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Uveal melanoma (UM) represents approximately 5–6% of all melanoma diagnoses and up to 50% of patients
succumb to their disease. Although several methods are available, accurate diagnosis is not always easily feasible
because of potential accidents (e.g., intraocular hemorrhage). Based on the assumption that the profile of circulating
miRNAs is often altered in human cancers, we verified whether UM patients showed different vitreous humor (VH) or
serum miRNA profiles with respect to healthy controls. By using TaqMan Low Density Arrays, we analyzed 754 miRNAs
from VH, vitreal exosomes, and serum of 6 UM patients and 6 healthy donors: our data demonstrated that the UM VH
profile was unique and only partially overlapping with that from serum of the same patients. Whereas, 90% of miRNAs
were shared between VH and vitreal exosomes, and their alterations in UM were statistically overlapped with those of
VH and vitreal exosomes, suggesting that VH alterations could result from exosomal dysregulation. We report 32
miRNAs differentially expressed in UM patients in at least 2 different types of samples analyzed. We validated these
data on an independent cohort of 12 UM patients. Most alterations were common to VH and vitreal exosomes (e.g.,
upregulation of miR-21,-34 a,-146a). Interestingly, miR-146a was upregulated in the serum of UM patients, as well as in
serum exosomes. Upregulation of miR-21 and miR-146a was also detected in formalin-fixed, paraffin-embedded UM,
suggesting that VH or serum alterations in UM could be the consequence of disregulation arising from tumoral cells.
Our findings suggest the possibility to detect in VH and serum of UM patients “diagnostic” miRNAs released by the
affected eye: based on this, miR-146a could be considered a potential circulating marker of UM.

Introduction

Uveal melanoma (UM) is the most common primary
intraocular malignancy in adults, with about 2000 new cases
diagnosed each year in the United States.1 This corresponds
to an incidence of 6 cases per million, compared to 153.5
cases per million for cutaneous melanoma (CM).2 UM is dis-
tinct from CM because of its very strong propensity to
metastasize to the liver. Because of the absence of ocular lym-
phatic drainage, UM does not spread to regional lymph
nodes except in rare cases through conjunctival lymphatics or
direct invasion of conjunctiva.3 UM may be located at any
site in the uveal tract, with choroid and ciliary body being
more frequent locations than the iris; it threatens not only
the visual function but also the patient’s life. It has been

estimated that even with early diagnosis, appropriate treat-
ment and close follow-up, 40–50% of patients with UM die
from metastatic disease; the liver is involved in up to 90% of
individuals and the median survival is 4–5 months.4 New
diagnostic and therapeutic approaches have led to increased
eye preservation rates, even though patients’ survival has not
been improved.5 Most UM cases are correctly diagnosed
through ophthalmoscopy, ultrasonography, fundus fluorescein
angiography, indocyanine green angiography and magnetic
resonance imaging.6 However, clinical presentation, size of
lesion, opacity of refractive media, intraocular hemorrhage
and other factors may cause false negative or positive results.
Recently, the characterization of serum or plasma miRNAs as
novel biomarkers has represented a new approach for diag-
nostic minimally invasive screening.7-9 Moreover, several
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recent studies have shown that circulating miRNAs fulfil a
number of criteria as ideal biomarkers: accessibility through
non-invasive methods, high degree of specificity and sensitiv-
ity, ability to differentiate pathologies, long half-life within
samples, rapid and accurate detection.7-9 Several studies have
identified miRNAs in lipid vesicles secreted by cells.10,11

Among these, exosomes produced by cancer cells can contrib-
ute to the horizontal propagation of oncogenic miRNAs and
their associated transforming phenotype among subsets of
cancer cells.12,13 These secreted miRNAs may play a pivotal
role as signaling molecules in physiological and pathological
events. Besides the possibility of assessing concentrations of
circulating miRNAs in serum or plasma, the quantification of
such markers in other body fluids is another interesting possi-
bility. In fact, in our previous work we showed that the
expression of circulating miRNAs in Vitreous Humor (VH)
is altered in different eye pathologies, including UM.14 The
amount of miRNAs that cancer cells secrete in vitro and
in vivo is altered compared to their physiological counterpart.
Based on this, the aim of this work was to detect potential
dysregulations of circulating miRNA expression in VH,
vitreal exosomes and serum of UM patients, with respect to
healthy donors. Our findings should contribute to improve
the diagnosis of UM and to shed light on mechanisms favor-
ing the extracellular spreading of oncogenic signals from this
tumor.

