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Simple Summary: Uveal melanoma (UM) is the most common intraocular tumour in adults with
a poor prognosis and extremely high mortality rate due to the development of metastatic disease.
Despite good knowledge of the histological and genetic background of metastases formation, there is
still a lack of specific biomarkers which would allow early detection of UM progression. Due to their
unique molecular cargo consisting of proteins and nucleic acids, exosomes have been widely studied
as carriers of biomarkers for cancer development and progression. In this study, we analyzed the
inflammation-related protein cargo of exosomes derived from the serum of primary and metastatic
UM patients and healthy donors using multiplex immunoassay technology. We showed a significant
correlation between the disease stage and the concentration of inflammation-related proteins from
exosomal cargo. Based on the obtained results, we propose the panel of exosomal proteins for early
detection of uveal melanoma progression into metastatic disease.

Abstract: Background: Uveal melanoma (UM) is the most common intraocular tumour in adults
with a poor prognosis and extremely high mortality rate due to the development of metastatic
disease. However, despite relatively good knowledge about the histological and genetic risk
factors for metastasis development, there is no specific biomarker that would allow early detec-
tion of UM progression. Recently, exosomes and their molecular cargo have been widely stud-
ied in the search for potential biomarkers in several cancers. The purpose of this study was to
analyze the inflammation-related protein cargo of exosomes derived from the serum of primary
and metastatic UM patients and healthy donors. Methods: The exosomes were isolated from the
serum of primary and metastatic UM patients and healthy donors. Using multiplex immunoas-
say technology, we analyzed the concentration of 37 inflammation-related proteins in obtained
exosomes. Results: The analysis of protein cargo showed several molecules related to inflamma-
tion, such as interferon-gamma, interleukin 2, 22 and 12(p40), Pentraxin-3, TNFSF13B and TN-
FSF8 which were significantly enriched in metastatic UM exosomes. We showed a significant
correlation between the disease stage and the concentration of these inflammation-related pro-
teins from exosomal cargo. Conclusions: Based on the obtained results, we propose the panel
of exosomal proteins for early detection of uveal melanoma progression into metastatic disease.
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1. Introduction

Uveal melanoma (UM) is the most common intraocular malignancy in adults, al-
though it accounts for only 3–5% of all melanoma cases. The main primary site for this type
of cancer is the choroid (~90%), while the remaining cases arise from the ciliary body (5–8%)
and the iris (3–5%) [1]. Risk factors for developing UM include fair skin, light-coloured
eyes, and preexisting conditions such as congenital ocular melanocytosis, melanocytoma
of BAP1-tumor predisposition syndrome [2]. The ultraviolet (UV) radiation exposure—the
main risk factor for cutaneous melanoma—has also been considered, but the comprehen-
sive analysis of data from The Cancer Genome Atlas (TCGA) project showed a very low
tumour mutation burden and lack of UV-related molecular signature in UM tumours [3].
Despite the relatively good response of primary UM to the treatment, which includes
surgery and radio/chemotherapy, over 50% of patients will develop metastatic disease.
The most common site of metastasis is the liver, where spread occurs almost exclusively via
blood vessels. The relapse and spread of the disease are highly correlated with poor prog-
nosis, which in consequence results in only 8% of patients with metastatic UM surviving
2 years [3,4]. Currently, no effective therapies to prevent the development and treatment of
metastatic disease are available, except for early detection and management of primary
tumours [5,6]. Histological and genetic landmarks related to poor prognosis and increased
risk of developing a metastatic disease in UM tumours have been described and tightly
correlates with tumour size and chromosome 3 monosomy [3,7]. Despite this knowledge,
there is a lack of a simple and minimally invasive test for early detection of metastasis.
The current recommendation for screening of disease progression includes imaging tech-
niques such as computer tomography, magnetic resonance, positron emission tomography
or ultrasonography, which do not always guarantee detection of small lesions. Several
blood biomarkers have been proposed including circulating tumour cells [8–10], circulating
tumour DNA [11], and microRNA [12–14] and proteins [15–19], but still, there is a lack of
reliable, clinically approved biomarker for early detection of UM and its progression.

Recent discoveries regarding a distinct population of extracellular vesicles secreted by
malignant cells, especially exosomes could bring a solution to this problem. They have been
widely studied as carriers of potential biomarkers for cancer development and metastatic
spread in several cancers but not UM [20–23]. Exosomes are the smallest fraction of
extracellular vesicles, up to 150 nm, formed within the endosomal network and released
from multivesicular bodies after fusion with the cellular membrane. Their molecular
cargo includes a variety of active biomolecules, i.e., proteins, lipids, miRNA, lncRNA,
mRNA and DNA, characteristic for parental cells, making them essential participants in
cellular interactions, regulators of a broad variety of biological processes. The existence
of UM-derived exosomes has been confirmed by observing their presence in the hepatic
circulation system, vitreous humour, blood serum, and in vitro cell culture. The protein
cargo was analyzed in exosomes, ectosomes derived from UM, and normal melanocyte
cell lines [24,25]. These results showed that the protein cargo of UM-derived extracellular
vesicles may have transforming potential and could contribute to the preparation of the
metastatic niche. Moreover, the isolation of UM-specific tumour-derived exosomes (TEX)
allowed their use as a biomarker of disease development and progression and in the future
may contribute to the design of early diagnostic tests. However, no data were obtained for
exosomes derived from UM patients.

This study aimed to determine and compare the composition of inflammation-related
proteins in exosomes derived from the serum of UM patients diagnosed with either primary
or metastatic disease and healthy donors. Our goal was to point out potential biomarkers
for simple and minimally invasive screening for early detection of UM metastatic spread.
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2. Materials and Methods
2.1. Study Group

The study group consisted of serum samples obtained from 20 uveal melanoma pa-
tients and 20 healthy donors, after informed consent. The study was approved by the
Bioethics Committee of Poznan University of Medical Sciences, study number 114/18.
The serum samples were obtained from UM diagnosed patients with primary tumour
localized in choroid only, before surgery (in the case of patients with the primary tu-
mour, n = 9) or before implementing the systemic treatment (in the case of patients with
metastatic disease, n = 11). The patients were divided into “primary” or “metastatic” group
based on an histopathological evaluation of the primary site of the tumour (diagnosis:
Uveal melanoma) and by the confirmed presence/absence of distant (liver) metastasis.
The patient with histopathological recognition of UM in the choroid and absence of liver
metastasis in CT/PET scan was allocated to the “primary UM” group. The patient with
histopathological confirmation of UM in the choroid and its metastasis in the site of the
liver (fine needle biopsy followed by histopathological examination) were recognised as the
“metastatic UM” group. The healthy donors’ group includes healthy females and males,
age 30–60, corresponding to the time of uveal melanoma onset. Donors with previous
or ongoing immunological disease or cancer, ongoing viral or bacterial infection, ongo-
ing immunosuppressive therapy, and vaccination in the period of 3 months before blood
collection were excluded from the study.

