSH content was previously
demonstrated in vemurafenib-resistant A375 cells, which are also resistant to DAB, TRA,
or a combination [55].

Consistent with the GSH higher level, we demonstrated an increase in Nrf2 protein
expression in all resistant lines used in our study. In particular, Nrf2 was upregulated in
both D4M and A375 cells resistant to DAB. This result agrees with results presented by
Khamari and collaborators [55], who demonstrated an upregulation in melanoma cells
resistant to the BRAFi vemurafenib, obtained in vivo, by continuously treating SCID mice
engrafted with A375 cells with the drug. Moreover, our data demonstrated that Nrf2 is
also elevated in TRA-resistant cells and in dual-resistance DAB/TRA. Thus, it appears that
Nrf2 is not only characteristic of the resistance induction to BRAF inhibitor drugs but, more
generally, it plays a role in resistance to MAPK pathway inhibitors.

Consistent with the increase of Nrf2, its HO-1 downstream gene was found to be
upregulated in all the cell lines resistant to targeted therapy. The HO-1 enzyme can degrade
the pro-oxidant free heme molecule into CO, ferrous iron, and biliverdin, which is quickly
transformed into bilirubin. The end products of HO-1 have antioxidant activities, and
HO-1 overexpression has been found in various tumor types, facilitating tumor growth
and drug resistance [60]. In melanoma cells, overexpression of HO-1 leads to enhanced
tumor growth, angiogenesis, and resistance to anticancer treatment [61]. Moreover, HO-1
is associated with poor clinical outcomes of uveal melanoma [62]. Interestingly, HO-1 was
found to be upregulated in a series of BRAF-mutated melanoma cells exposed for 24 h
to vemurafenib [63].

As reported in the results section, we demonstrated that all the resistant cell lines
used in this study showed an increase in the levels of YAP, one of the most studied
oncogenes involved in initiation, proliferation, and metastasis of tumor cells as well as
chemoresistance [64]. Its target Survivin was highly expressed in advanced melanoma
disease [65], as well as FoxM1, which plays an important role in melanoma progression
and chemoresistance [66]. Our results agree with the literature data, highlighting the role
of YAP in targeted resistance. Indeed, it was demonstrated that the activation of YAP
occurred in melanoma cells resistant to vemurafenib [67] and that the inhibition of YAP
function overcame BRAFi resistance in melanoma cancer stem cells [68]. Here we present
novel Nrf2 abilities since we demonstrated that the upregulation of YAP was consistent
with that of Nrf2 and that cooperation between these two factors exists in melanoma cells
also [25]. Indeed, Nrf2 downregulation by RNAi led to YAP protein inhibition in all the
BRAFi/MEKi-resistant melanoma cell lines used in this study. Further studies are needed
to better elucidate the precise mechanism. Interestingly, we can suggest the contribution of
the YAP target FoxM1 in sustaining Nrf2 transcription since it has been demonstrated that
Nrf2 can be transcriptionally activated by FoxM1 [69]. Collectively, these data suggest that
adaptative redox conditions are characterized not only by an increase in the expression of a
wide range of cytoprotective and antioxidant genes but also by enhanced activity in other
significant molecular pathways with well-recognized involvement in cancer progression
and chemoresistance.

It has been demonstrated that BRAF mutations resulted in increased mRNA Nrf2
levels [70]; however, accumulating evidence showed that post-translational mechanisms
regulating Nrf2 protein content mainly occur in melanoma [33]. Our data confirmed these
findings since no significant differences were seen in the qRT-PCR performed, comparing
the three D4M resistant subclones with the sensitive ones. Although KEAP1 is one of
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the main regulators of the Nrf2 protein stability, since its binding with Nrf2 leads to
ubiquitination and proteasomal degradation of Nrf2 [71], KEAP1 expression was not
changed in our experimental setting. We cannot completely rule out the contribution of
KEAP1 since inactivating mutations of this inhibitor may have been caused by continued
drug treatment. However, we can certainly exclude the intervention of post-translational
mechanisms leading to a decrease in KEAP1 content, such as the p62 Nrf2-KEAP2 disruptor,
or the dysregulation of microRNA targeting KEAP1, since the KEAP1 protein content
remains unchanged in all melanoma clones studied here.