Results

Characterization of VH exosomes
After exosome isolation, the size of pelleted particles was deter-

mined through dynamic light scattering (DLS) using a Zetasizer
Nano. The results show that the pellet consisted of particles with
an average size of 100 nm in diameter, consistent with the charac-
teristic size range of exosomes (Fig. 1A). By using flow cytometry
we found that the isolated nano-particles were positive for at least
one of the canonical exosome markers CD9, CD63 and CD81
(Fig. 1B). Take together, these 2 analysis confirm that our samples
were enriched in nano-vesicles.

Comparison of miRNA profiles from VH, VH exosomes
and serum

Using TaqMan Low Density Array (TLDA) technology, we
determined the profiles of 754 miRNAs in VH, VH exosomes
and serum from 6 patients affected by UM and 6 unaffected con-
trols. For each patient, we compared the sets of miRNAs in VH
(274 miRNAs detected), VH exosomes (179 miRNAs) and
serum (324 miRNAs) (Fig. 2A). The three biological matrices
shared 147 miRNA species; specifically, about 90% of exosomal
miRNAs were also detected in VH, but only 66% of serum miR-
NAs were present also in VH. Interestingly, about 13% of VH
miRNAs were not detected in exosomes and serum. This suggests
that the VH miRNA profile is unique and only partially overlaps
that of serum; moreover, a fraction of circulating miRNAs in
VH may also derive from other sources than exosomes (i.e., from

other microvesicles, complexes comprising RNA binding
proteins, or apoptotic bodies).

miRNA alterations in UM VH and exosomes significantly
overlap

The comparison of miRNA profiles in VH, exosomes from VH
and serum from UM patients and normal controls showed a
strong dysregulation of pathological samples (Fig. 2B) (miRNA
list and expression values used to create Fig. 2B are reported in
supplementary file 1). Notably, the correlation coefficient (Pear-
son) of Relative Quantities (RQs) between VH and VH exosomes,
VH and serum, VH exosomes and serum showed a significant pos-
itive correlation (p D 0.41; p value <0.00001) for RQs from VH
vs VH exosomes only (Fig. 2C). These data showed that a consis-
tent overlapping exists between miRNA expression alterations in
VH of UM patients and those in VH exosomes. This suggests that
the major source of miRNA alterations in VH could be an altered
cargo from exosomes circulating inside the eye chamber. On the
contrary, miRNA dysregulations in serum of UM patients did not
mirror the alterations of VH miRNAs.

Table 1. DE miRNAs in UM patients

DE miRNAs RQ VH RQ VH Exosomes RQ Serum

let-7c 0.2 0.1 NDE
miR-16 3.7 4.4 NDE
miR-19a 3.3 2.6 0.2
miR-21 3.9 9.1 NDE
miR-30a-3p 0.7 0.4 NDE
miR-30d 21.0 NDE 0.1
miR-30e-3p 0.4 0.5 NDE
miR-34a 4.6 9.1 NDE
miR-93* 9.1 7.9 NDE
miR-126 3.1 7.0 NDE
miR-127 0.1 NDE 0.4
miR-130a 21.5 19.6 NDE
miR-139–5p 0.1 0.2 NDE
miR-146a 21.2 20.5 5.3
miR-149 0.1 0.1 NDE
miR-150 6.0 5.3 NDE
miR-155 0.1 0.04 NDE
miR-181a 0.1 0.2 NDE
miR-186 5.4 4.3 NDE
miR-378 8.2 5.5 NDE
miR-451 5.5 NDE 0.3
miR-483–5p 0.1 0.05 NDE
miR-486 2.6 5.6 NDE
miR-518f NDE 0.3 0.4
miR-523 0.3 NDE 7.8
miR-618 0.2 3.5 NDE
miR-625* 0.2 0.3 NDE
miR-628–5p 0.2 0.5 NDE
miR-1227 0.5 0.3 NDE
miR-1255B 0.1 0.3 NDE
miR-1274A 0.6 8.9 NDE
miR-1274B 0.5 NDE 0.1

Differentially Expressed (DE) miRNAs in UM patients with respect to normal
controls in at least 2 different kinds of biological samples analyzed. RQ: Rela-
tive Quantity. NDE: Not Differentially Expressed. False discovery rate <0.05.
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miR-146a is upregulated in VH, exosomes from VH, serum
and exosomes from serum of UM patients