2.2. Exosomes Isolation

Exosomes were isolated from 5 mL of serum from UM patients and healthy donors.
Firstly, the serum was centrifuged for 30 min at 500× g. Furthermore, to remove larger de-
bris and apoptotic bodies the obtained supernatant was centrifuged for 45 min at 12,000× g.
The supernatant was filtered using 0.2/0.8 µm Acrodisc® PF syringe filters (Pall, Port Wash-
ington, NY, USA) and transferred to Amicon® Ultra-15 Centrifugal Filter Unit with a
100 kDa cut-off (Merck KGaA, Darmstadt, Germany) for the enrichment of the exosomes
fraction. The concentrated serum was diluted in a phosphate-buffered saline (PBS) (Biow-
est, Nuaillé, France) in 1:1 ratio, transferred to ultracentrifuge tubes and centrifuged for
90 min at 120,000× g (fixed angle rotor 70.1Ti, Beckman Coulter, Indianapolis, IN, USA).
All centrifuge steps were performed at 4 ◦C. The obtained pellet was resuspended in a RIPA
Lysis buffer containing the protease inhibitor cocktail (both obtained from Sigma-Aldrich,
St. Louis, MO, USA) or PBS depending on further destination. The amount of exosomal
proteins was measured using the Pierce™ BCA Protein Assay Kit (ThermoFisher Scientific,
Waltham, MA, USA) and frozen at −80 ◦C for further analysis. The method of exosome
isolation and validation comply with the Minimum Information Supporting Extracellular
Vesicle Research (MISEV 2018) suggestions including the imaging with scanning electron
microscopy, confirmation of the presence of positive markers for exosomes, and absence of
protein related to cellular compartments [26].

2.3. Western Blot Analysis of Exosomes

For the confirmation of isolation of exosomal fraction, the Western blot analysis
was performed. In addition, 20 µg of the exosomal protein was mixed with a Laemmli
sample buffer and heated for 15 min at 95 ◦C. Then, the cooled samples were transferred to
4–15% gradient polyacrylamide gel Mini-PROTEAN® TGX™ Precast Protein Gels (Bio-Rad,
Hercules, CA, USA). After electrophoresis, the proteins were transferred to a polyvinylidene
fluoride (PVDF) membrane (Bio-Rad, Hercules, CA, USA), which was blocked in 5% nonfat
dry milk (Sigma-Aldrich, St. Louis, MO, USA) suspended in Tris buffered saline/Tween
20 (TBST) (Tris Base, Sodium chloride both obtained VWR Chemicals, Leuven, Belgium;
Tween 20, POCh, Gliwice, Poland) for 2 h at room temperature. Then, the membrane
was incubated overnight at 4 ◦C with a primary antibody against proteins related with:
Exosomal origin—LAMP1, Alix, CD63; functional marker TGFβ1; a negative marker of
exosomes—Calnexin (the dilutions and vendors are listed in Table 1). On the next day,
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the membrane was washed with TBST and underwent a 2 h incubation at room temperature
with a secondary antibody conjugated with horseradish peroxidase (HRP) diluted in 5%
non-fat dry milk in TBST. To detect the proteins of interest, a chemiluminescent reaction
was performed using WesternBright™ Quantum (Advansta, Inc., San Jose, CA, USA).
The exposition and documentation of the membrane were done using the ChemiDoc™
Touch Imaging System (Bio-Rad Laboratories, Hercules, CA, USA). As a control, 20 µg
of cell lysate of cutaneous melanoma cell line MW-266-4 was used (kindly provided by
Urszula Kaźmierczak Ph.D., Department of Cancer Immunology, Poznan University of
Medical Sciences).

Table 1. Antibodies and dilutions used in Western blot.

Antibody Vendor Dilution Host

Calnexin Santa Cruz, Dallas, TX, USA 1:500 Mouse
CD63 Santa Cruz, Dallas, TX, USA 1:500 Rabbit

LAMP1 Santa Cruz, Dallas, TX, USA 1:500 Mouse
ALIX Santa Cruz, Dallas, TX, USA 1:500 Mouse

MELAN-A/MART-1 Cell Signaling Technology,
Leiden, The Netherlands 1:250 Rabbit

TGFβ1 Cell Signaling Technology,
Leiden, The Netherlands 1:1000 Rabbit

Anti—rabbit IgG-HRP Cell Signaling Technology,
Leiden, The Netherlands 1:2000 Goat

Anti—mouse IgG-HRP Cell Signaling Technology,
Leiden, The Netherlands 1:2000 Horse

CD63—cluster of differentiation 63 (tetraspanins); LAMP1—lysosome-associated membrane glycoprotein 1;
ALIX—ALG-2-interacting protein X, MELAN-A/MART-1—melanoma antigen recognized by T cells 1; TGFβ1—
transforming growth factor β1.

2.4. Scanning Electron Microscopy

To confirm the morphology and size of isolated exosomes, scanning electron mi-
croscopy (SEM) was performed. Briefly, 10 µg of isolated UM- or HD-exo was diluted in
PBS, transferred on the double-adhesion tape previously affixed to the aluminium SEM
mount (Structure Probe, Inc., West Chester, PA, USA) and left to dry. Then, the samples
were coated with gold using the Balzers SCD 050 sputter coater (Oerlikon Balzers, Balzers,
Liechtenstein). Pictures were taken using the Scanning Electron Microscope Evo 40 Series
(Carl Zeiss SMT AG, Oberkochen, Germany).

2.5. Acetylcholinesterase Activity

For the measurement of acetylcholinesterase activity in derived exosomes, 10 µg of
exosomal proteins were diluted in PBS to a final volume of 50 µL and added to the wells of
a 96-well flat-bottom plate. Next, a 50 µL reaction mixture of 2.5 mM acetylcholine and
0.1 mM 5,5′-dithio-bis (2-nitrobenzoic acid) (DNTB) (both obtained from Sigma-Aldrich,
St. Louis, MO, USA) was added to the wells and mixed. After 20 min of incubation
at 37 ◦C, the absorbance of analyzed samples was measured at 405 nm using the plate
reader Multiskan FC (Thermofisher, San Jose, CA, USA). As a blank control, we used the
diluent (PBS).

2.6. Analysis of Protein Composition of Exosomes

The protein composition of exosomes from uveal melanoma patients and healthy
donors were analyzed with the Bio-Plex 200 system (BioRad Laboratories, Hercules, CA,
USA) as previously described [27]. Briefly, we used the Bio-Plex Pro™ Human Inflamma-
tion immunoassay (cat. no. #171AL001M), to analyze 37 inflammation-related proteins that
may be involved in the inflammation process, initiation, and progression of cancer in one
sample. The concentrations (pg/mL) of analyzed molecules were compared to the standard
curve of serial dilutions of standard proteins. The analysis was performed according to the
manufacturer’s instructions. Each sample was analyzed in technical duplicate.
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2.7. Statistical Analysis

Statistical analyses were performed using the GraphPad Prism software program, v.8
(GraphPad Software, Inc., La Jolla, CA, USA). As the data (pg/mL) did not follow Gaussian
distribution, we used the Mann–Whitney test or the Kruskal–Wallis test. In addition,
p < 0.05 was considered to indicate a statistically significant difference. The means of
technical duplicates were visualized as box plots (median and whiskers) presenting the
concentration of cytokines (pg/mL). Whiskers were calculated using the Tukey method
based on the GraphPad Prism software. Moreover, * p < 0.05, ** p < 0.01, *** p < 0.001,
**** p > 0.0001: Based on the Mann–Whitney or Kruskal–Wallis test with Dunn’s post
hoc multiple comparison test. Heatmaps displaying median concentrations of analyzed
cytokines were prepared in GraphPad Prism. The cut-offs were adjusted empirically to
visualize changes (if present) both at the top and bottom of the heatmap.

3. Results
3.1. Exosomes Derived from the Serum of Uveal Melanoma Patients

We have isolated the exosomes from individual or pooled serum samples collected
from 20 patients diagnosed with primary or metastatic UM (UM-exo primary and UM-exo
metastatic) and 20 healthy donors (HD-exo). The groups were selected for the study based
on their initial diagnosis, tumour localization, metastasis status, and implemented therapy.
The patients were defined as the “primary” group (n = 9) and included cases diagnosed
with UM, without metastasis on the day of the enrollment to the study. The group acknowl-
edged as “metastatic” represented the patients with detected metastasis on the day of the
qualification for study. To ensure homogeneity of the studied group only patients with a
tumour localized in the choroid were included. The blood was drawn before implement-
ing any therapy including surgery or radiotherapy (the primary group), and chemo- or
immunotherapy (the metastatic group).

