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Abstract
Annually, ovarian cancer (OC) affects 240,000 women worldwide and is the
most lethal gynecological malignancy. High-grade serous OC (HGSOC) is the
most common and aggressive OC subtype, characterized by widespread genome
changes and chromosomal instability and is consequently poorly responsive to
chemotherapy treatment. The objective of this study was to investigate the role
of the microRNA miR-433 in the cellular response of OC cells to paclitaxel
treatment. We show that stable miR-433 expression in A2780 OC cells results
in the induction of cellular senescence demonstrated by morphological changes,
downregulation of phosphorylated retinoblastoma (p-Rb), and an increase in bgalactosidase activity. Furthermore, in silico analysis identified four possible
miR-433 target genes associated with cellular senescence: cyclin-dependent
kinase 6 (CDK6), MAPK14, E2F3, and CDKN2A. Mechanistically, we demonstrate that downregulation of p-Rb is attributable to a miR-433-dependent
downregulation of CDK6, establishing it as a novel miR-433 associated gene.
Interestingly, we show that high miR-433 expressing cells release miR-433 into
the growth media via exosomes which in turn can induce a senescence bystander effect. Furthermore, in relation to a chemotherapeutic response, quantitative real-time polymerase chain reaction (qRT-PCR) analysis revealed that only
PEO1 and PEO4 OC cells with the highest miR-433 expression survive paclitaxel treatment. Our data highlight how the aberrant expression of miR-433 can
adversely affect intracellular signaling to mediate chemoresistance in OC cells
by driving cellular senescence.

doi: 10.1002/cam4.409
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Introduction
Worldwide ovarian cancer affects over 240,000 women
annually. The most common subtype among ovarian cancer malignancies is high-grade serous ovarian cancer
(HGSOC) which accounts for ~70% of all ovarian cancer
presentations [1]. On average, the 5-year survival rate for
HGSOC ranges from 20% to 40% and is primarily dependent on the initial stage of diagnosis [2]. The standard
management of ovarian cancer includes cytoreductive surgery followed by adjuvant chemotherapy consisting of a
DNA-binding platinum agent (carboplatin) and a microtubule-stabilizing agent (paclitaxel). Despite the often initial
favorable response, patients unfortunately usually relapse
within 6–12 months [3]. The rational given for such a high
recurrence rate is predominantly associated with the
“repopulation hypothesis” which assumes that recurrence
depends on the ability of cancer cells to survive chemotherapy due to an intrinsic or acquired resistance [2]. Resistance to the microtubule-stabilizing agent, paclitaxel, can
be associated with multiple mechanisms including an
increased efflux of the drug, aberrant paclitaxel binding [4]
or a disruption of the spindle assembly checkpoint (SAC)
function [5]. Importantly, molecular pathways targeted by
paclitaxel and carboplatin chemotherapies, determine their
best efficacy toward actively dividing cells [4]. Thus, cell
cycle arrest and subsequent cellular apoptosis is the predominant mechanism of action of these chemotherapies.
Cellular senescence is a state of cell cycle arrest initiated
by various stimuli such as telomere shortening, stress factors (oncogenes), or chemical moieties (e.g., chemotherapies) [6]. Due to the growth repression feature, cellular
senescence is widely regarded as a tumor suppressor mechanism [7]. This view, however, has recently been challenged, whereby it is widely believed that cellular
senescence induction can contribute to the development
and further progression of cancer cells [8]. Senescent cells
demonstrate various characteristic features including
changes in morphology and molecular signaling. The initiation and maintenance of senescence is mediated by the
p53/p21 and p16/Retinoblastoma (Rb) pathways [8]. An
increase in the p16 and p21 cyclin-dependent kinase inhibitors negatively regulates Cyclin/cyclin-dependent kinase
(CDK) complexes and prevents the phosphorylation of Rb
[9]. Therefore, hypophosphorylated Rb is a hallmark of cell
cycle arrest. Dysregulation in these two molecular pathways
is a feature of many cancers including ovarian tumors [10].
For the last decade, extensive research has identified a
pivotal role of microRNAs in cancer [11]. We have previously published that high expression of miR-433 is significantly associated with poor progression-free survival (PFS)
in patients with HGSOC and demonstrated that downregulation of the mitotic arrest deficiency protein MAD2 (also
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known as MAD2L1) by miR-433 induced cellular chemoresistance to paclitaxel [5]. Shih et al., 2011 also demonstrated an association between miR-433 and poorer survival
in ovarian cancer, while others have demonstrated altered
miR-433 expression in gastric cancer [12], myeloproliferative neoplasms [13] and lung dysplasia [14]. Additionally,
many of the published miR-433 protein targets are strongly
associated with cancer including GRB2, SFRP2, CREB1,
and HDAC6 [15–19]. Moreover, miR-433 expression is
correlated with the inhibition of cell migration, proliferation, and differentiation [13, 17, 20]. To date, however, the
mechanism by which miR-433 expression promotes resistance to paclitaxel treatment in cancer cells is not known.
Here, we examined the underlying mechanism of miR433-mediated chemoresistance to the chemotherapeutic
paclitaxel in ovarian cancer. We demonstrate that
increased resistance to paclitaxel in miR-433 overexpressing ovarian cancer cell lines is not only mediated through
the inhibition of apoptosis [5] but also through miR-433induced cellular senescence. Moreover, we present novel
data showing the downregulation of CDK6 by miR-433 as
a putative mediator of miR-433-induced senescence.
Additionally, we demonstrate that growth-conditioned
media (GCM) from miR-433 expressing cells have the
potential to modulate the tumor microenvironment by
inducing growth inhibition and cellular senescence in
neighboring cells. Our data highlight how the aberrant
expression of miR-433 and the miR-433 protein targets
can adversely affect intracellular signaling activities to
mediate chemoresistance in ovarian cancer cells.

Materials and Methods
Tissue culture
A2780, PEO1, and PEO4 cells were obtained from the
European Collection of Cell Cultures (ECACC) and cultured in RPMI (Roswell Park Memorial Institute medium).
However this name is not used in the scientific literature.
1640 medium supplemented with 10% v/v FCS (fetal calf
serum) and 0.3 mg/mL glutamine. The miR-433 stable cell
lines were cultured in RPMI 1640 medium supplemented
with 10% v/v FCS, 0.3 mg/mL glutamine, and puromycin
(4 lg/mL) as a selection antibiotic. All cells were maintained at 37°C with 5% CO2 and were routinely tested and
proven negative for mycoplasma contamination.