Recently, the contribution of DUB3 in controlling Nrf2 protein stability in colorectal
cancer and resistant PANC-1 pancreatic cells has been shown [26,31]. Approximately 100
putative DUB enzymes can regulate protein stability and thereby control several important
cellular processes. They can be grouped into five main classes: ubiquitin-specific proteases
(USPs), the cysteine proteases ubiquitin C-terminal hydrolases (UCHs), ovarian tumor
proteases (OTUs), the metalloproteases JAB1/MPN/MOV34 (JAMM), and the Machado-
Joseph domain proteases (MJDs) [72]. Recently, the emerging role of DUBs in melanoma
progression and the development of therapeutic resistance were highlighted [36]. DUB3
belongs to the USP17 gene family; it is highly expressed in cancer cell lines and has an
established role in tumor proliferation [73]. Here we reported an upregulation of DUB3 in
all the resistant cells used in this study with respect to the sensitive clones. Notably, DUB3
expression in D4M_(D+T)res was significantly lower than in the resistant clone D4M_Dres
but not D4M_Tres. Further studies are needed to clarify this difference. For instance,
assessing the DUB3 mRNA transcriptional rate or the stability of DUB3 protein in all
three subclones can be decisive in explaining the observed differences. Unsurprisingly, the
inhibition of DUB3 led to an inhibition of Nrf2 in all the BRAFi/MEKi-resistant cells used
in this study. More interestingly, it also resulted in significant inhibition of YAP expression.
We can postulate that the inhibition of Nrf2 expression, through DUB3 silencing, was able to
reduce YAP expression, as previously demonstrated by Nrf2 silencing. However, we cannot
exclude that DUB3 could directly affect YAP expression. Moreover, these mechanisms
were not limited to a single experimental model, but they were also demonstrated in A375
human melanoma cell lines. Importantly, either through the inhibition of Nrf2 directly or
through the inhibition of DUB3, resistant subclones of melanoma were more responsive to
the targeted therapies. Not only the inhibition of Nrf2 and its targets but also that of YAP
and its signaling may contribute to the increased sensitivity.

5. Conclusions

On the whole, our results demonstrated that high levels of Nrf2 are involved in
maintaining resistance to BRAFi/MEKi therapies in melanoma. Moreover, Nrf2 appears
to assume a central role in the control not only of its signaling but also that of Hippo,
a very important dysregulated pathway in cancer. Furthermore, the possibility that the
transcription factor Nrf2 can also indirectly affect the expression of other transcription
factors or transcriptional coactivators, such as FoxM1 and YAP, greatly increases the number
of genes it controls, thus extending the possibilities of affecting a multitude of cellular
functions. The antiproliferative effects of direct inhibition of Nrf2 or indirectly, through
down-regulation of DUB3, are superimposable. This greatly increases the possibilities
for therapeutic intervention and highlights the interest in DUBs as druggable targets
in melanoma.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/antiox12061313/s1, Figure S1: Effect of negative control siRNA
treatment on Nrf2, YAP, and DUB3 expressions.

Author Contributions: Conceptualization, G.B. and S.P.; methodology, S.P. and E.C.; formal analysis,
M.A.C., M.G. and S.P.; funding acquisition, A.R., G.B., C.D. and S.P.; validation, S.P., M.A.C., M.G. and
G.B.; investigation, M.A.C., M.G., C.M., A.R. and C.D.; resources: C.D., E.C. and S.P.; writing—original
draft preparation, S.P.; writing—review and editing, M.A.C., M.G., C.M., A.R., G.B., E.C., C.D. and

https://www.mdpi.com/article/10.3390/antiox12061313/s1
https://www.mdpi.com/article/10.3390/antiox12061313/s1


Antioxidants 2023, 12, 1313 21 of 24

S.P.; visualization, M.A.C., M.G., C.M., A.R., C.D. and S.P.; supervision and project administration,
S.P. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the University of Turin, Department of Clinical and Biological
Sciences (local funds to A.R. and S.P.), and Department of Sciences and Pharmaceutical Technology
(local funds to C.D.).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available in the article and
Supplementary Materials.

Acknowledgments: We thank David W. Mullis (Department of Medicine, Norris Cotton Cancer
Centre, Geisel School of Medicine at Dartmouth, Lebanon, NH, USA) for providing the Dartmouth
Murine Mutant Malignant Melanoma (D4M) cells.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Sung, H.; Ferlay, J.; Siegel, R.L.; Laversanne, M.; Soerjomataram, I.; Jemal, A.; Bray, F. Global cancer statistics 2020: GLOBOCAN

estimates of incidence and mortality worldwide for 36 cancers in 185 countries. CA Cancer J. Clin. 2021, 71, 209–249. [CrossRef]
2. Matthews, N.H.; Li, W.Q.; Qureshi, A.A.; Weinstock, M.A.; Cho, E. Epidemiology of Melanoma. In Cutaneous Melanoma: Etiology

and Therapy [Internet]; Ward, W.H., Farma, J.M., Eds.; Codon Publications: Brisbane, Australia, 2017; Volume 1.
3. Saginala, K.; Barsouk, A.; Aluru, J.S.; Rawla, P.; Barsouk, A. Epidemiology of Melanoma. Med. Sci. 2021, 9, 63. [CrossRef]
4. Siegel, R.L.; Miller, K.D.; Wagle, N.S.; Jemal, A. Cancer statistics. CA Cancer J. Clin. 2023, 73, 17–48. [CrossRef]
5. Niezgoda, A.; Niezgoda, P.; Czajkowski, R. Novel Approaches to Treatment of Advanced Melanoma: A Review on Targeted

Therapy and Immunotherapy. Biomed. Res. Int. 2015, 2015, 851387. [CrossRef]
6. Quaglino, P.; Fava, P.; Tonella, L.; Rubatto, M.; Ribero, S.; Fierro, M.T. Treatment of Advanced Metastatic Melanoma. Dermatol.