By applying Significance Analysis of Microarrays (SAM)
statistical method to identify Differentially Expressed (DE)

miRNAs, we performed 3 different comparisons between
DCts (Delta Cycle Thresholds) obtained from TLDAs: (i)
VH miRNAs from UM patients vs VH miRNAs from con-
trol donors; ii) exosomal miRNAs from VH of UM patients

Figure 1. Characterization of VH exosomes. (A) Average particle size in VH exosome samples was determined by dynamic light scattering. Y-axes: signal
intensity (%); X-axes: size of particles (nm). (B) Flow cytometry detection of surface molecules on nanoparticles isolated from VH samples. The exosomes
were bound to aldehyde-sulfate latex beads conjugated with anti-CD9, anti-CD63 or anti-CD81 antibodies and analyzed by flow cytometry. The antibod-
ies were compared with their appropriate isotype control IgG1.
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vs exosomal miRNAs from VH of control donors; iii) serum
miRNAs of UM patients vs serum miRNAs of control
donors. Specifically, we detected 32 circulating miRNAs dif-
ferentially expressed in at least 2 different types of samples
(Table 1). Most dysregulations were observed in VH and VH
exosomes and were consistent with the general trend of
expression changes (e.g., miR-21, miR-34a, miR-126), as
already shown by Pearson correlations. Conversely, we
detected few miRNA alterations in serum of UM patients
and they were nearly always discordant with those observed
in VH or its exosomes and found that miR-146a was upregu-
lated in all types of samples. As we considered the data on
miR-146a potentially interesting for their biological consis-
tence and for diagnostic purposes, we validated these data on
an independent cohort of 12 UM patients. We performed
single TaqMan assays for miR-146a and observed a statisti-
cally significant upregulation in UM patients with respect to
normal controls in VH, VH exosomes, serum and exosomes
from serum (Fig. 3A). We also statistically validated the
expression of miR-21, miR-34a, miR-618 in the same cohort
of patients, as reported inFigures 3B–D. Notably, miR-618
was downregulated in VH but upregulated in VH exosomes
and serum (Fig. 3D), suggesting that part of the expression
profile observed in VH might not derive from the exosomes.

miR-21, miR-34a and miR-146a are upregulated in FFPE
uveal melanoma specimens

To verify whether the miRNA alterations observed in eye
chamber fluid and serum from UM patients were the result
of specific miRNA secretion or the consequence of molecular
dysregulations arising from tumoral cells, we performed single
TaqMan assays for miR-21, miR-34a and miR-146a on 12
formalin-fixed, paraffin-embedded (FFPE) UM samples
(epithelioid cells) and compared them to choroidal melano-
cytes from 5 unaffected eyes. Real Time PCR analysis showed
that miR-21, miR-34a and miR-146a were statistically upre-
gulated in UM cells (Fig. 4A–C), as already shown for VH
and VH exosomes.

Discussion

The discovery of circulating miRNAs suggested the pres-
ence of new mediators of gene regulation. In fact, while most
miRNAs are found intracellularly, a large number of miRNAs
has also been detected outside cells and in various body flu-
ids.15,16 The function of these circulating miRNAs remains
not completely understood. One of the most intriguing
hypothesis is that extracellular miRNAs may work as

Figure 2. Comparison of miRNAs found in VH, VH exosomes and serum of UM and healthy controls. (A) Venn diagrams showing the overlap between
miRNA sets found in different types of samples. (B) Quantitative representation of miRNA different expression between UM patients and controls in VH,
VH exosomes, serum. (C) Correlation between RQs from VH and its exosomes: x-axis represents the ¡log10 of RQ of vitreal miRNAs in UM patients with
respect to normal controls; y-axis represents the ¡log10 of RQ of exosomal miRNAs in UM patients with respect to normal controls.
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mediators of cell-cell communication: some miRNAs are spe-
cifically secreted by donor cells to be transferred to recipient
cells.17,18 Recent studies have shown that secreted miRNAs
are packaged in specific structures to protect them against
RNase digestion, which would naturally occur in serum and

other body fluids. MiRNAs would be shielded from degrada-
tion by being packaged in lipid vesicles (i.e., exosomes,
microvesicles), or by being included in complexes with RNA-
binding proteins.19-21 Exosomes can be transferred from one
cell to another, and their cargo can work in the new cellular

