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ABSTRACT
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Breast cancer (BrCa) is the most frequent cancer type in women and a leading
cause of cancer related deaths in the world. Despite the decrease in mortality due to
better diagnostics and palliative care, there is a lack of prognostic markers of metastasis.
Recently, the exploitation of liquid biopsies and in particular of the extracellular vesicles
has shown promise in the identification of such prognostic markers. In this study
we compared the proteomic content of exosomes derived from metastatic and non-
metastatic human (MCF7 and MDA-MB-231) and mouse (67NR and 4T1) cell lines. We
found significant differences not only in the amount of secreted exosomes but most
importantly in the protein content of exosomes secreted from metastatic versus non-
metastatic ones. We identified periostin as a protein that is enriched in exosomes
secreted by metastatic cells and validated its presence in a pilot cohort of breast cancer
patient samples with localized disease or lymph node (LN) metastasis.

INTRODUCTION

Breast cancer is divided in four main clinical
subtypes based on their molecular characteristics (luminal
A, luminal B, human epidermal growth factor receptor
2 (HER2) enriched and basal like) [1, 2]. The detection
of the disease in early pre-metastatic stages is very
important for evaluating the progression of the disease, the
therapeutic strategy and its efficacy. For the last decades
there is a decrease in breast cancer mortality, which is
mainly attributed to earlier detection and advancements
in adjuvant therapy [3]. However, breast cancer remains a
leading cancer-related death cause in women worldwide.
Current prognostic factors in breast cancer include tumor
characteristics such as tumor size, the status of axillary
lymph nodes and grade, as well as immunohistochemistry-
based tumor markers such as the estrogen receptor (ER),
progesterone receptor (PgR), the proliferation marker
Ki67 and ERBB2 expression [2, 4-9].

Exosomes are one type of actively secreted
extracellular vesicles (EV). They are endosome-derived
and their biogenesis and secretion are regulated mainly
by ESCRT-dependent and sphingomyelin-dependent
processes [10, 11]. Exosomes have been shown to play
an important role in cell to cell communication as they
contain a wide variety of active proteins, DNA, coding and
non-coding RNAs [12-14]. In addition, exosomes secreted
from tumor cells can induce chemo-resistance, influence
metastatic and invasive potential as well as, tumor growth
of recipient cells [15-20].

In the past few years there is an increased interest in
EV and exosomes in particular, as a source of biomarkers
for a variety of diseases including cancer [21, 22]. It was
recently shown that Glypican-1 that is found in circulating
exosomes but not in circulating tumor cells, is a biomarker
of absolute sensitivity and specificity for pancreatic
cancer [23].
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In the breast cancer setting, several studies have
been performed on profiling exosomes for breast cancer
diagnostic markers [24]. Several proteomic studies have
been performed on exosomes secreted from human breast
cancer cell lines [16, 25]. They have found that exosomes
from the highly metastatic cell line MDA-MB-231 cell
have a distinct proteome compared to non-metastatic
MCF7 cell line; MDA-MB-231 exosomes are enriched
in extracellular matrix proteins and proteins related to
metastasis and invasion.

Periostin is a secreted protein involved in the
adhesion of osteoblasts and it is upregulated in several
cancer types (ovarian, non-small cell lung cancer and
breast cancer) [26-28]. Periostin is a major component
of ECM which is secreted from fibroblasts, highlighting
its role in tumor microenvironment regulation [29].
Moreover, periostin is secreted from cancer cells and
has the ability to promote their migration and enhance
their invasiveness by interacting with integrins [30].
Importantly, this protein has been shown to correlate with
increased tumor progression and worse long-term survival
outcomes in specific subgroups of breast cancer patients
[28, 31].

In this study, we compared the molecular profile
of exosomes derived from mouse and human, metastatic
cell lines to non-metastatic ones. We found several
differentially enriched proteins, many of which were
identified in the human breast cancer cell derived
exosomes. Notably, periostin was enriched in exosomes
secreted from metastatic compared to non-metastatic cell
lines and in plasma samples from patients with lymph
node metastasis.

RESULTS

Characterization of exosomes secreted from
67NR and 4T1 cell lines

Exosomes were isolated from the supernatants
of 67NR and 4T1 cells cultured in exosome depleted
medium. Representative images from transmission
electron microscopy revealed differences between
metastatic and non-metastatic exosomes (Figure 1A).
Exosomes from 67NR cells appeared smaller than the
4T1 exosomes, which was confirmed by the Nanoparticle
Tracking Analysis (NTA) which revealed mean sizes
of 89nm and 102nm, respectively (Figure 1A and 1B).
Furthermore, NTA analysis showed that 4T1 cells secrete
3 to 4 times more particles than 67NR cells (Figure 1B).
Western blot analysis revealed that the 4T1 exosomes are
more enriched in the tetraspanin CD63, whereas there was
no difference in the tumor susceptibility gene TSG101
(Figure 1C).

We performed sucrose density gradient on the
isolated exosomes from 67NR and 4T1 cells (Figure 1D,
1E). For exosomes isolated from 67NR cells, both flow

cytometric immunophenotyping and western blot analysis
of the fractions for exosomal markers revealed that the
67NR had a higher concentration between the fractions
1.12-1.16 g/ml whereas the 4T1 exosomes had a broader
distribution between the fractions 1.09 to 1.17 (Figure 1D,
1E). In summary, the isolated vesicles from 67NR and 4T1
cell lines have the characteristic morphology, express the
characteristic protein markers and have the characteristic
physical properties of exosomes.

Exosomes from 4T1 cells can be uptaken
and may influence the migration rate of
recipient cells

To examine the functionality of our isolated
exosomes we investigated if exosomes from the highly
metastatic cell line 4T1 could affect migration of non-
metastatic 67NR cells. For that purpose, 67NR or 4T1
cells were plated in conditioned medium and incubated
with PKH67-labeled 67NR or 4T1 exosomes for 1, 3 or
6 hours. Syngeneic unlabeled exosomes were used as
negative control. The percentage of positive cells indicated
that both 67NR and 4T1 exosomes are readily uptaken by
67NR and 4T1 cells (Supplementary Figure 1B and 1D).
The highest level of positive cells was observed at 6 hours
for both cell lines and there was a tendency for higher
uptake of 4T1 than 67NR exosomes from both cell lines.
In addition, 4T1 cells seem to uptake, higher amount of
both type of exosomes investigated (67NR and 4T1), than
67NR cells (Supplementary Figure 1B and 1D).

Finally in order to investigate the ability of
exosomes from the highly metastatic cell line 4T1 to
alter the migration rate of non-metastatic cells 67NR we
performed a scratch assay (Supplementary Figure 2A and
2C). We found that 4T1 exosomes increased the migration
potential of both 67NR and 4T1 cells (Supplementary
Figure 2B and 2D).