Pract. Concept. 2011, 11, e2021164S. [CrossRef]
7. Cheng, L.; Lopez-Beltran, A.; Massari, F.; MacLennan, G.T.; Montironi, R. Molecular testing for BRAF mutations to inform

melanoma treatment decisions: A move toward precision medicine. Mod. Pathol. 2018, 31, 24–38. [CrossRef] [PubMed]
8. Robert, C.; Karaszewska, B.; Schachter, J.; Rutkowski, P.; Mackiewicz, A.; Stroiakovski, D.; Lichinitser, M.; Dummer, R.; Grange,

F.; Mortier, L.; et al. Improved overall survival in melanoma with combined dabrafenib and trametinib. N. Engl. J. Med. 2015,
372, 30–39. [CrossRef]

9. Long, G.V.; Stroyakovskiy, D.; Gogas, H.; Levchenko, E.; de Braud, F.; Larkin, J.; Garbe, C.; Jouary, T.; Hauschild, A.; Grob, J.J.; et al.
Dabrafenib and trametinib versus dabrafenib and placebo for Val600 BRAF-mutant melanoma: A multicentre, double-blind,
phase 3 randomised controlled trial. Lancet 2015, 386, 444–451. [CrossRef]

10. Dummer, R.; Ascierto, P.A.; Gogas, H.J.; Arance, A.; Mandala, M.; Liszkay, G.; Garbe, C.; Schadendorf, D.; Krajsova, I.; Gutzmer,
R.; et al. Encorafenib plus binimetinib versus vemurafenib or encorafenib in patients with BRAF-mutant melanoma (COLUMBUS):
A multicentre, open-label, randomised phase 3 trial. Lancet Oncol. 2018, 19, 603–615. [CrossRef] [PubMed]

11. Kakadia, S.; Yarlagadda, N.; Awad, R.; Kundranda, M.; Niu, J.; Naraev, B.; Mina, L.; Dragovich, T.; Gimbel, M.; Mahmoud, F.
Mechanisms of resistance to BRAF and MEK inhibitors and clinical update of US Food and Drug Administration-approved
targeted therapy in advanced melanoma. OncoTargets Ther. 2018, 11, 7095–7107. [CrossRef] [PubMed]

12. Moloney, J.N.; Cotter, T.G. ROS signalling in the biology of cancer. Semin. Cell Dev. Biol. 2018, 80, 50–64. [CrossRef]
13. Pizzimenti, S.; Ribero, S.; Cucci, M.A.; Grattarola, M.; Monge, C.; Dianzani, C.; Barrera, G.; Muzio, G. Oxidative Stress-Related

Mechanisms in Melanoma and in the Acquired Resistance to Targeted Therapies. Antioxidants 2021, 10, 1942. [CrossRef] [PubMed]
14. de la Vega, M.R.; Chapman, E.; Zhang, D.D. NRF2 and the Hallmarks of Cancer. Cancer Cell 2018, 34, 21–43. [CrossRef]
15. Carpenter, E.L.; Becker, A.L.; Indra, A.K. NRF2 and Key Transcriptional Targets in Melanoma Redox Manipulation. Cancers 2022,

14, 1531. [CrossRef]
16. Malakoutikhah, Z.; Mohajeri, Z.; Dana, N.; Haghjooy Javanmard, S. The dual role of Nrf2 in melanoma: A systematic review. Mol.

Cell Biol. 2023, 24, 5. [CrossRef]
17. Milkovic, L.; Zarkovic, N.; Saso, L. Controversy about pharmacological modulation of Nrf2 for cancer therapy. Redox Biol. 2017,

12, 727–732. [CrossRef]
18. Gao, Y.; Zhao, Z.; Meng, X.; Chen, H.; Fu, G. Migration and invasion in B16-F10 mouse melanoma cells are regulated by Nrf2

inhibition during treatment with ionizing radiation. Oncol. Lett. 2018, 16, 1959–1966. [CrossRef] [PubMed]
19. Ambrosio, L.; Argenziano, M.; Cucci, M.A.; Grattarola, M.; de Graaf, I.A.M.; Dianzani, C.; Barrera, G.; Sánchez Nieves, J.; Gomez,

R.; Cavalli, R.; et al. Carbosilane Dendrimers Loaded with siRNA Targeting Nrf2 as a Tool to Overcome Cisplatin Chemoresistance
in Bladder Cancer Cells. Antioxidants 2020, 9, 993. [CrossRef]

https://doi.org/10.3322/caac.21660
https://doi.org/10.3390/medsci9040063
https://doi.org/10.3322/caac.21763
https://doi.org/10.1155/2015/851387
https://doi.org/10.5826/dpc.11S1a164S
https://doi.org/10.1038/modpathol.2017.104
https://www.ncbi.nlm.nih.gov/pubmed/29148538
https://doi.org/10.1056/NEJMoa1412690
https://doi.org/10.1016/S0140-6736(15)60898-4
https://doi.org/10.1016/S1470-2045(18)30142-6
https://www.ncbi.nlm.nih.gov/pubmed/29573941
https://doi.org/10.2147/OTT.S182721
https://www.ncbi.nlm.nih.gov/pubmed/30410366
https://doi.org/10.1016/j.semcdb.2017.05.023
https://doi.org/10.3390/antiox10121942
https://www.ncbi.nlm.nih.gov/pubmed/34943045
https://doi.org/10.1016/j.ccell.2018.03.022
https://doi.org/10.3390/cancers14061531
https://doi.org/10.1186/s12860-023-00466-5
https://doi.org/10.1016/j.redox.2017.04.013
https://doi.org/10.3892/ol.2018.8799
https://www.ncbi.nlm.nih.gov/pubmed/30008889
https://doi.org/10.3390/antiox9100993


