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Abstract: Uveal Melanoma (UM) is a rare and malignant intraocular tumor with dismal prognosis.
Despite the efficient control of the primary tumor by radiation or surgery, up to 50% of patients
subsequently develop metastasis, mainly in the liver. Once the tumor has spread from the eye, the
treatment is challenging and the median survival is only nine months. UM represents an intriguing
model of oncogenesis that is characterized by a relatively homogeneous histopathological architecture
and a low burden of genetic alterations, in contrast to other melanomas. UM is driven by recurrent
activating mutations in Gαq pathway, which are associated with a second mutation in BRCA1
associated protein 1 (BAP1), splicing factor 3b subunit 1 (SF3B1), or eukaryotic translation initiation
factor 1A X-linked (EIF1AX), occurring in an almost mutually exclusive manner. The monosomy of
chromosome 3 is also a recurrent feature that is associated with high metastatic risk. These events
driving UM oncogenesis have been thoroughly investigated over the last decade. However, no
efficient related therapeutic strategies are yet available and the metastatic disease remains mostly
incurable. Here, we review current knowledge regarding the molecular biology and the genetics of
uveal melanoma and highlight the related therapeutic applications and perspectives.

Keywords: uveal melanoma; metastasis; targeted therapy; oncogenesis; Gαq pathway; BAP1;
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1. Introduction

Uveal melanoma (UM) is the most frequent eye cancer in adults, representing 5% of all types of
melanoma [1]. UM mainly arises from melanocytes within the choroid (85%), but it can also originate
from the ciliary body (5–8%) or the iris (3–5%), to a lesser extent. The incidence of UM worldwide
is estimated at 4.3 cases per million and it has remained stable for the last thirty years [1,2]. Uveal
and cutaneous melanomas display major differences in the etiology, mutational profile, and clinical
progression, despite sharing cell type and embryonic origin [3].

Uveal melanoma primary tumor can be effectively treated with radiation or surgical removal
(enucleation) [4–6]. The prognosis of this cancer remains poor due to the development of metastases
in 20–50% of patients, despite good local control [7]. These metastases mainly appear in the liver
(89%) and they are particularly resistant to treatment, leading to an overall survival of six to twelve
months. Current therapeutic approaches, including chemotherapies or targeted therapies, yield very
low response rates (0–15%) in clinical trials, which highlights the need for more effective therapeutic
strategies by identifying new targets or combined approaches [8,9].

2. Uveal Melanoma Risk and Prognostic Factors

Uveal melanoma risk factors consist of light skin and eye color (low pigmentation) [3]. UM
mutation spectrum does not correlate with ultraviolet radiation (UVR) exposure [10–12], although
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UVR-induced mutational patterns (C-to-T transitions) have been described in rare cases (5.6%) [13].
Germline inactivating mutations in BAP1 (BRCA1 associated protein 1) also represent a genetic risk
factor in rare familial and bilateral UM cases, accounting for 2–5% of cases [14–17]. Recently, two UM
cases have been reported to harbor germline loss-of-function mutations in MBD4 (methyl-CpG binding
domain 4) [18,19]. MBD4 plays a role in repairing DNA mismatches and its inactivation leads to a
hypermutated tumor profile that is sensitive to immune checkpoint inhibitors [19,20].

The UM prognostic features include the age of the patient, tumor size, cell origin and heterogeneity,
cytogenetic aberrations, and genetic profile [21–24]. No improvement in overall survival has been
observed during the last 30 years, even though prognostication has improved due to the advances in
understanding the genomic and genetic status of UM [25,26].

3. Biology-Based Therapeutic Strategies in Uveal Melanoma

3.1. Dysregulated Signaling Pathways

UM exhibits a dysregulation of a set of genes and pathways, most of which have been elucidated
in the last two decades and that have been considered as candidates for therapeutic targeting. Here,
we describe the potential therapeutic opportunities that are based on the main UM altered signaling
pathways and related processes.

3.1.1. Apoptosis and Cell Cycle

BCL2 and MDM2 are the first genes reported to be highly expressed in UM [27–29]. TP53 is very
rarely mutated, but is frequently inactivated by MDM2 overexpression in UM. Consequently, Bcl2 and
Mdm2 are described as potential targets for therapeutic intervention. For instance, treatment with
inhibitors of the apoptotic proteins Bcl2/xL coupled with alkylating agents has been shown to trigger
tumor growth inhibition in UM PDXs (Patient-Derived Xenografts) [30]. Clinical studies have failed
to provide a therapeutic benefit due to strong adverse effects, although preclinical investigations of
Bcl2 and Mdm2 inhibitors have confirmed their antitumorigenic effect in UM [30,31]. Evaluation of
other strategies to re-activate p53, including inhibitors of Mdm4, a homolog of Mdm2, may offer good
alternatives [32,33].

Rb (Retinoblastoma gene) inhibits proliferation and it is frequently inactivated in UM by
phosphorylation induced by cyclin D1 (CD1) overexpression [34,35]. Precisely, CD1 is overexpressed
in approximately 40% of cases [27,28]. In other cases, Rb phosphorylation may be due to p16INK4a

promoter methylation [36]. Rb pathway is disrupted in a wide number of cancers and the targeting
approaches include CD inhibitors that are being tested in UM in combination with other therapies.
HDAC (histone deacetylase) inhibitors are currently being assessed in UM and they have been found
to induce CD1 degradation. Cotherapy with HDACi and CDKi has been shown to induce cell death in
UM cell lines [32]. Additionally, CD1 activates CDK4/6, the downstream targets of the MEK pathway
that is frequently altered in UM, which implies a potential co-targeting of MEK and CDK4/6.

3.1.2. Hypoxia-Induced Response

HIF (Hypoxia Inducible Factor) is the main node for hypoxia response and it triggers a metabolic
reprogramming when the growing tumors lack oxygen supply to increase glucose uptake and promote
angiogenesis [37]. This hypoxia response occurs through cMET or CXCR4 (C-X-C chemokine receptor
type 4). HIF is overexpressed in specific subsets of UM and its inhibition has been shown to suppress
tumor growth in UM mouse models [10,38].

3.1.3. cMET-PI3K Pathway

cMET encodes the transmembrane tyrosine kinase receptor that is activated through the binding
of the hepatocyte growth factor (HGF). HGF is primarily produced in the liver and it is implicated in
the growth of various malignancies. cMET expression levels are higher in UM metastatic tumors as



Cancers 2019, 11, 1019 3 of 17

compared to primary tumors, an intriguing fact given the presence of high levels of HGF in the liver
tumor microenvironment. The HGF-cMET pathway has been described to mediate resistance to MEK
inhibitors in metastatic UM [39]. In fact, HGF-cMET activates the PI3K-Akt pathway through PI3Kβ

to compensate for the lack of MEK pathway activation. Therefore, blocking HGF-cMET signaling
can resensitize the tumor cells to MEK inhibitors. This effect was observed in ex vivo UM metastatic
explants [39]. A combination of MEK and cMET inhibitors is a promising approach that remains to be
further investigated. On the other hand, the PI3K-Akt pathway is activated upon PTEN (Phosphatase
and TENsin homolog) loss [40]. PTEN is a tumor suppressor that is underexpressed in 40% of UMs
(mainly by LOH of the PTEN locus) [40–42]. There is growing evidence that PTEN is downregulated by
miRNAs in UM [43,44]. Rescuing PTEN function is challenging but approaches targeting the PI3K/Akt
pathway continue to be evaluated as combined therapies in UM.

3.1.4. NF-κB Proinflammatory Signaling

NF-κB (nuclear factor-kappa B) pathway activation has been described to contribute to the
mechanism of resistance to BET (Bromodomain and Extra-Terminal motif proteins) inhibitors in the
UM cells. Inhibitors of NF-kB signaling synergized with BET inhibition in vitro and in vivo, which
suggested that the inhibition of NF-kB signaling may improve the efficacy of BET inhibition in patients
with advanced UM [45]. Furthermore, NF-κB signaling pathway contributes to PRAME (Preferentially
Expressed Antigen in Melanoma) upregulation [46]. PRAME expression has been reported to correlate
with the metastatic risk of UM [47]. These findings shed light on the potential targeting of this antigen
by PRAME-specific HLA-A2 T-cell clones [48]. A recent study showed that 50% of metastatic UM
expressed PRAME and HLA class I, which can be recognized by PRAME-specific T cells, implying the
applicability of PRAME-TCR therapy on metastatic UM patients [49]. Currently, a PRAME-TCR clinical
trial is ongoing for AML (Acute Myeloid Leukemia) and metastatic UM patients (NCT02743611).

3.2. Genomic Aberrations and Mutational Burden

Few genomic and genetic events characterize UM (Figure 1a). In fact, UM presents a low
mutational burden, with an SNV mutation rate of <1 per Mb [11]. Additionally, UM displays a
near-diploid karyotype with only a few chromosomal changes affecting chromosome 3 or chromosome
arms 1p−, 6p+, 6q-, 8p−, 8q+. The cytogenetic alterations are tightly linked with the clinical outcome.
The presence of both monosomy 3 and gain of 8q is correlated with high metastatic risk [50,51].
Harboring only one of the latter events correlates with an intermediate risk and the absence of such
aberrations corresponds to a low risk of developing metastasis [10,11,50]. Notably, the monosomy of
chromosome 3 is reported in up to 50% of primary UMs and it is considered to be a poor prognostic
factor (Figure 1a) [17].

UMs are generally resistant to immunotherapy, which is probably due to their low mutational
burden and the consequent low neoantigen generation. However, two exceptional UM cases have
recently been reported to exhibit a response to PD-1 inhibitor. As previously stated, these cases are
characterized by a hypermutated profile due to the presence of a germline loss-of-function mutation in
MBD4 [18,19].

3.3. Mutational Landscape and Related Therapeutic Perspectives

UM malignant transformation relies on two main events. First, a Gαq-pathway activating mutation
in either GNAQ, GNA11, CYSLTR2 (cysteinyl leukotriene receptor 2), or PLCβ4 (phospholipase C
β4), [13,52–54]. Second, a mutation in either BAP1, SF3B1 (splicing factor 3b subunit 1), SRSF2
(serine/arginine-rich splicing factor 2), or EIF1AX (eukaryotic translation initiation factor 1A X-linked)
(Figure 1a,b) [10,55]. Based on the characterization of these genetic events, there is a growing interest
in therapies targeting either Gαq downstream effectors, BAP1-related molecular mechanisms, splicing,
or further related biological processes.
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Figure 1. Genomic and genetic alterations in uveal melanoma (UM) and the affected biological 
processes. (a). Frequency of mutations in UM and the associated prognostic value: BRCA1 associated 
protein 1 (BAP1) mutations are mostly associated with chromosome 3 monosomy and an early 
metastatic risk (~5 years after primary UM diagnosis), splicing factor 3b subunit 1 (SF3B1) and 
serine/arginine-rich splicing factor 2 (SRSF2) mutations are mainly associated with chromosome 3 
disomy and a late-onset metastatic risk (~8 years after primary UM diagnosis), while eukaryotic 
translation initiation factor 1A X-linked (EIF1AX) mutations are associated with chromosome 3 
disomy and a low risk of metastasis. Data is retrieved from The Cancer Genome Atlas (TCGA) UM 
dataset (cBioportal for Cancer Genomics) [56,57]. (b). Main biological processes impacted by the 
recurrent mutations in UM. Mutations in components of G protein-coupled receptors (GPCRs) lead 
to the constitutive activation of Gαq signaling and several downstream pathways. Further oncogenic 
events include mutations in BAP1, SF3B1/SRSF2, or EIF1AX, involved in chromatin modulation, 
splicing, and translation initiation, respectively. Mutations are indicated by . 