Proteomics and bioinformatics analysis of the
67NR and 4T1 exosomes

Proteomic analysis by LC-MS/MS of 67NR and 4T1
cell derived exosomes revealed 440 proteins, of which
130 were present only in the 67NR exosomes, 161 were
found only in the 4T1 exosomes and 149 were common
between these two types of exosomes (Supplementary
Figure 3A and Supplementary Table 1). We found that 94
proteins were identified as unique in 67NR cells and 111
in 4T1 cells. The common proteins between 67NR cells
and 67NR exosomes were 15 and the common proteins
between 4T1 cells and exosomes were 9 (Supplementary
Figure 3A).

We then performed gene ontology analysis using
the PANTHER software which revealed that the 4T1
exosomes are primarily enriched with proteins that are
involved in cell adhesion and cell-matrix interactions
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Figure 1: Characterization of extracellular vesicles secreted from non-metastatic mouse breast cancer cell line 67NR
and metastatic mouse breast cancer cell line 4T1. A. Electron microscopy of 4T1 and 67NR ultracentrifuged pellets revealed
the characteristic shape and size of exosomes (n=1). B. Nanoparticle Tracking Analysis (NTA) of particles secreted from 67NR and 4T1
cell lines. The relative concentration of secreted particles (10° particles/ml), which obtained from Nanosight was normalized with mg of
proteins of cell lysates (means +/- SD, n=3, 5x1 minute movies sequences were measured). C. Western blot analysis of lysates from 67NR
and 4T1 cells and exosomes (15ug respectively) probed for a panel of exosomal markers (CD63 and TSG101) (r=2). D. Flow cytometric
analysis of the mean fluorescence analysis of sucrose gradient fractions, for CD81 and CD63 exosomal markers, from 4T1 and 67NR
pellets, respectively (n=2, in triplicates). E. Western blot analysis of the sucrose gradient fractions from 4T1 and 67NR exosomes (15ug
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(Supplementary Figure 3B). In the biological processes,
there is an increase of exosomal 4T1 proteins that are
involved in cell adhesion and cell-matrix interaction such
as integrins, laminins and fibronectin. With regard to
molecular functions of the exosomal proteins, we found
an enrichment of proteins in 4T1 exosomes that have
cell surface receptor activity such as extracellular matrix
proteins (e.g. integrins), cell adhesion molecules (e.g.
tetraspanins) and extracellular matrix linker proteins (e.g.
laminins). The strongest evidence for the enrichment of
extracellular matrix proteins is found in the analysis of
cellular components. In this mode of analysis we found
high levels of proteins participating in cell junctions and
cell-extracellular matrix interactions (e.g. catenins, matrix
metalloproteinases, periostin, laminins and integrins)
(Supplementary Figure 3A). In summary, our proteomic
analysis, showed that 4T1 exosomes were enriched in
proteins related to cell migration and adhesion, functions
closely related to cancer metastasis.

Validation of selected proteins identified by
proteomic analysis in 67NR and 4T1 exosomes

We performed a hierarchical unsupervised clustering
of proteins depicted as a heat map of proteins enriched
in 67NR and 4Tl exosomes, and found significant
differences in protein expression (Figure 2A, top 50
proteins presented). We quantified the abundance levels
by using ANOVA pairwise comparisons and selected the
proteins that show the biggest difference in abundance
levels between the 67NR and 4T1 exosomes (Figure
2B). We then validated by western blotting the top 20
proteins which were revealed by proteomic and gene
ontology analysis (Figure 2C). The proteins that were
found to be more abundant in 4T1 exosomes in both
proteomic analyses are f-Catenin and integrin-a2 and
integrin-B1 (Figure 2B and 2C). Interestingly, we found
an enrichement of periostin in 4T1 compared to 67NR
exosomes (Figure 2C). Furthermore, we found that
E-cadherin is expressed in both 4T1 cells and exosomes
and N-cadherin is mainly expressed in 67NR cells
(Figure 2C). Regarding Lysyl oxidase like enzymes, we
found that LOXL4 was present in lower levels in 4T1
cells and exosomes than in 67NR cells and exosomes
(Figure 2C). LOXL3 could only be detected in 67NR
cells and exosomes (Figure 2B and 2C). In this study, the
expression of glypican-1 was enriched in 4T1 exosomes
and glypican-4 in 67NR exosomes (Figure 2C). The levels
of V-ATPase were the same in both 67NR and 4T1 cell
lines and in 4T1 exosomes the levels of V-ATPase were
lower than in 67NR exosomes (Figure 2C). Finally, we did
not detect syndecan-4 and vimentin in neither 67NR nor
4T1 exosomes and the enrichment was found to be equal
in 67NR and 4T1 cells (Figure 2C). Programmed Cell
death Interacting Protein (Alix) was used as an exosomal
marker, as a control of the purity of exosomal isolation we

used AIF and GAPDH as a loading control for the whole
cell lysates (Figure 2C). Summarizing, we confirmed by
western blot analysis, the differential proteomic content of
67NR and 4T1 exosomes, identifying [3-catenin, integrin
02 and B1, periostin and E-Cadherin, as putative markers
of metastasis in mouse mammary carcinoma cell lines.

Characterization of exosomes derived from
human breast cancer cell lines

Nanoparticle tracking analysis showed that MCF7
and MDA-MB-231 have the characteristic mean size
of exosomes 108 and 106nm respectively with MCF-
7 cells secreting more vesicles than the MDA-MB-231
cells (Figure 3A). We examined the presence of ERa in
these exosomes and we found ERa in MCF7 cells and
exosomes in low levels and, as expected, not in MDA-
MB-231 cells and exosomes (Figure 3B). Furthermore,
we found the accumulated mutant p53 in MDA-MB-231
cells but not in exosomes (Figure 3B). Periostin and
integrin-f1 were enriched in the MDA-MB-231-derived
exosomes compared to the MCF7 ones (Figure 3B).
B-catenin was expressed in MDA-MB-231 cells but not
in their corresponding exosomes, whereas integrin o2
protein levels were similar in the exosomes secreted from
metastatic (MDA-MB-231) and non-metastatic cell lines
(MCF7) (Figure 3B). Regarding E- and N-Cadherin,
we found that MCF7 cells express E-cadherin, whereas
MDA-MB-231 cells do not, N-Cadherin levels are higher
in MDA-MB-231 exosomes compared to MCF-7 (Figure
3B). CD81 and TSG101 were used as exosomal markers
and they were detectable in both exosomes from MCF7
and MDA-MB-231 cell lines. CD81 was highly enriched
in exosomes compared to their corresponding exosomes,
whereas TSG101 was detectable in the cells and present in
their corresponding exosomes (Figure 3B).

Validation of selected biomarkers in patient
samples

We isolated exosomes from the plasma of breast
cancer patients with localised disease or lymph-node
metastasis and/or metastasis to other sites (Figure 4A).
We used Nanoparticle Tracking Analysis and we found
that exosomes from patients with lymph-node metastasis
have a bigger, average size (125 nm) and higher relative
concentration (10.9x10° particles/ml of plasma) compared
to exosomes from patients with localised breast cancer
(95nm and 8.35x10° particles/ml of plasma, respectively)
(Figure 4A and Supplementary Figure 4).