Antioxidants 2023, 12, 1313 22 of 24

20. Hintsala, H.R.; Jokinen, E.; Haapasaari, K.M.; Moza, M.; Ristimäki, A.; Soini, Y.; Koivunen, J.; Karihtala, P. Nrf2/Keap1 Pathway
and Expression of Oxidative Stress Lesions 8-hydroxy-2′-deoxyguanosine and Nitrotyrosine in Melanoma. Anticancer Res. 2016,
36, 1497–1506. [PubMed]

21. Miura, S.; Shibazaki, M.; Kasai, S.; Yasuhira, S.; Watanabe, A.; Inoue, T.; Kageshita, Y.; Tsunoda, K.; Takahashi, K.; Akasaka,
T.; et al. A somatic mutation of the KEAP1 gene in malignant melanoma is involved in aberrant NRF2 activation and an increase
in intrinsic drug resistance. J. Investig. Dermatol. 2014, 134, 553–556. [CrossRef] [PubMed]

22. Rocha, C.R.; Kajitani, G.S.; Quinet, A.; Fortunato, R.S.; Menck, C.F.M. NRF2 and glutathione are key resistance mediators to
temozolomide in glioma and melanoma cells. Oncotarget 2016, 7, 48081–48092. [CrossRef]

23. Argenziano, M.; Bessone, F.; Dianzani, C.; Cucci, M.A.; Grattarola, M.; Pizzimenti, S.; Cavalli, R. Ultrasound-Responsive Nrf2-Targeting
siRNA-Loaded Nanobubbles for Enhancing the Treatment of Melanoma. Pharmaceutics 2022, 14, 341. [CrossRef] [PubMed]

24. McCord, J.M.; Gao, B.; Hybertson, B.M. The Complex Genetic and Epigenetic Regulation of the Nrf2 Pathways: A Review.
Antioxidants 2023, 12, 366. [CrossRef] [PubMed]

25. Ciamporcero, E.; Daga, M.; Pizzimenti, S.; Roetto, A.; Dianzani, C.; Compagnone, A.; Palmieri, A.; Ullio, C.; Cangemi, L.; Pili,
R.; et al. Crosstalk between Nrf2 and YAP contributes to maintaining the antioxidant potential and chemoresistance in bladder
cancer. Free Radic. Biol. Med. 2018, 115, 447–457. [CrossRef]

26. Grattarola, M.; Cucci, M.A.; Roetto, A.; Dianzani, C.; Barrera, G.; Pizzimenti, S. Post-translational down-regulation of Nrf2 and
YAP proteins, by targeting deubiquitinases, reduces growth and chemoresistance in pancreatic cancer cells. Free Radic. Biol. Med.
2021, 174, 202–210. [CrossRef]

27. Harvey, K.F.; Zhang, X.; Thomas, D.M. The Hippo pathway and human cancer. Nat. Rev. Cancer 2013, 13, 246–257. [CrossRef]
28. Zhao, B.; Ye, X.; Yu, J.; Li, L.; Li, W.; Li, S.; Yu, J.; Lin, J.D.; Wang, C.Y.; Chinnaiyan, A.M. KEAD mediates YAP-dependent gene

induction and growth control. Genes Dev. 2008, 22, 1962–1971. [CrossRef]
29. Mizuno, T.; Murakami, H.; Fujii, M.; Ishiguro, F.; Tanaka, I.; Kondo, Y.; Akatsuka, S.; Toyokuni, S.; Yokoi, K.; Osada, H.; et al. YAP

induces malignant mesothelioma cell proliferation by upregulating transcription of cell cycle-promoting genes. Oncogene 2012,
31, 5117–5122. [CrossRef]

30. Shao, D.; Zhai, P.; Del Re, D.P.; Sciarretta, S.; Yabuta, N.; Nojima, H.; Lim, D.S.; Pan, D.; Sadoshima, J.A. functional interaction between
Hippo-YAP signalling and FoxO1 mediates the oxidative stress response. Nat. Commun. 2014, 5, 3315. [CrossRef] [PubMed]

31. Zhang, Q.; Zhang, Z.Y.; Du, H.; Li, S.Z.; Tu, R.; Jia, Y.F.; Zheng, Z.; Song, X.M.; Du, R.L.; Zhang, X.D. DUB3 deubiquitinates and
stabilizes NRF2 in chemotherapy resistance of colorectal cancer. Cell Death Differ. 2019, 26, 2300–2313. [CrossRef]

32. Jung, B.J.; Yoo, H.S.; Shin, S.; Park, Y.J.; Jeon, S.M. Dysregulation of NRF2 in Cancer: From Molecular Mechanisms to Therapeutic
Opportunities. Biomol. Ther. 2018, 26, 57–68. [CrossRef] [PubMed]

33. Hämälaïnen, M.; Teppo, H.R.; Skarp, S.; Haapasaari, K.; Porvari, K.; Vuopala, K.; Kietzmann, T.; Karihtala, P. NRF1 and NRF2
mRNA and Protein Expression Decrease Early during Melanoma Carcinogenesis: An Insight into Survival MicroRNAs. Oxid.
Med. Cell. Longev. 2019, 2019, 2647068. [CrossRef]