The exosomes were isolated using a serial ultracentrifugation approach and subjected
to phenotype analysis. The scanning electron microscopy analysis revealed the presence of
vesicle-like structures in the range below 200 nm (Figure 1A). Additionally, the presence
of isolated exosomes was confirmed by the acetylcholinesterase activity (AChE) assay.
The analysis showed higher levels of AChE activity in the analyzed samples in compar-
ison with the diluent, but the level of absorbance was similar between the HD and UM
groups (Figure 1B). The Western blot analysis of the molecular cargo of isolated exosomes
showed the presence of Lysosomal associated membrane protein (LAMP1), Alix, and CD63,
which confirms the endosomal origin of isolated vesicles. We also detected the transforming
growth factor β1 (TGF-β1)—a molecule with pleiotropic functions. Surprisingly, we also
detected a mild signal of melanocyte-specific protein (MLANA), which is recognized as
one of the markers specific for melanoma. This confirms the enrichment of the exosomes
population with tumour-derived ones. The purity of isolated extracellular vesicles was
confirmed by negative staining for Calnexin, a protein related to the endoplasmic reticulum
(Figure 1C).
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Figure 1. The characteristics of exosomes isolated from the serum of uveal melanoma patients with
primary and metastatic disease (UM-exo primary and UM-exo metastatic) and healthy donors (HD-
exo). The scanning electron microscopy (SEM) showed the proper shape and size (exosomes marked
with white arrows) (A). The isolated exosomes indicate high levels of acetylcholinesterase activity.
Data represent the mean ± SD from three technical replicates of absorbance readout at 405 nm
from the pooled serum (B). The expression of proteins characteristic for small extracellular vesicles—
endosomal origin (LAMP1, Alix, CD63), their protein cargo (TGFβ1), the tumour-origin (MLANA),
and absence of organelle-specific proteins (Calnexin) was confirmed by Western blot. The band
marked with * were obtained from the short-time exposure of the same membrane, due to differences
in the protein expression level between the cell line lysate and exosomes (C). The uncropped Western
Blot images can be found in Figure S1.

3.2. The Immunomodulatory Protein Cargo of UM-exos

To determine the immunoregulatory protein content in the exosomal cargo, we used
the multiplex immunoassay technology containing 37 cytokines, chemokines, and growth
factors related to the inflammation process. Altogether, we were able to confirm the pres-
ence of 25 cytokines, with concentrations ranging from around 2 to almost 13,000 pg/mL.
A general comparison of the composition of exosomes derived from healthy donors and
UM patients revealed significant differences among 14 proteins, with p-value ≤ 0.05.
Moreover, most of the analyzed cytokines (17 of 25) had a higher concentration in UM
patients-derived extracellular vesicles (Figure 2A–C). The increased concentration of eight
proteins (A proliferation-inducing ligand/ tumor necrosis factor ligand superfamily mem-
ber 13 (APRIL/TNFSF13), soluble CD163 (sCD163), Glycoprotein 130/soluble receptor for
interleukin 6 beta (gp130/sIL-6Rbeta), B-cell activating factor / Tumor Necrosis Factor
ligand superfamily member 13B (BAFF/TNFSF13B), soluble receptor of interleukin 6 alpha
(sIL-6Rα), Chitinase 3—like 1, Osteocalcin, soluble Tumour Necrosis Factor receptor 1
(sTNF-R1)) was notified in UM-exosomes in comparison with HD-exo (Figure 2A–C).
Moreover, among these 14 differentiating proteins, six of them (Osteopontin, interleukin 22
(IL-22), Matrix Metalloproteinase 1 (MMP-1), soluble Tumour Necrosis Factor receptor 1
(sTNF-R2), TNF-related weak inducer of apoptosis/Tumor Necrosis Factor ligand super-
family member 12 (TWEAK/TFSF12), interferon beta (IFN-β)) were downregulated in
UM-exo versus exosomes derived from healthy donors. We did not observe significant
changes between the cargo of UM-exo and HD-exo among the remaining 11 proteins effec-
tively detected in the samples. These proteins include: Matrix Metalloproteinase 2 (MMP-2),
Pentraxin-3, Matrix Metalloproteinase 3 (MMP-3), soluble CD30/ Tumor Necrosis Factor
ligand superfamily member 8 (sCD30/TNFRSF8), interleukin 27 (IL-27), interleukin-12
subunit p40 (IL-12(p40)),interleukin 29/interferon lambda 1 (IL-29/IFN-λ1), interleukin 2
(IL-2), interferon gamma (IFNγ), thymic stromal lymphopoietin (TSLP), interleukin 11
(IL-11) (Figure 2A–C).
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Figure 2. The general comparison of immunomodulatory protein in exosomal cargo in healthy donors
and UM patients. All the concentrations are displayed in (pg/mL), only the proteins effectively
detected are shown. (A) Heatmap representing mean concentrations of all the analyzed cytokines in
HD-exo (n = 20) and UM-exo (n = 20) groups; (B) table showing mean concentrations and p-values
indicating the statistical significance; (C) for better visualization of the differences in cytokine
concentrations, the heatmap was divided into three panels with a distinct concentration range:
13,000–2000 pg/mL, 1400–100 pg/mL, 100–0 pg/mL. The p-value was calculated with the unpaired
t-test or Mann-Whitney test.

Furthermore, we evaluated the composition of the exosomes among three groups,
which enabled the comparison of cytokines content not only between UM patients and
healthy donors but also primary (n = 9) and metastatic UM (n = 11). We showed that most
of the detected cytokines and growth factors (16 out of 25) were upregulated in exosomes
derived from metastatic UM patients (Figures 3–5).
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Figure 3. Immunomodulatory protein cargo of exosomes from healthy donors and UM patients.
All the concentrations are displayed in (pg/mL), only the proteins effectively detected are shown.
(A) Heatmap representing mean concentrations of all the analyzed cytokines in HD-exo, primary UM-
exo and metastatic-exo groups; (B) table showing mean concentrations and p-values indicating the
statistical significance; (C) to better visualize the differences in cytokine concentrations, the heatmap
was divided into three panels with concentration range: 13,000–2000 pg/mL, 1400–100 pg/mL,
100–0 pg/mL. The p-value was calculated based on one-way ANOVA (data with normal distribution)
or Kruskal–Wallis test (samples without normal distribution).

The amount of gp130/sIL-6Rbeta was the lowest in exosomes derived from the healthy
donor serum in comparison with primary and metastatic UM-exo. In contrast, the highest
content of that protein was identified in the metastatic group (Figure 4). Similarly, the other
detected proteins (INF-γ, IL-2, sIL-6Rα, IL-11, IL-12p40) have also been exhibiting the high-
est concentration in exosomes derived from metastatic UM patients. In the aforementioned
concentration of proteins, we did not observe the significant changes between the exosomes
derived from healthy donor groups and primary UM patients (Figure 4). In the case of
IL-27, its concentration was higher in exosomes derived from the healthy donors pooled
serum in comparison with primary UM-exo (Figure 4). A similar trend was observed in
exosomes derived from metastatic UM, where the IL-27 concentration was elevated in
comparison with the primary UM-exo. The analysis of IL-29/IFN-λ1 in exosomes cargo
revealed that there were no differences between its concentration in exosomes derived
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from healthy donors and primary or metastatic patients. Metastatic UM-exo exhibited
increased IL-29 content but this increase was statistically significant only when compared
to primary UM-derived exosomes. Meanwhile, the content of IL-22 and IFN-beta in an
exosomal cargo of both patients groups were decreased in comparison with the level of
those proteins in HD-exo. Moreover, between primary and metastatic groups there was a
lack of differences in their concentration (Figure 4).