We further investigated the cell type of origin in our
isolated exosomes from breast cancer patient samples by
performing immuno-electron microscopy for Her2 and
ERa which are well-known to be expressed in mammary
epithelial cells. We found the presence of both of these
proteins in a subset of the isolated vesicles (Figure 4B).

www.impactjournals.com/oncotarget

Oncotarget



A WCL EXO
P [ = : | . c kDa 67NR 471 67NR  4T1
2 5 ® . 92-  — e -B-catenin
150-[ » = - - --Integrin a2
135- = s |- Integrin B1
90- — e |- Periostin
135- W—— == |-E-Cadherin
140-| — -N-Cadherin
83-[ w- - |LOXL3
84-| — . |-LOXL4
64- -i iT*l]Glypican—1
62- ]Glypican-4
116-| r—_
- V-ATPase
.
sk
=== Syndecan-4
24 T =
57 | e -Vimentin
37 -| — -GADPH
B 57 | -AlF
Quantitation :: higher in 4T1 ‘
g 08] = == S Alix
g 1 e " i :;
..% 9 vy . Aa
§ 7 v an
(\‘;y <&\ e -P? @\\.@ ,,0& o \13% é&;\
Quantitation :: lower in 4T1
" )
g *© oo heidd e .
% o 2‘ o:. o .
a O‘P? 5 é“\ A\\'g, ‘9@ 00.-0'5 & & éz('h

Figure 2: Proteomic analysis of exosomes isolated from 67NR and 4T1 exosomes. A. Heat map of hierarchical clustering of
50 proteins that were identified with the highest number of peptides, in 67NR and 4T1 exosomes. Red color is corresponding to relatively
high abundance of proteins, green relatively low and black color represents equal expression of proteins. B. Quantification of proteins that
were enriched in 4T1 exosomes (upper graph) and enriched in 67NR but found in low levels in 4T1 exosomes (lower graph). C. Validation
of proteomics for 67NR and 4T1 exosomes: western blot analysis for 67NR and 4T1 cells and exosomes probed for the indicated proteins.
GADPH used as loading control for the cells and AIF as a quality control for the exosome isolation. Equal amount of proteins (10-15ug)

was loaded in each Western (n=2).
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Figure 3: Validation of selected proteins in human breast cancer non-metastatic cell line MCF7 and highly metastatic
cell line MDA-MB-231. A. Nanoparticle Tracking Analysis (NTA) of particles secreted from MCF7 and MDA-MB-231 cell lines. The
relative concentration of secreted particles (10° particles/ml), which obtained from Nanosight was normalized with mg of proteins of cell
lysates (means +/- SD, n=3, 5x1 minutes movies sequences were measured). B. Western blot analysis of MCF7 and MDA-MB-231 cells and

exosomes, probed for the indicated proteins (n=2).
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Figure 4: Characterization and validation of exosomes isolated from patients with non-metastatic or metastatic breast
cancer. A. Nanoparticle Tracking Analysis (NTA) of particles isolated from patients’ plasma with early or late metastatic breast cancer
(means +/- SD, 3 patients with early disease and 3 patients with lymph node metastasis, n=1). B. Inmuno-EM of exosomes isolated from
patient samples, for the indicated proteins. (Scale bar: 100nm) C. Western blot analysis of exosomes (15 pg) secreted from patients with

non- or lymph node metastasis, probed for the indicated proteins

(n=3).
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We validated our in vitro findings in the extracellular
vesicles isolated from the plasma of 14 breast cancer
patients, 7 with localized disease and 7 with lymph
node (LN) metastasis. We found that mainly periostin
and N-Cadherin to a lesser extent were enriched in the
extracellular vesicles isolated from the plasma of patients
with LN metastasis (Figure 4C). We did not find significant
differences for E-cadherin in the extracellular vesicles
isolated from patients with LN-metastasis or localized
disease (Figure 4C). We used CD9 as a marker for the
presence of extracellular vesicles in our preparations
(Figure 4C).

DISCUSSION

In this study, we employed the syngeneic breast
cancer model, namely the 67NR and 4T1 mammary
epithelial carcinoma cell lines to characterize their
exosome molecular profile. We found that 67NR and 4T1
cell-derived exosomes have similar morphology with 4T1
exosomes having a bigger size than the 67NR ones (Figure
1A and 1B). Moreover, the higher exosomal secretion of
4T1 cells compared to 67NR cells, is in accordance with
the belief that there is a gradient in exosome secretion
from healthy to organ-defined tumor to metastatic cancer
[32]. We profiled the molecular protein content and found
significant differences. For example, CD63 expression was
higher in 4T1 exosomes and had a distinct glycosylation
pattern compared to the 67NR ones. CD63 is generally
related with less invasiveness in many cancer types, the
exception of breast cancer cells in which CD63 has been
linked with increased invasiveness and drug resistance,
which results from CD63 glycosylation and membrane
localization [33, 34].

LC-MS/MS proteomic analysis of 67NR and 4T1
cell-derived exosomes revealed that 4T1 exosomes are
enriched in proteins with functions related to migration
(adhesion, cell junction and ECM proteins) Based on
this analysis, we selected and validated by western blot
the enrichement of proteins related to cell adhesion,
cell-matrix interactions, integrins and cell-extracellular
interactions, such as integrins, cadherins and periostin.
Periostin is a secreted protein with a significant role in
the adhesion of osteoblasts and has been found to be
upregulated in several cancer types including breast cancer
[26-28, 35]. Periostin has an important role in breast
cancer as it maintains cancer stem cell properties and a
potential drug target where periostin’s interaction with
integrins is disrupted [36, 37]. Interestingly, we found an
accumulation of periostin in both 67NR and 4T1 exosomes
that could suggest a potential role of these exosomes in the
maintenance of cancer stem cell properties (Figure 2C).

We also hypothesized that the exosome-enriched,
migration-related proteins may be transferred to recipient
cells with low metastatic potential and increase their
migration propensity. Indeed we could demonstrate that

the 4T1 exosomes could increase the rate of migration
of 67NR cells. We also observed that the 4T1 exosomes
are more readily uptaken by both 67NR and 4T1 cells.
This enhanced uptake could be related to the enrichment
of adhesion molecules identified by proteomic analysis in
the 4T1 exosomes, leading to enhanced adhesion of these
exosomes and subsequent uptake.