3.3.1. Gαq-Pathway Activating Mutations 

The first UM driver event consists of mutations that activate the Gαq pathway [13,52]. GNAQ/11 
mutations are reported in approximately 96% of UM patients, mainly at codon Q209 and less 
recurrently at R183 or G48 [13,58]. PLCβ4 and CYSLTR2 mutations have been recently reported at 
lesser frequencies (2.5% and 4%, respectively) [10]. PLCβ4 hotspot mutation is located at p.D630, the 
region corresponding to the phospholipase C β-4 catalytic domain [53], and CYSLTR2 mutation 
encodes an L129 substitution [54]. These mutations are mutually exclusive hotspot mutations that 
activate the Gαq signaling, thereby stressing the importance of this pathway in UM oncogenesis 
(Figure 2) [53,54]. Of note, none of these mutations is correlated with differential prognosis or clinical 
outcome, which suggests an oncogenic rather than metastatic driver effect [10,54,59]. 

GNAQ and GNA11 encode the subunits Gαq and Gα11 that are bound together with β and γ 
subunits. The resulting heterotrimeric complex is coupled with a GPCR protein (G protein-coupled 
receptor), which is involved in several signaling transduction pathways, as shown in Figure 2. In the 
basal state, Gαq/11 is bound to a GDP and it remains inactive. Upon GTP binding, the complex 
undergoes conformational changes and then targets downstream effectors [52]. GNAQ/11 mutations 

Figure 1. Genomic and genetic alterations in uveal melanoma (UM) and the affected biological
processes. (a). Frequency of mutations in UM and the associated prognostic value: BRCA1 associated
protein 1 (BAP1) mutations are mostly associated with chromosome 3 monosomy and an early
metastatic risk (~5 years after primary UM diagnosis), splicing factor 3b subunit 1 (SF3B1) and
serine/arginine-rich splicing factor 2 (SRSF2) mutations are mainly associated with chromosome 3
disomy and a late-onset metastatic risk (~8 years after primary UM diagnosis), while eukaryotic
translation initiation factor 1A X-linked (EIF1AX) mutations are associated with chromosome 3 disomy
and a low risk of metastasis. Data is retrieved from The Cancer Genome Atlas (TCGA) UM dataset
(cBioportal for Cancer Genomics) [56,57]. (b). Main biological processes impacted by the recurrent
mutations in UM. Mutations in components of G protein-coupled receptors (GPCRs) lead to the
constitutive activation of Gαq signaling and several downstream pathways. Further oncogenic events
include mutations in BAP1, SF3B1/SRSF2, or EIF1AX, involved in chromatin modulation, splicing, and
translation initiation, respectively. Mutations are indicated by
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3.3.1. Gαq-Pathway Activating Mutations

The first UM driver event consists of mutations that activate the Gαq pathway [13,52]. GNAQ/11
mutations are reported in approximately 96% of UM patients, mainly at codon Q209 and less
recurrently at R183 or G48 [13,58]. PLCβ4 and CYSLTR2 mutations have been recently reported at lesser
frequencies (2.5% and 4%, respectively) [10]. PLCβ4 hotspot mutation is located at p.D630, the region
corresponding to the phospholipase C β-4 catalytic domain [53], and CYSLTR2 mutation encodes an
L129 substitution [54]. These mutations are mutually exclusive hotspot mutations that activate the
Gαq signaling, thereby stressing the importance of this pathway in UM oncogenesis (Figure 2) [53,54].
Of note, none of these mutations is correlated with differential prognosis or clinical outcome, which
suggests an oncogenic rather than metastatic driver effect [10,54,59].
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GNAQ and GNA11 encode the subunits Gαq and Gα11 that are bound together with β and γ

subunits. The resulting heterotrimeric complex is coupled with a GPCR protein (G protein-coupled
receptor), which is involved in several signaling transduction pathways, as shown in Figure 2. In
the basal state, Gαq/11 is bound to a GDP and it remains inactive. Upon GTP binding, the complex
undergoes conformational changes and then targets downstream effectors [52]. GNAQ/11 mutations
lead to a constitutively active α subunit, which results in a dysregulation of several downstream
pathways including Akt/mTOR, Wnt/β-catenin, Rac/Rho, MAPK, and PI3K pathways [60].

The importance of Gαq pathways in UM oncogenesis has been described in vitro and in vivo.
Accordingly, GNAQ/11 knockdown inhibits the growth of GNAQ/11-mutated UM cell lines, an effect
that is not observed in GNAQ/11 wild-type (WT) cell lines [61]. Moreover, mouse models that
harbor GNAQ/11 mutations develop multiple tumors, which confirms the oncogenic impact of these
mutations [13,62,63]. Mice with melanocyte-specific expression of GNA11Q209L recapitulated human
Gq-associated melanomas and developed pigmented neoplastic lesions from the melanocytes of the
skin and non-cutaneous organs, including the eye and leptomeninges, as well as atypical sites, such as
the lymph nodes and lungs [62,63].

Gαq-Corresponding Therapeutic Strategies

Gαq/11 inhibitors development has been a major concern over the last two decades, given the
high recurrence of GNAQ and GNA11 mutations in UM. YM-254890 (YM) is a cyclic depsipeptide
that is extracted from bacteria that acts as a selective Gαq inhibitor by preventing the GDP release,
leading to the blockage of GDP/GTP exchange reaction and Gαq activation [64,65]. Interestingly, YM
was shown to inhibit R183 Gαq mutant rather than Q209L Gαq mutant [65,66]. FR900359 (FR) is a
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YM analog that was obtained from plants that depicts a similar mode of action. FR has been recently
described to trigger differentiation and inhibit the migration of GNAQ/11-mutated melanoma cells [67].
FR mainly inhibits Q209L, Q209P, and Q209L Gαq/11 mutants, promoting UM cell cycle arrest and cell
death [68]. Despite the promising results of Gαq/11 inhibitors in vitro, such inhibitors have not yet
been evaluated for clinical application.

On the other hand, much attention has been drawn on targeting the Gαq downstream effectors
Protein Kinase C (PKC) and MEK. The inhibition of each of these pathways has been evaluated, but
showed no clinical benefit, which suggested the need for combinatory strategies to abolish different
Gαq downstream effectors at once [69,70]. The inhibitors of MEK and PI3K (MEKi, PI3Ki) separately
show a modest apoptotic effect on GNAQ/11-mutated UM cell lines that is significantly increased upon
combination [61,71,72]. Similarly, PI3Ki and mTORi exhibit an apoptotic effect in a wide range of UM
cells and tumor growth inhibition in vivo [73]. Another promising strategy is coupling PKC inhibition
with p53 activation. Cotreatment with Mdm2i and PKCi decreases the growth rate of the UM cells and
promotes cell death that is induced by DNA damage [74]. In vivo studies show that the dual inhibition
of PKC and Mdm2 or PKC and mTOR reduces tumor growth in UM PDXs [31]. These results have
boosted the assessment of such compounds in clinical trials.

Recent findings pinpointed ARF6 as a downstream effector of Gαq [75]. Interestingly, ARF6 is a
GTPase that is known to play a role in proliferation, invasion, and metastasis in some cancers [76,77].
In UM, inhibiting ARF6 induces a decrease in proliferation in vitro and tumorigenesis in vivo [75].
Moreover, activated ARF6 triggers the transport of β-catenin to the nucleus, where it can activate
transcription factors, thereby promoting invasion and metastasis [75]. β-catenin is the main node in
the canonical Wnt pathway, which plays a vital role in embryonic development and it is known to
be mutated in various cancers [78]. β-catenin and its downstream effector Wnt5a were found to be
overexpressed in a subset of aggressive UM tumors [79]. Moreover, β-catenin inhibition was shown to
induce apoptosis and inhibit cell growth, invasion, and migration in vitro [80].

Hippo pathway, together with the mTOR (Mammalian Target of Rapamycin) pathway, regulate
organ size in mammals [81]. YAP (Yes-associated protein) is one of the main effectors of the Hippo
pathway, but it can also be activated in a Hippo-independent manner by Gαq through Trio-Rho/Rac
or through MOB1 phosphorylation [82,83]. In proliferating cells, YAP is active until a certain cell
density is reached. Subsequently, MTS1 and MTS2 (mammalian STE20-like protein kinase 1 and 2)
activate LATS1/2 (large tumor suppressor homolog 1 and 2) that phosphorylate YAP, which will stay
in the cytoplasm and be further degraded, which leads to growth inhibition [82,84]. On the contrary,
dephosphorylated YAP remains in the nucleus, where it can bind to TEAD (transcriptional enhancer
activation domain), inducing gene expression and eventually cell proliferation [81]. All the UM cell
lines harboring GNAQ/11 mutations exhibit low YAP phosphorylation and nuclear localization, which
indicates YAP activation. The cell growth of GNAQ/11-mutated UM cells is significantly decreased
upon YAP knockdown or inhibition [84,85]. Notably, a recent study identified GPCR-mediated YAP
activation and RTK-driven AKT signaling as key pathways that are involved in the escape of UM
cells from MEK inhibition [86]. Verteporfin is a drug that is used for the treatment of vascular
occlusion of abnormal blood vessels and it has been reported to inhibit TEAD-YAP interaction [85,87].
However, its specificity to YAP has not been confirmed. In UM cells, verteporfin decreased colony
formation and proliferation in three-dimensional (3D) cultures. Moreover, verteporfin reduces tumor
size and cell proliferation in vivo [82,84]. Recently, FAK has been revealed to activate YAP by MOB1
phosphorylation, resulting in Hippo pathway inhibition. FAK inhibition has been shown to abolish
YAP-dependent UM tumor growth in vitro and in vivo [83].

Overall, the successful inhibition of Gαq-signaling-dependent oncogenesis may be achieved by
synergistically targeting several downstream effectors. Additional therapeutic strategies have to be
pursued for the metastatic settings provided that GNAQ/11 mutations have no prognostic value in UM.
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3.3.2. BAP1, SF3B1, SRSF2 or EIF1AX Mutations

The second oncogenic event of UM consists of mutations in BAP1, EIF1AX, SF3B1, or SRSF2. These
mutations are mutually exclusive in almost all UM cases [10,55,88]. BAP1 mutations are recurrently
found to be associated with chromosome 3 monosomy in early metastatic risk cases. Mutations on
SF3B1 and SRSF2 are mainly associated with chromosome 3 disomy and a late-onset metastatic risk,
while EIF1AX mutations are associated with chromosome 3 disomy and a low risk of metastasis
(Figure 1a) [55,88].

BAP1

BAP1 encodes a deubiquitylase that forms protein complexes that are implicated in several
pathways along with cell cycle, cell differentiation, and DNA damage response and it has been
described to act as a tumor suppressor in various cancers [17,89,90]. The expression of BAP1 is
lost in up to 84% cases of metastatic UM, due to inactivating mutations. BAP1 is mutated in 38%
of primary UMs, mainly in tumors with monosomy 3, thereby being characteristic of belligerent
tumors [10,15,91]. Remarkably, around 84–89% of metastatic tumors harbor somatic mutations in BAP1.
Hence, BAP1 alterations are strongly correlated with a higher metastatic risk and reduced survival
rate [10,15,59,91,92]. Therefore, targeting BAP1-related processes represents a promising therapeutical
strategy for preventing metastatic progression and improving patient survival. BAP1 binds to ASXL1
to form the polycomb complex that deubiquitinates histone 2A [93,94]. Thus, the loss of BAP1 increases
ubiquitinated expression and it may sensitize tumor cells to HDAC (histone deacetylase) inhibitors,
like valproic acid, trichostatin A, LBH-589, and syberynalide hydroxamic acid. HDAC inhibition
has been shown to stop cell proliferation, induce cell cycle arrest, trigger apoptosis, block migration,
promote cell differentiation, and impact the gene expression profile in preclinical UM models [95–97].
A very recent study demonstrated that the combination of MEK and HDAC inhibitors considerably
decreased tumor growth in both subcutaneous and liver metastasis xenograft models of UM, which
encourages clinical co-targeting of MEK and HDAC in advanced UM [86].