Figure 4. Box and whiskers plots present the concentration of interleukins and interferons detected in
exosomes derived from healthy donors, primary and metastatic UM patients. Results are displayed
as a median concentration in picograms per milliliter. The box and whiskers were calculated using
the Tukey method. * p < 0.05, ** p < 0.01, *** p < 0.001, **** p > 0.0001: Based on one-way ANOVA or
Kruskal–Wallis test with Dunn’s post hoc multiple comparison test.

Among detected proteins in exosomal cargo, we were able to distinguish those re-
lated to extracellular matrix proteins and their modifiers, and the TNF family (Figure 5).
Pentraxin-3 concentration was not different between HD-exo and primary UM-exo or
metastatic UM-exo, but between UM groups the increased content of that protein was ob-
served in the metastatic group compared to the primary one (Figure 5). Osteocalcin content
in exosomes has an increasing trend in presented groups, with the highest concentration in
metastatic UM-exo when compared to both healthy donors and primary UM groups. How-
ever, between HD-exo and primary UM-exo differences were non-significant (Figure 5).
Meanwhile, Osteopontin protein levels from both UM groups were notably lower than in
exosomes from the healthy donors’ group, but its concentration was significantly higher in
metastatic UM than in primary UM (Figure 5). We also detected the presence of extracellu-
lar matrix modifying proteins (MMP1, 2, 3) with MMP2 being the most abundant protein
(Figures 2, 3 and 5). Metastatic UM-exo exhibited increased MMP3 concentration, but this
increase was statistically significant only when compared to primary UM-derived exo-
somes (Figure 5). The exosomal cargo was also loaded with diverse proteins belonging to
tumor necrosis factor (TNF) family. The sTNF-R2 expression was decreased in UM-derived
exosomes in comparison with HD-exo. However, among UM group, the exosomes derived
from metastatic patients exhibited an increased amount of that protein in comparison
with a cargo of primary UM-derived exosomes (Figure 5). The adverse trend was notified
BAFF/TNFSF13B, where its content was the highest in the metastatic UM exosomes. Nev-
ertheless, in the HD-exo and primary UM-exo we did not observe the differences (Figure 5).
Similar trend and differences in the studied groups were observed in the sCD30/TNFRSF8
as notified in the BAFF/TNFSF13B (Figure 5). In the TSLP, again the highest content was
observed in the UM exosomes derived from metastatic patients. Surprisingly, the primary
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UM patients had the lowest amount of TSLP in the exosomal cargo in comparison with the
studied groups (Figure 5). We showed that exosomes from metastatic UM contain a higher
load of BAFF/TNFSF13B, and TSLP than from the primary UM or HD group. Similarly,
to the previously studied protein, the highest concentration of sTNF-R1 was notified among
exosomes obtained from the serum of metastatic patients. Moreover, the concentration of
sTNF-R1 was also notably higher in primary UM than in HD-exos. It is worth mentioning,
the expression of Osteopontin, sTNF-R2, TWEAK/TNFSF12 was significantly lower in exo-
somes derived from both primary and metastatic UM patients when compared to healthy
donors. TWEAK/TNFSF12 was also the only protein with a concentration significantly
lower in metastatic UM compared to primary UM-exos. The amount of Chitinase3-like 1
was higher in the UM-exo, but the statistical significance was achieved only in primary
patients. In the case of soluble CD163 (sCD163) we observed a significantly higher level of
that protein in both UM-exos compared to HD-exo, but in terms of comparison of primary
and metastatic groups, we did not notify the differences (Figure 5).

Figure 5. Box and whiskers plots presenting concentration of TNF superfamily, extracellular matrix
and its modifying proteins in exosomes derived from healthy donors, primary and metastatic UM
patients. Results are displayed as a median concentration in picograms per milliliter. Box and
whiskers were calculated using the Tukey method. * p < 0.05, ** p < 0.01, *** p < 0.001, **** p > 0.0001:
based on One-way ANOVA or Kruskal–Wallis test with Dunn’s post hoc multiple comparison test.
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Taken together, our results point out important differences in the molecular cargo of
exosomes derived from the serum of patients with primary or metastatic UM and healthy
donors. Significant differences in inflammation-related protein concentration may be used
as potential biomarkers for the early detection of disease progression.

4. Discussion

The UM despite its known biology is still challenging malignancy in oncological oph-
thalmology, mainly caused by the poor prognosis related to the development of metastatic
disease. A secretion of specialized extracellular vesicles via many cancers has revealed
their role in the formation of metastatic niche, which is a complicated and complex process
involving modification of target microenvironment and immune cells. In the case of UM
patients, it is not a well-described phenomena. That is why in the presented study, we de-
cided to estimate the cargo of the UM exosomes derived from the serum of patients with
primary and metastatic disease to find specific proteins responsible for the spread of UM
cells, which possibly could be used as a predictive biomarker. The existence of UM-specific
exosomes has already been confirmed in several studies focusing on their protein content
in vitro (in cell culture supernatant) and in vivo (in the vitreous humour, blood serum,
and hepatic circulation system) [24,25,28–30]. However, their role as potential carriers
of biomarkers for early detection of UM progression has not been studied. Angi et al.
have analyzed the secretome of low- and high-risk UM cell lines derived from primary
tumours and they showed their involvement in signalling pathways associated with remod-
elling of extracellular matrix, cell adhesion, activation of hepatic fibrosis/hepatic stellate
cell, EIF2, Rho and IGF-1 signalling, and cancer cell migration/invasion [31]. Moreover,
Zhao et al. showed that over 60% of detected proteins in vitreous humour derived from
UM patients was associated with “extracellular exosomes” GO term. Further analysis of
vitreous samples showed the presence of a vesicles’ population with size and morphology
consistent with exosomes [28]. The proteome analysis of UM Mel202 cells-derived ecto-
somes, extracellular vesicles with size ranging from 50 nm to over 1 µm, identified 949
proteins, which most of them were related to cytosolic or membrane origin. Among them
also 66 cancer-related proteins associated with cell proliferation/apoptosis, cell invasion
and metastasis, cancer cell metabolism, drug resistance and heat-shock proteins were
identified [25]. The most recent study presented by Tsering’ group has focused on the
proteome of exosomes derived from 5 UM cell lines and normal choroidal melanocytes.
They found out that their content is associated with cell-cell and focal adhesion, endocy-
tosis, and PIK3-Akt signalling pathway. Moreover, the exosome-treated BRCA1-deficient
fibroblast was shown to acquire a more CAF-like phenotype, with increased proliferation,
migration, and invasion ability and this was related to enhanced tumour cells growth
in vivo [24].

In our study, we focused on the analysis of the inflammation-related proteins cargo of
exosomes derived from the serum of healthy donors and UM patients with primary and
metastatic disease using the bead-based immunoassay and pointing out potential proteins
related to the disease progression and metastasis occurrence. The inflammatory process
plays a critical role in cancer development, progression, regulation of anti-cancer immune
response, and recruiting tumour-promoting immune cells [32,33]. The concentrations of
detected inflammation-related interleukins, interferons, proteins from the TNF superfamily,
and their soluble receptors were significantly changed in most of the analyzed proteins in
exosomes isolated from UM patients in comparison with these from healthy donors.