An interesting and unexpected finding was that,
the amount of exosomes and the enrichment of particular
proteins in the exosomes secreted from the human cell
lines was opposite to the results obtained in the mouse
model. MCF-7 cells, the non-metastatic cell line secreted
more particles compared to the MDA-MB-231 cells, as
revealed by Nanoparticle Tracking Analysis (Figure 3A).
We found the opposite observation in the mouse setting
and we are not certain for the reason of this discrepancy.
With regard to the molecular content, the expression
pattern of integrin-f1 in the mouse and human cell
lines is the same, as judged by western blotting, but for
integrin-a2 we found no difference in the human setting
compared to the strong enrichement identified in the 4T1
exosomes. Another protein that was enriched in metastatic
mouse cell-derived exosomes was -catenin, however we
could not recapitulate these findings in the human cell
line setting. Regarding E- and N-cadherin, we found that
MCF?7 express E-cadherin, whereas MDA-MB-231 do not,
in alignment with the EMT phenotype. N-cadherin levels
are very low in both cell lines, which in agreement with
other studies [38, 39]. Interestingly, N-cadherin levels are
higher in MDA-MB-231 exosomes compared to MCF-7.

In an attempt to validate our findings in patient
samples we used exosomes isolated from the plasma from
breast cancer patients with localised disease or lymph-node
metastasis, or from patients in which metastatic disease
appeared later during follow up (Table 1). Nanoparticle
Tracking Analysis, revealed that exosomes from patients
with lymph-node metastasis have a bigger, average size
and higher relative concentration compared to exosomes
from patients with localised breast cancer (Figure 4A).
This is in agreement with the findings form the mouse
syngeneic cell lines where the highly metastatic cell line
4T1 secreted more particles than the non-metastatic cell
line 67NR (Figure 1B). However, it is not in agreement
with the data we obtained from our human model cell
lines, further highlighting the difference between in vitro
and ex vivo findings.

Concerning the validation of putative biomarkers
in breast cancer patient samples, periostin was detected
in higher levels in more samples from exosomes with
metastatic breast cancer than in exosomes with non-
metastatic breast cancer (Figure 4C). N-cadherin,
E-cadherin and ERa were detectable in both categories of
patients. These findings were expected since the isolated
exosomes originated from all cell types of the patients and
for example ERa is expressed physiologically from other
cell types, apart from the tumour cells [40].
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Table 1: Patients’ characteristics from which exosomes were isolated from their plasma

Patient Age at Tumor stage Nodal Later Grade ER PGRstatus HER2  Outcome
Diagnosis Metastasis  Metastasis status
1 42 T2 - - T3 + + + Relapse Free
2 52 T2 - - T3 + + - Relapse Free
3 54 Tl - - T2 + + - Relapse Free
4 65 T1 - - T3 - - - Relapse Free
5 49 T2 - - T2 + + - Relapse Free
6 60 Tl - - T2 + + + Relapse Free
7 69 Tl - - T3 - - Relapse Free
8 64 T2 + - T2 + + - Relapse Free
9 46 T2 + - Tl + + - Relapse Free
10 42 T3 + + T3 + + - Relapse Free
11 56 Tl + - T2 + + - Relapse Free
12 28 T2 + - Tl + - - Relapse Free
13 ) T1 " + 2+ + . Alivewith
Disease
14 55 T2 . + T3 - . - Dead of
Disease

In summary, periostin was found to be enriched in
mouse and human breast cancer exosomes compared to
their parental cells and in exosomes from patients with
lymph node metastasis compared to exosomes from
patients with localized disease. These data suggest that
periostin could serve as biomarker for metastatic disease.
Additional samples from a bigger cohort of patient
samples should be analyzed in order to strengthen the
clinical significance of these findings.

MATERIALS AND METHODS

Ethical permissions and patient samples

This study was approved by the local ethics
committee. A written informed consent was signed by all
patients for the collection of plasma samples at the time
of breast cancer diagnosis. The patient samples we have
are all primary breast cancer half of which were with N+
disease (primary breast cancer with lymph node metastasis
at diagnosis) and patients that relapsed (metastasis) during
the follow-up.

Cell culture

Murine mammary tumor cell line 67NR was
purchased from Karmanos Cancer Institute, MI, USA and
murine mammary tumor cell line 4T1 were provided by

Dr. Janine Erler, University of Copenhagen, Denmark.
Human mammary tumor cell line MCF7 were provided
from Dr. Jonas Berghs, Karolinska Institutet, Sweden and
MDA-MB-231 cell line was provided by Dr. Massague,
Howard Hughes Medical Institute, USA. All cell lines
were cultured at 37°C in 5% CO, Cell lines 67NR, MDA-
MB-231 and MCF7 were grown in Dulbecco’s modified
Eagle’s medium (DMEM) (HyClone, Thermo Scientific,
Bremen, Germany), 4T1 cell line was grown in RPMI-
1640 medium. All were supplemented with 10% heat-
inactivated FBS (GIBCO, Invitrogen Life Technologies,
Paisley, UK), 2 mM L-glutamine (GIBCO, Invitrogen
Life Technologies, Paisley, UK), 100U/ml penicillin
with 100pg/ml streptomycin (GIBCO, Invitrogen Life
Technologies, Paisley, UK).

Chemicals and antibodies

For western blot, cells and exosomes were lysed in
RIPA buffer adjusted to pH 7.4 (containing 5S0mM Tris,
150mM NaCl, ImM EDTA, 1% IGEPAL, 1% glycerol)
with PhosSTOP Phosphatase Inhibitor Cocktail (Roche,
Basel, Schweiz), Complete Protease Inhibitor Cocktail
(Roche, Basel, Schweiz), 100mM vanadate; prepared
from Sodium Orthovanadate (Sigma-Aldrich, St. Louis,
MO, USA), 1 mM dithiothreitol (DTT) (Sigma-Aldrich,
St. Louis, MO, USA). For protein analysis with MS
cells and exosomes were lysed in 8M urea and diluted
using AmBic. Protein concentration was determined
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by BCA assay (Pierce, Thermo Scientific, Bremen,
Germany).

For western blotting, primary antibodies against the
following targets were used: TSG101 (Abcam, ab30871,
Abcam Cambridge, MA), Alix (Cell Signalling, #2171,
Cell Signalling Technology, Danvers, MA, USA), Rab5
(Cell Signalling #3547, Cell Signalling Technology,
Danvers, MA, USA), CD63 (sc-15363, Santa Cruz
Biotechnology, Santa Cruz, CA, USA Cruz), b-catenin
(Cell Signalling #8480, Cell Signalling Technology,
Danvers, MA, USA), E-cadherin (BD 610181, BD
BIOSCIENCES, NJ, USA), integrin-b1 (Cell Signalling
#4706, Cell Signalling Technology, Danvers, MA, USA),
integrin-a2 (Abcam, abl13357, Abcam, Cambridge,
UK) LOXL3 and LOXL4 (sc-377216 and sc-66952
respectively, Santa Cruz Biotechnology, Santa Cruz, CA,
USA), periostin (sc-67233, Santa Cruz Biotechnology,
Santa Cruz, CA, USA), N-cadherin (BD 610920, BD
BIOSCIENCES, NIJ, USA), tetraspanin-14 (Acris,
AP32800PU-N, San Diego, USA), V-ATPase (sc-
28801, Santa Cruz Biotechnology, Santa Cruz, CA,
USA), vimentin (Cell Signaling #5741, Cell Signalling
Technology, Danvers, MA, USA), Glypican-1 (sc-
365000, Santa Cruz Biotechnology, Santa Cruz, CA,
USA), Glypican-4 (sc-247028, Santa Cruz Biotechnology,
Santa Cruz, CA, USA), Syndecan-4 (sc-15350, Santa
Cruz Biotechnology, Santa Cruz, CA, USA), ERa (sc-
8002, Santa Cruz Biotechnology, Santa Cruz, CA,
USA), CD81 (sc-166028, Santa Cruz Biotechnology,
Santa Cruz, CA, USA). For secondary antibody HRP-
conjugated anti-rabbit (Cell Signalling, #7074, Cell
Signalling Technology, Danvers, MA, USA), anti-mouse
(Cell Signalling #7076, Cell Signalling Technology,
Danvers, MA, USA) or anti-goat (sc-2020, Santa Cruz
Biotechnology, Santa Cruz, CA, USA) were incubated
and the protein bands were detected by western Lightning
ECL or Plus-ECL (PerkinElmer, Santa Clara, CA, USA)
and CL-XPosure Film (Thermo Scientific, Bremen,
Germany).