Generation of the A2780 ovarian cancer cell
line with ectopic expression of hsa-miR-433
A2780 cells stably expressing hsa-miR-433 were constructed
using commercially available plasmids (shMIMIC Lentiviral
Human microRNA nonsilencing control and miRIDIAN

ª 2015 The Authors. Cancer Medicine published by John Wiley & Sons Ltd.

K. Weiner-Gorzel et al.

microRNA hsa-miR-433 shMIMIC), both harboring a TurboGFP reporter (HMR5872 and VSH5841-202526908,
respectively, Thermo Fisher Scientific Inc., Waltham, MA,
USA) and used according to the manufacturer’s protocol.
Stable selection of transfectants was ensured by a puromycin (4 lg/mL) selection process to generate a miR-433 or
miR-control expressing cell lines. Successful transduction
was assessed by positive tGFP expression, microRNA
expression, and target gene downregulation.

SDS-PAGE and Western blotting
Sodiumdodecyl sulphate polyacrylamide gel electrophoresis
(SDS-PAGE) and Western blotting were performed as
described previously [5]. The following antibodies were
used: MAD2 (BD BioScience, San Jose, CA, USA), HDAC6
(Millipore, Billerica, MA, USA), Caspase 3, p21, poly (ADPribose) polymerase (PARP), CDK6 and p-Rb (Ser 807/811)
(Cell Signalling, Danvers, MA, USA), b-actin and p16
(Santa Cruz Biotechnology, Dallas, Texas, USA), beta (b)galactosidase (Abcam, Cambridge, UK).

Cell viability assay
Ovarian cancer cells stably expressing miRIDIAN hsa-miR433 or control shMIMIC were treated with (10, 25,
50 nmol/L) paclitaxel (Sigma, St. Louis, MO, USA) for 24 h
and analyzed by the MTT assay, as previously described.

miR-433 induces senescence and chemoresistance in OC

Grand Island, NY, USA) based on the manufacturer’s
protocol. RNA (50 ng) was reverse transcribed using the
TaqMan MicroRNA reverse transcription kit (Applied
Biosystems). Quantitative real-time polymerase chain
reaction (qRT-PCR) was performed using TaqMan
chemistry (Applied Biosystems) on 9700 Thermocycler
(Applied Biosystems) to analyze the expression of each
microRNA by the comparative delta Ct method normalized using RNU6B as endogenous control.
For the analysis of miR-433 expression in ovarian cancer
cell lines, total RNA was isolated from cultured cells using
the mirVanaTM miRNA Isolation Kit (Ambion, Grand Island,
NY, USA) according to the manufacturer’s instructions.
RNA (1 lg) was reverse transcribed using the miScript II RT
Kit (Qiagen). qRT-PCR was performed using SYBR-based
chemistry (Qiagen, Germantown, MD, USA) on the Lightcycler 480 system (Roche, Clare, Ireland) to analyze the
expression of each microRNA by the comparative delta Ct
method normalized using RNU6B as endogenous control.

Transient transfection
Cells were transiently transfected with 100 nmol/L of premiR-433, scrambled control miRNA, anti-miR-433, or
anti-miR-control (Dharmacon, Lafayette, CO, USA) using
TransIT-X2 (Mirrus, Madison, WI, USA) transfecting
reagent according to the manufacturer’s protocol.

Coculture with growth condition media
Colony formation assay
Stable miR-control and miR-433 expressing cells were
seeded onto six-well plates at a density of 1500 cells per well
as previously described [21]. Resultant colonies were fixed
with 4% paraphormaldehyde (Electron Microscopy Science, Hatfield, PA, USA), stained with crystal violet (10%
v/v—Sigma) then counted and the % colony formation was
calculated using control untreated cells as a calibrator.

GCM was obtained from ~80% confluent A2780, PEO1,
and PEO4 cells or miR-control-stable and miR-433-stable
A2780 cells. Next, GCM was centrifuged at 1259g for
5 min and filtered to remove debris and dead cells and
added to recipient A2780 or miR-433-stable cells, respectively. This procedure replacing fresh GCM was repeated
every 24 h for 96 h. Following this treatment, Western
blot analysis or MTT viability assay was performed.

b-galactosidase staining

MicroRNA target prediction

Stable miR-control and miR-433 A2780 expressing cells
were seeded onto six-well plates at a density of
3 9 105 cells per well and allowed to grow for 48 h. The
cells were then fixed and stained using a senescence
b-galactosidase staining kit (Cell Signalling) according to
the manufacturer’s instructions.

Target genes of individual miRNAs were calculated using
seven different databases: DIANA-microT [22], miRDB
[23] and TargetScan [24], miRANDA, PITA [25], RNA22,
and miRWalk [26]. The results for DIANA-microT, miRDB, and TargetScan were updated to include the latest
versions of these databases. Genes were assigned a value
of 1 per algorithm where a positive prediction was made.
These values were summed and only genes with a score
of 5 or higher (positive prediction by five of seven databases) were included in further analysis.
Protein–Protein Interaction (PPI) networks were generated within Cytoscape (version 3.01) [27]. All interac-

Quantitative real-time PCR
For the analysis of miR-433 expression in miR-433 stable
cell lines, total RNA was isolated from the cell pellets
using the TRIzol Reagent (Invitrogen, Life Technologies,
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tion data were obtained from STRING ver 9.05 using
the data import function through CluePedia ver 1.07.
Only experimentally validated and curated interactions
were used to build PPI networks. Gene Ontology (GO)
function enrichment for downstream target genes was
performed in Cytoscape using the (ClueGo app (version
2.07), Cordeliers Research Center, Paris, France) [28].

Statistical analysis
All data are presented as the mean  SEM for at least
three independent experiments. For each experiment, the
statistical tests are indicated in the results section. Student’s t-test was conducted using Prism 5 (Graphpad
Software, La Jolla, CA, USA) to compare the means.

Results
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a miR-433-dependent reduction in apoptosis (Fig. 1D).
Therefore, a similar apoptotic response is obtained irrespective of whether miR-433 is expressed transiently [5]
or stably.
Following 1 week of functional miR-control/miR-433
expression evidenced by GFP fluorescence, we observed a
significant morphological difference between the miR433-stable and the miR-control-stable cells (Fig. 1E). Specifically, miR-433-stable cells appeared more flattened,
enlarged and enriched with cytoplasmic granules compared to control cells (Fig. 1E). Additionally, miR-433
stable cells formed significantly less colonies compared to
miR-controls (Fig. 1F). Taken together these results demonstrate that miR-433 induced both phenotypic and morphological changes in cancer cells. Importantly, the
morphological changes were not apparent in cells transiently transfected with miR-433 [5].