34. Barrera, G.; Cucci, M.A.; Grattarola, M.; Dianzani, C.; Muzio, G.; Pizzimenti, S. Control of Oxidative Stress in Cancer Chemoresis-
tance: Spotlight on Nrf2 Role. Antioxidants 2021, 10, 510. [CrossRef] [PubMed]

35. Soysouvanh, F.; Giuliano, S.; Habel, N.; El-Hachem, N.; Pisibon, C.; Bertolotto, C.; Ballotti, R. An Update on the Role of
Ubiquitination in Melanoma Development and Therapies. J. Clin. Med. 2021, 10, 1133. [CrossRef] [PubMed]

36. Ohanna, M.; Biber, P.; Deckert, M. Emerging Role of Deubiquitinating Enzymes (DUBs) in Melanoma Pathogenesis. Cancers 2022,
14, 3371. [CrossRef] [PubMed]

37. Jenkins, M.H.; Steinberg, S.M.; Alexander, M.P.; Fisher, J.L.; Ernstoff, M.S.; Turk, M.J.; Mullins, D.W.; Brinckerhoff, C.E. Multiple murine
BRaf(V600E) melanoma cell lines with sensitivity to PLX4032. Pigment Cell Melanoma Res. 2014, 27, 495–501. [CrossRef] [PubMed]

38. Cordaro, F.G.; De Presbiteris, A.L.; Camerlingo, R.; Mozzillo, N.; Pirozzi, G.; Cavalcanti, E.; Manca, A.; Palmieri, G.; Cossu, A.; Ciliberto,
G.; et al. Phenotype characterization of human melanoma cells resistant to dabrafenib. Oncol. Rep. 2017, 38, 2741–2751. [CrossRef]

39. Infante, J.R.; Fecher, L.A.; Alchook, G.S.; Nallapareddy, S.; Gordon, M.S.; Becerra, C.; DeMarini, D.J.; Cox, D.S.; Xu, Y.; Morris,
S.R.; et al. Safety, pharmacokinetic, pharmacodynamic, and efficacy data for the oral MEK inhibitor trametinib: A phase 1
dose-escalation trial. Lancet Oncol. 2012, 13, 773–781. [CrossRef]

40. Falchook, G.S.; Long, G.V.; Kurzrock, R.; Kim, K.B.; Arkenau, H.T.; Brown, M.P.; Hamid, O.; Infante, J.R.; Millward, M.; Pavlick,
A.; et al. Dose selection, pharmacokinetics, and pharmacodynamics of BRAF inhibitor dabrafenib (GSK2118436). Clin. Cancer Res.
2014, 20, 4449–4458. [CrossRef]

41. Sun, C.; Wang, L.; Huang, S.; Heynen, G.J.J.E.; Prahallad, A.; Robert, C.; Haanen, J.; Blank, C.; Wesseling, J.; Willems, S.M.; et al.
Reversible and adaptive resistance to BRAF(V600E) inhibition in melanoma. Nature 2014, 508, 118–122. [CrossRef]

42. Dianzani, C.; Monge, C.; Miglio, G.; Serpe, L.; Martina, K.; Cangemi, L.; Ferraris, C.; Mioletti, S.; Osella, S.; Gigliotti, C.L.; et al.
Nanoemulsions as Delivery Systems for Poly-Chemotherapy Aiming at Melanoma Treatment. Cancers 2020, 12, 1198. [CrossRef] [PubMed]

43. Daga, M.; Ullio, C.; Argenziano, M.; Dianzani, C.; Cavalli, R.; Trotta, F.; Ferretti, C.; Zara, G.P.; Gigliotti, C.L.; Ciamporcero,
E.S.; et al. GSH-targeted nanosponges increase doxorubicin-induced toxicity “in vitro” and “in vivo” in cancer cells with high
antioxidant defenses. Free Radic. Biol. Med. 2016, 97, 24–37. [CrossRef] [PubMed]

https://www.ncbi.nlm.nih.gov/pubmed/27069125
https://doi.org/10.1038/jid.2013.343
https://www.ncbi.nlm.nih.gov/pubmed/23938463
https://doi.org/10.18632/oncotarget.10129
https://doi.org/10.3390/pharmaceutics14020341
https://www.ncbi.nlm.nih.gov/pubmed/35214073
https://doi.org/10.3390/antiox12020366
https://www.ncbi.nlm.nih.gov/pubmed/36829925
https://doi.org/10.1016/j.freeradbiomed.2017.12.005
https://doi.org/10.1016/j.freeradbiomed.2021.08.006
https://doi.org/10.1038/nrc3458
https://doi.org/10.1101/gad.1664408
https://doi.org/10.1038/onc.2012.5
https://doi.org/10.1038/ncomms4315
https://www.ncbi.nlm.nih.gov/pubmed/24525530
https://doi.org/10.1038/s41418-019-0303-z
https://doi.org/10.4062/biomolther.2017.195
https://www.ncbi.nlm.nih.gov/pubmed/29212307
https://doi.org/10.1155/2019/2647068
https://doi.org/10.3390/antiox10040510
https://www.ncbi.nlm.nih.gov/pubmed/33805928
https://doi.org/10.3390/jcm10051133
https://www.ncbi.nlm.nih.gov/pubmed/33800394
https://doi.org/10.3390/cancers14143371
https://www.ncbi.nlm.nih.gov/pubmed/35884430
https://doi.org/10.1111/pcmr.12220
https://www.ncbi.nlm.nih.gov/pubmed/24460976
https://doi.org/10.3892/or.2017.5963
https://doi.org/10.1016/S1470-2045(12)70270-X
https://doi.org/10.1158/1078-0432.CCR-14-0887
https://doi.org/10.1038/nature13121
https://doi.org/10.3390/cancers12051198
https://www.ncbi.nlm.nih.gov/pubmed/32397484
https://doi.org/10.1016/j.freeradbiomed.2016.05.009
https://www.ncbi.nlm.nih.gov/pubmed/27184956