EZH2 (Enhancer of Zeste Homolog 2) forms the polycomb repressive complex 2 (PRC2), which
methylates histone H3 lysine 27 (H3K27). BAP1 loss leads to increased H3K27 that, in turn, raises
the expression level of EZH2 [98]. However, the UM cells were reported to resist EZH2 inhibition
regardless of their BAP1 status [99].

Additionally, BAP1 forms a complex with BRCA1 and BARD1, which takes part in double-strand
break repair through homologous recombination (HR) [100]. BAP1 deficiency results in impaired
HR, which may suggest an increased dependency on other DNA repair pathways and a consequent
sensitivity to PARP inhibition [100–102]. A clinical trial of a PARP inhibitor (Niraparib) in BAP1-deficient
neoplasms including UM is ongoing (NCT03207347).

Overall, targeting BAP1-related processes is a potential therapeutic strategy. Nevertheless,
successful approaches to target metastatic malignancies may require combined treatment in order
to block all the related processes. A synthetic lethality screen can be a precious tool in revealing
vulnerabilities to therapy in BAP1-deficient UM patients.

EIF1AX

EIF1AX missense mutations are recurrent in 13% of UMs. These mutations are mainly associated
with disomy 3 and present a low metastatic risk [10,88]. EIF1AX encodes eukaryotic translation initiation
factor 1A (eIF1A) and it is essential in the recruitment of the ternary complex and for assembling
the 43S preinitiation complex (PIC) [103]. Translation initiation is a rate-limited step that is tightly
regulated and factors taking part at this stage are known to be misregulated in tumorigenesis [104].
EIF1AX overexpression has been documented to boost translation and cell proliferation in bovine
mammary epithelial cells [105]. Interestingly, EIF1AX was found to harbor heterozygous mutations
in papillary carcinomas, the most common thyroid cancer, and in ovarian carcinoma with a worse
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prognosis when coupled with mutations of the Ras family [106,107]. Very recently, EIF1AX and RAS
mutations have been shown to cooperate to induce tumorigenesis in isogenic cell lines and mice.
EIF1AX-A113splice variants, which are recurrent in advanced thyroid cancer, stabilize the PIC and
enable a general increase in protein synthesis through ATF4-induced dephosphorylation of EIF2α.
RAS stabilizes c-MYC, which cooperates with ATF4 to sensitize mTOR to amino acid supply. These
combined events were shown to generate therapeutic vulnerabilities to MEK, BRD4, and mTOR kinase
inhibitors [108]. These findings pinpoint new therapeutic strategies and emphasize the importance of
understanding the biological impact of different EIF1AX mutations in UM.

SF3B1 and SRSF2

The splicing factor (SF) genes SF3B1, U2AF35, ZRSR2, and SRSF2 are recurrently mutated in
hematological malignancies [109–111] and solid tumors [112–114], which include UM [11,88,115,116].
It is noteworthy that the SF hotspot mutations take place in a mutually exclusive manner and they
affect proteins that are involved in the 3′ splice site (3′ss) recognition, an early step of splicing, resulting
in specific aberrant splicing patterns. SF3B1 and SRSF2 mutations are recurrent in UMs and they lead
to a change of function of the SF [109]. Such events highlight the involvement of splicing aberrations
in oncogenesis and the relevance of SF therapeutic targeting.

SRSF2 belongs to the family of serine/arginine (SR)-rich proteins that aid splicing through binding
exonic splicing enhancers (ESEs). SR proteins contain at least an SR rich binding domain and an RNA
recognition motif (RRM), where RNA binding proteins (RBPs) attach. On early steps of splicing, SF1
binds to the BP and SRSF2 and ZRSR2 simultaneously bind to ESEs to aid the binding and stability
of the U2AF subunits [117]. SRSF2 is most commonly mutated in chronic myelomonocytic leukemia
(CMML) (47%) [118] and myelodysplastic syndromes (MDS) (15%) [119]. Recently, SRSF2 has also
been found to be mutated in 4% of UMs [10,120]. Upon hotspot mutations at P95m which is located
downstream the RRM, SRSF2 undergoes a conformational change on the RRM, and consequently
acquires more affinity for G-rich versus C-rich ESEs motifs, differently from the WT, which has an
equal affinity for these motifs [109,120–122]. The resulting misregulated exon inclusion causes an
aberrant splicing pattern of a broad range of genes comprising the tumor suppressor ARMC10 or
EZH2 [122,123]. The mis-spliced form of EZH2 is sensitive to nonsense-mediated RNA decay (NMD),
which implies a decrease in EZH2 levels which has already been observed in MDS progression [124].
In fact, EZH2 and SRSF2 mutations take place in a mutually exclusive manner [122]. Even though the
SRSF2 mutation rate is low in UM [10,120], it may be a significant event, given the cascade effect of
misrecognition of ESEs on a large number of target genes.

SF3B1 encodes the U2 small nuclear riboprotein complex (U2-snRNP) that is responsible for
branchpoint (BP) recognition and it is mutated in 23% of UMs [116]. U2-snRNP binds to the BP of
the intron in an incomplete manner. Further interactions are required to enhance BP identification
and stabilize the interaction, including base-pairing that is mediated by SF3B1 and U2AF35/65
binding. SF3B1 structure consists of a hydrophilic N-terminal harboring a U2AF-binding motif
and a C-terminal with 22 different HEAT (Huntingtin, Elongation factor 3, protein phosphatase 2A,
Targets of rapamycin 1) repeats [125,126], whose function remains to be elucidated [120]. Hotspot
mutations target the HEAT repeats at codons R625, K666, and K700 [125,126]. Hotspot mutation
K700 prevails in hematological malignancies, whereas the R625 and K666 mutations prevail in UM
and they are frequently associated with disomy 3 and a late metastatic risk [11,55,88,115]. SF3B1
mutations have been thoroughly investigated and were reported to induce an aberrant splicing pattern
by an alternative 3′ss usage upstream the canonical 3′ss in breast cancer, CLL, and UM [116,127].
SF3B1 mutations generate change-of-function mutants, leading to aberrant splicing of less than 1%
of all splice junctions by recognizing an alternative BP localized at 11-14 nts upstream the canonical
site [116]. SF3B1 has been reported to be involved in the splicing of key apoptotic genes, like MCL1
and BCL2/xL, which are appealing cancer targets [128]. Yet, further studies are required to link the
splicing aberrations to oncogenesis. These findings have resulted in a growing interest in splicing
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modulators as therapeutic agents. Microbial and natural metabolites that inhibit splicing were the first
candidates, including FR901464 and derivatives. The FR9014 series was isolated from Pseudomonas
sp. Number 2663 and constitutes the first antiproliferative molecules that are associated with splicing
inhibition. Spliceostatin A is a methylated derivative of FR901464. Spliceostatin B was also isolated
from Pseudomonas sp. Number 2663. Spliceostatin E was isolated from Burkholderia sp. FERM
BP3421. Thailanstatins were recovered from Burkholderia thailandensis MSMB43. Meayamycin and
Sudemycins are synthetic derivatives from the depicted natural products [129,130]. These splicing
inhibitors have been shown to regulate Mcl-1 splicing and inhibit cell proliferation in a dose-dependent
manner [131,132]. Other compounds that were isolated from bacteria include Pladienolides A-G,
E7107, FD-895, and herboxidiene. E7107 has been tested on clinical trials in various solid tumors. No
significant response was observed, even though the mRNA levels were altered in a dose-dependent
manner [133]. An additional natural compound that is extracted from plants, isogingketin, was also
described as a general splicing inhibitor with anti-tumor activity [134]. Nevertheless, inhibiting an
essential biological process, like splicing, confers high cytotoxic effects, thereby limiting the therapeutic
window [135,136]. Specific compounds are then needed to restore the normal splicing level, rather
than inhibiting the whole process of splicing.

Recently, encouraging results were obtained with H3B-8800, a small molecule that is derived from
pladienolide that targets SF3B1 complex. Cells harboring SF3B1 mutations presented higher sensitivity
to this inhibitor than cells with WT SF3B1, a feature that may overcome the high cytotoxicity of splicing
inhibition. The preferential inhibition is associated with an enrichment of alternative 3′ss in SF3B1
mutant cells as compared to WT cells [137]. Further studies are ongoing to confirm the specificity of
H3B-8800 in vivo and in a clinical trial in patients with advanced myeloid malignancies, including
MDS, AML, and CMML (NCT02841540).

New perspectives also emerged from the studies of neopeptides that were generated by the aberrant
transcripts in SF3B1-mutant cells. In fact, the splicing-derived putative neoepitopes have a high degree
of recurrence, which is suggestive of potential interest for immunotherapeutic intervention. Moreover,
these neopeptides are considered for prospective personalized cancer vaccine development [138].

4. Conclusions

UM is a rare cancer in adults, with very stereotyped oncogenic events that have been mostly
decrypted over the last 10 years. The epidemiological, genetic, and transcriptional specificity of UM
highlight the importance of UM as a model of oncogenesis. The understanding of the molecular
mechanisms that underlie UM has considerably progressed over the last decade. However, these
advances have not yet been translated into therapeutic progress, and the prognosis of the metastatic
form of UM remains somber.

Conclusively, targeted therapies remain to be improved by combinatory strategies in light of a
better understanding of the UM-underlying molecular mechanisms. Recently-reported exceptional
immune responses in UM patients harboring MBD4 mutations point up the importance of deciphering
cancer mechanisms in order to determine the oncogenic actors and develop the appropriate therapeutic
strategies. Moreover, the development of preclinical models that recapitulate the different routes of
UM malignant transformation is essential for validating novel therapeutic strategies.

Author Contributions: R.V.-N. and S.A. wrote the manuscript. R.V.-N., M.T., S.R.-R. and S.A. edited and reviewed
the text. S.R.-R. and S.A. conceived the review.

Funding: This research was funded by the European Union’s Horizon 2020 research and innovation programme
(Marie Skłodowska-Curie grant agreement No 666003), the European Union’s Horizon 2020 project “UM Cure
2020” (Grant No. 667787) and SIRIC Curie (Grant INCa-DGOS-Inserm_12554).