Interleukins are a diverse, multifunctional group of proteins that facilitate communi-
cation between various immune cells, control inflammation processes, and regulate cellular
and humoral immunity [34]. Their roles in cancer biology have been thoroughly studied
and they were proved to have both pro- and anticancer properties or pleiotropic effects
depending on the tumour environment [35]. We demonstrated a significant upregulation
of IL-2, IL-11, IL-12(p40), IL-27, and soluble receptors of IL-6 in exosomes derived from
metastatic UM patients. Up to date, there is limited data on the role of these cytokines in
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UM development and progression but their presence has been confirmed in the vitreous
humour of UM patients. However, there is a lack of reports regarding the presence of
mentioned cytokines in UM-derived exosomes [36–38]. IL-2 has been proven to act as a
potent activator of proliferation, differentiation, as well as cytotoxicity of T cells and NK
cells. Moreover, it has been used as a promising agent in immunotherapy for cutaneous
melanoma and renal cancer. The use of IL-2 has also been proposed to treat UM in combi-
nation with adoptive T cell transfer, where after lymphodepleting chemotherapy, the IL-2 is
administered to the patients to boost T cell proliferation [39]. Another interleukin, IL-11, is a
member of the IL-6 family, with pleiotropic actions participating in JAK/STAT signalling
pathway [40]. As shown by Tao et al. in lung cancer, IL-11 has a potential role in modifying
the tumour microenvironment and response to treatment, by recruiting the CAFs to and
facilitating chemoresistance of cancer cells [41]. Moreover, IL-11 was shown to be respon-
sible for poor prognosis in several cancers (including melanoma) correlated with staging
and development of metastases in breast cancer, which correlates with our findings [42,43].
A similar correlation was found out during the estimation of serum level of IL-12(p40)
in melanoma, but not directly in exosomes [44]. This cytokine acts as a chemoattractant
and facilitates macrophage polarization into M1 proinflammatory phenotype, stimulating
the interferon gamma (IFN-γ) production [45]. Another protein with double function
pro-and anti-tumour functionality is IL-27, which belongs to the IL-12 family and is known
for its ability to inhibit angiogenesis and activate NK cells [46]. Similarly to our studies
the serum level of IL-27 did not correspond with metastatic disease as it was shown in
the example of melanoma. However, there is a lack of data about their role in exosomal
cargo [47–49], but their high expression, in general, is one of the markers of response to
immunotherapy. Although we did not detect the IL-6 in the UM patient-derived exosomes,
we detected its soluble receptors, which may alter the sensitivity to IL-6 stimulation of cells
exposed to these exosomes. IL-6 is a pro-inflammatory cytokine typically produced by T
lymphocytes and macrophages. Uveal melanoma cells and tumor-associated macrophages
have also been shown to produce IL-6. The high concentration of IL-6 compared to healthy
individuals has been detected in vitreous humour of UM patients, where it has been posi-
tively correlated with the tumour size, infiltration of T cells, and macrophages and disease
progression [36–38].

The interferons (IFNs) are cytokines with pleiotropic properties, which can have
beneficial effects in various tumour models. IFN-alpha and -beta are a potent stimulator of
immune responses and tumour regression by regulation of cell proliferation, differentiation,
and apoptosis and by activating NK cells and macrophages. The anti-tumour potential of
IFN-alpha has been used in uveal melanoma therapy, however, with limited success [50,51].
In the cancer microenvironment, tumour-infiltrating lymphocytes and tumour cells mainly
produce IFN-gamma. IFN-gamma has been detected in high concentration in the vitreous
humour and blood serum of uveal melanoma patients, where it correlates with advanced
disease stage and forming of metastasis [36,37]. In our study, we detected a significantly
higher concentration of IFN-gamma and -lambda, and a lower concentration of IFN-beta in
metastatic UM exosomes, which is consistent with previously published data and biological
function of those proteins [52,53]. Moreover, the significant difference in concentration of
IFN-gamma between metastatic UM and other exosomes suggests that this protein may be
used as one of the potential markers for early detection of disease progression.

Tumour necrosis factor (TNF) and tumour necrosis factor receptor (TNFR) superfam-
ilies’ are pro-inflammatory proteins involved in the regulation of diverse cell functions
including immune response and inflammation, proliferation, differentiation, and apop-
tosis [54]. Recent studies are pointing out the pleiotropic role of TNF-alpha in cancer
development and progression [55]. Apart from the well-described antitumor activity, it has
been shown that in melanoma, colorectal carcinoma, the breast cancer TNF-alpha increases
the cells’ tumorigenic properties [56–59]. Damento et al. observed several cases of uveal
melanoma development in patients subjected to treatment with TNF inhibitors [54,60].
However, previous studies showed the presence of TNF-alpha in the vitreous humour of
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UM patients, where it correlates with tumour prominence and size [36,38]. No data are
describing the role of exosome derived TNF and TNFR superfamily proteins in UM pathol-
ogy. In our study, we detected the presence of TNF receptors superfamily: The sTNF-R1,
sTNF-R2, TNFRSF8, and TNFRSF13B to be significantly upregulated in metastatic UM
patient-derived exosomes when compared to primary patients, except sTNF-R2, to the
HD group.

In our study, we also showed that UM- and HD derived exosomes contain proteins
of the extracellular matrix milieu: Extracellular matrix modifying proteins—matrix met-
alloproteinases (MMP) 1, 2, and 3, Pentraxin-3, Osteopontin and Osteocalcin. The most
abundant protein detected in exosomes was MMP2, however, there were no differences in
its concentration between HD- and UM-exos. Of the detected metalloproteinases, the only
concentration of MMP3 was significantly higher in metastatic UM-exos, which is consistent
with its role in mediating cancer progression. It has been shown by Taha’s group that the
knockout of MMP3 not only impairs cancer cell’s tumorigenic potential but also reduces
the stability of cancer-derived extracellular vesicles [61]. Another detected modulator of
ECM and better known as protein-related with acute-phase protein, Pentraxin-3, has been
implicated in cancer progression, by modulating angiogenesis, metastatic spread, and can-
cer immune response [62,63]. Significantly high concentrations detected in metastatic
UM derived exosomes compared to primary UM not only suggest an important role of
Pentraxin-3 in UM metastatic spread but also may be used as a promising marker for early
detection of disease progression. Recent data presented by the Rathore group suggest its
role in the promotion of migration of melanoma cells through the TLR4/NF-κB signalling
pathway [63]. To our surprise, the concentration of Osteopontin, another potent mediator of
cancer metastasis involved in modulation of immune response and tumour stroma, was sig-
nificantly lower in UM-derived exosomes compared to healthy donors. These findings
contradict the literature data that shows an elevated level of Osteopontin in several cancers
and its correlation with disease stage [64–66]. Several studies showed that the serum of
patients with metastatic UM contains a significantly higher concentration of Osteopontin
than the serum from primary patients or healthy donors [16,67]. A recent study by Song
et al. also showed higher serum level of this protein in UM patients compared to healthy
donors, however, no changes were observed between UM patients with the ongoing disease
and those disease-free for 5 years [53,68]. Previous studies were focused on the serum,
not the exosomal protein level, which may explain differences between literature data and
those obtained in this study, as there is a possibility that in UM, Osteopontin is not secreted
into extracellular vesicles.

