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ABSTRACT
The epithelial mesenchymal transition (EMT) is one step in the process through which carcinoma
cells metastasize by gaining the cellular mobility associated with mesenchymal cells. This work
examines the dual influence of the TGF-β pathway and intercellular contact on the activation of
EMT in colon (SW480) and breast (MCF7) carcinoma cells. While the SW480 population revealed an
intermediate state between the epithelial and mesenchymal states, the MC7 cells exhibited highly
adhesive behavior. However, for both cell lines, an exogenous TGF-β signal and a reduction in
cellular confluence can push a subgroup of the population towards the mesenchymal phenotype.
Together, these results highlight that, while EMT is induced by the synergy of multiple signals, this
activation varies across cell types.
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Introduction

The most common type of cancer found in humans are
carcinomas, tumors arising from epithelial cells [1,2].
In both normal tissue and carcinomas, epithelial cells
utilize a transmembrane protein complex involving
E-cadherin and members of the catenin family to estab-
lish strong cellular bonds with their neighboring cells
[3,4]. These strong cell-cell bonds inhibit individual cell
movement and give epithelial cells their characteristic
adhesive properties [5].

Cells in a carcinoma can undergo the epithelial to
mesenchymal transition (EMT) [6], wherein an epithe-
lial cell loses its adhesion with its surroundings and
adopts the invasive and migratory behavior that is
characteristic of mesenchymal cells [7,8]. While this
process is beneficial during embryogenesis and wound
healing, tumor cells acquiring these characteristics can
lead to lethal consequences [6,9–11]. Characterized by
their spindle-like phenotype [5], these newly formed
mesenchymal cells can invade the microenvironment

surrounding the tumor, enter the blood stream, and
travel to a distant site in the body. Once at this distant
site, these mesenchymal cells can undergo the reverse
process, the mesenchymal epithelial transition (MET),
proliferate, and form a metastasis [6].

Many pathways have been implicated in EMT. We
have recently modeled the role of the Wnt signaling
pathway in EMT activation and the underlying biolo-
gical switch [12]. Another of the main pathways acti-
vating EMT in vivo is the transforming growth factor β
(TGF-β) pathway [13,14]. In the tumor environment,
the binding of TGF-β to TGF-β receptors (TGFβR) on
the carcinoma cell initiates an intracellular protein cas-
cade [15,16]. TGF-β binding to TGFβR leads to the
phosphorylation of the R-Smads: Smad2 and Smad3
[15]. These newly phosphorylated R-Smads then associ-
ate with the Co-Smad, Smad4, and the complex trans-
locates to the nucleus [17]. Once in the nucleus, the
Smad complex upregulates genes of the Snail family,
such as Slug [17,18]. Slug then binds with E-boxes in
the E-cadherin promoter and suppresses the
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transcription of E-cadherin [18,19]. The suppression of
E-cadherin decreases the amount of adhesion complex
molecules available to form cell-to-cell bonds.
Additionally, Slug contributes to the relocation of
E-cadherin from the membrane to the cytosol in
epithelial cells [18], further depleting the presence of
the cellular adhesion complex and thus pushing the cell
towards the mesenchymal phenotype.

Previous work has shown that a loss of cellular
junctions, and subsequent cellular contact, is associated
with increased invasiveness in carcinoma cells. This loss
of cellular adhesion results from a decrease or loss of
function in E-cadherin and, it has been shown that
restoring E-cadherin function can cause a cell to revert
back to its non-invasive behavior [1,20,21]. Although
the activation of the TGF-β pathway suppresses
E-cadherin and ultimately reduces the extent of cell-
cell contact, it is our hypothesis that existing intercel-
lular contact prevents or delays the activation of EMT.
Specifically, we believe existing cell-cell contact
encourages the epithelial phenotype and related beha-
vior in cells by promoting functional and active inter-
cellular junctions, thereby making it more difficult for
the cell to undergo EMT via TGF-β pathway activation.
In this study, we test this competition between extra-
cellular pro-epithelial (cell-cell contact) and pro-
mesenchymal (TGF-β) cues in both SW480 colon car-
cinoma cells [22] and MCF7 breast carcinoma cells
[20,23].