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



Cancers 2019, 11, 1019 10 of 17

References

1. Mahendraraj, K.; Lau, C.S.M.; Lee, I.; Chamberlain, R.S. Trends in Incidence, Survival, and Management of
Uveal Melanoma: A Population-Based Study of 7516 Patients from the Surveillance, Epidemiology, and End
Results Database (1973–2012). Clin. Ophthalmol. 2016, 10, 2113–2119. [CrossRef] [PubMed]

2. Singh, A.D.; Turell, M.E.; Topham, A.K. Uveal Melanoma: Trends in Incidence, Treatment, and Survival.
Ophthalmology 2011, 118, 1881–1885. [CrossRef] [PubMed]

3. Pandiani, C.; Béranger, G.E.; Leclerc, J.; Ballotti, R.; Bertolotto, C. Focus on Cutaneous and Uveal Melanoma
Specificities. Genes Dev. 2017, 31, 724–743. [CrossRef] [PubMed]

4. Mathis, T.; Cassoux, N.; Tardy, M.; Piperno, S.; Gastaud, L.; Dendale, R.; Maschi, C.; Nguyen, A.; Meyer, L.;
Bonnin, N.; et al. Management of Uveal Melanomas, Guidelines for Oncologists. Bull. Cancer 2018, 105,
967–980. [CrossRef] [PubMed]

5. Yang, J.; Manson, D.K.; Marr, B.P.; Carvajal, R.D. Treatment of Uveal Melanoma: Where Are We Now? Ther.
Adv. Med. Oncol. 2018, 10, 1–17. [CrossRef] [PubMed]

6. Barker, C.A.; Salama, A.K. New NCCN Guidelines for Uveal Melanoma and Treatment of Recurrent or
Progressive Distant Metastatic Melanoma. JNCCN J. Natl. Compr. Cancer Netw. 2018, 16, 646–650. [CrossRef]

7. Kujala, E.; Mäkitie, T.; Kivelä, T. Very Long-Term Prognosis of Patients with Malignant Uveal Melanoma.
Investig. Ophtalmol. Vis. Sci. 2003, 44, 4651–4659. [CrossRef]

8. Amirouchene-Angelozzi, N.; Schoumacher, M.; Stern, M.-H.; Cassoux, N.; Desjardins, L.; Piperno-Neumann, S.;
Lantz, O.; Roman-Roman, S. Upcoming Translational Challenges for Uveal Melanoma. Br. J. Cancer 2015, 113,
1249–1253. [CrossRef]

9. Patel, M.; Smyth, E.; Chapman, P.B.; Wolchok, J.D.; Schwartz, G.K.; Abramson, D.H.; Carvajal, R.D.
Therapeutic Implications of the Emerging Molecular Biology of Uveal Melanoma. Clin. Cancer Res. 2011, 17,
2087–2100. [CrossRef]

10. Robertson, A.G.; Shih, J.; Yau, C.; Gibb, E.A.; Oba, J.; Mungall, K.L.; Hess, J.M.; Uzunangelov, V.; Walter, V.;
Danilova, L.; et al. Integrative Analysis Identifies Four Molecular and Clinical Subsets in Uveal Melanoma.
Cancer Cell 2018, 32, 204–220. [CrossRef]

11. Furney, S.J.; Pedersen, M.; Gentien, D.; Dumont, A.G.; Rapinat, A.; Desjardins, L.; Turajlic, S.;
Piperno-Neumann, S.; de la Grange, P.; Roman-Roman, S.; et al. SF3B1 Mutations Are Associated with
Alternative Splicing in Uveal Melanoma. Cancer Discov. 2013, 3, 1122–1129. [CrossRef] [PubMed]

12. Royer-bertrand, B.; Torsello, M.; Rimoldi, D.; Zaoui, I.E.; Cisarova, K.; Pescini-gobert, R.; Raynaud, F.;
Zografos, L.; Schalenbourg, A.; Speiser, D.; et al. Comprehensive Genetic Landscape of Uveal Melanoma by
Whole-Genome Sequencing. Am. J. Hum. Genet. 2016, 1190–1198. [CrossRef] [PubMed]

13. Van Raamsdonk, C.D.; Griewank, K.G.; Crosby, M.B.; Garrido, M.C.; Vemula, S.; Wiesner, T.; Obenauf, A.C.;
Wackernagel, W.; Green, G.; Bouvier, N.; et al. Mutations in GNA11 in Uveal Melanoma. N. Engl. J. Med.
2010, 363, 2191–2199. [CrossRef] [PubMed]

14. Wiesner, T.; Obenauf, A.C.; Murali, R.; Fried, I.; Klaus, G.; Ulz, P.; Windpassinger, C.; Wackernagel, W.; Loy, S.;
Wolf, I. Germline Mutations in BAP1 Predispose to Melanocytic Tumors. Nat. Genet. 2012, 43, 1018–1021.
[CrossRef] [PubMed]

15. Ewens, K.G.; Lalonde, E.; Shields, C.L.; Ganguly, A. Comparison of Germline versus Somatic BAP1 Mutations
for Risk of Metastasis in Uveal Melanoma. BMC Cancer 2018, 18, 1–12. [CrossRef] [PubMed]

16. Njauw, C.N.J.; Kim, I.; Piris, A.; Gabree, M.; Taylor, M.; Lane, A.M.; DeAngelis, M.M.; Gragoudas, E.;
Duncan, L.M.; Tsao, H. Germline BAP1 Inactivation Is Preferentially Associated with Metastatic Ocular
Melanoma and Cutaneous-Ocular Melanoma Families. PLoS ONE 2012, 7. [CrossRef]

17. Abdel-Rahman, M.H.; Pilarski, R.; Cebulla, C.M.; Massengill, J.B.; Christopher, B.N.; Boru, G.; Hovland, P.;
Davidorf, F.H. Germline BAP1 Mutation Predisposes to Uveal Melanoma, Lung Adenocarcinoma,
Meningioma, and Other Cancers. J. Med. Genet. 2011, 48. [CrossRef] [PubMed]

18. Rodrigues, M.; Mobuchon, L.; Houy, A.; Fiévet, A.; Gardrat, S.; Barnhill, R.L.; Popova, T.; Servois, V.;
Rampanou, A.; Mouton, A.; et al. Outlier Response to Anti-PD1 in Uveal Melanoma Reveals Germline
MBD4 Mutations in Hypermutated Tumors. Nat. Commun. 2018, 9, 1–6. [CrossRef]

19. Johansson, P.A.; Stark, A.; Palmer, J.M.; Bigby, K.; Brooks, K.; Rolfe, O.; Pritchard, A.L.; Whitehead, K.;
Warrier, S.; Glasson, W.; et al. Prolonged Stable Disease in a Uveal Melanoma Patient with Germline MBD4
Nonsense Mutation Treated with Pembrolizumab and Ipilimumab. Immunogenetics 2019, 4, 1–4. [CrossRef]

http://dx.doi.org/10.2147/OPTH.S113623
http://www.ncbi.nlm.nih.gov/pubmed/27822007
http://dx.doi.org/10.1016/j.ophtha.2011.01.040
http://www.ncbi.nlm.nih.gov/pubmed/21704381
http://dx.doi.org/10.1101/gad.296962.117
http://www.ncbi.nlm.nih.gov/pubmed/28512236
http://dx.doi.org/10.1016/j.bulcan.2018.07.011
http://www.ncbi.nlm.nih.gov/pubmed/30217336
http://dx.doi.org/10.1177/1758834018757175
http://www.ncbi.nlm.nih.gov/pubmed/29497459
http://dx.doi.org/10.6004/jnccn.2018.0042
http://dx.doi.org/10.1167/iovs.03-0538
http://dx.doi.org/10.1038/bjc.2015.456
http://dx.doi.org/10.1158/1078-0432.CCR-10-3169
http://dx.doi.org/10.1016/j.ccell.2017.07.003
http://dx.doi.org/10.1158/2159-8290.CD-13-0330
http://www.ncbi.nlm.nih.gov/pubmed/23861464
http://dx.doi.org/10.1016/j.ajhg.2016.09.008
http://www.ncbi.nlm.nih.gov/pubmed/27745836
http://dx.doi.org/10.1056/NEJMoa1000584
http://www.ncbi.nlm.nih.gov/pubmed/21083380
http://dx.doi.org/10.1038/ng.910
http://www.ncbi.nlm.nih.gov/pubmed/21874003
http://dx.doi.org/10.1186/s12885-018-5079-x
http://www.ncbi.nlm.nih.gov/pubmed/30477459
http://dx.doi.org/10.1371/journal.pone.0035295
http://dx.doi.org/10.1136/jmedgenet-2011-100156
http://www.ncbi.nlm.nih.gov/pubmed/21941004
http://dx.doi.org/10.1038/s41467-018-04322-5
http://dx.doi.org/10.1007/s00251-019-01108-x


Cancers 2019, 11, 1019 11 of 17

20. Bellacosa, A. Role of MED1 (MBD4) Gene in DNA Repair and Human Cancer. J. Cell. Physiol. 2001, 187,
137–144. [CrossRef]

21. Prescher, G.; Bornfeld, N.; Hirche, H.; Horsthemke, B.; Jöckel, K.; Becher, R. Prognostic Implications of
Monosomy 3 in Uveal Melanoma. Lancet 1996, 347, 1222–1225. [CrossRef]

22. White, V.A.; Chambers, J.D.; Courtright, P.D.; Chang, W.Y.; Horsman, D.E. Correlation of Cytogenetic
Abnormalities with the Outcome of Patients with Uveal Melanoma. Cancer 1998, 83, 354–359. [CrossRef]

23. Onken, M.D.; Worley, L.A.; Char, D.H.; Augsburger, J.J.; Correa, Z.M.; Nudleman, E.; Aaberg, T.M., Jr.;
Altaweel, M.M.; Bardenstein, D.S.; Finger, P.T.; et al. Collaborative Ocular Oncology Group Report No.
1: Prospective Validation of a Multi-Gene Prognostic Assay in Uveal Melanoma. Ophtalmology 2012, 119,
1596–1603. [CrossRef]

24. Worley, L.A.; Onken, M.D.; Person, E.; Robirds, D.; Branson, J.; Char, D.H.; Perry, A.; Harbour, J.W.
Transcriptomic versus Chromosomal Prognostic Markers and Clinical Outcome in Uveal Melanoma. Clin.
Cancer Res. 2007, 13, 1466–1471. [CrossRef]

25. Bove, R.; Char, D.H. Nondiagnosed Uveal Melanomas. Ophthalmology 2004, 111, 554–557. [CrossRef]
26. Shields, C.L.; Kaliki, S.; Rojanaporn, D.; Ferenczy, S.R.; Shields, J.A. Enhanced Depth Imaging Optical

Coherence Tomography of Small Choroidal Melanoma. Arch. Ophthalmol. 2012, 130, 850–856. [CrossRef]
27. Coupland, S.E.; Bechrakis, N.; Schüler, A.; Anagnostopoulos, I.; Hummel, M.; Bornfeld, N.; Stein, H.

Expression Patterns of Cyclin D1 and Related Proteins Regulating G1-S Phase Transition in Uveal Melanoma
and Retinoblastoma. Br. J. Ophthalmol. 1998, 82, 961–970. [CrossRef]

28. Brantley, M.A.; Harbour, J.W. Deregulation of the Rb and P53 Pathways in Uveal Melanoma. Nat. Cell Biol.
2000, 157, 1795–1801. [CrossRef]

29. Helgadottir, H.; Höiom, V. The Genetics of Uveal Melanoma: Current Insights. Appl. Clin. Genet. 2016, 9,
147–155. [CrossRef]

30. Némati, F.; de Montrion, C.; Lang, G.; Kraus-Berthier, L.; Carita, G.; Sastre-Garau, X.; Berniard, A.;
Vallerand, D.; Geneste, O.; de Plater, L.; et al. Targeting Bcl Bcl-X L Induces Antitumor Activity in Uveal
Melanoma Patient-Derived Xenografts. PLoS ONE 2014, 9. [CrossRef]

31. Carita, G.; Frisch-Dit-Leitz, E.; Dahmani, A.; Raymondie, C.; Cassoux, N.; Piperno-Neumann, S.; Némati, F.;
Laurent, C.; De Koning, L.; Halilovic, E.; et al. Dual Inhibition of Protein Kinase C and P53-MDM2 or
PKC and MTORC1 Are Novel Efficient Therapeutic Approaches for Uveal Melanoma. Oncotarget 2016, 7.
[CrossRef]

32. Heijkants, R.; Willekens, K.; Schoonderwoerd, M.; Teunisse, A.; Nieveen, M.; Radaelli, E.; Hawinkels, L.;
Marine, J.-C.; Jochemsen, A. Combined Inhibition of CDK and HDAC as a Promising Therapeutic Strategy
for Both Cutaneous and Uveal Metastatic Melanoma. Oncotarget 2018, 9, 6174–6187. [CrossRef]

33. Marine, J.C.; Jochemsen, A.G. MDMX (MDM4), a Promising Target for P53 Reactivation Therapy and Beyond.
Cold Spring Harb. Perspect. Med. 2016, 6, 1–15. [CrossRef]

34. Brantley, M.A.; Harbour, J.W. Inactivation of Retinoblastoma Protein in Uveal Melanoma by Phosphorylation
of Sites in the COOH-Terminal Region. Cancer Res. 2000, 60, 4320–4323.