In our previous study, we reported the possible use of miRNAs differentially expressed
in UM tumours as biomarkers for the assessment of metastatic risk in uveal melanoma
patients [69]. In this study, we present the first analysis of inflammatory-related protein
cargo of exosomes derived from the serum of healthy donors and uveal melanoma patients
with primary and metastatic disease. Based on these results, we can also point out several
UM exosome-derived proteins, which can be utilized as promising markers for early de-
tection of tumour development and progression into metastatic disease. The significant
differences in the concentration of IFN-gamma, IL-2, IL-11, IL-12(p40), Pentraxin-3, TN-
FSF13B, and TNFSF8 between primary and metastatic uveal melanoma exosomes show
the potential to utilize this panel of proteins for early detection of UM progression.

Our study has also a few limitations. We are aware, that during the isolation of
exosomes a coprecipitation of soluble proteins and lipoproteins may occur, regardless of
the methods used. This phenomenon may raise questions about the specificity of analyzed
proteins, as they are present in blood in both a soluble and an exosome-encapsulated
form [70]. Based on the published data, we decided to use the ultracentrifugation methods,
with the best ratio for cost-effectiveness, efficiency, and purity of obtained exosomes [71].
The metastasis process changes the amount of secreted proteins, but we can hypothesize,
that the ratio between soluble proteins and those encapsulated in exosomes might stay
unchanged. However, to confirm this hypothesis, further studies are required. Our study
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presents preliminary results, with several proteins that may have the potential to point
out the patients with UM progression. Their true usefulness in routine clinical diagnostic
procedures is yet to be established and require further studies on a larger group of patients
with long-term follow-up. Taken together, our results show that the proteins loaded
into UM-exos have the potential to modify important biological processes involved in
cancer development and metastatic spread. We propose a panel of exosomal proteins that
may serve as potential biomarkers for minimally invasive detection of uveal melanoma
progression into metastatic disease.

5. Conclusions

Early detection of metastatic uveal melanoma is still a major concern in the manage-
ment of UM patients. Despite relatively good knowledge on the risk factors of disease
progression, there is still a lack of simple and minimally invasive tests for its detection,
which results in the extremely low survival rate of patients with metastatic disease. The exo-
somes have been widely described as carriers of possible biomarkers for cancer progression.
In this study, we present the analysis and comparison of inflammatory-related protein
cargo of exosomes derived from the blood serum of uveal melanoma patients with primary
and metastatic disease and healthy donors. We detected a panel of differentially expressed
proteins, which held great potential in discriminating primary and metastatic UM pa-
tients. We demonstrated a significant upregulation of IL-2, IL-11, IL-12(p40), IL-27, soluble
receptors of IL-6, IFN-gamma and -lambda, TNF receptors superfamily: The sTNF-R1,
sTNF-R2, TNFRSF8 and TNFRSF13B, and Pentraxin in exosomes derived from metastatic
UM patients. Based on the obtained results, we propose the panel of exosomal proteins:
IFN-gamma, IL-2, IL-11, IL-12(p40), Pentraxin-3, TNFSF13B and TNFSF8, which shows the
potential to utilize this panel of proteins for early detection of UM progression. The results
obtained in this study require further investigation. However, we believe that the described
molecules have the potential to be utilized as markers for determining the risk and early
detection of disease progression.
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Przybyło, M. An Insight into the Proteome of Uveal Melanoma-Derived Ectosomes Reveals the Presence of Potentially Useful
Biomarkers. Int. J. Mol. Sci. 2019, 20, 3789. [CrossRef] [PubMed]

26. Théry, C.; Witwer, K.W.; Aikawa, E.; Alcaraz, M.J.; Anderson, J.D.; Andriantsitohaina, R.; Antoniou, A.; Arab, T.; Archer, F.;
Atkin-Smith, G.K.; et al. Minimal information for studies of extracellular vesicles 2018 (MISEV2018): A position statement of the
International Society for Extracellular Vesicles and update of the MISEV2014 guidelines. J. Extracell. Vesicles 2018, 7, 1535750.
[CrossRef]

27. Kulcenty, K.; Piotrowski, I.; Wroblewska, J.P.; Wasiewicz, J.; Suchorska, A.W.M. The Composition of Surgical Wound Fluids from
Breast Cancer Patients is Affected by Intraoperative Radiotherapy Treatment and Depends on the Molecular Subtype of Breast
Cancer. Cancers 2019, 12, 11. [CrossRef] [PubMed]

28. Zhao, Y.; Weber, S.R.; Lease, J.; Russo, M.; Siedlecki, C.A.; Xu, L.C.; Chen, H.; Wang, W.; Ford, M.; Simó, R.; et al. Liquid Biopsy of
Vitreous Reveals an Abundant Vesicle Population Consistent With the Size and Morphology of Exosomes. Transl. Vis. Sci. Technol.
2018, 7, 6. [CrossRef]

29. Ragusa, M.; Barbagallo, C.; Statello, L.; Caltabiano, R.; Russo, A.; Puzzo, L.; Avitabile, T.; Longo, A.; Toro, M.D.; Barbagallo,
D.; et al. MiRNA profiling in vitreous humor, vitreal exosomes and serum from uveal melanoma patients: Pathological and
diagnostic implications. Cancer Biol. Ther. 2015, 16, 1387–1396. [CrossRef]

30. Eldh, M.; Olofsson Bagge, R.; Lässer, C.; Svanvik, J.; Sjöstrand, M.; Mattsson, J.; Lindnér, P.; Choi, D.S.; Gho, Y.S.; Lötvall, J.
MicroRNA in exosomes isolated directly from the liver circulation in patients with metastatic uveal melanoma. BMC Cancer 2014,
14, 962. [CrossRef] [PubMed]

31. Angi, M.; Kalirai, H.; Prendergast, S.; Simpson, D.; Hammond, D.E.; Madigan, M.C.; Beynon, R.J.; Coupland, S.E. In-depth
proteomic profiling of the uveal melanoma secretome. Oncotarget 2016, 7, 49623–49635. [CrossRef]

32. Piotrowski, I.; Kulcenty, K.; Suchorska, W. Interplay between inflammation and cancer. Rep. Pract. Oncol. Radiother. 2020, 25,
422–427. [CrossRef] [PubMed]

33. Greten, F.R.; Grivennikov, S.I. Inflammation and Cancer: Triggers, Mechanisms, and Consequences. Immunity 2019, 51, 27–41.
[CrossRef] [PubMed]

34. Brocker, C.; Thompson, D.; Matsumoto, A.; Nebert, D.W.; Vasiliou, V. Evolutionary divergence and functions of the human
interleukin (IL) gene family. Hum. Genom. 2010, 5, 30–55. [CrossRef] [PubMed]

35. Setrerrahmane, S.; Xu, H. Tumor-related interleukins: Old validated targets for new anti-cancer drug development. Mol. Cancer
2017, 16, 153. [CrossRef] [PubMed]

36. Lee, C.S.; Jun, I.H.; Kim, T.I.; Byeon, S.H.; Koh, H.J.; Lee, S.C. Expression of 12 cytokines in aqueous humour of uveal melanoma
before and after combined Ruthenium-106 brachytherapy and transpupillary thermotherapy. Acta Ophthalmol. 2012, 90, e314–e320.
[CrossRef] [PubMed]

37. Dunavoelgyi, R.; Funk, M.; Sacu, S.; Georgopoulos, M.; Zlabinger, G.; Zehetmayer, M.; Schmidt-Erfurth, U. Intraocular activation
of angiogenic and inflammatory pathways in uveal melanoma. Retina 2012, 32, 1373–1384. [CrossRef]

38. Nagarkatti-Gude, N.; Bronkhorst, I.H.; van Duinen, S.G.; Luyten, G.P.; Jager, M.J. Cytokines and chemokines in the vitreous fluid
of eyes with uveal melanoma. Invest. Ophthalmol. Vis. Sci. 2012, 53, 6748–6755. [CrossRef]