Figure 3. Single TaqMan assays for miR-21, miR-34a, miR-146a, miR-618. Box plots representing the expression of: (A) miR-146a, (B) miR-21, (C) miR-34a,
(D) miR-618, analyzed by single TaqMan assay on whole vitreous humor, exosomes from vitreous (ExoVitr.), whole serum, or exosomes from serum
(ExoSer.) from an independent cohort of 12 patients. y-axis represents the –DCt of miRNAs in UM patients with respect to normal controls. Statistical
significance was evaluated by the Wilcoxon rank sum test (p-value < 0.05).
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environment. Given their biological importance, it is not sur-
prising that the expression of circulating miRNA is frequently
dysregulated in human cancer. There is some evidence sug-
gesting that circulating miRNAs can contribute to tumorigen-
esis by modulating oncogenic or tumor suppressor
pathways.22,10 Several studies have compared the expression
profiles of miRNAs in serum or plasma across a variety of
tumors to identify cancer-specific expression patterns: data
obtained suggested that circulating miRNAs expression could

be used to discriminate disease samples, demonstrating their
potential use as blood-based diagnostic cancer markers.23-26

Circulating miRNAs in VH of UM patients mostly derive
from VH exosomes

In this study, we explored the possibility that in UM patients
there could be alterations of circulating miRNAs in VH and
serum. We found expression alterations for several miRNAs in

Figure 4. MiRNAs expression in FFPE UM specimens. Box plots representing the expression of: (A) miR-146a, (B) miR-21, (C) miR-34a, analyzed by single
TaqMan assay on paraffin-embedded UM compared to healthy choroidal melanocytes. y-axis represents the¡DCt of miRNAs in UM patients with respect
to normal controls. Statistical significance was evaluated by the Wilcoxon rank sum test (p-value< 0.05).

Table 2. Demographics, tumor parameters, time treatment/enucleation in UM

Sex Age Location
Thickness

(mm)
Largest

diameter (mm) Cell type
Extrascleral
extension Metastasis

Pathological T
stage

miRNA
Analysis

F 49 choroid/cil.body 15.93 19.7 mixed N N pT4b TLDA
M 67 choroid 16.27 20.8 spindle N N pT4b TLDA
F 54 choroid/cil.body 11.8 20.1 mixed N N pT4b TLDA
F 67 choroid/cil.body 15 20 spindle N N pT4b TLDA
F 67 choroid 11 17.5 mixed N N pT3b TLDA
F 29 choroid 8 11 mixed N N pT2a TLDA
F 67 choroid 14.5 16 spindle N N pT4a STA
F 72 choroid/cil.body 15.5 19.2 mixed N N pT4b STA
F 59 choroid 16.9 17 mixed N N pT4a STA
M 52 choroid 7.9 13.3 spindle N N pT3a STA
F 83 choroid/cil.body 5.8 15 mixed N N pT2a STA
M 48 choroid 5.5 10 spindle N N pT2a STA
M 54 choroid 9 13 spindle N N pT3a STA
F 74 choroid 4.88 13 mixed N N pT2a STA
F 37 choroid 4.6 10.2 mixed N N pT2a STA
M 64 choroid 2 7 Epithelioid N N pT1a STA
F 36 choroid 4.2 9 spindle N N pT1a STA
M 82 choroid 7.5 11.5 Epithelioid N N pT2a STA