Stable expression of miR-433 in A2780 cells
attenuates cellular apoptosis and results in
a distinct morphological change

Bioinformatic identification of putative
miR-433 target genes identifies potential
links to cellular senescence

We previously demonstrated that transient overexpression
of pre-miR-433 in A2780 cells decreased the apoptotic
response of ovarian cancer cells to paclitaxel treatment
[5]. Here, we have investigated the long-term effects of
miR-433 overexpression in ovarian cancer cells. To
address this, a miR-433 overexpressing A2780 cell line
and a matched miR-control (miR-433 negative) were generated. To ensure that only transduced cells were further
cultured, puromycin selection was applied to the stable
transfectants. Cells were also routinely monitored for the
retention of GFP as a positive control of miR-433 or
miR-control expression.
miR-433 expression was confirmed by qRT-PCR analysis and was significantly upregulated in the stably transfected cells compared to control (P < 0.001) (Fig. 1A).
To confirm that stable overexpressed miR-433 was functionally active, we examined the protein expression of
two known miR-433 target genes, MAD2 [5] and HDAC6
[15]. The levels of both proteins were downregulated in
the miR-433 overexpressing cells when compared to controls (Fig. 1B).
Previously, we have reported that transient transfection
of miR-433 rendered A2780 cells more resistant to paclitaxel treatment [5]. Here, we investigated if stable miR433 expression would also enhance paclitaxel resistance.
Transduced A2780 cells were subjected to a range of paclitaxel concentrations. At 25 and 50 nmol/L, miR-433
expressing cells demonstrated greater cell viability compared to controls (P < 0.05) (Fig. 1C). Furthermore,
Western blot analysis demonstrated diminished PARP
cleavage in the stable miR-433 expressing cells, suggesting

The resistance to paclitaxel and changes in growth and
morphological characteristics suggested that over expression of miR-433 was inducing cellular senescence in the
stable transfected A2780 cells. To explore this hypothesis further, we first set out to identify additional putative targets of miR-433 using a bioinformatic approach.
To identify candidate miR-433 targets, we utilized seven
different prediction algorithms (TargetScan, DIANA
Micro-T, miRWalk, RNA22, miRANDA, PITA, and
miRDb). From this analysis, we identified possible 6224
candidate genes. However, applying the principle that a
candidate gene must be detected by five out of seven
algorithms, this list was reduced to 1204 genes (Table
S1). In this analysis, both MAD2 (also known as
MAD2L1) and HDAC6 were identified as targets by
seven and five algorithms respectively, thus, giving credibility in the candidate gene selection criteria.
Having identified candidate miR-433 target genes, we
next wanted to determine the potential for these genes
to impact on cellular senescence. Well-established genes
associated with cellular senescence were identified from
the literature, yielding a list of approximately 86 genes
(Table S3). Next, we constructed an overlap with the
1204 putative miR-433 target genes and identified four
overlapping genes including CDK6, MAPK14, E2F3, and
CDKN2A (Fig. 2A). To further investigate the interaction between potential miR-433 targets and senescenceassociated genes, we built an interaction network in
Cytoscape using both ClueGo and Cluepedia apps. Only
previously
experimentally
validated
PPIs
were
included in the construction of the network. From this
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Figure 1. Stable expression of miR-433 in A2780 cells attenuates cellular apoptosis and results in a distinct morphological and proliferative
change. (A) Quantitative real-time PCR (qRT-PCR) values for miR-433 in the miR-433-stable A2780 cells compared to miR-433-stable cells showing
a significant (P < 0.05) fold increase in miR-433 levels. (B) Western blot analysis showing downregulation of two miR-433 targets, MAD2 and
HDAC6 in the A2780 miR-433-stable expressing cell line. (C) Histogram representation of the response of the stable miR-433 versus control-miR
cell lines post 24 h paclitaxel (10, 25, 50 nmol/L) treatment. Student’s t-test was used for the comparison of means and demonstrates an
increased resistance of the miR-433-stable cell line compared to controls at 25 and 50 nmol/L paclitaxel (P < 0.05). (D) Western blot analysis of
poly (ADP-ribose) polymerase (PARP) cleavage in the miR-433-stable and miR-control-stable cell line treated with 50 nmol/L paclitaxel for 24 h
demonstrating a decreased PARP cleavage in the miR-433-stable expressing A2780 cells. (E) Increased miR-433 expression influences the cellular
morphology of A2780 cells appreciated by green fluorescent protein (GFP) expression with a resultant flattened and enlarged cellular morphology.
Magnification 209. (F) Colony forming assay of miR-control and miR-433 stable tranfected A2780 cells stained with crystal violet (magnification
49) demonstrating a significantly lower colony formation ability in the miR-433 stable transfectants. Error bars represent SEM. *P < 0.05,
***P < 0.001.

analysis, we identify a significant number of interactions
between well-established cellular senescence genes and
our list of miR-433 target genes (Fig. 2B). By focusing
in on the first degree neighbors of the four overlapping
genes we identified a number of possible miR-433 tar-

ª 2015 The Authors. Cancer Medicine published by John Wiley & Sons Ltd.

gets which regulate the function of key cellular senescence genes such as Rb (Fig. 2C). Overall, this
indicated the possible role of miR-433 regulating the
induction of cellular senescence in our stably transfected
cells.
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Figure 2. Bioinformatic analysis highlights miR-433 potential influence on cellular senescence. (A) Venn diagram showing overlapping genes
(CDK6, MAPK14, CDKN2B, and E2F3) between senescence-associated genes and miR-433 target genes. (B) Overview of the interaction between
miR-433 target genes (blue nodes) and senescence-associated genes (blue nodes), overlapping nodes are colored yellow. (C) Focus on overlapping
genes (yellow nodes) and first degree neighbors in both the senescence-associated genes (green nodes) or predicted miR-433 targets (blue
nodes). Blue edges indicate experimentally validated protein–protein interactions, magenta edges indicate predicted interactions with miR-433 (red
node).