39. Masaoutis, C.; Kokkali, S.; Theocharis, S. Immunotherapy in uveal melanoma: Novel strategies and opportunities for personalized
treatment. Expert Opin. Investig. Drugs. 2021, 30, 555–569. [CrossRef]

40. Nishina, T.; Deguchi, Y.; Ohshima, D.; Takeda, W.; Ohtsuka, M.; Shichino, S.; Ueha, S.; Yamazaki, S.; Kawauchi, M.; Nakamura, E.;
et al. Interleukin-11-expressing fibroblasts have a unique gene signature correlated with poor prognosis of colorectal cancer. Nat.
Commun. 2021, 12, 2281. [CrossRef]

41. Tao, L.; Huang, G.; Wang, R.; Pan, Y.; He, Z.; Chu, X.; Song, H.; Chen, L. Cancer-associated fibroblasts treated with cisplatin
facilitates chemoresistance of lung adenocarcinoma through IL-11/IL-11R/STAT3 signaling pathway. Sci. Rep. 2016, 6, 38408.
[CrossRef]

42. Johnstone, C.N.; Chand, A.; Putoczki, T.L.; Ernst, M. Emerging roles for IL-11 signaling in cancer development and progression:
Focus on breast cancer. Cytokine Growth Factor Rev. 2015, 26, 489–498. [CrossRef]

43. Putoczki, T.L.; Ernst, M. IL-11 signaling as a therapeutic target for cancer. Immunotherapy 2015, 7, 441–453. [CrossRef]
44. Fang, S.; Wang, Y.; Chun, Y.S.; Liu, H.; Ross, M.I.; Gershenwald, J.E.; Cormier, J.N.; Royal, R.E.; Lucci, A.; Schacherer, C.W.; et al.

The relationship between blood IL-12p40 level and melanoma progression. Int. J. Cancer 2015, 136, 1874–1880. [CrossRef]
45. Cooper, A.M.; Khader, S.A. IL-12p40: An inherently agonistic cytokine. Trends Immunol. 2007, 28, 33–38. [CrossRef]
46. Tugues, S.; Burkhard, S.H.; Ohs, I.; Vrohlings, M.; Nussbaum, K.; Vom Berg, J.; Kulig, P.; Becher, B. New insights into IL-12-

mediated tumor suppression. Cell Death Differ. 2015, 22, 237–246. [CrossRef] [PubMed]
47. Bisevac, J.P.; Stanojevic, I.; Mijuskovic, Z.; Banovic, T.; Djukic, M.; Vojvodic, D. High Interleukin 27 Production is Associated with

Early Clinical Stage and Localized Disease in Patients with Melanoma. J. Med. Biochem. 2016, 35, 443–450. [CrossRef]
48. Yoshimoto, T.; Morishima, N.; Mizoguchi, I.; Shimizu, M.; Nagai, H.; Oniki, S.; Oka, M.; Nishigori, C.; Mizuguchi, J. Antiprolifera-

tive activity of IL-27 on melanoma. J. Immunol. 2008, 180, 6527–6535. [CrossRef] [PubMed]

http://doi.org/10.3390/cancers12102923
http://doi.org/10.3390/ijms20153789
http://www.ncbi.nlm.nih.gov/pubmed/31382537
http://doi.org/10.1080/20013078.2018.1535750
http://doi.org/10.3390/cancers12010011
http://www.ncbi.nlm.nih.gov/pubmed/31861498
http://doi.org/10.1167/tvst.7.3.6
http://doi.org/10.1080/15384047.2015.1046021
http://doi.org/10.1186/1471-2407-14-962
http://www.ncbi.nlm.nih.gov/pubmed/25510783
http://doi.org/10.18632/oncotarget.10418
http://doi.org/10.1016/j.rpor.2020.04.004
http://www.ncbi.nlm.nih.gov/pubmed/32372882
http://doi.org/10.1016/j.immuni.2019.06.025
http://www.ncbi.nlm.nih.gov/pubmed/31315034
http://doi.org/10.1186/1479-7364-5-1-30
http://www.ncbi.nlm.nih.gov/pubmed/21106488
http://doi.org/10.1186/s12943-017-0721-9
http://www.ncbi.nlm.nih.gov/pubmed/28927416
http://doi.org/10.1111/j.1755-3768.2012.02392.x
http://www.ncbi.nlm.nih.gov/pubmed/22429778
http://doi.org/10.1097/IAE.0b013e318239e299
http://doi.org/10.1167/iovs.12-10123
http://doi.org/10.1080/13543784.2021.1898587
http://doi.org/10.1038/s41467-021-22450-3
http://doi.org/10.1038/srep38408
http://doi.org/10.1016/j.cytogfr.2015.07.015
http://doi.org/10.2217/imt.15.17
http://doi.org/10.1002/ijc.29182
http://doi.org/10.1016/j.it.2006.11.002
http://doi.org/10.1038/cdd.2014.134
http://www.ncbi.nlm.nih.gov/pubmed/25190142
http://doi.org/10.1515/jomb-2016-0018
http://doi.org/10.4049/jimmunol.180.10.6527
http://www.ncbi.nlm.nih.gov/pubmed/18453571


Cancers 2021, 13, 3334 17 of 17

49. Fabbi, M.; Carbotti, G.; Ferrini, S. Dual Roles of IL-27 in Cancer Biology and Immunotherapy. Mediat. Inflamm. 2017, 2017, 3958069.
[CrossRef]

50. Lane, A.M.; Egan, K.M.; Harmon, D.; Holbrook, A.; Munzenrider, J.E.; Gragoudas, E.S. Adjuvant interferon therapy for patients
with uveal melanoma at high risk of metastasis. Ophthalmology 2009, 116, 2206–2212. [CrossRef] [PubMed]

51. Nathan, F.E.; Berd, D.; Sato, T.; Shield, J.A.; Shields, C.L.; De Potter, P.; Mastrangelo, M.J. BOLD+interferon in the treatment of
metastatic uveal melanoma: First report of active systemic therapy. J. Exp. Clin. Cancer Res. 1997, 16, 201–208.

52. Qin, Y.; Bollin, K.; de Macedo, M.P.; Carapeto, F.; Kim, K.B.; Roszik, J.; Wani, K.M.; Reuben, A.; Reddy, S.T.; Williams, M.D.; et al.
Immune profiling of uveal melanoma identifies a potential signature associated with response to immunotherapy. J. Immunother.
Cancer 2020, 8, e000960. [CrossRef] [PubMed]

53. Song, J.; Merbs, S.L.; Sokoll, L.J.; Chan, D.W.; Zhang, Z. A multiplex immunoassay of serum biomarkers for the detection of uveal
melanoma. Clin. Proteomics 2019, 16, 10. [CrossRef] [PubMed]

54. Damento, G.M.; Pulido, J.S.; Abbott, B.A.; Hodge, D.O.; Dalvin, L.A. TNF-Alpha Inhibition and Other Immunosuppressants in
the Development of Uveal and Cutaneous Melanoma. Mayo Clin. Proc. 2019, 94, 1287–1295. [CrossRef]

55. Montfort, A.; Colacios, C.; Levade, T.; Andrieu-Abadie, N.; Meyer, N.; Ségui, B. The TNF Paradox in Cancer Progression and
Immunotherapy. Front. Immunol 2019, 10, 1818. [CrossRef] [PubMed]

56. Lejeune, F.J.; Liénard, D.; Matter, M.; Rüegg, C. Efficiency of recombinant human TNF in human cancer therapy. Cancer Immun.
2006, 6, 6.