TLDA: patients analyzed by TaqMan Low Density Arrays for VH, VH exosomes, serum.
STA: patients analyzed by Single TaqMan Assays for VH, VH exosomes, serum, serum exosomes, FFPE tissues.
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VH of UM patients compared to healthy donors: this demon-
strated that the presence of tumor growth and their infiltrating
different layers of the eye could affect physiological miRNA
secretion. We also observed in the vitreous the presence of
vesicles with an average size of 100 nm and characterized by the
expression of exosomes-specific tetraspanins on their surface. The
possibility that these vesicles could be microvesicles or melano-
somes was excluded, since both these particles are significantly
larger than 100 nm (500 – 1000 nm) and lack specific tetraspa-
nins on their surface.27-29 The expression profiles of miRNAs car-
ried by these nanoparticles were statistically correlated to those
observed in total VH. These data suggested that dysregulation of
circulating miRNA in VH of UM patients could be mostly
caused by alterations of the molecular content of VH exosomes.
We cannot exclude the presence of other miRNA molecular shut-
tles in VH (e.g., other types of nano-vesicles or protein com-
plexes), which might contribute to cell-cell communication:
indeed, we found that the amount of some miRNAs dysregulated
in VH was unaltered in exosomes, while other miRNAs showed
an opposite behavior (e.g., miR-618 downregulated in UM VH,
but upregulated in its exosomes). It is well known that many
tumors have a remarkable ability to mold their stromal environ-
ment to their own advantage: exosomes from cancer cells can
contribute to the horizontal propagation of oncogenic miRNAs
among subsets of cancer cells or immuno-suppressive miRNAs to
negatively regulate the immune system.30,31 We hypothesize that
in UM the cell source of this altered secretion could be trans-
formed melanocytes. It has already been reported for CM that
melanocytes are able to produce exosomes and that melanoma-
derived exosomes have unique miRNA expression signatures,
compared to exosomes from normal melanocytes.32 Melanocytes
from UM could secrete oncogenic exosomes and affect their tumor
microenvironment, but they also would flow inside the vitreal
chamber helped by retinal detachment, commonly occurring in
UM patients. Among miRNAs contemporarily dysregulated in
VH and VH exosomes, we detected the upregulation of miR-21,
miR-34a, and miR-130a and the downregulation of miR-149.
This kind of alteration for these miRNAs was also found in exo-
somes from CM compared to normal melanocytes.32 On the
other hand, we found that miR-146a was upregulated and let-7c
was downregulated in both VH and VH exosomes (see Table 1);
while Xiao et al. reported an opposite regulation of these 2 miR-
NAs in exosomes from CM.32 These observations agree with
molecular data showing that CM and UM differ in some aspects,
although they are histopathologically similar.33

Upregulation of miR-146a in serum of UM patients could
derive from melanocytes through exosome secretion

By comparing miRNA serum profiles of UM patients with
those of healthy donors, we pinpointed some DE miRNAs.
Notably, VH had significantly more DE miRNAs compared to
serum and the 2 profiles were statistically unrelated: this would
suggest that serum miRNA alterations were not a direct conse-
quence of their dysregulation in the vitreal chamber. However,
we found that miR-146a, which is overexpressed in VH and its
exosomes, was also upregulated in the serum and exosomes from

UM patients. In a previous study, we showed upregulation of
miR-146a in VH of UM patients;14 and recently, Achberger
et al. demonstrated that levels of miR-146a were higher in
plasma and CD3C, CD56C and CD15C cells from UM
patients compared to controls.34 MiR-146a is considered an
immune miRNA with a potential immune-suppressive role: it is
a mediator of inflammation and it is involved in NK cell develop-
ment and function; its overexpression in NK cells inhibits prolif-
eration and induces apoptosis.35-37 It is interesting to note that
miR-146a was reported to be involved in inflammatory pathways
related to diabetic retinopathy in in vitro and in vivo studies.38

We found that miR-146a was also upregulated in FFPE UM
specimens, suggesting its potential role in neoplastic melanocytes.
miR-146a is highly upregulated by oncogenic BRAF and NRAS
in CM. Expression of miR-146a increases the ability of human
CM cells to proliferate in culture and form tumors in mice.39

Although BRAF and NRAS mutations are uncommon in UM,
the oncogenic activation of the MAPK cascade is very frequent,
mainly driven by GNAQ mutations.40 Moreover, miR-146a is a
target of MITF (Microphthalmia-associated Transcription Fac-
tor), a proto-oncogenic transcription factor acting as a master
regulator of melanocyte development, function and survival; it
may also be implicated in choroidal melanoma pigmentation and
proliferation.41-43 Based on these data, miR-146a could have an
important regulatory role in the survival of melanocytes from
UM. Our data suggest that transformed melanocytes in the eyes
of UM patients may change the expression of circulating miR-
NAs in the vitreous humor by dysregulation of the miRNA cargo
of secreted exosomes. Some circulating miRNA alterations mir-
rored the expression differences observed in ex-vivo UM samples
(e.g.,, upregulation of miR-21, miR-146a). The secretion of these
oncogenic exosomes would contribute to release cancer signals in
the surrounding microenvironment. Exosomes could pass
through tumor blood vessels and flow into the blood. In other
words, circulating miRNAs found in systemic circulation could
derive from UM cells through exosome secretion: indeed, also
purified exosomes from serum of UM patients showed an upre-
gulation of miR-146a. Based on this, upregulation of miR-146a
in serum of UM patients could be a long range effect of exosome
secretion from cancerous melanocytes and represents an innova-
tive non-invasive diagnostic biomarker for UM. However, we do
not exclude some other sources of circulating miR-146a in UM
serum, i.e, RNA binding protein complexes or other nano-
vesicles.