PE-Conjugated antibodies (Biolegend, San Diego,
CA) used for flow cytometry against 4 um-sized latex
beads (Invitrogen Life Technologies, Paisley, UK, Paisley,
UK) were against CD63 and CD81 IgG Isotype Ctrl-PE
(BioLegend, San Diego, CA) was used as control for
CDS81 and 1gG2a, « isotype Ctrl-PE was used as a control
for CD63 and CD9.

Exosome isolation

Exosomes were isolated from cells cultured in
conditioned medium, as previously described [14]. Briefly,
for the depletion of exosomes from medium, 30% FBS
medium was prepared and ultracentrifuged for 16 hours
at 100,000g at 4°C. The supernatant was filtered into a
vacuum-connected 0.22um filter and diluted with medium

supplemented with all the nutrients and antibiotics, in
order to prepare the conditioned medium.

Cells were cultured until they reached ~80%
confluency and the supernatants were centrifuged at 100g
for 10 minutes at room temperature to remove cell debris
and filtered through a 0.22um filter. Supernatants were
frozen at -20°C and thawed at 4°C, then ultracentrifuged
for 120 minutes at 120,000g at 4°C. The supernatant
was discarded and the pellet was washed in phosphate
buffered solution (PBS) and ultracentrifuged for 120
minutes at 120,000g at 4°C. Exosomes used for western
blotting were resuspended in 1xRIPA lysis buffer whereas
exosomes used for functional studies were resuspended in
conditioned medium or PBS.

For exosome isolation from patient plasma samples,
whole blood was acquired and centrifuged (within one
hour from blood sampling) at 1300g in 20 C for 10 min.
The supernatant was centrifuge again at 2400g in 20 C for
15 min. The supernatant was stored in -20 C for max 2
weeks before moving to the -80 C freezer. Subsequently,
2 ml from each sample were used. The samples were
gently mixed by two cycles of rotation for 2 minutes, at
4°C. Then, the samples were centrifuged for 20 seconds
at 500g. The supernatant was diluted in PBS, until a final
volume of 6 ml and centrifuged for 2 hours at 120,000g.
From the resulting pellet, 40ul were kept and resuspended
in PBS for secretion studies. For western blot, the pellet
was lysed with 1xRIPA.

Sucrose gradient

Sucrose gradient ranging from 0.2 to 2 M sucrose
was prepared as previously described [41]. Exosomes
were placed on the surface of the sucrose gradient
and ultracentrifuged at 120,000g at 4°C, for 20 hours.
The fractions were collected and used for exosomal
characterization; for western blotting and flow cytometry
the fractions were ultracentrifuged at 120,000g for 2
hours, 4°C.

Protein digestion

10pg of extracted protein from each sample were
dissolved in 0.1% ProteaseMax, 50 mM ammonium
bicarbonate and 10% acetonitrile. Resulting protein
solutions were incubated for 30 minutes at 50°C followed
by an additional bath soncication of 10 min at room
temperature. Samples were centrifuged and directly
subjected to a tryptic digestion protocol carried out by
a liquid handling robot (MultiProbe II, Perkin Elmer).
This included protein reduction in 5 mM DTT at 56°C
and alkylation in 15 mM iodacetamide for 30 min at room
temperature in the dark. Trypsin was added in an enzyme
to protein ratio of 1:30 and digestion was carried out over
night at 37°C.
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Liquid chromatography tandem mass
spectrometry

For each type of exosomes, 67NR and 4T1 two
technical duplicates of pooled samples were used. Tryptic
peptides were cleaned with C18 StageTips (Thermo Fisher
Scientific Inc) and the resulting peptide mixture was
injected into a nano-Ultimate system (Thermo Scientific,
Bremen, Germany) in-line coupled to a QExactive mass
spectrometer (Thermo Scientific, Bremen, Germany). The
chromatographic separation of the peptides was achieved
using an in-house packed column (C18-AQ ReproSil-
Pur®, Dr. Maisch GmbH, Germany) with the following
gradient: 5—35% acetonitrile in 89 minutes, 48—80% ACN
for 5 minutes and 80% ACN for 8 minutes all at a flow
rate of 300 nl/min.

The MS acquisition method was comprised of
one survey full scan ranging from m/z 300 to m/z 1650
acquired with a resolution of R= 70,000 at m/z 400,
followed by data-dependent HCD scans from maximum
ten most intense precursor ions with a charge state > 2.
MS2 scans were acquired with a resolution of R=17,500,
a target value of 2e5, isolation width was set to 4 and
normalized collision energy to 26.

Data analysis

Tandem mass spectra were extracted using
Raw2MGF (in-house developed software), and the
resulting mascot generic files were searched against a
SwissProt protein database (reversed protein sequences
had been added to database for decoy search) using the
Mascot 2.3.0 (Matrix Science Ltd.). Mascot was set up
to search a concatenated SwissProt protein database
(selected for Mus musculus) using trypsin and allowing
for one missed cleavage sites. Peptide mass tolerance
was set to 10 ppm and 0.02 Da for the fragment ions.
Carbamidomethylation of cysteine was specified as a
fixed modification, whereas oxidation of methionine and
deamidation of asparagine and glutamine were defined as
variable modifications.

Quantitative information was extracted using
in-house developed software Quanti. This software
performs extracted ion current quantification. For
quantitative purposes only peptides identified with
a Mascot Score higher than 18 were selected. Such
a threshold was set to fulfill condition of no more
than 1% of FDR over total peptide population. Only
proteins with at least two peptides were considered for
quantitation. The hierarchical clustering in Figure 2A
was generated in Perseus (MaxQuant 2.4) and was done
for row and column tree using the following parameters:
euclidean distance, linkage method average and k-means
preprocessing. The input data were the most abundant
50 proteins.