Antioxidants 2023, 12, 1313 23 of 24

44. Mori, S.; Chang, J.T.; Andrechek, E.R.; Matsumura, N.; Baba, T.; Yao, G.; Kim, J.W.; Gatza, M.; Murphy, S.; Nevins, J.R. Anchorage-
independent cell growth signature identifies tumors with metastatic potential. Oncogene 2009, 28, 2796–2805. [CrossRef]

45. Subbiah, V.; Baik, C.; Kirkwood, J.M. Clinical Development of BRAF plus MEK Inhibitor Combinations. Trends Cancer 2020,
6, 797–810. [CrossRef] [PubMed]

46. Bellmann, L.; Cappellano, G.; Schachtl-Riess, J.F.; Prokopi, A.; Seretis, A.; Ortner, D.; Tripp, C.H.; Brinckerhoff, C.E.; Mullins,
D.W.; Stoitzner, P. A TLR7 agonist strengthens T and NK cell function during BRAF-targeted therapy in a preclinical melanoma
model. Int. J. Cancer 2020, 146, 1409–1420. [CrossRef]

47. Meyskens, F.L., Jr.; McNulty, S.E.; Buckmeier, J.A.; Tohidian, N.B.; Spillane, T.J.; Kahlon, R.S.; Gonzalez, R.I. Aberrant redox regulation in
human metastatic melanoma cells compared to normal melanocytes. Free Radic. Biol. Med. 2001, 31, 799–808. [CrossRef]

48. Sullivan, L.B.; Chandel, N.S. Mitochondrial reactive oxygen species and cancer. Cancer Metab. 2014, 2, 17. [CrossRef]
49. Valavanidis, A.; Vlachogianni, T.; Fiotakis, K. Tobacco smoke: Involvement of reactive oxygen species and stable free radicals in

mechanisms of oxidative damage, carcinogenesis and synergistic effects with other respirable particles. Int. J. Environ. Res. Public
Health 2009, 6, 445–462. [CrossRef]

50. Obrador, E.; Liu-Smith, F.; Dellinger, R.W.; Salvador, R.; Meyskens, F.L.; Estrela, J.M. Oxidative stress and antioxidants in the
pathophysiology of malignant melanoma. Biol. Chem. 2019, 400, 589–612. [CrossRef]

51. Hall, A.; Meyle, K.D.; Lange, M.K.; Klima, M.; Sanderhoff, M.; Dahl, C.; Abildgaard, C.; Thorup, K.; Moghimi, S.M.; Jensen,
P.B.; et al. Dysfunctional oxidative phosphorylation makes malignant melanoma cells addicted to glycolysis driven by the
(V600E)BRAF oncogene. Oncotarget 2013, 4, 584–599. [CrossRef]

52. Ruocco, M.R.; Avagliano, A.; Granato, G.; Vigliar, E.; Masone, S.; Montagnani, S.; Arcucci, A. Metabolic flexibility in melanoma: A
potential therapeutic target. Semin. Cancer Biol. 2019, 59, 187–207. [CrossRef] [PubMed]

53. Audrito, V.; Managò, A.; Gaudino, F.; Deaglio, S. Targeting metabolic reprogramming in metastatic melanoma: The key role of
nicotinamide phosphoribosyltransferase (NAMPT). Semin. Cell Dev. Biol. 2019, 98, 192–201. [CrossRef] [PubMed]

54. Corazao-Rozas, P.; Guerreschi, P.; Jendoubi, M.; André, F.; Jonneaux, A.; Scalbert, C.; Garçon, G.; Malet-Martino, M.; Balayssac,
S.; Rocchi, S.; et al. Mitochondrial oxidative stress is the Achille’s heel of melanoma cells resistant to Braf-mutant inhibitor.
Oncotarget 2013, 4, 1986–1998. [CrossRef]

55. Khamari, R.; Trinh, A.; Gabert, P.E.; Corazao-Rozas, P.; Riveros-Cruz, S.; Balayssac, S.; Malet-Martino, M.; Dekiouk, S.; Joncquel
Chevalier Curt, M.; Maboudou, P.; et al. Glucose metabolism and NRF2 coordinate the antioxidant response in melanoma
resistant to MAPK inhibitors. Cell Death Dis. 2018, 9, 325. [CrossRef]

56. Yuan, L.; Mishra, R.; Patel, H.; Abdulsalam, S.; Greis, K.D.; Kadekaro, A.L.; Merino, E.J.; Garrett, J.T. Utilization of Reactive
Oxygen Species Targeted Therapy to Prolong the Efficacy of BRAF Inhibitors in Melanoma. J. Cancer 2018, 9, 4665–4676. [CrossRef]