Conclusions

Careful examination by experienced clinicians remains the
most important test to establish the presence of ocular mela-
noma: often, distinguishing a small UM from a nevus can be
very difficult. Ancillary diagnostic testing, including fluorescein
angiography and ultrasonography, can be used to establish and
confirm the diagnosis.44,45 However, effective molecular diagnos-
tic markers for this tumor have not been described. Although a
very low metabolic exchange exists between systemic circulation
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and VH, the vitreal chamber can be considered a nearly closed
biological compartment. Accordingly, if surrounding tumoral
cells are able to secrete specific miRNAs, they could be detected
in VH, as shown in this paper. VH has already been demon-
strated to be a very useful tool for analyzing the patho-physiologi-
cal events that take place in the retina of diabetic patients.46

However, data shown in this paper also suggest the possibility to
screen the blood of UM patients to find miRNAs released by the
affected eyes. Further multicentric studies on larger cohorts of
patients and on other neoplastic diseases will be needed to verify
the effective diagnostic and discriminatory power of miR-146a
and other circulating miRNAs in uveal melanoma.

Materials and Methods

This study was performed at the University of Catania, Italy.
All patients were selected between October 2012 and April 2014.
Our research followed the tenets of the Declaration of Helsinki:
informed consent was obtained from all patients after explaining
the nature and possible consequences of the study. Following
diagnosis of UM, enucleation was performed at the Eye Clinic of
the University of Catania. Eligible patients underwent enucle-
ation because of large basal tumor diameter and height; other
methods were considered unlikely to conserve the eye and useful
vision without causing excessive morbidity.47 At enrolment, all
patients were free of metastases and other cancers. Age at diagno-
sis, gender, location of the tumor, cell type, largest diameter,
thickness, extrascleral extension, and pathological TNM stage
were retrieved from clinical files, pathology reports and histo-
pathological samples (Table 2). VH from 6 cornea donors was
used as controls: all of them were Caucasian; 3 males, 3 females;
mean age D 57.5; years range D 37 – 67). We excluded from our
study patients with systemic disease, other ocular diseases, and
previous ocular surgical procedures.

VH sampling
After enucleation, the unfixed eyes underwent VH sampling

by scleral puncture in an area far from the melanoma, marked
with ink by the surgeon. A 20-gauge needle and a 2 mL syringe
were used. One mL of VH was collected with careful suction;
non transparent, bloody samples were not analyzed. Samples
were stored at ¡80�C until analysis.

Serum sampling
All enrolled patients underwent fasting venous blood sam-

pling. We analyzed serum from 12 healthy donors as controls.
Blood samples were obtained by vein puncture using dry vacu-
tainer tubes (BD Biosciences, Italy). The samples were processed
for serum isolation within 2 h from withdrawal. Whole blood
was left to stand for 300 at 20�C before being centrifuged at
3000 rpm for 150 at 4�C. Serum was divided into aliquots, and
stored at ¡80�C until analysis.

Tumor samples and clinical-pathological data
The pathology reports of UM patients who had their eye enu-

cleated were retrieved at the Unit of Anatomical Pathology,
Department G.F. Ingrassia, University of Catania, Catania, Italy.
Cases of iris melanoma, with incomplete patient records or with-
out representative tumor tissue in paraffin blocks, were excluded.
Twelve patients who underwent enucleation were selected for
miRNA analysis (Table 1). Healthy controls were choroidal mel-
anocytes from 5 unaffected eyes. All the control subjects were
Caucasian: 3 males, 2 females; mean age D 43.8; years range D
33 – 54.