Flow cytometry

To detect surface exosomal markers in exosomes by
flow cytometry, firstly exosomes were bound to latex beads
(Invitrogen, Life Technologies, Paisley, UK, A37304)
and then stained with conjugated fluorescent antibodies.
Briefly, 20ul of 4um latex beads were washed with 1ml
PBS twice and incubated with Spg of purified exosomes or
100ul of each sucrose fraction for 30 minutes with gentle
agitation, at room temperature. Next PBS was added to a
final volume of 1ml, and incubated on a test tube rotator
wheel overnight at 4°C. Then the beads were washed and
resuspended in BCB blocking buffer and incubated for
30 minutes with gentle agitation at room temperature.
The beads were then washed again, divided into several
tubes and fluorescent conjugated antibodies diluted 1:50
in PBS, against CD63, and CD81 were added. The beads
were incubated for 30 minutes, washed twice and ran on
a FACS Calibur flow cytometer (BD biosciences, NJ,
USA). The data were analyzed and quantified by using the
softwares, CellQuest (BD BIOSCIENCES) and FlowJo
(Treestar).

Electron microscopy

For exosome immunogold labeling for electron
microscopy, exosomes were prepared and labeled
according to the protocol of Thery et al [41]. In
brief, isolated exosomes were resuspended in 2%
paraformaldehyde (PFA), adsorbed unto nickel Formvar-
carbon coated electron microscopy grids (200 mesh),
blocked with PBS/5% (w/v) BSA and incubated with
antibodies for Her-2 (MSK044, Zytomed Systems, Berlin,
Germany), ERa (sc-8002, Santa Cruz Biotechnology,
Santa Cruz, CA, USA) and Glypican-1 (sc-101827, Santa
Cruz Biotechnology, Santa Cruz, CA, USA) for 30 min.
Subsequently grids were washed, blocked and incubated
with Donkey Anti-Mouse IgG H&L 10nm Gold antibody
(Abcam, Cambridge, United Kingdom). Grids were
washed, fixed with 1% glutaraldehyde, contrasted with
4% uranyl acetate and finally embedded in a mixture of
4% uranyl acetate and 2% methyl cellulose.

Grids were visualized on a Morgagni 268 Electron
Microscope (FEI, Eindhoven, The Netherlands) and
photographed with the Morada Soft Imaging System
(Olympus Corporation, Hamburg, Germany).

Western blotting

Cells and exosome pellets were lysed using
IxRIPA buffer (containing 50mM Tris, 150mM NacCl,
ImM EDTA, 1% IGEPAL, 1% glycerol), supplemented
with Complete Protease Inhibitor Cocktail (Roche,
Basel, Schweiz), PhosSTOP Phosphatase Inhibitor
Cocktail (Roche, Basel, Schweiz), 100mM vanadate
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(Invitrogen Life Technologies, Paisley, UK), 1mM
dithiothreitol (DTT) (Sigma Aldrich, St. Louis, MO,
USA). Exosomes in PBS suspension were lysed using
4xRIPA but to a final concentration of 1XRIPA. Protein
concentration was determined with Bradford assay using
Bradford solution (Bio-rad). Equal amount of proteins
(10-15ng) for each Western Blot, were boiled at 90°C
for 5 min with LDS (Invitrogen Life Technologies,
Paisley, UK) and DTT. Proteins were separated in 10
or 12% Bis-Tris gels (Invitrogen Life Technologies,
Paisley, UK) in IXMES running buffer (Invitrogen
Life Technologies, Paisley, UK) containing anti-
oxidant (Invitrogen Life Technologies, Paisley, UK),
according to manufacturer’s instructions. Proteins were
transferred to PVDF membranes (PerkinElmer, Santa
Clara, CA, USA), in transfer buffer (Invitrogen Life
Technologies, Paisley, UK) containing 20% methanol.
Membranes were blocked in 5% (w/v) non-fat milk in
1xTBS containing 0.1% Tween-20 for 1 hour in room
temperature and then incubated with primary antibodies
in the appropriate dilutions (1/500-1/1000) and
incubated overnight at 4°C. HRP-conjugated antibodies
in 1/2000 dilution were used as secondary antibodies
and the membranes were incubated for 1 hour at room
temperature. Washing steps between incubations with
antibodies were performed with 1xTBS containing 0.1%
Tween-20. ECL or ECL+ (PerkinElmer, Santa Clara,
CA, USA) were used for the developing with X-ray
film (CL-exposure Film, Thermo Scientific, Bremen,
Germany).

Nanoparticle tracking analysis (NTA)

For the secretion study, NS500 (NanoSight Limited,
London, UK) was used, equipped with an 8 mega
pixel camera (Andor Technology, Tokyo, Japan) and a
405nm laser, in order to measure the size and determine
concentration of exosomes. NTA v2.3.0.17 software
(NanoSight Limited) was used for both data acquisition
and analysis. Three samples from each exosome type were
measured and their average was calculated. The duration
of each video was 5x1 minutes. During the analysis
procedure the camera level was 14 and the detection
threshold was 7.

For the patient samples analysis NTA v3.0 software
was used. Three samples from node negative and four
from node positive patients were used and their average
was calculated. The camera level was set at 8§ and the
detection threshold was 7.

Exosome PKH67 labeling

4T1 exosomes were labelled with PKH67 green
fluorescent (PKH67 Green Fluorescent Cell Linker Midi
Kit for General Cell Membrane Labelling, #MIDI67,

Sigma-Aldrich, St. Louis, MO, USA) according to the
manufacturer’s instructions. Briefly, exosome pellets
were labelled with 2.5 uM of PKH67 dye in 400 pl of
diluent C for 5 minutes. Afterwards, blocking buffer (1%
of bovine serum albumin) was added and incubated for
1 minute. Finally, exosomes were washed with PBS by
ultracentrifugation at 120,000g, for 2 hours, 4°C. PKH67-
labeled exosomes were then resuspended in 150ul PBS.

Exosome uptake assay

In 48 well plates, 8x10* or 5x10* cells/well
were seeded from 67NR and 4T1 cells respectively, in
conditioned medium, in a final volume of 400ul. After
cells reached ~80% confluency 1.2pug/ml 67NR or 4T1
PKH67 labeled exosomes were added, in final volume
400ul and incubated for 1, 3 or 6 hours and cells were
harvested, washed 3 times with 0,5% BSA in PBS and
the percentage of green fluorescence intensity (of 10,000
gated events in the FSC/SSC dot plot) was measured
by using the BD FACS LSRII flow cytometer (n=2 in
triplicates). The results were analyzed by using the BD
FACSDiva software (BD BIOSCIENCES, NJ, USA).