35. An, J.; Wan, H.; Zhou, X.; Hu, D.N.; Wang, L.; Hao, L.; Yan, D.; Shi, F.; Zhou, Z.; Wang, J.; et al. A Comparative
Transcriptomic Analysis of Uveal Melanoma and Normal Uveal Melanocyte. PLoS ONE 2011, 6. [CrossRef]

36. Van der Veiden, P.A.; Metzelaar-Blok, J.A.W.; Bergman, W.; Hurks, H.M.H.; Frants, R.R.; Gruis, N.A.;
Jager, M.J. Promoter Hypermethylation: A Common Cause of Reduced P16(INK4a) Expression in Uveal
Melanoma. Cancer Res. 2001, 61, 5303–5306.

37. Semenza, G.L. HIF-1: Upstream and Downstream of Cancer Metabolism. Curr. Opin. Genet. Dev. 2010, 20,
51–56. [CrossRef]

38. Dong, L.; You, S.; Zhang, Q.; Osuka, S.; Devi, N.S.; Kaluz, S.; Ferguson, J.H.; Yang, H.; Chen, G.; Wang, B.;
et al. Arylsulfonamide 64B Inhibits Hypoxia/HIF-Induced Expression of c-Met and CXCR4 and Reduces
Primary Tumor Growth and Metastasis of Uveal Melanoma. Clin. Cancer Res. 2018, 25, 2206–2219. [CrossRef]

39. Cheng, H.; Chua, V.; Liao, C.; Purwin, T.J.; Terai, M.; Kageyama, K.; Davies, M.A.; Sato, T.; Aplin, A.E.
Co-Targeting HGF-CMET Signaling with MEK Inhibitors in Metastatic Uveal Melanoma. Mol. Cancer Ther.
2017, 118, 6072–6078. [CrossRef]

40. Triozzi, P.L.; Eng, C.; Singh, A.D. Targeted Therapy for Uveal Melanoma. Cancer Treat. Rev. 2008, 34, 247–258.
[CrossRef]

41. Simpson, L.; Parsons, R. PTEN: Life as a Tumor Suppressor. Exp. Cell Res. 2001, 264, 29–41. [CrossRef]

http://dx.doi.org/10.1002/jcp.1064
http://dx.doi.org/10.1016/s0140-6736(96)90736-9
http://dx.doi.org/10.1002/(SICI)1097-0142(19980715)83:2&lt;354::AID-CNCR20&gt;3.0.CO;2-R
http://dx.doi.org/10.1016/j.ophtha.2012.02.017
http://dx.doi.org/10.1158/1078-0432.CCR-06-2401
http://dx.doi.org/10.1016/j.ophtha.2003.07.002
http://dx.doi.org/10.1001/archophthalmol.2012.1135
http://dx.doi.org/10.1136/bjo.82.8.961
http://dx.doi.org/10.1016/S0002-9440(10)64817-1
http://dx.doi.org/10.2147/TACG.S69210
http://dx.doi.org/10.1371/journal.pone.0080836
http://dx.doi.org/10.18632/oncotarget.9552
http://dx.doi.org/10.18632/oncotarget.23485
http://dx.doi.org/10.1101/cshperspect.a026237
http://dx.doi.org/10.1371/journal.pone.0016516
http://dx.doi.org/10.1016/j.gde.2009.10.009
http://dx.doi.org/10.1158/1078-0432.CCR-18-1368
http://dx.doi.org/10.1158/1535-7163.MCT-16-0552
http://dx.doi.org/10.1016/j.ctrv.2007.12.002
http://dx.doi.org/10.1006/excr.2000.5130


Cancers 2019, 11, 1019 12 of 17

42. Abdel-Rahman, M.H.; Yang, Y.; Zhou, X.P.; Craig, E.L.; Davidorf, F.H.; Eng, C. High Frequency of
Submicroscopic Hemizygous Deletion Is a Major Mechanism of Loss of Expression of PTEN in Uveal
Melanoma. J. Clin. Oncol. 2006, 24, 288–295. [CrossRef]

43. Ling, J.; Lu, P.; Zhang, Y.; Jiang, S.; Zhang, Z. MiR-367 Promotes Uveal Melanoma Cell Proliferation and
Migration by Regulating PTEN. Genet. Mol. Res. 2017, 16. [CrossRef]

44. Sun, L.; Wang, Q.; Gao, X.; Shi, D.; Mi, S.; Han, Q. MicroRNA-454 Functions as an Oncogene by Regulating
PTEN in Uveal Melanoma. FEBS Lett. 2015, 589, 2791–2796. [CrossRef]

45. Ambrosini, G.; Do, C.; Tycko, B.; Realubit, R.B.; Karan, C.; Musi, E.; Carvajal, R.D.; Chua, V.; Aplin, A.E.;
Schwartz, G.K. Inhibition of NF-KB-Dependent Signaling Enhances Sensitivity and Overcomes Resistance to
BET Inhibition in Uveal Melanoma. Cancer Res. 2019. [CrossRef]

46. Wadelin, F.R.; Fulton, J.; Collins, H.M.; Tertipis, N.; Bottley, A.; Spriggs, K.A.; Falcone, F.H.; Heery, D.M.
PRAME Is a Golgi-Targeted Protein That Associates with the Elongin BC Complex and Is Upregulated by
Interferon-Gamma and Bacterial PAMPs. PLoS ONE 2013, 8. [CrossRef]

47. Field, M.G.; Decatur, C.L.; Kurtenbach, S.; Gezgin, G.; Van Der Velden, P.A.; Jager, M.J.; Kozak, K.N.;
Harbour, J.W. PRAME as an Independent Biomarker for Metastasis in Uveal Melanoma. Clin. Cancer Res.
2016, 22, 1234–1242. [CrossRef]

48. Griffioen, M.; Heemskerk, M.H.M.; van Loenen, M.M.; de Boer, R.; van Kooten, C.; Lugthart, G.-J.; van
Veelen, P.A.; van der Steen, D.M.; Falkenburg, J.H.F.; Amir, A.L.; et al. PRAME-Specific Allo-HLA-Restricted
T Cells with Potent Antitumor Reactivity Useful for Therapeutic T-Cell Receptor Gene Transfer. Clin. Cancer
Res. 2011, 17, 5615–5625. [CrossRef]

49. Gezgin, G.; Luk, S.J.; Cao, J.; Dogrusöz, M.; Van Der Steen, D.M.; Hagedoorn, R.S.; Krijgsman, D.; Van
Der Velden, P.A.; Field, M.G.; Luyten, G.P.M.; et al. PRAME as a Potential Target for Immunotherapy in
Metastatic Uveal Melanoma. JAMA Ophthalmol. 2017, 135, 541–549. [CrossRef]

50. van den Bosch, T.; van Beek, J.G.M.; Vaarwater, J.; Verdijk, R.M.; Naus, N.C.; Paridaens, D.; de Klein, A.;
Kiliç, E. Higher Percentage of FISH-Determined Monosomy 3 and 8q Amplification in Uveal Melanoma
Cells Relate to Poor Patient Prognosis. Investig. Ophthalmol. Vis. Sci. 2012, 53, 2668–2674. [CrossRef]

51. Cassoux, N.; Rodrigues, M.J.; Plancher, C.; Asselain, B.; Levy-Gabriel, C.; Lumbroso-Le Rouic, L.;
Piperno-Neumann, S.; Dendale, R.; Sastre, X.; Desjardins, L.; et al. Genome-Wide Profiling Is a Clinically
Relevant and Affordable Prognostic Test in Posterior Uveal Melanoma. Br. J. Ophthalmol. 2014, 98, 769–774.
[CrossRef]

52. Van Raamsdonk, C.D.; Bezrookove, V.; Green, G.; Bauer, J.; Gaugler, L.; O’Brien, J.M.; Simpson, E.M.;
Barsh, G.S.; Bastian, B.C. Frequent Somatic Mutations of GNAQ in Uveal Melanoma and Blue Naevi. Nature
2009, 457, 599–602. [CrossRef]

53. Johansson, P.; Aoude, L.G.; Wadt, K.; Glasson, W.J.; Warrier, S.K.; Hewitt, A.W.; Kiilgaard, J.F.; Heegaard, S.;
Isaacs, T.; Franchina, M.; et al. Deep Sequencing of Uveal Melanoma Identifies a Recurrent Mutation in
PLCB4. Oncotarget 2016, 7, 4624–4631. [CrossRef]

54. Moore, A.R.; Ceraudo, E.; Sher, J.J.; Guan, Y.; Chang, M.T.; Zhang, J.Q.; Walczak, E.G.; Taylor, B.S.; Huber, T.;
Chi, P.; et al. Recurrent Activating Mutations of G-Protein-Coupled Receptor CYSLTR2 in Uveal Melanoma.
Nat. Genet. 2016, 48, 675–680. [CrossRef]

55. Yavuzyigitoglu, S.; Koopmans, A.E.; Verdijk, R.M.; Vaarwater, J.; Eussen, B.; Van Bodegom, A.; Paridaens, D.;
Kiliç, E.; De Klein, A. Uveal Melanomas with SF3B1 Mutations: A Distinct Subclass Associated with
Late-Onset Metastases. Ophthalmology 2016, 123, 1118–1128. [CrossRef]

56. Gao, J.; Arman Aksoy, B.; Dogrusoz, U.; Dresdner, G.; Gross, B.; Sumer, S.O.; Sun, Y.; Jacobsen, A.; Sinha, R.;
Larsson, E.; et al. Integrative Analysis of Complex Cancer Genomics and Clinical Profiles Using the
CBioPortal. Sci. Signal. 2014, 6, 1–34. [CrossRef]

57. Cerami, E.; Gao, J.; Dogrusoz, U.; Gross, B.E.; Sumer, S.O.; Aksoy, B.A.; Jacobsen, A.; Byrne, C.J.; Heuer, M.L.;
Larsson, E.; et al. The CBio Cancer Genomics Portal: An Open Platform for Exploring Multidimensional
Cancer Genomics Data. Cancer Discov. 2012, 2, 401–404. [CrossRef]

58. Chua, V.; Lapadula, D.; Randolph, C.; Benovic, J.L.; Wedegaertner, P.B.; Aplin, A.E. Dysregulated GPCR
Signaling and Therapeutic Options in Uveal Melanoma. Mol. Cancer Res. 2017, 15, 501–506. [CrossRef]

59. Koopmans, A.E.; Vaarwater, J.; Paridaens, D.; Naus, N.C.; Kilic, E.; De Klein, A. Patient Survival in Uveal
Melanoma Is Not Affected by Oncogenic Mutations in GNAQ and GNA11. Br. J. Cancer 2013, 109, 493–496.
[CrossRef]

http://dx.doi.org/10.1200/JCO.2005.02.2418
http://dx.doi.org/10.4238/gmr16039067
http://dx.doi.org/10.1016/j.febslet.2015.08.007
http://dx.doi.org/10.1158/0008-5472.CAN-18-3177
http://dx.doi.org/10.1371/journal.pone.0058052
http://dx.doi.org/10.1158/1078-0432.CCR-15-2071
http://dx.doi.org/10.1158/1078-0432.ccr-11-1066
http://dx.doi.org/10.1001/jamaophthalmol.2017.0729
http://dx.doi.org/10.1167/iovs.11-8697
http://dx.doi.org/10.1136/bjophthalmol-2013-303867
http://dx.doi.org/10.1038/nature07586
http://dx.doi.org/10.18632/oncotarget.6614
http://dx.doi.org/10.1038/ng.3549
http://dx.doi.org/10.1016/j.ophtha.2016.01.023
http://dx.doi.org/10.1126/scisignal.2004088
http://dx.doi.org/10.1158/2159-8290.CD-12-0095
http://dx.doi.org/10.1158/1541-7786.MCR-17-0007
http://dx.doi.org/10.1038/bjc.2013.299