Materials and methods

Cell culture

SW480 (human colorectal adenocarcinoma) and MCF7
(human breast adenocarcinoma) cells were cultured and
maintained in Dulbecco’s Modification of Eagle’s
Medium (DMEM: Mediatech) supplemented with peni-
cillin-streptomycin, L-glutamine (Mediatech), Plasmocin
prophylactic (InvivoGen), and 10% heat inactivated fetal
bovine serum (FBS, Mediatech).

SW480 Confluency: In order to obtain 30% con-
fluency, 2.71 × 105 – 1.35 × 106 were seeded into a
143 cm2 tissue culture treated dish and grown to an
estimated 20–40% confluency. For 60% confluency,
5.41 × 105 – 2.71 × 106 cells per dish were grown to an
estimated 50–70% confluency. 5.41 × 106 – 2.71 × 107

cells per dish were grown to 90–100% confluency.
MCF7 Confluency: Cells were grown in 143 cm2

tissue culture treated dishes: 2.38 × 105 – 7.92 × 105

cells were seeded to each dish and grown to an esti-
mated 30% confluency. 7.92 × 105 – 1.58 × 106 cells
were seeded to each dish and grown to an estimated

50–70% confluency, and 2.38 × 106 – 1.19 × 107 cells
were grown to 90–100% confluency.

For microscopy experiments, cells were grown in four-
well chamber slides (Millipore Sigma, PEZGS0416). For
all SW480 treatment groups, 2 × 103 cells were seeded per
well. For MCF7 treatment groups at low confluence,
5 × 103 cells were seeded per well; for those at high
confluence treatment groups, 5 × 103–5 × 104 cells were
seeded per well.

For TGF-β stimulation, cells were incubated in
media with 1% FBS for 24 hours before being given
fresh media containing 1% FBS and either 3 ng/mL or
9.33 ng/mL of TGF-β (R&D Systems, 240-B-010) and
incubated for 48 additional hours.

Protein extractions

Cells were collected from tissue culture dishes using a
cell scraper. For 100% confluent treatment groups, cells
were collected from the entire dish. For dishes that
were part of the 30% and 60% treatment groups, cells
were only taken from the center of the plate where
confluence was truly 20–40% or 50–70% respectively.
Cells were placed into single cell suspension using a 22-
gauge needle, counted, and 2.5 – 5.5 × 107 cells were
collected and pelleted. Differential detergent fractiona-
tion (DDF) protein extraction adapted from McCarthy
et al. [24] was performed. For each extraction, the
Sequential Detergent Extraction (SDE) Buffer 1 was
prepared fresh as described in McCarthy et al. [24]
with a final concentration of 25% Base Buffer 1. One
mL of SDE Buffer 1 was added to the cell pellet. The
cells were resuspended in the buffer using gentle pipet-
ting and then incubated on ice for 30 min with gentle
mixing using a rocker. Samples were centrifuged for
5 min at 550×g and 4°C. The supernatant was removed
and then centrifuged for 10 min at 10600×g and 4°C.
The supernatant was then collected and held on ice.
These steps were repeated 9 times for a total of 10
extractions. All supernatants were combined and stored
at −80°C.

TGF-β ELISA

Cytosolic TGF-β1: TGF-β1 concentration was mea-
sured using the Quantikine ELISA Human TGF-β1
Kit from R&D Systems (SB100B) as described by the
manufacturer.

Quantitative polymerase chain reaction (qPCR)

RNA Extraction and cDNA Preparation: Cells were col-
lected in the same manner as described in the Protein
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Extraction section and RNA extractions were carried out
following the OMEGA bio-tek E.Z.N.A. Total RNA Kit I
Animal Cell Protocol was followed as described by the
manufacturer. For each sample, 1.5 × 106 – 3 × 106 cells
were collected and RNA was eluted in 40 μL DEPC H2O.
A concentration of 2 μg/20 μL of cDNA was then
synthesized from the RNA using the SuperScript VILO
cDNA Synthesis Kit Protocol for First-Strand cDNA
Synthesis (Invitrogen). RNA quality was checked using
a NanoDrop and Agilent Bioanalyzer.