RNA isolation from VH, serum and miRNA profiling
by TaqMan Low Density Array

VH and serum samples were centrifuged at 2000 rpm for 10’
to pellet any circulating cells or debris. miRNAs were extracted
from 400 ml of vitreous and serum samples by using Qiagen
miRNeasy mini kit (Qiagen, GmbH, Hilden, Germany), accord-
ing to Qiagen supplementary protocol for purification of small
RNAs from serum and plasma, and finally eluted in 40 ml of elu-
tion buffer.14 RNAs were quantified by fluorometry and spectro-
photometry. To profile the transcriptome of 754 miRNAs on
TLDA, 30 ng of serum or VH RNAs were retrotranscribed and
pre-amplified, according to the manufacturer’s instructions. Pre-
amplified products were loaded onto TLDAs, TaqMan Human
MicroRNA Array v3.0 A and B (Applied Biosystems│Life Tech-
nologiesTM Monza, Italy). PCRs on TLDAs were performed on
a 7900 HT Fast Real Time PCR System (Applied Biosys-
tem│Life TechnologiesTM Monza, Italy). Results were validated
by single TaqMan assays (Applied Biosystems│Life Technolo-
giesTMMonza, Italy) using the same amount of RNAs, according
to the manufacturer’s instructions.

RNA isolation and RT-PCR from formalin-fixed,
paraffin-embedded samples

For miRNA extraction, 8 sections of 20 mm each were cut
from FFPE samples (eyes) of choroidal melanocytes from 12
UMs on a RM2245 microtome (Leica, Bannockburn, IL, USA).
Sections were transferred to glass slides, and tumor tissue was iso-
lated by hand with a scalpel. We also analyzed FFPE from 5
unaffected eyes. RNAs were extracted by using a Recover All
Total Nucleic Acid Isolation Kit (Ambion), following the man-
ufacturer’s protocol. The expression of miRNAs from FFPE sam-
ples was analyzed by TaqMan MicroRNA Assay, as previously
specified.

Exosome isolation and characterization
Exosomes were extracted from VH or serum supernatants by

centrifugation at 300 g to pellet cell debris, and then at 16500 g
for 300, followed by filtration through a 0.2 mm filter. The final
supernatant was ultracentrifuged at 120000 g on a Beckman L8–
70M ultracentrifuge in a SW28 rotor for 700. Exosome pellets
were resuspended in 300 ml PBS for FACS analysis or directly
lysed for RNA isolation by adding 350 ml of Qiazol and follow-
ing Qiagen miRNeasy mini kit protocol. Exosomes were ana-
lyzed by: (1) Zetasizer Nano ZS (Malvern Instruments, UK); (2)
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flow cytometry for size determination and surface marker charac-
terization, as previously reported.48 Aldehyde/sulfate latex beads
(Invitrogen, Sweden) (140000) were incubated with 200 ml of
vitreous exosomes at 378C for 300 and then at 48C for 16 h on a
rotator apparatus. Following centrifugation at 4000 g for 100,
pellets were resuspended in 100 ml PBS; 20 ml of 1 M glycine
were added to block unspecific binding sites at 20�C for 300.
After one wash with PBS and 1% FBS, exosome-coated beads
were incubated with PE-conjugated CD9, CD63 or CD81 anti-
bodies or isotype controls (BD Biosciences) for 60’ at 48C. For
FACS analysis, samples were washed and resuspended in 200 ml
PBS/FBS and analyzed with FACSCantoII (Becton Dickinson,
San Diego CA, USA) and FlowJo software (TreeStar).

Analysis of miRNAs expression data
To obtain an accurate miRNA profiling, we used the global

median normalization method. Similar to microarray analysis,
cycle threshold (Ct) values were normalized to the median Ct of
the arrays for each sample.47 By computing the Pearson correla-
tion between the Ct medians of each array and the Ct of each
miRNA, we identified miRNAs that showed an expression profile
close to the median of TLDAs, i.e. miR-320 for VH and serum
samples and snRNA U6 for vitreal and serum exosomes. Accord-
ingly, miR-320 and snRNA U6 were used as reference genes for

validation by single TaqMan assays in VH, serum and exosomal
samples. Expression fold changes were calculated by the 2¡DDCT

method. DE miRNAs were identified by Significance Analysis of
Microarrays (SAM), computed by Multi experiment viewer
v4.8.1, by applying a 2-class unpaired test among DCts and using
a p-value based on 100 permutations; imputation engine:
K-nearest neighbors (10 neighbors); false discovery rate <0.05
was used as correction for multiple comparisons. The Wilcoxon
signed-rank test (p < 0.05) was applied to statistically evaluate
the expression differences between UM patients and healthy con-
trols by single TaqMan validation assays in VH, serum, exosomes
and FFPE samples.
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