Stable expression of miR-433 induces
cellular senescence
Following the in silico analysis of miR-433 targets, we
investigated two key molecular pathways involved in the
initiation and maintenance of cellular senescence namely,
p53/p21 and p16/Rb [8]. Firstly, to investigate if miR-433
overexpression could induce senescence the protein levels
of p16, phosphorylated Rb (p-Rb), and p21 were anaylzed
in the miR-433-stable A2780 cells. This analysis showed
that p-Rb was decreased in A2780 cells stably transfected
with miR-433. Notably, there was no reciprocal upregulation of p16 and p21 in these cells (Fig. 3A). The senescence-associated b-galactosidase activity in these cells was
determined by Western blot and b-galactosidase staining
analyses and revealed a significant upregulation of senescence-associated b-galactosidase activity in miR-433-stable
cells compared to controls (P < 0.0001) (Fig. 3B and C).
To further explore the relationship between miR433 expression and p-Rb, we profiled native miR-433
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expression by qRT-PCR in the parent A2780 cells and
two other epithelial ovarian cancer (EOC) lines, PEO1
and PEO4. PEO1 is cisplatin sensitive, while PEO4 is cisplatin resistant, derived from the same patient before and
after the development of recurrent drug-resistant tumor
[29]. Here, we show that the cisplatin-resistant PEO4 cells
displayed significantly higher levels of miR-433 compared
to the A2780 (P = 0.0012) and PE01 cells (P = 0.0028)
(Fig. 3D). Additionally, when we analyzed the protein
expression of p-Rb there was a demonstrable decrease in
expression of p-Rb in the PEO1 and PEO4 compared to
the A2780 cells with the cisplatin-resistant PEO4 line
demonstrating the largest decrease in p-Rb expression
across the three cell lines (Fig. 3E). Of note, similar to
our miR-433-stable cell line, the status of p-Rb in EOC
cells was also independent of p21 or p16 expression
(Fig. 3A and E, respectively).
Senescent cells are known to contribute to the tumor
microenvironment by secreting proinflammatory cytokines known as the senescence-associated secretory phe-
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Figure 3. miR-433 stable expression induces cellular senescence. (A) Western blot analysis for p-Rb, p21, and p16 in miR-433-stable and miRcontrol-stable cell lines showing downregulation of p-RB with no demonstrable upregulation of p16 and p21. (B) Western blot analysis for bgalactosidase activity in miR-433-stable and miR-control-stable cell lines demonstrating an increase in b-galactosidase activity in miR-433 cells. (C)
Senescence-dependent b-galactosidase activity staining in the miR-433-stable and miR-control-stable cell lines showing significant upregulation of
positively stained cells in miR-433 cell line. (D) qRT-PCR determination of the baseline levels of miR-433 in the A2780, PEO1, and PEO4 ovarian
cancer cell lines. (E) Western blot analysis of the baseline levels of expression of p-Rb, p21, and p16 in the A2780, PEO1, and PEO4 ovarian
cancer cell lines showing a demonstrable decrease in p-Rb expression in the PEO1 and PEO4 paired cell line independent of p21 and p16
compared to A2780 cells. Error bars represent SEM. *P < 0.05, **P < 0.01, ***P < 0.001. (F and G) Analysis of cytokine secretion of interleukin6 (IL-6), and interleukin-8 (IL-8) in the growth media of A2780, PEO1, and PEO4 cells, showing significant increases in IL-6 in PEO1 and PEO4 cells
and IL-8 in PEO1 cells when compared to miR-433 negative A2780 cells. Error bars represent SEM. *P < 0.05, **P < 0.01, ***P < 0.001.

notype (SASP). To investigate this further, we measured
the levels of interleukin-6 (IL-6) and interleukin-8 (IL-8)
(two key cytokines associated with SASP) in the A2780,
PEO1, and PEO4 cells using V-PLEX Human Proinflammatory (Meso Scale Discovery) kit (Fig. 3F and G). Interestingly, the levels of IL-6 were significantly higher in the

ª 2015 The Authors. Cancer Medicine published by John Wiley & Sons Ltd.

PEO1 and PEO4 cells compared to the A2780 cells (~80fold, P < 0.01 and ~380-fold, P = 0.01, respectively)
(Fig. 3F) mirroring the increased levels of miR-433 in
PEO1 and PEO4 compared to the A2780 cells (Fig. 3D).
Similarly, IL-8 levels were significantly higher in PEO1
cells compared to A2780 cells (~1600-fold, P = 0.02) and
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although not reaching significance on IL-8 levels were on
average ~380-fold increased in PEO4 cells when compared
with A2780 cells (P = 0.09) (Fig. 3G).

K. Weiner-Gorzel et al.
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C

B

D

miR-433 regulates the expression of CDK6
As the data demonstrated that the miR-433-stable-cellinduced morphological changes (Fig. 1E and F) with concomitant downregulation of p-Rb were independent of p16
and p21 (Fig. 3A), we hypothesized that miR-433 may be
directly targeting a kinase involved in the cell cycle-dependent phosphorylation of Rb. In this regard, it is known that
phosphorylation of Rb in the G1 phase of the cell cycle is
dependent on the activity of three complexes, namely, Cyclin D1/CDK4, Cyclin D1/CDK6, and Cyclin E/CDK2
(Fig. 4A) [30]. In our earlier bioinformatics analysis of
potential miR-433 targets, CDK6 was predicted by five of
the seven databases as a candidate miR-433 target gene.
Therefore, we set out to establish if miR-433 could regulate
the expression of CDK6. By analyzing protein expression in
both the miR-433 stable A2780 cells and the clonal derivative of this cell line, we observed a decrease in CDK6
expression (Fig. 4B and C, respectively). Additionally, transient overexpression of miR-433 in HeLa cells also demonstrated downregulation of CDK6 (Fig. S1). Moreover, the
transient transfection of PEO1 cells with anti-miR-433 to
inhibit miR-433, resulted in a demonstrable upregulation
of CDK6 (Fig. 4D). Overall these data suggest that miR433-induced cellular senescence may be attributed to the
loss of CDK6. Ultimately, this would result in cells having a
reduced capacity to phosphorylate Rb, thereby, hindering
progression through the cell cycle.

High endogenous miR-433 expression
attenuates apoptosis allowing cells to
survive chemotherapy
The relationship between endogenous miR-433 expression
and chemoresistance to paclitaxel was investigated in the
A2780, PEO1, and PEO4 cell lines where we demonstrated that chemosensitivity to paclitaxel correlated with
miR-433 expression levels. Specifically, A2780 which has
the lowest miR-433 expression (Fig. 3D) is the most
chemosensitive cell line in comparison to the more resistant PEO1 and PEO4 cells which have higher endogenous
levels of miR-433 (Fig. 5A). We then determined if cells
that survive chemotherapy express increased levels of
miR-433. PEO1 and PEO4 cells were treated with paclitaxel for 72 h after which fresh complete growth medium
was added and the cells were cultured for a further
8 days. qRT-PCR analysis of the cells surviving chemotherapy demonstrated a significant upregulation of miR433 expression in PEO1 by ~15-fold (P = 0.024) and in
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Figure 4. miR-433 induces senescence by targeting CDK6. (A)
Schematic representation showing the published evidence of the
phosphorylation of Rb by three independent cyclin-dependent kinase
(CDK)/Cyclin complexes [30]. (B) Western blot analysis for CDK6
expression in the miR-433-stable line demonstrating downregulation
of CDK6. (C) Western blot analysis for CDK6 expression in the clonal
derivative miR-433-stable line demonstrating downregulation of
CDK6. (D) Western blot analysis for CDK6 reexpression in PEO1 cells
transfected with anti-miR-control and anti-miR-433 for 96 h
demonstrating an upregulation of CDK6.