57. Wang, L.; Leite de Oliveira, R.; Huijberts, S.; Bosdriesz, E.; Pencheva, N.; Brunen, D.; Bosma, A.; Song, J.Y.; Zevenhoven, J.; Los-de Vries,
G.T.; et al. An Acquired Vulnerability of Drug-Resistant Melanoma with Therapeutic Potential. Cell 2018, 173, 1413–1425. [CrossRef]

58. Haq, R.; Shoag, J.; Andreu-Perez, P.; Yokoyama, S.; Edelman, H.; Rowe, G.C.; Frederick, D.T.; Hurley, A.D.; Nellore, A.; Kung,
A.L.; et al. Oncogenic BRAF regulates oxidative metabolism via PGC1alpha and MITF. Cancer Cell 2013, 23, 302–315. [CrossRef]

59. Cesi, G.; Walbrecq, G.; Zimmer, A.; Kreis, S.; Haan, C. ROS production induced by BRAF inhibitor treatment rewires metabolic
processes affecting cell growth of melanoma cells. Mol. Cancer 2017, 16, 102. [CrossRef]

60. Furfaro, A.L.; Traverso, N.; Domenicotti, C.; Piras, S.; Moretta, L.; Marinari, U.M.; Pronzato, M.A.; Nitti, M. The Nrf2/HO-1 Axis
in Cancer Cell Growth and Chemoresistance. Oxid. Med. Cell. Longev. 2016, 2016, 1958174. [CrossRef] [PubMed]

61. Was, H.; Cichon, T.; Smolarczyk, R.; Lackowska, B.; Mazur-Bialy, A.; Mazur, M.; Szade, A.; Dominik, P.; Mazan, M.; Kotlinowski,
J.; et al. Effect of heme oxygenase-1 on melanoma development in mice—Role of tumor-infiltrating immune cells. Antioxidants
2020, 9, 1223. [CrossRef] [PubMed]

62. Longhitano, L.; Broggi, G.; Giallongo, S.; Failla, M.; Puzzo, L.; Avitabile, T.; Tibullo, D.; Distefano, A.; Pittalà, V.; Reibaldi, M.; et al.
Heme Oxygenase-1 Overexpression Promotes Uveal Melanoma Progression and Is Associated with Poor Clinical Outcomes.
Antioxidants 2022, 11, 1997. [CrossRef] [PubMed]

63. Furfaro, A.L.; Ottonello, S.; Loi, G.; Cossu, I.; Piras, S.; Spagnolo, F.; Queirolo, P.; Marinari, U.M.; Moretta, L.; Pronzato, M.A.; et al.
HO-1 downregulation favors BRAFV600 melanoma cell death induced by Vemurafenib/PLX4032 and increases NK recognition.
Int. J. Cancer 2020, 146, 1950–1962. [CrossRef] [PubMed]

64. Nguyen, C.; Yi, C. YAP/TAZ Signaling and Resistance to Cancer Therapy. Trends Cancer 2019, 5, 283–296. [CrossRef]
65. Takeuchi, H.; Morton, D.L.; Elashoff, D.; Hoon, D.S. Survivin expression by metastatic melanoma predicts poor disease outcome

in patients receiving adjuvant polyvalent vaccine. Int. J. Cancer 2005, 117, 1032–1038. [CrossRef] [PubMed]
66. Ito, T.; Kohashi, K.; Yamada, Y.; Maekawa, A.; Kuda, M.; Furue, M.; Oda, Y. Prognostic significance of forkhead box M1 (FoxM1)

expression and antitumour effect of FoxM1 inhibition in melanoma. Histopathology 2016, 69, 63–71. [CrossRef] [PubMed]
67. Kim, M.H.; Kim, J.; Hong, H.; Lee, S.; Lee, J.; Jung, E.; Kim, J. Actin remodeling confers BRAF inhibitor resistance to melanoma

cells through YAP / TAZ activation. EMBO J. 2016, 35, 462–478. [CrossRef]
68. Fisher, M.L.; Grun, D.; Adhikary, G.; Xu, W.; Eckert, R.L. Inhibition of YAP function overcomes BRAF inhibitor resistance in

melanoma cancer stem cells. Oncotarget 2017, 8, 110257–110272. [CrossRef] [PubMed]
69. Han, B.; Shin, H.J.; Bak, I.S.; Bak, Y.; Jeong, Y.L.; Kwon, T.; Park, Y.H.; Sun, H.N.; Kim, C.H.; Yu, D.Y. Peroxiredoxin I is important

for cancer-cell survival in Ras-induced hepatic tumorigenesis. Oncotarget 2016, 7, 68044–68056. [CrossRef] [PubMed]