Cancers 2019, 11, 1019 13 of 17

60. Bakalian, S.; Marshall, J.C.; Logan, P.; Faingold, D.; Maloney, S.; Di Cesare, S.; Martins, C.; Fernandes, B.F.;
Burnier, M.N. Molecular Pathways Mediating Liver Metastasis in Patients with Uveal Melanoma. Clin.
Cancer Res. 2008, 14, 951–956. [CrossRef]

61. Khalili, J.S.; Yu, X.; Wang, J.; Hayes, B.C.; Davies, M.A.; Lizee, G.; Esmaeli, B.; Woodman, S.E. Combination
Small Molecule MEK and PI3K Inhibition Enhances Uveal Melanoma Cell Death in a Mutant GNAQ- and
GNA11-Dependent Manner. Clin. Cancer Res. 2012, 18, 4345–4355. [CrossRef]

62. Huang, J.L.; Urtatiz, O.; Van Raamsdonk, C.D. Oncogenic G Protein GNAQ Induces Uveal Melanoma and
Intravasation in Mice. Cancer Res. 2015, 75, 3384–3398. [CrossRef]

63. Moore, A.R.; Ran, L.; Guan, Y.; Sher, J.J.; Hitchman, T.D.; Zhang, J.Q.; Hwang, C.; Walzak, E.G.;
Shoushtari, A.N.; Monette, S.; et al. GNA11 Q209L Mouse Model Reveals RasGRP3 as an Essential
Signaling Node in Uveal Melanoma. Cell Rep. 2018, 22, 2455–2468. [CrossRef]

64. Taniguchi, M.; Suzumura, K.; Nagai, K.; Kawasaki, T.; Takasaki, J.; Sekiguchi, M.; Moritani, Y.; Saito, T.;
Hayashi, K.; Fujita, S.; et al. YM-254890 Analogues, Novel Cyclic Depsipeptides with Gαq/11 Inhibitory
Activity from Chromobacterium Sp. QS3666. Bioorg. Med. Chem. 2004, 12, 3125–3133. [CrossRef]

65. Nishimura, A.; Kitano, K.; Takasaki, J.; Taniguchi, M.; Mizuno, N.; Tago, K.; Hakoshima, T.; Itoh, H. Structural
Basis for the Specific Inhibition of Heterotrimeric Gq Protein by a Small Molecule. Proc. Natl. Acad. Sci. USA
2010, 107, 13666–13671. [CrossRef]

66. Takasaki, J.; Saito, T.; Taniguchi, M.; Kawasaki, T.; Moritani, Y.; Hayashi, K.; Kobori, M. A Novel
Gαq/11-Selective Inhibitor. J. Biol. Chem. 2004, 279, 47438–47445. [CrossRef]

67. Schrage, R.; Schmitz, A.-L.; Gaffal, E.; Annala, S.; Kehraus, S.; Wenzel, D.; Büllesbach, K.M.; Bald, T.; Inoue, A.;
Shinjo, Y.; et al. The Experimental Power of FR900359 to Study Gq-Regulated Biological Processes. Nature
2015, 6, 1–7. [CrossRef]

68. Lapadula, D.; Farias, E.; Randolph, C.; Purwin, T.; McGrath, D.; Charpentier, T. Effects of Oncogenic Gαq
and Gα11 Inhibition by FR900359 in Uveal Melanoma. Mol. Cancer Res. 2018, 17, 963–973. [CrossRef]

69. Carvajal, R.D.; Sosman, J.A.; Quevedo, J.F.; Milhem, M.M.; Joshua, A.M.; Kudchadkar, R.R.; Linette, G.P.;
Gajewski, T.F.; Lutzky, J.; Lawson, D.H.; et al. Effect of Selumetinib vs Chemotherapy on Progression-Free
Survival in Uveal Melanoma: A Randomized Clinical Trial. JAMA 2014, 311, 2397–2405. [CrossRef]

70. Piperno-Neumann, S.; Kapitejin, E.; Larkin, J.M.G.; Carvajal, R.D.; Luke, J.J.; SeifertInge Roozen, H.;
Zoubir, M.; Yang, L.; Choudhury, S.; Yerramilli-Rao, P.; et al. Phase I Dose-Escalation Study of the Protein
Kinase C (PKC) Inhibitor AEB071 in Patients with Metastatic Uveal Melanoma. J. Clin. Oncol. 2014, 32.
[CrossRef]

71. Wu, X.; Zhu, M.; Fletcher, J.A.; Giobbie-Hurder, A.; Hodi, F.S. The Protein Kinase C Inhibitor Enzastaurin
Exhibits Antitumor Activity against Uveal Melanoma. PLoS ONE 2012, 7. [CrossRef]

72. Nelson, E.E.; Guyer, A.E. The Phosphoinositide 3-Kinaseα Selective Inhibitor, BYL719, Enhances the Effect of
the Protein Kinase C Inhibitor, AEB071, in GNAQ/GNA11 Mutant Uveal Melanoma Cells. Mol. Cancer Ther.
2015, 13, 1044–1053. [CrossRef]

73. Amirouchene-Angelozzi, N.; Frisch-Dit-Leitz, E.; Carita, G.; Dahmani, A.; Raymondie, C.; Liot, G.; Gentien, D.;
Némati, F.; Decaudin, D.; Roman-Roman, S.; et al. The MTOR Inhibitor Everolimus Synergizes with the PI3K
Inhibitor GDC0941 to Enhance Anti-Tumor Efficacy in Uveal Melanoma. Oncotarget 2016, 7, 23633–23646.
[CrossRef]

74. Heijkants, R.C.; Nieveen, M.; Hart, K.C.T.; Teunisse, A.F.A.S.; Jochemsen, A.G. Targeting MDMX and PKCδ

to Improve Current Uveal Melanoma Therapeutic Strategies. Oncogenesis 2018, 7. [CrossRef]
75. Yoo, J.H.; Shi, D.S.; Grossmann, A.H.; Sorensen, L.K.; Tong, Z.; Mleynek, T.M.; Rogers, A.; Zhu, W.;

Richards, J.R.; Winter, J.M.; et al. ARF6 Is an Actionable Node That Orchestrates Oncogenic GNAQ Signaling
in Uveal Melanoma. Cancer Cell 2017, 29, 889–904. [CrossRef]

76. Otsuka, Y.; Oikawa, T.; Yoshino, H.; Hashimoto, S.; Handa, H.; Yamamoto, H.; Hashimoto, A.; Sabe, H.
Frequent Overexpression of AMAP1, an Arf6 Effector in Cell Invasion, Is Characteristic of the MMTV-PyMT
Rather than the MMTV-Neu Human Breast Cancer Model. Cell Commun. Signal. 2018, 16, 1–9. [CrossRef]

77. Morishige, M.; Hashimoto, S.; Ogawa, E.; Toda, Y.; Kotani, H.; Hirose, M.; Wei, S.; Hashimoto, A.; Yamada, A.;
Yano, H.; et al. GEP100 Links Epidermal Growth Factor Receptor Signalling to Arf6 Activation to Induce
Breast Cancer Invasion. Nat. Cell Biol. 2008, 10, 85–92. [CrossRef]

78. Zhan, T.; Rindtorff, N.; Boutros, M. Wnt Signaling in Cancer. Oncogene 2017, 36, 1461–1473. [CrossRef]

http://dx.doi.org/10.1158/1078-0432.CCR-06-2630
http://dx.doi.org/10.1158/1078-0432.CCR-11-3227
http://dx.doi.org/10.1158/0008-5472.CAN-14-3229
http://dx.doi.org/10.1016/j.celrep.2018.01.081
http://dx.doi.org/10.1016/j.bmc.2004.04.006
http://dx.doi.org/10.1073/pnas.1003553107
http://dx.doi.org/10.1074/jbc.M408846200
http://dx.doi.org/10.1038/ncomms10156
http://dx.doi.org/10.1158/1541-7786.MCR-18-0574
http://dx.doi.org/10.1001/jama.2014.6096
http://dx.doi.org/10.1200/jco.2014.32.15_suppl.9030
http://dx.doi.org/10.1371/journal.pone.0029622
http://dx.doi.org/10.1158/1535-7163.MCT-13-0550
http://dx.doi.org/10.18632/oncotarget.8054
http://dx.doi.org/10.1038/s41389-018-0041-y
http://dx.doi.org/10.1016/j.ccell.2016.04.015
http://dx.doi.org/10.1186/s12964-017-0212-z
http://dx.doi.org/10.1038/ncb1672
http://dx.doi.org/10.1038/onc.2016.304


Cancers 2019, 11, 1019 14 of 17

79. Zuidervaart, W.; Pavey, S.; Van Nieuwpoort, F.A.; Packer, L.; Out, C.; Maat, W.; Jager, M.J.; Gruis, N.A.;
Hayward, N.K. Expression of Wnt5a and Its Downstream Effector β-Catenin in Uveal Melanoma.
Melanoma Res. 2007, 17, 380–386. [CrossRef]

80. Zheng, L.; Liu, Y.; Pan, J. Inhibitory Effect of Pyrvinium Pamoate on Uveal Melanoma Cells Involves Blocking
of Wnt/β-Catenin Pathway. Acta Biochim. Biophys. Sin. (Shanghai) 2017, 49, 890–898. [CrossRef]

81. Yu, F.X.; Zhao, B.; Guan, K.L. Hippo Pathway in Organ Size Control, Tissue Homeostasis, and Cancer. Cell
2015, 163, 811–828. [CrossRef]

82. Feng, X.; Degese, M.S.; Iglesias-bartolome, R.; Vaque, J.P.; Molinolo, A.; Rodrigues, M.; Zaidi, M.R.;
Ksander, B.R.; Merlino, G.; Chen, Q.; et al. Hippo-Independent Activation of YAP by the GNAQ Uveal
Melanoma Oncogene through a Trio-Regulated Rho GTPase Signaling Circuitry. Cancer Cell 2014, 25, 831–845.
[CrossRef]

83. Feng, X.; Arang, N.; Cosimo Rigiracciolo, D.; Lee, J.S.; Yeerna, H.; Wang, Z.; Lubrano, S.; Kishore, A.;
Pachter, J.A.; König, G.M.; et al. A Platform of Synthetic Lethal Gene Interaction Networks Reveals That the
GNAQ Uveal Melanoma Oncogene Controls the Hippo Pathway through FAK. Cancer Cell 2019, 35, 457–472.
[CrossRef]

84. Yu, F.-X.; Luo, J.; Mo, J.-S.; Liu, G.; Chul Kim, Y.; Meng, Z.; Zhao, L.; Peyman, G.; Ouyang, H.; Jiang, W.; et al.
Mutant Gq/11 Promote Uveal Melanoma Tumorigenesis by Activating YAP. Cancer Cell 2014, 25, 822–830.
[CrossRef]

85. Liu-chittenden, Y.; Huang, B.; Shim, J.S.; Chen, Q.; Lee, S.; Anders, R.A.; Liu, J.O.; Pan, D. Genetic and
Pharmacological Disruption of the TEAD–YAP Complex Suppresses the Oncogenic Activity of YAP. Genes Dev.
2012, 26, 1300–1305. [CrossRef]

86. Faião-Flores, F.; Emmons, M.F.; Durante, M.A.; Kinose, F.; Saha, B.; Fang, B.; Koomen, J.M.; Chellappan, S.P.;
Maria-Engler, S.S.; Rix, U.; et al. HDAC Inhibition Enhances the in Vivo Efficacy of MEK Inhibitor Therapy
in Uveal Melanoma. Clin. Cancer Res. 2019. [CrossRef]

87. Bressler, N.M.; Bressler, S.B. Photodynamic Therapy with Verteporfin (Visudyne): Impact on Ophthalmology
and Visual Sciences. IOVS 2000, 41, 624–628.