PEO4 by ~12-fold (P = 0.0053) compared to untreated
cells (Fig. 5B). However,we did not observe statistical difference in the miR-433 expression after short 24 and 48 h
paclitaxel treatment (50 nmol/L) in both PEO1
(P = 0.155 and P = 0.55) and PEO4 cells (P = 0.24 and
P = 0.36) (Fig. S2). These data suggest that miR-433 is
not acutely upregulated by paclitaxel treatment. However,
significant upregulation of miR-433 8 days post paclitaxel
treatment suggests that only cells with the highest miR433 expression survive chemotherapy. Interestingly, PEO4
cells surviving paclitaxel treatment also demonstrated
senescence evidenced by increased b-galactosidase activity
(Fig. S2B). In the clinical setup, one could envisage that
these miR-433 enriched cells through environmental
selection over time, constitute chemoresistant clones
capable of seeding recurrent disease.

miR-433 expression impacts on cellular
senescence induction in the tumor
microenvironment
Senescent cells are known to directly impact on the tumor
microenvironment [31]. Therefore, we set out to
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A

B

Figure 5. High miR-433 endogenous expression attenuates apoptosis with a resultant chemotherapy-induced senescence allowing cells to survive
chemotherapy. (A) MTT viability assay demonstrating the % of growth inhibition of the A2780, PEO1, and PEO4 cells treated with paclitaxel (10,
25, and 50 nmol/L) for 48 h, demonstrating an increased resistance to paclitaxel treatment in PEO1 and PEO4 cells. (B) qRT-PCR analysis of miR433 expression in PEO1 and PEO4 cells either untreated or treated with 50 nmol/L paclitaxel for 72 h, washed with PBS, and then cultured for
8 days in full growth medium showing an increased expression in cells treated with paclitaxel comparing to initial expression in untreated cells.
Error bars represent SEM. *P < 0.05, **P < 0.01.

determine what effect GCM harvested from the miR-433stable transfected cells would have when used to culture
the parent A2780 cells. Results demonstrated that A2780
cells cultured in the GCM from miR-433 stable expressing
cells had a significantly increased growth inhibition
(MTT) compared to control cells (P = 0.012) (Fig. 6A).
Similarly, GCM from both PEO1 and PEO4 cells, which
display increased levels of miR-433, also influenced the
growth of control parent A2780 cells (Fig. 6B). Interestingly, we observed a decrease in the expression levels of
p-Rb and the proliferation marker Ki67 in A2780 cells
incubated with GCM from PEO4 cells, the cisplatin-resistant derivative of PEO1 and the cell line known to have
the highest levels of miR-433 (Fig. 6B).
It is well established that paracrine signaling between
senescent cells and the tumor microenvironment can
occur through the release of soluble factors such as cytokines or through the release of microvesicles or exosomes
in various cancer cell lines including lung, prostate,
breast, and erythroleukaemic [32–35]. Therefore, we
investigated if miR-433 could be present in exosomes.
Exosomes were isolated from the miR-433-stable and
miR-control A2780 cells. Successful exosome isolation
was confirmed through nanoparticle tracking technology
(NanoSight) and the expression of miR-433 quantified
using qRT-PCR (Fig. S3A–C). From this we showed that
cells with stable expression of miR-433 also have
increased miR-433 levels in the exosomes which they
release (Fig. S3D). Simillarily, A2780, PEO1, and PEO4
exosomes were isolated from GCM and confirmed
through nanoparticle tracking technology (NanoSight)
(Fig. S3E–G) and the expression of miR-433 quantified
with qRT-PCR. Interestingly, we observed miR-433
expression in the exosomes derived from each cell line
(Fig. 6C).
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To investigate if miR-433 could potentially be transported by vesicles, GCM from the A2780, PEO1, and
PEO4 cells were centrifuged to remove any dead cells
and cellular debris and subsequently labeled with the
lipophilic dye Dil. Using confocal microscopy, vesicle
uptake was observed in parent A2780 cells cultured in
the presence of labeled GCM from all three cell lines
(Fig. 6C). In summary, these data indicate that miR433-enriched cells have the ability to affect their tumor
microenvironment and to induce cellular senescence in
neighboring cells potentially by miR-433 incorporated
into vesicles.

Discussion
The contribution of altered miRNA expression to a
pathology such as cancer is now widely accepted. However, deciphering the exact function of a miRNA has proven more challenging. We present data demonstrating a
functional role of miR-433 in the induction of cellular
senescence, thereby conferring resistance to paclitaxel in
ovarian cancer cells. Our results indicated that miR-433
expression leads to functional inactivation of the Rb protein, followed by the disruption of cell cycle progression
and the induction of cellular senescence. The induction of
cellular senescence by miR-433 may initially act as a protective mechanism and thus arrest actively dividing cells
[8]. Indeed, in gastric cancer cells, miR-433 has been
attributed with tumor suppressor functions [20]. However, our data indicate that once a cancer cell has committed to a senescent phenotype, miR-433 can mediate
resistance to paclitaxel [5]. Of note is our finding that
cells surviving chemotherapy treatment are enriched in
miR-433. As paclitaxel treatment did not induce miR-433
expression, we suggest that miR-433 enrichment in post
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Figure 6. miR-433 expression has the potential to induce cellular senescence in the tumor microenvironment. (A) MTT viability assay
demonstrating a decreased viability in miR-control-stable cells treated with growth conditioned medium (GCM) from stable miR-433 expressing
cells compared to being cultured in control medium. (B) Western blot analysis of the expression of senescent markers of A2780 cells treated with
GCM from A2780, PEO1, or PEO4 cells demonstrating a marked reduction in p-RB and Ki67 when A2780 cells are grown in conditioned medium
from PEO4 cell line known to express the highest baseline levels of miR-433 (Fig. 3C). (C) Relative miR-433 expression in exosomes derived from
GCM harvested from A2780, PEO1, and PEO4 cells was assessed by TaqMan qRT-PCR using the comparative CT (DDCT) method. miR-433
expression was present in the exosomes derived from all cell lines. (D) Fluorescent micrograph showing a successful incorporation of Dil-labeled
vesicles from A2780, PEO1, or PEO4 GCM (shown in red) inside the recipient A2780 cells, counterstained with DAPI nuclear staining (shown in
blue) and microtubules with Alexa Fluor 488 a-tubulin staining (shown in green). Error bars represent SEM. *P < 0.05.