https://doi.org/10.1038/onc.2009.139
https://doi.org/10.1016/j.trecan.2020.05.009
https://www.ncbi.nlm.nih.gov/pubmed/32540454
https://doi.org/10.1002/ijc.32777
https://doi.org/10.1016/S0891-5849(01)00650-5
https://doi.org/10.1186/2049-3002-2-17
https://doi.org/10.3390/ijerph6020445
https://doi.org/10.1515/hsz-2018-0327
https://doi.org/10.18632/oncotarget.965
https://doi.org/10.1016/j.semcancer.2019.07.016
https://www.ncbi.nlm.nih.gov/pubmed/31362075
https://doi.org/10.1016/j.semcdb.2019.05.001
https://www.ncbi.nlm.nih.gov/pubmed/31059816
https://doi.org/10.18632/oncotarget.1420
https://doi.org/10.1038/s41419-018-0340-4
https://doi.org/10.7150/jca.27295
https://doi.org/10.1016/j.cell.2018.04.012
https://doi.org/10.1016/j.ccr.2013.02.003
https://doi.org/10.1186/s12943-017-0667-y
https://doi.org/10.1155/2016/1958174
https://www.ncbi.nlm.nih.gov/pubmed/26697129
https://doi.org/10.3390/antiox9121223
https://www.ncbi.nlm.nih.gov/pubmed/33287312
https://doi.org/10.3390/antiox11101997
https://www.ncbi.nlm.nih.gov/pubmed/36290720
https://doi.org/10.1002/ijc.32611
https://www.ncbi.nlm.nih.gov/pubmed/31376303
https://doi.org/10.1016/j.trecan.2019.02.010
https://doi.org/10.1002/ijc.21267
https://www.ncbi.nlm.nih.gov/pubmed/15986442
https://doi.org/10.1111/his.12909
https://www.ncbi.nlm.nih.gov/pubmed/26619071
https://doi.org/10.15252/embj.201592081
https://doi.org/10.18632/oncotarget.22628
https://www.ncbi.nlm.nih.gov/pubmed/29299145
https://doi.org/10.18632/oncotarget.11172
https://www.ncbi.nlm.nih.gov/pubmed/27517622


Antioxidants 2023, 12, 1313 24 of 24

70. DeNicola, G.M.; Karreth, F.A.; Humpton, T.J.; Gopinathan, A.; Wei, C.; Frese, K.; Mangal, D.; Yu, K.H.; Yeo, C.J.; Calhoun, E.S.; et al.
Oncogene-induced Nrf2 transcription promotes ROS detoxification and tumorigenesis. Nature 2011, 475, 106–109. [CrossRef]

71. Baird, L.; Dinkova-Kostova, A.T. The cytoprotective role of the Keap1-Nrf2 pathway. Arch. Toxicol. 2011, 85, 241–272. [CrossRef]
72. Komander, D.; Clague, M.J.; Urbé, S. Breaking the chains: Structure and function of the deubiquitinases. Nat. Rev. Mol. Cell Biol.

2009, 10, 550–563. [CrossRef] [PubMed]
73. Li, Y.; Reverter, D. Molecular Mechanisms of DUBs Regulation in Signaling and Disease. Int. J. Mol. Sci. 2021, 22, 986. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/nature10189
https://doi.org/10.1007/s00204-011-0674-5
https://doi.org/10.1038/nrm2731
https://www.ncbi.nlm.nih.gov/pubmed/19626045
https://doi.org/10.3390/ijms22030986
https://www.ncbi.nlm.nih.gov/pubmed/33498168

	Introduction 
	Materials and Methods 
	Materials 
	Cells, Culture Conditions 
	Generation of D4M Subclones Resistant to Dabrafenib, Trametinib, or Dual Resistance to Dabrafenib/Trametinib 
	MTT Assay 
	Anchorage-Independent Growth Assay 
	Sphere Formation Assay 
	Soft Agar Colony Formation Assay 

	Cell Apoptosis 
	Cell Invasion Assay 
	Angiogenesis Assay 
	Measurement of the Cell Redox Status 
	GSH Content 
	Protein Extraction and Western Blot Analysis 
	Quantitative Reverse Transcription Polymerase Chain Reaction (qRT-PCR) 
	Cell Transfection with siRNA against Nrf2 or DUB3 
	Statistics 

	Results 
	Generation and Characterization of D4M Cell Lines Resistant to Dabrafenib, Trametinib, or Dual Resistance to Dabrafenib/Trametinib 
	Cell Viability 
	Anchorage-Independent Cell Growth 
	Apoptosis 
	Cell Migration and Angiogenesis 

	Analysis of the Redox Status and Nrf2 Expression in D4M Cell Lines Resistant to Dabrafenib, Trametinib, or Dual Resistance to Dabrafenib/Trametinib 
	Nrf2 Affects YAP Expression in D4M Cell Lines Resistant to Dabrafenib, Trametinib, or Dual Resistance to Dabrafenib/Trametinib 
	Mechanism of Nrf2 Activity Regulation in D4M Cell Lines Resistant to Dabrafenib, Trametinib, or Dual RESISTANCE to Dabrafenib/Trametinib 
	Inhibition of Nrf2 or DUB3 Expression Sensitizes Resistant Melanoma D4M to Targeted Therapies 
	Nrf2 and YAP Expression in A375 Cell Line Resistant to Dabrafenib 
	Mechanisms of Nrf2 Gene Expression Control in an A375 Cell Line Resistant to Dabrafenib 
	Inhibition of Nrf2 or DUB3 Expression Sensitizes Resistant A375 Melanoma Cells to Targeted Therapy 

	Discussion 
	Conclusions 
	References