88. Martin, M.; Mabhöfer, L.; Temming, P.; Rahmann, S.; Metz, C.; Bornfeld, N.; Maßhöfer, L.; Temming, P.;
Rahmann, S.; Metz, C.; et al. Exome Sequencing Identifies Recurrent Somatic Mutations in EIF1AX and
SF3B1 in Uveal Melanoma with Disomy 3. Nat. Genet. 2013, 45, 933–936. [CrossRef]

89. Aoude, L.G.; Wadt, K.; Bojesen, A.; Crüger, D.; Borg, A.; Trent, J.M.; Brown, K.M.; Gerdes, A.M.; Jönsson, G.;
Hayward, N.K. A BAP1 Mutation in a Danish Family Predisposes to Uveal Melanoma and Other Cancers.
PLoS ONE 2013, 8. [CrossRef]

90. Ismail, I.H.; Davidson, R.; Gagné, J.P.; Xu, Z.Z.; Poirier, G.G.; Hendzel, M.J. Germline Mutations in BAP1
Impair Its Function in DNA Double-Strand Break Repair. Cancer Res. 2014, 74, 4282–4294. [CrossRef]

91. Harbour, J.W.; Onken, M.D.; Roberson, E.D.O.; Duan, S.; Worley, L.A.; Council, M.L.; Matatall, K.A.; Helms, C.;
Bowcock, A.M. Frequent Mutation of BAP1 in Metastasizing Uveal Melanomas. Science 2011, 330, 1410–1413.
[CrossRef]

92. Van De Nes, J.A.P.; Nelles, J.; Kreis, S.; Metz, C.H.D.; Hager, T.; Lohmann, D.R.; Zeschnigk, M. Comparing
the Prognostic Value of BAP1 Mutation Immunohistochemistry in Uveal Melanoma. Am. J. Pathol. 2016, 40,
796–805. [CrossRef]

93. Sahtoe, D.D.; Van Dijk, W.J.; Ekkebus, R.; Ovaa, H.; Sixma, T.K. BAP1/ASXL1 Recruitment and Activation for
H2A Deubiquitination. Nat. Commun. 2016, 7, 1–13. [CrossRef]

94. Scheuerman, J.; Gaytán de Ayala Alonso, A.; Oktaba, K.; Ly-Hartig, N.; McGinty, R.K.; Fraterman, S. Histone
H2A Deubiquitinase Activity of the Polycomb Repressive Complex PR-DUB. Nature 2010, 465, 243–247.
[CrossRef]

95. Wang, Y.; Liu, M.; Jin, Y.; Jiang, S.; Pan, J. In Vitro and in Vivo Anti-Uveal Melanoma Activity of JSL-1, a
Novel HDAC Inhibitor. Cancer Lett. 2017, 400, 47–60. [CrossRef]

96. Landreville, S.; Agapova, O.A.; Matatall, K.A.; Kneass, Z.T.; Onken, M.D.; Lee, R.S.; Bowcock, A.M.;
Harbour, J.W. Histone Deacetylase Inhibitors Induce Growth Arrest and Differentiation in Uveal Melanoma.
Clin. Cancer Res. 2012, 18, 408–416. [CrossRef]

97. Tan, J.; Cang, S.; Ma, Y.; Petrillo, R.L.; Liu, D. Novel Histone Deacetylase Inhibitors in Clinical Trials as
Anti-Cancer Agents. J. Hematol. Oncol. 2010, 3, 1–13. [CrossRef]

http://dx.doi.org/10.1097/CMR.0b013e3282f1d302
http://dx.doi.org/10.1093/abbs/gmx089
http://dx.doi.org/10.1016/j.cell.2015.10.044
http://dx.doi.org/10.1016/j.ccr.2014.04.016
http://dx.doi.org/10.1016/j.ccell.2019.01.009
http://dx.doi.org/10.1016/j.ccr.2014.04.017
http://dx.doi.org/10.1101/gad.192856.112
http://dx.doi.org/10.1158/1078-0432.CCR-18-3382
http://dx.doi.org/10.1038/ng.2674
http://dx.doi.org/10.1371/journal.pone.0072144
http://dx.doi.org/10.1158/0008-5472.CAN-13-3109
http://dx.doi.org/10.1126/science.1194472
http://dx.doi.org/10.1097/PAS.0000000000000645
http://dx.doi.org/10.1038/ncomms10292
http://dx.doi.org/10.1038/nature08966
http://dx.doi.org/10.1016/j.canlet.2017.04.028
http://dx.doi.org/10.1158/1078-0432.CCR-11-0946
http://dx.doi.org/10.1186/1756-8722-3-5


Cancers 2019, 11, 1019 15 of 17

98. Lafave, L.M.; Béguelin, W.; Koche, R.; Teater, M.; Spitzer, B.; Chramiec, A.; Papalexi, E.; Keller, M.D.; Hricik, T.;
Micol, J.; et al. Loss of BAP1 Function Leads to EZH2-Dependent Transformation. Nat. Med. 2016, 21,
1344–1349. [CrossRef]

99. Schoumacher, M.; Le Corre, S.; Houy, A.; Mulugeta, E.; Stern, M.H.; Roman-Roman, S.; Margueron, R. Uveal
Melanoma Cells Are Resistant to EZH2 Inhibition Regardless of BAP1 Status. Nat. Med. 2016, 22, 577–578.
[CrossRef]

100. Yu, H.; Pak, H.; Hammond-Martel, I.; Ghram, M.; Rodrigue, A.; Daou, S.; Barbour, H.; Corbeil, L.; Hebert, J.;
Drobetsky, E.; et al. Tumor Suppressor and Deubiquitinase BAP1 Promotes DNA Double-Strand Break
Repair. Proc. Natl. Acad. Sci. USA 2014, 111, 285–290. [CrossRef]

101. Parrotta, R.; Okonska, A.; Ronner, M.; Weder, W.; Stahel, R.; Penengo, L.; Felley-Bosco, E. A Novel
BRCA1-Associated Protein-1 Isoform Affects Response of Mesothelioma Cells to Drugs Impairing
BRCA1-Mediated DNA Repair. J. Thorac. Oncol. 2017, 12, 1309–1319. [CrossRef]

102. de Koning, L.; Decaudin, D.; Botty, R.E.; Nicolas, A.; Carita, G.; Schuller, M.; Naguez, A.; Fleury, J.; Cooke, V.;
Wylie, A.; et al. PARP Inhibition Increases the Response to Chemotherapy in Uveal Melanoma. Cancers 2019,
11, 751. [CrossRef]

103. Pestova, T.V.; Borukhov, S.I.; Hellen, C.U.T. Eukaryotic Ribosomes Require Initiation Factors 1 and 1A to
Locate Initiation Codons. Nature 1998, 394, 854–859. [CrossRef]

104. Ali, M.U.; Ur Rahman, M.S.; Jia, Z.; Jiang, C. Eukaryotic Translation Initiation Factors and Cancer. Tumor Biol.
2017, 39. [CrossRef]

105. Yu, C.; Luo, C.; Qu, B.; Khudhair, N.; Gu, X.; Zang, Y.; Wang, C.; Zhang, N.; Li, Q.; Gao, X. Molecular
Network Including EIF1AX, RPS7, and 14-3-3γ Regulates Protein Translation and Cell Proliferation in Bovine
Mammary Epithelial Cells. Arch. Biochem. Biophys. 2014, 564, 142–155. [CrossRef]

106. Grawal, N.; Akbani, R.; Aksoy, B.A.; Ally, A.; Arachchi, H.; Asa, S.L.; Auman, J.T.; Balasundaram, M.; Balu, S.;
Baylin, S.B.; et al. Integrated Genomic Characterization of Papillary Thyroid Carcinoma. Cell 2015, 159,
184–199. [CrossRef]

107. Etemadmoghadam, D.; Azar, W.J.; Lei, Y.; Moujaber, T.; Garsed, D.W.; Kennedy, C.J.; Fereday, S.; Mitchell, C.;
Chiew, Y.E.; Hendley, J.; et al. EIF1AX and NRAS Mutations Co-Occur and Cooperate in Low-Grade Serous
Ovarian Carcinomas. Cancer Res. 2017, 77, 4268–4278. [CrossRef]

108. Krishnamoorthy, G.P.; Davidson, N.R.; Leach, S.D.; Zhao, Z.; Lowe, S.W.; Lee, G.; Landa, I.; Nagarajah, J.;
Saqcena, M.; Singh, K.; et al. EIF1AX and RAS Mutations Cooperate to Drive Thyroid Tumorigenesis through
ATF4 and C-MYC. Cancer Discov. 2019, 9, 264–281. [CrossRef]

109. Yoshida, K.; Sanada, M.; Shiraishi, Y.; Nowak, D.; Nagata, Y.; Yamamoto, R.; Sato, Y. Frequent Pathway
Mutations of Splicing Machinery in Myelodysplasia. Nature 2011, 478, 64–69. [CrossRef]

110. Wang, L.; Lawrence, M.S.; Wan, Y.; Stojanov, P.; Sougnez, C.; Stevenson, K.; Werner, L.; Sivachenko, A.;
DeLuca, D.S.; Zhang, L.; et al. SF3B1 and Other Novel Cancer Genes in Chronic Lymphocytic Leukemia.
N. Engl. J. Med. 2011, 365, 2497–2506. [CrossRef]

111. Graubert, T.A.; Shen, D.; Ding, L.; Okeyo-Owuor, T.; Cara, L.; Shao, J.; Krysiak, K.; Harris, C.C.; Koboldt, D.C.;
David, E.; et al. Recurrent Mutations in the U2AF1 Splicing Factor in Myelodysplastic Syndromes. Nat. Genet.
2012, 44, 53–57. [CrossRef]

112. Biankin, A.V.; Waddell, N.; Kassahn, K.S.; Gingras, M.; Muthuswamy, L.B.; Johns, A.L.; Miller, D.K.;
Wilson, P.J.; Wu, J.; Chang, D.K.; et al. Pancreatic Cancer Genomes Reveal Aberrations in Axon Guidance
Pathway Genes. Nature 2012, 491, 399–405. [CrossRef]

113. Maguire, S.L.; Leonidou, A.; Wai, P.; Marchiò, C.; Ng, C.K.Y.; Sapino, A.; Salomon, A.V.; Reis-Filho, J.S.;
Weigelt, B.; Natrajan, R.C. SF3B1 Mutations Constitute a Novel Therapeutic Target in Breast Cancer. J. Pathol.
2015, 235, 571–580. [CrossRef]

114. Stephens, P.J.; Tarpey, P.S.; Davies, H.; Loo, P.V.; Wedge, D.C.; Nik-zainal, S.; Martin, S.; Varela, I.; Bignell, G.R.;
Yates, L.R.; et al. The Landscape of Cancer Genes and Mutational Processes in Breast Cancer. Nature 2012,
486, 400–404. [CrossRef]