chemotherapy treated cell populations, is associated with
the survival of cells with the highest endogenous miR-433
and resultant senescent phenotype.
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Clinically, cellular senescence-associated with the
expression of the p16/p-Rb pathway is widely present in
HGSOC patients where a meta-analysis of multivariate
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estimates revealed a significant association between high
p16 expression and poor PFS [36]. The TCGA project has
also identified the Rb pathway as a major contributor to
HGSOC pathogenesis [37]. Recently, it has been shown
that functionally inactive Rb has a fundamental role in
promoting chromosome instability (CIN) [38]. CIN coupled with its consequential chromosomal aneuploidy is a
main feature of advanced tumor grade and is strongly
associated with poor response to chemotherapies and further tumor evolution [39]. Manning et al., have shown
that the induction of CIN is dependent on the synergistic
inactivation/mutation of both Rb and p53 [38]. Strikingly, 95% of all ovarian tumors have p53 mutations
[37]. Therefore, miR-433-dependent functional silencing
of Rb (or in other words downregulation of p-Rb) in
p53-deregulated ovarian tumors could promote CIN and
contribute to further tumor development. Importantly,
our group has previously published that downregulation
of the miR-433 target, MAD2 and promoted anaphase
bridges formation which is a prerequisite to chromosomal
aneuploidy [21]. Consequently, the synergistic effect of
miR-433-dependent inactivation of Rb (possibly through
CDK6) and MAD2 may contribute to CIN in HGSOC.
Our bioinformatics analysis showed that miR-433 has
significant potential to regulate senescence-associated proteins. Importantly, downregulation of four of these genes
namely: hPOT1, CREB1, Aurora A, and TOP1 has already
been shown to induce cellular senescence [40–43]. Downregulation of others such as RAD21, TRIP12, E2F3, MED1,
SORBS2, HIPK2, SMC1A, and IQGAP1 has also been associated with cell cycle inhibition. Importantly, in relation to
miR-433, two independent studies have demonstrated that
indeed, miR-433 expression is associated with migration
and invasion inhibition [17, 20]. Additionally, Guo et al.
associated miR-433 expression levels with a significant inhibition of cell cycle progression in HGC-27 gastric cancer
cells [20]. In our study, for the first time we demonstrate
that stable miR-433 expression is also associated with the
induction of cellular senescence in A2780 ovarian cancer
cells. Furthermore, we show that senescence induction in
our model resulted from the downregulation of CDK6 in a
p21 and p16 independent manner. Senescence activation,
independent from canonical pathways (p53/p21 and p16/
Rb) has been reported previously [44, 45]. Specifically,
Rader et al. demonstrated that concomitant downregulation of both CDK4/6 by either siRNA or the pharmacological kinase inhibitor LEE011 caused cell cycle arrest,
followed by senescence in neuroblastoma [44]. Conversely,
Anders et al. have demonstrated that CDK4/6-dependent
activation of the FOXM1 transcription factor suppressed
senescence by an activation of critical G1/S genes promoting S phase entry in melanoma cells [45]. Taking these data
together suggests that functional inactivation of CDK4/6 is
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an important mechanism for cellular senescence induction
in various cancers.
Our data also indicate that miR-433 expressing cells
have the ability to affect their tumor microenvironment
by diminishing the proliferation in neighboring cells with
the induction of cellular senescence. The induction of cellular senescence and subsequent altered cell signaling has
been shown to correlate with changes in the epigenome
of cells and to promote further cancer progression [46].
Yang and colleagues demonstrated that coinjection of
senescent ovarian fibroblasts with premalignant epithelial
cells into mice induced progression of senescence-dependent carcinogenesis in vivo [47]. Additionally, senescent
cells secrete large amounts of signaling molecules, a feature known as the SASP [7]. In particular, IL6 and IL8
are known to correlate with poor survival and further
cancer development in patients presenting with EOC
[48]. Therefore, the induction of senescence by miR-433
may act to reinforce the cell’s response to uncontrollable
cell proliferation but ultimately the resultant senescent
phenotype may adversely affect the progression of the
cancer and patient survival.
In summary, this study has demonstrated how dysregulation of a single microRNA, miR-433, through its regulation of multiple protein targets results in the modulation
of cell signaling pathways to induce cellular senescence
and resistance to paclitaxel.

Acknowledgment
We acknowledge that this research was funded by Health
Research Board (grant number HRA-POR/2011/113). We
also acknowledge further financial support from the
Mater Surgical Oncology Appeal and the UCD School of
Medicine and Medical Science for enabling access to the
Nanosight NS300 platform and to support the Intercalated M.Sc. of Ms. Valerie Toh.

Conflict of Interest
None declared.
References
1. Vaughan, S., J. I. Coward, R. C. Bast Jr., A. Berchuck, J. S.
Berek, J. D. Brenton, et al. 2011. Rethinking ovarian
cancer: recommendations for improving outcomes. Nat.
Rev. Cancer 11:719–725.
2. Berns, E. M., and D. D. Bowtell. 2012. The changing view
of high-grade serous ovarian cancer. Cancer Res. 72:2701–
2704.
3. Cho, K. R., and IeM Shih. 2009. Ovarian cancer. Annu.
Rev. Pathol. 4:287–313.