57. Cai, X.; Cao, C.; Li, J.; Chen, F.; Zhang, S.; Liu, B.; Zhang, W.; Zhang, X.; Ye, L. Inflammatory factor TNF-α promotes the growth
of breast cancer via the positive feedback loop of TNFR1/NF-κB (and/or p38)/p-STAT3/HBXIP/TNFR1. Oncotarget 2017, 8,
58338–58352. [CrossRef]

58. Rossi, S.; Cordella, M.; Tabolacci, C.; Nassa, G.; D’Arcangelo, D.; Senatore, C.; Pagnotto, P.; Magliozzi, R.; Salvati, A.; Weisz, A.;
et al. TNF-alpha and metalloproteases as key players in melanoma cells aggressiveness. J. Exp. Clin. Cancer Res. 2018, 37, 326.
[CrossRef]

59. Liu, W.; Lu, X.; Shi, P.; Yang, G.; Zhou, Z.; Li, W.; Mao, X.; Jiang, D.; Chen, C. TNF-α increases breast cancer stem-like cells through
up-regulating TAZ expression via the non-canonical NF-κB pathway. Sci. Rep. 2020, 10, 1804. [CrossRef]

60. Damento, G.; Kavoussi, S.C.; Materin, M.A.; Salomão, D.R.; Quiram, P.A.; Balasubramaniam, S.; Pulido, J.S. Clinical and histologic
findings in patients with uveal melanomas after taking tumor necrosis factor-α inhibitors. Mayo Clin. Proc. 2014, 89, 1481–1486.
[CrossRef]

61. Taha, E.A.; Sogawa, C.; Okusha, Y.; Kawai, H.; Oo, M.W.; Elseoudi, A.; Lu, Y.; Nagatsuka, H.; Kubota, S.; Satoh, A.; et al. Knockout
of MMP3 Weakens Solid Tumor Organoids and Cancer Extracellular Vesicles. Cancers 2020, 12, 1260. [CrossRef] [PubMed]

62. Giacomini, A.; Ghedini, G.C.; Presta, M.; Ronca, R. Long pentraxin 3: A novel multifaceted player in cancer. Biochim. Biophys.
Acta Rev. Cancer 2018, 1869, 53–63. [CrossRef] [PubMed]

63. Rathore, M.; Girard, C.; Ohanna, M.; Tichet, M.; Ben Jouira, R.; Garcia, E.; Larbret, F.; Gesson, M.; Audebert, S.; Lacour, J.P.;
et al. Cancer cell-derived long pentraxin 3 (PTX3) promotes melanoma migration through a toll-like receptor 4 (TLR4)/NF-κB
signaling pathway. Oncogene 2019, 38, 5873–5889. [CrossRef]

64. Coppola, D.; Szabo, M.; Boulware, D.; Muraca, P.; Alsarraj, M.; Chambers, A.F.; Yeatman, T.J. Correlation of osteopontin protein
expression and pathological stage across a wide variety of tumor histologies. Clin. Cancer Res. 2004, 10, 184–190. [CrossRef]

65. El-Tanani, M.K.; Yuen, H.F.; Shi, Z.; Platt-Higgins, A.; Buckley, N.E.; Mullan, P.B.; Harkin, D.P.; Johnston, P.G.; Rudland, P.S.
Osteopontin can act as an effector for a germline mutation of BRCA1 in malignant transformation of breast cancer-related cells.
Cancer Sci. 2010, 101, 1354–1360. [CrossRef]

66. Pass, H.I.; Lott, D.; Lonardo, F.; Harbut, M.; Liu, Z.; Tang, N.; Carbone, M.; Webb, C.; Wali, A. Asbestos exposure, pleural
mesothelioma, and serum osteopontin levels. N. Engl. J. Med. 2005, 353, 1564–1573. [CrossRef] [PubMed]

67. Kadkol, S.S.; Lin, A.Y.; Barak, V.; Kalickman, I.; Leach, L.; Valyi-Nagy, K.; Majumdar, D.; Setty, S.; Maniotis, A.J.; Folberg, R.; et al.
Osteopontin expression and serum levels in metastatic uveal melanoma: A pilot study. Investig. Ophthalmol. Vis. Sci. 2006, 47,
802–806. [CrossRef]

68. Song, J.; Zhang, Z.; Chan, D.W. Detection of Uveal Melanoma by Multiplex Immunoassays of Serum Biomarkers. Methods Mol.
Biol. 2021, 2265, 447–459. [CrossRef]

69. Wróblewska, J.P.; Lach, M.S.; Ustaszewski, A.; Kulcenty, K.; Ibbs, M.; Jagiełło, I.; Suchorska, W.M.; Marszałek, A. The Potential
Role of Selected miRNA in Uveal Melanoma Primary Tumors as Early Biomarkers of Disease Progression. Genes 2020, 11, 271.
[CrossRef] [PubMed]

70. Fitzgerald, W.; Freeman, M.L.; Lederman, M.M.; Vasilieva, E.; Romero, R.; Margolis, L. A System of Cytokines Encapsulated in
ExtraCellular Vesicles. Sci. Rep. 2018, 8, 8973. [CrossRef]

71. Takov, K.; Yellon, D.M.; Davidson, S.M. Comparison of small extracellular vesicles isolated from plasma by ultracentrifugation or
size-exclusion chromatography: Yield, purity and functional potential. J. Extracell. Vesicles 2019, 8, 1560809. [CrossRef] [PubMed]

http://doi.org/10.1155/2017/3958069
http://doi.org/10.1016/j.ophtha.2009.04.044
http://www.ncbi.nlm.nih.gov/pubmed/19744725
http://doi.org/10.1136/jitc-2020-000960
http://www.ncbi.nlm.nih.gov/pubmed/33203661
http://doi.org/10.1186/s12014-019-9230-8
http://www.ncbi.nlm.nih.gov/pubmed/30867659
http://doi.org/10.1016/j.mayocp.2018.11.033
http://doi.org/10.3389/fimmu.2019.01818
http://www.ncbi.nlm.nih.gov/pubmed/31417576
http://doi.org/10.18632/oncotarget.16873
http://doi.org/10.1186/s13046-018-0982-1
http://doi.org/10.1038/s41598-020-58642-y
http://doi.org/10.1016/j.mayocp.2014.08.012
http://doi.org/10.3390/cancers12051260
http://www.ncbi.nlm.nih.gov/pubmed/32429403
http://doi.org/10.1016/j.bbcan.2017.11.004
http://www.ncbi.nlm.nih.gov/pubmed/29175552
http://doi.org/10.1038/s41388-019-0848-9
http://doi.org/10.1158/1078-0432.CCR-1405-2
http://doi.org/10.1111/j.1349-7006.2010.01561.x
http://doi.org/10.1056/NEJMoa051185
http://www.ncbi.nlm.nih.gov/pubmed/16221779
http://doi.org/10.1167/iovs.05-0422
http://doi.org/10.1186/s12014-019-9230-8
http://doi.org/10.3390/genes11030271
http://www.ncbi.nlm.nih.gov/pubmed/32131485
http://doi.org/10.1038/s41598-018-27190-x
http://doi.org/10.1080/20013078.2018.1560809
http://www.ncbi.nlm.nih.gov/pubmed/30651940

	Introduction 
	Materials and Methods 
	Study Group 
	Exosomes Isolation 
	Western Blot Analysis of Exosomes 
	Scanning Electron Microscopy 
	Acetylcholinesterase Activity 
	Analysis of Protein Composition of Exosomes 
	Statistical Analysis 

	Results 
	Exosomes Derived from the Serum of Uveal Melanoma Patients 
	The Immunomodulatory Protein Cargo of UM-exos 

	Discussion 
	Conclusions 
	References