115. Harbour, J.W.; Roberson, E.D.O.; Anbunathan, H.; Onken, M.D.; Worley, L.A.; Bowcock, A.M. Recurrent
Mutations at Codon 625 of the Splicing Factor SF3B1 in Uveal Melanoma. Nat. Genet. 2013, 45, 133–135.
[CrossRef]

http://dx.doi.org/10.1038/nm.3947
http://dx.doi.org/10.1038/nm.4098
http://dx.doi.org/10.1073/pnas.1309085110
http://dx.doi.org/10.1016/j.jtho.2017.03.023
http://dx.doi.org/10.3390/cancers11060751
http://dx.doi.org/10.1038/29703
http://dx.doi.org/10.1177/1010428317709805
http://dx.doi.org/10.1016/j.abb.2014.09.014
http://dx.doi.org/10.1016/j.cell.2014.09.050
http://dx.doi.org/10.1158/0008-5472.CAN-16-2224
http://dx.doi.org/10.1158/2159-8290.CD-18-0606
http://dx.doi.org/10.1038/nature10496
http://dx.doi.org/10.1056/NEJMoa1109016
http://dx.doi.org/10.1038/ng.1031
http://dx.doi.org/10.1038/nature11547
http://dx.doi.org/10.1002/path.4483
http://dx.doi.org/10.1038/nature11017
http://dx.doi.org/10.1038/ng.2523


Cancers 2019, 11, 1019 16 of 17

116. Alsafadi, S.; Houy, A.; Battistella, A.; Popova, T.; Wassef, M.; Henry, E.; Tirode, F.; Constantinou, A.;
Piperno-neumann, S.; Roman-Roman, S.; et al. Cancer-Associated SF3B1 Mutations Affect Alternative
Splicing by Promoting Alternative Branchpoint Usage. Nat. Commun. 2016, 7, 1–12. [CrossRef]

117. Pandit, S.; Zhou, Y.; Shiue, L.; Coutinho-Mansfield, G.; Li, H.; Qiu, J.; Huang, J.; Yeo, G.W.; Ares, M., Jr.;
Fu, X.-D. Genome-Wide Analysis Reveals SR Protein Cooperation and Competition in Regulated Splicing.
Mol. Cell 2013, 50, 223–225. [CrossRef]

118. Meggendorfer, M.; Roller, A.; Haferlach, T.; Eder, C.; Dicker, F.; Grossman, V.; Kohlmann, A.; Alpermann, T.;
Yoshida, K.; Ogawa, S.; et al. SRSF2 Mutations in 275 Cases with Chronic Myelomonocytic Leukemia
(CMML). Blood 2012, 120, 3080–3088. [CrossRef]

119. Haferlach, T.; Nagata, Y.; Grossmann, V.; Okuno, Y.; Bacher, U.; Nagae, G.; Schnittger, S.; Sanada, M.;
Kon, A.; Alpermann, T.; et al. Landscape of Genetic Lesions in 944 Patients with Myelodysplastic Syndromes.
Leukemia 2014, 28, 241–247. [CrossRef]

120. Dvinge, H.; Kim, E.; Abdel-wahab, O.; Bradley, R.K. RNA Splicing Factors as Oncoproteins and Tumor
Suppressors. Nat. Rev. Cancer 2016, 16, 413–430. [CrossRef]

121. Gentien, D.; Kosmider, O.; Nguyen-Khac, F.; Albaud, B.; Rapinat, A.; Dumont, A.G.; Damm, F.; Popova, T.;
Marais, R.; Fontenay, M.; et al. A Common Alternative Splicing Signature Is Associated with SF3B1 Mutations
in Malignancies from Different Cell Lineages. Leukemia 2014, 28, 1355–1357. [CrossRef]

122. Kim, E.; Ilagan, J.O.; Liang, Y.; Daubner, G.M.; Stanley, C.; Ramakrishnan, A.; Li, Y.; Chung, Y.R.; Micol, J.;
Murphy, M.; et al. SRSF2 Mutations Contribute to Myelodysplasia Through Mutant-Specific Effects on Exon
Recognition. Cancer Cell 2016, 27, 617–630. [CrossRef]

123. Zhang, J.; Lieu, Y.K.; Ali, A.M.; Penson, A.; Reggio, K.S.; Rabadan, R.; Raza, A.; Mukherjee, S.; Manley, J.L.
Disease-Associated Mutation in SRSF2 Misregulates Splicing by Altering RNA-Binding Affinities. Proc. Natl.
Acad. Sci. USA 2015, 112, E4726–E4734. [CrossRef]

124. Muto, T.; Sashida, G.; Oshima, M.; Wendt, G.R.; Mochizuki-Kashio, M.; Nagata, Y.; Sanada, M.; Miyagi, S.;
Saraya, A.; Kamio, A.; et al. Concurrent Loss of Ezh2 and Tet2 Cooperates in the Pathogenesis of
Myelodysplastic Disorders. J. Exp. Med. 2013, 210, 2627–2639. [CrossRef]

125. Quesada, V.; Conde, L.; Villamor, N.; Ordóñez, G.R.; Jares, P.; Bassaganyas, L.; Ramsay, A.J.; Beà, S.; Pinyol, M.;
Martínez-trillos, A.; et al. Exome Sequencing Identifies Recurrent Mutations of the Splicing Factor SF3B1
Gene in Chronic Lymphocytic Leukemia. Nat. Genet. 2011, 44, 47–52. [CrossRef]

126. Papaemmanuil, E.; Cazzola, M.; Boultwood, J.; Malcovati, L.; Vyas, P.; Bowen, D.; Pellagatti, A.; Wainscoat, J.S.;
Hellstrom-Lindberg, E.; Gambacorti-Passerini, C.; et al. Somatic SF3B1 Mutation in Myelodysplasia with
Ring Sideroblasts. N. Engl. J. Med. 2011, 365, 1384–1395. [CrossRef]

127. DeBoever, C.; Ghia, E.M.; Shepard, P.J.; Rassenti, L.; Barrett, C.L.; Jepsen, K.; Jamieson, C.H.M.; Carson, D.;
Kipps, T.J.; Frazer, K.A. Transcriptome Sequencing Reveals Potential Mechanism of Cryptic 3’ Splice Site
Selection in SF3B1-Mutated Cancers. PLoS Comput. Biol. 2015, 11, 1–19. [CrossRef]

128. Moore, M.J.; Wang, Q.; Kennedy, C.J.; Silver, P.A. An Alternative Splicing Network Links Cell Cycle Control
to Apoptosis. Cell 2010, 142, 625–636. [CrossRef]

129. Larrayoz, M.; Blakemore, S.J.; Dobson, R.C.; Blunt, M.D.; Rose-Zerilli, M.J.J.; Walewska, R.; Duncombe, A.;
Oscier, D.; Koide, K.; Forconi, F.; et al. The SF3B1 Inhibitor Spliceostatin A (SSA) Elicits Apoptosis in Chronic
Lymphocytic Leukaemia Cells through Downregulation of Mcl-1. Leukemia 2016, 30, 351–360. [CrossRef]

130. Kaida, D.; Motoyoshi, H.; Tashiro, E.; Nojima, T.; Hagiwara, M.; Ishigami, K.; Watanabe, H.; Kitahara, T.;
Yoshida, T.; Nakajima, H.; et al. Spliceostatin A Targets SF3b and Inhibits Both Splicing and Nuclear Retention
of Pre-MRNA. Nat. Chem. Biol. 2007, 3, 576–583. [CrossRef]

131. Gao, Y.; Koide, K. Chemical Perturbation of Mcl-1 Pre-MRNA Splicing to Induce Apoptosis in Cancer Cells.
ACS Chem. Biol. 2014, 8, 895–900. [CrossRef]

132. Gao, Y.; Trivedi, S.; Ferris, R.L.; Koide, K. Regulation of HPV16 E6 and MCL1 by SF3B1 Inhibitor in Head
and Neck Cancer Cells. Sci. Rep. 2014, 4, 1–10. [CrossRef]

133. Eskens, F.A.L.M.; Ramos, F.J.; Burger, H.; O’Brien, J.P.; Piera, A.; De Jonge, M.J.A.; Mizui, Y.; Wiemer, E.A.C.;
Carreras, M.J.; Baselga, J.; et al. Phase I Pharmacokinetic and Pharmacodynamic Study of the First-in-Class
Spliceosome Inhibitor E7107 in Patients with Advanced Solid Tumors. Clin. Cancer Res. 2013, 19, 6296–6304.
[CrossRef]

134. Salton, M.; Misteli, T. Small Molecule Modulators of Pre-MRNA Splicing in Cancer Therapy. Trends Mol.
Med. 2016, 22, 28–37. [CrossRef]

http://dx.doi.org/10.1038/ncomms10615
http://dx.doi.org/10.1016/j.molcel.2013.03.001
http://dx.doi.org/10.1182/blood-2012-01-404863
http://dx.doi.org/10.1038/leu.2013.336
http://dx.doi.org/10.1038/nrc.2016.51
http://dx.doi.org/10.1038/leu.2014.28
http://dx.doi.org/10.1016/j.ccell.2015.04.006
http://dx.doi.org/10.1073/pnas.1514105112
http://dx.doi.org/10.1084/jem.20131144
http://dx.doi.org/10.1038/ng.1032
http://dx.doi.org/10.1056/NEJMoa1103283
http://dx.doi.org/10.1371/journal.pcbi.1004105
http://dx.doi.org/10.1016/j.cell.2010.07.019
http://dx.doi.org/10.1038/leu.2015.286
http://dx.doi.org/10.1038/nchembio.2007.18
http://dx.doi.org/10.1021/cb300602j
http://dx.doi.org/10.1038/srep06098
http://dx.doi.org/10.1158/1078-0432.CCR-13-0485
http://dx.doi.org/10.1016/j.molmed.2015.11.005


Cancers 2019, 11, 1019 17 of 17

135. Xargay-Torrent, S.; López-Guerra, M.; Rosich, L.; Montraveta, A.; Roldán, J.; Rodríguez, V.; Villamor, N.;
Aymerich, M.; Lagisetti, C.; Webb, T.R.; et al. The Splicing Modulator Sudemycin Induces a Specific
Antitumor Response and Cooperates with Ibrutinib in Chronic Lymphocytic Leukemia. Oncotarget 2015, 6,
22734–22749. [CrossRef]

136. Pawellek, A.; McElroy, S.; Samatov, T.; Mitchell, L.; Woodland, A.; Ryder, U.; Gray, D.; Lührmann, R.;
Lamond, A.I. Identification of Small Molecule Inhibitors of Pre-MRNA Splicing. J. Biol. Chem. 2014, 289,
34683–34698. [CrossRef]

137. Seiler, M.; Yoshimi, A.; Darman, R.; Chan, B.; Keaney, G.; Thomas, M.; Agrawal, A.A.; Caleb, B.; Csibi, A.;
Sean, E.; et al. H3B-8800, an Orally Available Small-Molecule Splicing Modulator, Induces Lethality in
Spliceosome-Mutant Cancers. Nat. Med. 2018, 24, 497–504. [CrossRef]

138. Kahles, A.; Lehmann, K. Van; Toussaint, N.C.; Hüser, M.; Stark, S.G.; Sachsenberg, T.; Stegle, O.; Kohlbacher, O.;
Sander, C.; Caesar-Johnson, S.J.; et al. Comprehensive Analysis of Alternative Splicing Across Tumors from
8705 Patients. Cancer Cell 2018, 34, 211–224. [CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.18632/oncotarget.4212
http://dx.doi.org/10.1074/jbc.M114.590976
http://dx.doi.org/10.1038/nm.4493
http://dx.doi.org/10.1016/j.ccell.2018.07.001
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Uveal Melanoma Risk and Prognostic Factors 
	Biology-Based Therapeutic Strategies in Uveal Melanoma 
	Dysregulated Signaling Pathways 
	Apoptosis and Cell Cycle 
	Hypoxia-Induced Response 
	cMET-PI3K Pathway 
	NF-B Proinflammatory Signaling 

	Genomic Aberrations and Mutational Burden 
	Mutational Landscape and Related Therapeutic Perspectives 
	Gq-Pathway Activating Mutations 
	BAP1, SF3B1, SRSF2 or EIF1AX Mutations 


	Conclusions 
	References