Exosome uptake assay for fluorescent
microscopy

In 24-well plate glass coverslips were placed and
2x10* cells/well were seeded from 67NR or 4T1 cells,
in conditioned medium, in final volume of 500ul. After
16 hours in 67NR cells 0.3pg/ml of PKH67 labeled
exosomes were added, whereas in 4T1 cells, after 40 hours
0.48 pg/ml were added and incubated for 3 hours (the
exosomes’ concentration was adjusted according to ratio
cells/exosomes in order to be consistent with the uptake
experiment which was previously described). The images
were captured on a DAS Leitz DM RB microscope with
a Hamamatsu C4880 dual-mode cooled CCD camera and
representative images were processed using Photoshop
software (Adobe).

Scratch assay

In a 24 well plate, 7.5x10* 67NR or 4T1 cells were
seeded in conditioned media, in final volume of 500pl.
After 16 hours, they were scratched with a 200ul pipette
tip and 3pg/ml of 67NR or 4T1 exosomes were added.
Photos from the scratched areas were taken in 0, 24,
48 hours for 67NR cells and in 0, 12, 24 hours for 4T1
cells, using a phase contrast microscope. Multiple digital
images of the wound were captured at the indicated time
points (Oh, 12, 24h) after inducing the wound and the
closure of the wound was calculated by using the distance
measurement capabilities in the image-j software (NIH
image, United States).

www.impactjournals.com/oncotarget

74976

Oncotarget



ACKNOWLEDGMENTS

TP is generously supported by Cancerfonden,

Radiumhemmets forskningsfonder and Vetenskapsradet.
IV is supported by a research grant obtained from
Radiumhemmets forskningsfonder.

CONFLICTS OF INTEREST

The authors declare no conflicts of interest.

REFERENCES

Perou CM, Sorlie T, Eisen MB, van de Rijn M, Jeffrey
SS, Rees CA, Pollack JR, Ross DT, Johnsen H, Akslen
LA, Fluge O, Pergamenschikov A, Williams C, Zhu SX,
Lonning PE, Borresen-Dale AL, et al. Molecular portraits of
human breast tumours. Nature. 2000; 406:747-752.

Sorlie T, Perou CM, Tibshirani R, Aas T, Geisler S, Johnsen
H, Hastie T, Eisen MB, van de Rijn M, Jeffrey SS, Thorsen
T, Quist H, Matese JC, Brown PO, Botstein D, Lonning
PE, et al. Gene expression patterns of breast carcinomas
distinguish tumor subclasses with clinical implications.
Proc Natl Acad Sci U S A. 2001; 98:10869-10874.

Berry DA, Cronin KA, Plevritis SK, Fryback DG, Clarke
L, Zelen M, Mandelblatt JS, Yakovlev AY, Habbema JDF,
Feuer EJ and the Cancer Intervention and Surveillance
Modeling Network (CISNET) Collaborators. Effect of
Screening and Adjuvant Therapy on Mortality from Breast
Cancer. N Engl J Med. 2005; 353:1784-1792.

Fong MY, Zhou W, Liu L, Alontaga AY, Chandra M,
Ashby J, Chow A, O'Connor ST, Li S, Chin AR, Somlo
G, Palomares M, Li Z, Tremblay JR, Tsuyada A, Sun G,
et al. Breast-cancer-secreted miR-122 reprograms glucose
metabolism in premetastatic niche to promote metastasis.
Nat Cell Biol. 2015; 17:183-194.

Foukakis T, Bergh J. (2014). Prognostic and predictive
factors in early, non-metastatic breast cancer. In: Dizon D,
ed. UpToDate. (Waltham, MA.

McGuire A, Brown JA, Kerin MJ. Metastatic breast
cancer: the potential of miRNA for diagnosis and treatment
monitoring. Cancer Metastasis Rev. 2015; 34:145-155.

Weigelt B, Peterse JL, van 't Veer LJ. Breast cancer
metastasis: markers and models. Nat Rev Cancer. 2005;
5:591-602.

Zhao S, Xu L, Liu W, Lv C, Zhang K, Gao H, Wang J, Ma
R. Comparison of the expression of prognostic biomarkers
between primary tumor and axillary lymph node metastases
in breast cancer. Int J Clin Exp Pathol. 2015; 8:5744-5748.

Burcombe RJ, Makris A, Richman PI, Daley FM, Noble
S, Pittam M, Wright D, Allen SA, Dove J, Wilson GD.
Evaluation of ER, PgR, HER-2 and Ki-67 as predictors of
response to neoadjuvant anthracycline chemotherapy for
operable breast cancer. Br J Cancer. 2005; 92:147-155.

10.

12.

13.

15.

16.

17.

18.

19.

20.

21.

Trajkovic K, Hsu C, Chiantia S, Rajendran L, Wenzel D,
Wieland F, Schwille P, Brugger B, Simons M. Ceramide
triggers budding of exosome vesicles into multivesicular
endosomes. Science. 2008; 319:1244-1247.

Colombo M, Raposo G, Thery C. Biogenesis, secretion, and
intercellular interactions of exosomes and other extracellular
vesicles. Annual review of cell and developmental biology.
2014; 30:255-289.

Redzic JS, Balaj L, van der Vos KE, Breakefield XO.
Extracellular RNA mediates and marks cancer progression.
Semin Cancer Biol. 2014; 28:14-23.

Palma J, Yaddanapudi SC, Pigati L, Havens MA, Jeong
S, Weiner GA, Weimer KM, Stern B, Hastings ML,
Duelli DM. MicroRNAs are exported from malignant
cells in customized particles. Nucleic Acids Res. 2012;
40:9125-9138.

Squadrito ML, Baer C, Burdet F, Maderna C, Gilfillan
GD, Lyle R, Ibberson M, De Palma M. Endogenous RNAs
modulate microRNA sorting to exosomes and transfer to
acceptor cells. Cell Rep. 2014; 8:1432-1446.

Kharaziha P, Chioureas D, Rutishauser D, Baltatzis G,
Lennartsson L, Fonseca P, Azimi A, Hultenby K, Zubarev
R, Ullen A, Yachnin J, Nilsson S, Panaretakis T. Molecular
profiling of prostate cancer derived exosomes may reveal a
predictive signature for response to docetaxel. Oncotarget.
2015; 6:21740-21754. doi: 10.18632/oncotarget.3226.

Harris DA, Patel SH, Gucek M, Hendrix A, Westbroek
W, Taraska JW. Exosomes released from breast cancer
carcinomas stimulate cell movement. PLoS One. 2015;
10:¢0117495.

O'Brien K, Rani S, Corcoran C, Wallace R, Hughes L, Friel
AM, McDonnell S, Crown J, Radomski MW, O'Driscoll
L. Exosomes from triple-negative breast cancer cells can
transfer phenotypic traits representing their cells of origin to
secondary cells. Eur J Cancer. 2013; 49:1845-1859.
Boelens MC, Wu TJ, Nabet BY, Xu B, Qiu Y, Yoon
T, Azzam DJ, Twyman-Saint Victor C, Wiemann BZ,
Ishwaran H, Ter Brugge PJ, Jonkers J, Slingerland J,
Minn AJ. Exosome transfer from stromal to breast cancer
cells regulates therapy resistance pathways. Cell. 2014;
159:499-513.