755

miR-433 induces senescence and chemoresistance in OC

4. Kanakkanthara, A., P. H. Teesdale-Spittle, and J. H. Miller.
2013. Cytoskeletal alterations that confer resistance to antitubulin chemotherapeutics. Anticancer Agents Med. Chem.
13:147–158.
5. Furlong, F., P. Fitzpatrick, S. O’Toole, S. Phelan, B.
McGrogan, A. Maguire, et al. 2012. Low MAD2 expression
levels associate with reduced progression free survival in
patients with high-grade serous epithelial ovarian cancer. J.
Pathol. 226:746–755.
6. Zhang, Y., and J. M. Yang. 2011. The impact of cellular
senescence in cancer therapy: is it true or not? Acta
Pharmacol. Sin. 32:1199–1207.
7. Rodier, F., and J. Campisi. 2011. Four faces of cellular
senescence. J. Cell Biol. 192:547–556.
8. Campisi, J. 2013. Aging, cellular senescence, and cancer.
Annu. Rev. Physiol. 75:685–705.
9. Munro, S., S. M. Carr, and N. B. La Thangue. 2012.
Diversity within the pRb pathway: is there a code of
conduct? Oncogene 31:4343–4352.
10. Konstantinopoulos, P. A., and U. A. Matulonis. 2013.
Current status and evolution of preclinical drug
development models of epithelial ovarian cancer. Front.
Oncol. 3:296.
11. Kasinski, A. L., and F. J. Slack. 2011. Epigenetics and
genetics. MicroRNAs en route to the clinic: progress in
validating and targeting microRNAs for cancer therapy.
Nat. Rev. Cancer 11:849–864.
12. Ueda, T., S. Volinia, H. Okumura, M. Shimizu, C.
Taccioli, S. Rossi, et al. 2010. Relation between microRNA
expression and progression and prognosis of gastric
cancer: a microRNA expression analysis. Lancet Oncol.
11:136–146.
13. Lin, X., K. L. Rice, M. Buzzai, E. Hexner, F. F. Costa, O.
Kilpivaara, et al. 2012. miR-433 is aberrantly expressed in
myeloproliferative neoplasms and suppresses
hematopoietic cell growth and differentiation. Leukemia
27:344–352.
14. Del Vescovo, V., T. Meier, A. Inga, M. A. Denti, and J.
Borlak. 2013. A cross-platform comparison of affymetrix
and Agilent microarrays reveals discordant miRNA
expression in lung tumors of c-Raf transgenic mice. PLoS
One 8:e78870.
15. Simon, D., B. Laloo, M. Barillot, T. Barnetche, C.
Blanchard, C. Rooryck, et al. 2010. A mutation in the
30 -UTR of the HDAC6 gene abolishing the posttranscriptional regulation mediated by hsa-miR-433 is
linked to a new form of dominant X-linked
chondrodysplasia. Hum. Mol. Genet. 19:
2015–2027.
16. Gotanda, K., T. Hirota, N. Matsumoto, and I. Ieiri. 2013.
MicroRNA-433 negatively regulates the expression of
thymidylate synthase (TYMS) responsible for 5fluorouracil sensitivity in HeLa cells. BMC Cancer 13:369.

756

K. Weiner-Gorzel et al.

17. Yang, Z., H. Tsuchiya, Y. Zhang, M. E. Hartnett, and L.
Wang. 2013. The microRNA-433 inhibits liver cancer cell
migration by repressing the protein expression and
function of cAMP response element binding protein. J.
Biol. Chem. 288:28893–28899.
18. Snyder, C. M., A. L. Rice, N. L. Estrella, A. Held, S. C.
Kandarian, and F. J. Naya. 2013. MEF2A regulates the Gtl2Dio3 microRNA mega-cluster to modulate WNT signaling
in skeletal muscle regeneration. Development 140:31–42.
19. Luo, H., H. Zhang, Z. Zhang, X. Zhang, B. Ning, J. Guo,
et al. 2009. Down-regulated miR-9 and miR-433 in human
gastric carcinoma. J. Exp. Clin. Cancer Res. 28:82.
20. Guo, L. H., H. Li, F. Wang, J. Yu, and J. S. He. 2013. The
tumor suppressor roles of miR-433 and miR-127 in gastric
cancer. Int. J. Mol. Sci. 14:14171–14184.
21. Prencipe, M., P. Fitzpatrick, S. Gorman, M. Tosetto, R.
Klinger, F. Furlong, et al. 2009. Cellular senescence
induced by aberrant MAD2 levels impacts on paclitaxel
responsiveness in vitro. Br. J. Cancer 101:1900–1908.
22. Paraskevopoulou, M. D., G. Georgakilas, N. Kostoulas, I.
S. Vlachos, T. Vergoulis, M. Reczko, et al. 2013. DIANAmicroT web server v5.0: service integration into miRNA
functional analysis workflows. Nucleic Acids Res. 41:
W169–W173.
23. Wang, X., and I. M. El Naqa. 2008. Prediction of both
conserved and nonconserved microRNA targets in animals.
Bioinformatics 24:325–332.
24. Lewis, B. P., C. B. Burge, and D. P. Bartel. 2005.
Conserved seed pairing, often flanked by adenosines,
indicates that thousands of human genes are microRNA
targets. Cell 120:15–20.
25. Kertesz, M., N. Iovino, U. Unnerstall, U. Gaul, and E.
Segal. 2007. The role of site accessibility in microRNA
target recognition. Nat. Genet. 39:1278–1284.
26. Dweep, H., C. Sticht, P. Pandey, and N. Gretz. 2011.
miRWalk–database: prediction of possible miRNA binding
sites by “walking” the genes of three genomes. J. Biomed.
Inform. 44:839–847.
27. Cline, M. S., M. Smoot, E. Cerami, A. Kuchinsky, N.
Landys, C. Workman, et al. 2007. Integration of biological
networks and gene expression data using Cytoscape. Nat.
Protoc. 2:2366–2382.
28. Bindea, G., B. Mlecnik, H. Hackl, P. Charoentong, M.
Tosolini, A. Kirilovsky, et al. 2009. ClueGO: a Cytoscape
plug-in to decipher functionally grouped gene ontology and
pathway annotation networks. Bioinformatics 25:1091–1093.
29. Langdon, S. P., S. S. Lawrie, F. G. Hay, M. M. Hawkes, A.
McDonald, I. P. Hayward, et al. 1988. Characterization
and properties of nine human ovarian adenocarcinoma
cell lines. Cancer Res. 48:6166–6172.
30. Coller, H. A. 2007. What’s taking so long? S-phase entry
from quiescence versus proliferation. Nat. Rev. Mol. Cell
Biol. 8:667–670.

ª 2015 The Authors. Cancer Medicine published by John Wiley & Sons Ltd.