Lv MM, Zhu XY, Chen WX, Zhong SL, Hu Q, Ma TF,
Zhang J, Chen L, Tang JH, Zhao JH. Exosomes mediate
drug resistance transfer in MCF-7 breast cancer cells and a
probable mechanism is delivery of P-glycoprotein. Tumour
Biol. 2014; 35:10773-10779.

Webber JP, Spary LK, Sanders AJ, Chowdhury R, Jiang
WG, Steadman R, Wymant J, Jones AT, Kynaston H,
Mason MD, Tabi Z, Clayton A. Differentiation of tumour-
promoting stromal myofibroblasts by cancer exosomes.
Oncogene. 2015; 34:290-302.

Coleman BM, Hill AF. Extracellular vesicles—Their role in
the packaging and spread of misfolded proteins associated

WWw

.impactjournals.com/oncotarget

74977

Oncotarget



22.

23.

24.

25.

26.

27.

28.

29.

30.

with neurodegenerative diseases. Semin Cell Dev Biol.
2015; 40:89-96.

Fiandaca MS, Kapogiannis D, Mapstone M, Boxer A,
Eitan E, Schwartz JB, Abner EL, Petersen RC, Federoff
HJ, Miller BL, Goetzl EJ. Identification of preclinical
Alzheimer's disease by a profile of pathogenic proteins in
neurally derived blood exosomes: A case-control study.
Alzheimers Dement. 2015; 11:600-607 e601.

Melo SA, Luecke LB, Kahlert C, Fernandez AF, Gammon
ST, Kaye J, LeBleu VS, Mittendorf EA, Weitz J, Rahbari
N, Reissfelder C, Pilarsky C, Fraga MF, Piwnica-Worms
D, Kalluri R. Glypican-1 identifies cancer exosomes and
detects early pancreatic cancer. Nature. 2015; 523:177-182.

Ravelli A, Reuben JM, Lanza F, Anfossi S, Cappelletti MR,
Zanotti L, Gobbi A, Senti C, Brambilla P, Milani M, Spada
D, Pedrazzoli P, Martino M, Bottini A, Generali D. Breast
cancer circulating biomarkers: advantages, drawbacks,
and new insights. Tumour biology : the journal of the
International Society for Oncodevelopmental Biology and
Medicine. 2015; 36:6653-6665.

Kruger S, Abd Elmageed Z2Y, Hawke DH, Worner PM,
Jansen DA, Abdel-Mageed AB, Alt EU, Izadpanah R.
Molecular characterization of exosome-like vesicles from
breast cancer cells. BMC Cancer. 2014; 14:44.

Horiuchi K, Amizuka N, Takeshita S, Takamatsu H,
Katsuura M, Ozawa H, Toyama Y, Bonewald LF, Kudo
A. Identification and characterization of a novel protein,
periostin, with restricted expression to periosteum
and periodontal ligament and increased expression by
transforming growth factor beta. J] Bone Miner Res. 1999;
14:1239-1249.

Sasaki H, Dai M, Auclair D, Fukai I, Kiriyama M,
Yamakawa Y, Fujii Y, Chen LB. Serum level of the
periostin, a homologue of an insect cell adhesion molecule,
as a prognostic marker in nonsmall cell lung carcinomas.
Cancer. 2001; 92:843-848.

Shao R, Bao S, Bai X, Blanchette C, Anderson RM, Dang
T, Gishizky ML, Marks JR, Wang XF. Acquired expression
of periostin by human breast cancers promotes tumor
angiogenesis through up-regulation of vascular endothelial
growth factor receptor 2 expression. Mol Cell Biol. 2004;
24:3992-4003.

Ruan K, Bao S, Ouyang G. The multifaceted role of
periostin in tumorigenesis. Cell Mol Life Sci. 2009;
66:2219-2230.

Gillan L, Matei D, Fishman DA, Gerbin CS, Karlan
BY, Chang DD. Periostin secreted by epithelial ovarian
carcinoma is a ligand for alpha(V)beta(3) and alpha(V)

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

beta(5) integrins and promotes cell motility. Cancer Res.
2002; 62:5358-5364.

Nuzzo PV, Rubagotti A, Argellati F, Di Meglio A, Zanardi
E, Zinoli L, Comite P, Mussap M, Boccardo F. Prognostic
Value of Preoperative Serum Levels of Periostin (PN)
in Early Breast Cancer (BCa). Int J Mol Sci. 2015;
16:17181-17192.

Riches A, Campbell E, Borger E, Powis S. Regulation
of exosome release from mammary epithelial and breast
cancer cells - a new regulatory pathway. Eur J Cancer. 2014;
50:1025-1034.

Pols MS, Klumperman J. Trafficking and function of the
tetraspanin CD63. Exp Cell Res. 2009; 315:1584-1592.

Tominaga N, Hagiwara K, Kosaka N, Honma K, Nakagama
H, Ochiya T. RPN2-mediated glycosylation of tetraspanin
CD63 regulates breast cancer cell malignancy. Mol Cancer.
2014; 13:134.

Ismail RS, Baldwin RL, Fang J, Browning D, Karlan
BY, Gasson JC, Chang DD. Differential gene expression
between normal and tumor-derived ovarian epithelial cells.
Cancer Res. 2000; 60:6744-6749.

Malanchi I, Santamaria-Martinez A, Susanto E, Peng H,
Lehr HA, Delaloye JF, Huelsken J. Interactions between
cancer stem cells and their niche govern metastatic
colonization. Nature. 2012; 481:85-89.

Lee YJ, Kim IS, Park SA, Kim Y, Lee JE, Noh DY, Kim
KT, Ryu SH, Suh PG. Periostin-binding DNA aptamer
inhibits breast cancer growth and metastasis. Mol Ther.
2013; 21:1004-1013.

Yuki K, Yoshida Y, Inagaki R, Hiai H, Noda M. E-cadherin-
downregulation and RECK-upregulation are coupled in
the non-malignant epithelial cell line MCF10A but not
in multiple carcinoma-derived cell lines. Sci Rep. 2014;
4:4568.

Nieman MT, Prudoff RS, Johnson KR, Wheelock MJ.
N-cadherin promotes motility in human breast cancer cells
regardless of their E-cadherin expression. J Cell Biol. 1999;
147:631-644.

Couse JF, Lindzey J, Grandien K, Gustafsson JA, Korach
KS. Tissue distribution and quantitative analysis of
estrogen receptor-alpha (ERalpha) and estrogen receptor-
beta (ERbeta) messenger ribonucleic acid in the wild-
type and ERalpha-knockout mouse. Endocrinology. 1997;
138:4613-4621.

Thery C, Amigorena S, Raposo G, Clayton A. Isolation and
characterization of exosomes from cell culture supernatants
and biological fluids. Curr Protoc Cell Biol. 2006; Chapter
3:Unit 3 22.

www.impactjournals.com/oncotarget

74978

Oncotarget