K. Weiner-Gorzel et al.

31. Coppe, J. P., P. Y. Desprez, A. Krtolica, and J. Campisi. 2010.
The senescence-associated secretory phenotype: the dark side
of tumor suppression. Annu. Rev. Pathol. 5:99–118.
32. Lehmann, B. D., M. S. Paine, A. M. Brooks, J. A.
McCubrey, R. H. Renegar, R. Wang, et al. 2008.
Senescence-associated exosome release from human
prostate cancer cells. Cancer Res. 68:7864–7871.
33. Yu, X., S. L. Harris, and A. J. Levine. 2006. The regulation
of exosome secretion: a novel function of the p53 protein.
Cancer Res. 66:4795–4801.
34. Chen, V. Y., M. M. Posada, L. L. Blazer, T. Zhao, and G.
R. Rosania. 2006. The role of the VPS4A-exosome pathway
in the intrinsic egress route of a DNA-binding anticancer
drug. Pharm. Res. 23:1687–1695.
35. Shedden, K., X. T. Xie, P. Chandaroy, Y. T. Chang, and G.
R. Rosania. 2003. Expulsion of small molecules in vesicles
shed by cancer cells: association with gene expression and
chemosensitivity profiles. Cancer Res. 63:4331–4337.
36. Xu, L., J. Cai, Q. Yang, H. Ding, L. Wu, T. Li, et al. 2013.
Prognostic significance of several biomarkers in epithelial
ovarian cancer: a meta-analysis of published studies. J.
Cancer Res. Clin. Oncol. 139:1257–1277.
37. Network CGAR. 2011. Integrated genomic analyses of
ovarian carcinoma. Nature 474:609–615.
38. Manning, A. L., C. Benes, and N. J. Dyson. 2014. Whole
chromosome instability resulting from the synergistic
effects of pRB and p53 inactivation. Oncogene 33:2487–
2494.
39. McClelland, S. E., R. A. Burrell, and C. Swanton. 2009.
Chromosomal instability: a composite phenotype that
influences sensitivity to chemotherapy. Cell Cycle 8:3262–
3266.
40. Veldman, T., K. T. Etheridge, and C. M. Counter. 2004.
Loss of hPot1 function leads to telomere instability and a
cut-like phenotype. Curr. Biol. 14:2264–2270.
41. Kadakkuzha, B. M., K. Akhmedov, T. R. Capo, A. C.
Carvalloza, M. Fallahi, and S. V. Puthanveettil. 2013. Ageassociated bidirectional modulation of gene expression in
single identified R15 neuron of Aplysia. BMC Genomics
14:880.
42. Courapied, S., J. Cherier, A. Vigneron, M. B. Troadec, S.
Giraud, I. Valo, et al. 2010. Regulation of the Aurora-A
gene following topoisomerase I inhibition: implication of
the Myc transcription factor. Mol. Cancer. 9:205.
43. Humbert, N., S. Martien, A. Augert, M. Da Costa, S.
Mauen, C. Abbadie, et al. 2009. A genetic screen identifies
topoisomerase 1 as a regulator of senescence. Cancer Res.
69:4101–4106.
44. Rader, J., M. R. Russell, L. S. Hart, M. S. Nakazawa, L. T.
Belcastro, D. Martinez, et al. 2013. Dual CDK4/CDK6
inhibition induces cell-cycle arrest and senescence in
neuroblastoma. Clin. Cancer Res. 19:6173–6182.
45. Anders, L., N. Ke, P. Hydbring, Y. J. Choi, H. R.
Widlund, J. M. Chick, et al. 2011. A systematic screen

ª 2015 The Authors. Cancer Medicine published by John Wiley & Sons Ltd.

miR-433 induces senescence and chemoresistance in OC

for CDK4/6 substrates links FOXM1 phosphorylation to
senescence suppression in cancer cells. Cancer Cell
20:620–634.
46. Cruickshanks, H. A., T. McBryan, D. M. Nelson, N. D.
Vanderkraats, P. P. Shah, J. van Tuyn, et al. 2013.
Senescent cells harbour features of the cancer epigenome.
Nat. Cell Biol. 15:1495–1506.
47. Yang, G., D. G. Rosen, Z. Zhang, R. C. Bast Jr., G. B.
Mills, J. A. Colacino, et al. 2006. The chemokine growthregulated oncogene 1 (Gro-1) links RAS signaling to the
senescence of stromal fibroblasts and ovarian
tumorigenesis. Proc. Natl. Acad. Sci. USA 103:16472–
16477.
48. Pinciroli, P., C. Alberti, M. Sensi, S. Canevari, and A.
Tomassetti. 2013. An IL6-correlated signature in serous
epithelial ovarian cancer associates with growth factor
response. BMC Genomics 14:508.

Supporting Information
Additional Supporting Information may be found in the
online version of this article:
Figure S1. (A) Western blot analysis of CDK6 expression
following transient transfection of pre-miR-433
(100 nmol/L) for 24 h in HeLa cells demonstrating the
downregulation of CDK6 in cells transfected with premiR-433. (B) Fluorescent micrograph showing a successful incorporation of a Cy3-labeled anti-miR-control
(shown in red) inside the cells with DAPI nuclear staining shown in blue. Cells were seeded into the four-well
chamber slides and transfected with 100 nmol/L of Cy3labeled anti-miR-control for 48 h. Subsequently the cells
were fixed counterstained with DAPI and visualized
using 405 nm excitation beam for DAPI and 559 nm for
Cy3.
Figure S2. (A) qRT-RCR analysis of miR-433 expression
in A2780, PEO1, and PEO4 cells treated with 50 nmol/L
paclitaxel for 24 and 48 h. (B) Senescence-dependent bgalactosidase activity staining on the PEO1 and PEO4
cells treated with paclitaxel for 72 h and then recovered
in full growth medium for 8 days demonstrating and
increase in positively stained PEO4 cells.
Figure S3. miR-433 is present in exosomes harvested
from miR-433-stable GCM. (A) Size distribution of vesicles isolated from miR-control and miR-433 stable cells
analyzed by Nanoparticle Tracking Technology—NanoSight demonstrating the successful isolation of vesicles
ranging from 30 to 400 nm in both cell lines. (B) Graph
representing no significant difference between mean and
mode size distribution of the vesicles derived from GCM
of either miR-control and miR-433 stable cell quantified
by Nanoparticle Tracking Technology—NanoSight (C)
Quantification of exosomes derived from GCM of either
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miR-control or miR-433 stable cells calculated with
Nanoparticle Tracking Technology—NanoSight demonstrating no significant difference in the amount of exosomes released per cells between these cell lines. (D)
Relative miR-433 expression in exosomes derived from
GCM harvested from miR-control or miR-433 stable cells
was assessed by TaqMan qRT-PCR using the comparative CT (DDCT) method. Increased miR-433 expression
was observed in the A2780 stably expressing miR-433 cell
line compared to scrambled control. Increased miR-433
expression was only present in the miR-433 stable cells
and exosomes derived from these miR-433 stable cells.
(E) Size distribution of vesicles isolated from PEO1 and
PEO4 cells analyzed by Nanoparticle Tracking Technology
—NanoSight demonstrating the successful isolation of
vesicles ranging from 30 to 400 nm in both cell lines. (F)
Graph representing no significant difference between
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mean and mode size distribution of the vesicles derived
from GCM of either PEO1 and PEO4 stable cell quantified by Nanoparticle Tracking Technology—NanoSight
(G) Quantification of exosomes derived from GCM of
either PEO1 or PEO4 cells calculated with Nanoparticle
Tracking Technology—NanoSight demonstrating no significant difference in the amount of exosomes released
per cells between these cell lines. Error bars represent
SEM. *P < 0.05, **P < 0.01, ***P < 0.001.
Table S1. Identification of candidate target genes of miR433 using seven different prediction databases. Genes positively identified by five of seven databases were used for
further analysis.
Table S2. KEGG pathway analysis of high confidence
miR-433 predicted target genes.
Table S3. List of genes which have previously been associated with cellular senescence.
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