qPCR: Primer sequences for both reference genes
(RPS17 and PUM1) [25–28] and both genes of interest
(E-cadherin and Slug) [29] are listed in Table 1.
Specificity of primers was confirmed using the NCBI
Basic Local Alignment Search Tool (BLAST). The opti-
mal primer concentration for this assay was 200nM for
each primer and primer efficiencies were determined
using a standard curve of diluted DNA. Calculated
primer efficiencies ranged from 103% to 112%.

qPCR reactions were run in triplicate using 12.5 ng
of cDNA and Power SYBR Green PRC Master Mix
(Thermo Fisher Scientific, 4367659) on the Step One
RT PCR System (Applied Biosystems). Reactions were
heated to 95.0°C for 10 minutes before 40 cycles of
95.0°C for 15 seconds and 60.0°C for 1 minute.
Following cycling, a melt curve was generated. Cycle
threshold (Ct) values with a standard deviation >0.5
were repeated and relative expression for both
E-cadherin and Slug were calculated using their Ct
values for the target and the reference genes.

Flow cytometry

Cells were collected in the same manner as described in
the Protein Extraction section. For each sample,
4 × 105–1 × 106 cells were stained. First, live cells
were identified by adding 1 μL of eBioscience Fixable
Viability Dye was added per 1 × 106 cells for 30 minutes
at 4°C in the dark. Cells were then centrifuged at 500xg
at room temperature for 5 minutes, washed with FACS
buffer (PBS containing 0.05% azide and 2% FBS), then
stained with 5 μL of phycoerythrin (PE) mouse anti-
human E-cadherin antibody (BD Biosciences, 562870)
per 1 × 106 cells for 30 minutes at 4°C. Cells were
washed twice, then fixed and permeabilized using

eBioscience IC Fixation Buffer and Permeabilization
Buffers (Thermo Fischer Scientific, 88-8824-00) as
described by the manufacturer. Cells were stained
with 5 μL of Alexa 488 mouse anti-human vimentin
antibody (BD Biosciences, 562338) per 1 × 106 cells for
20 minutes at room temperature. Samples were washed
once with 1X Permeabilization Buffer and once with
FACS buffer. Finally, cells were resuspended in FACS
buffer and analyzed on a BD LSRII flow cytometry (BD
Biosciences). As a staining control, compensation beads
(eBioscience, Thermo Fisher Scientific, 01-2222-41)
were also stained with PE mouse anti-human
E-cadherin stain and Alexa 488 mouse anti-human
vimentin stain, and fixed following staining. Gating
strategy is shown in Supplementary Figure 1.

Immunocytochemistry

Cell slides were washed 1x with PBS and then fixed for
30 minutes at room temperature in 4% paraformalde-
hyde. Cells were then washed 3x with PBS and permea-
bilized and blocked with a solution of Dako Serum-free
Protein Block and 0.1% saponin for 1 hour at room
temperature. Mouse anti-human E-cadherin antibody
(BD Biosciences, 562869) was diluted in the permeabi-
lization solution, (1:50 for SW480 cells and 1:22.5 for
the MCF7 cells), and slides were incubated overnight at
4°C. Following the incubation, the cells were washed in
PBS, and incubated in diluted (1:220) Texas Red labeled
goat anti-mouse IgG (H&L) (Abcam, ab6787) for
90 minutes. Following this incubation, cells were
washed with PBS. Alexa 488 mouse anti-human vimen-
tin (BD Biosciences, 562338) was diluted in the per-
meabilization solution to a ratio 1:50 and cells
incubated overnight in the dark at 4°C. Following the
incubation with the anti-vimentin antibody, the cells
were washed and stained with DAPI for 10 minutes.
Cells were given a final set of washes: two quick washes
and then two 10 minute washes in PBS. Cells were
mounted with Prolong Gold (Life Technologies,
P36930) and a cover slide and set for at least 4 hours
before imaging. For each treatment group (and each
technical replicate), 15 sets of non-overlapping images
were taken at 20x magnification: one image of the blue
DAPI filter, one image of the Texas Red E-cadherin
filter, and one image of the Alexa 488 vimentin filter,

Table 1. qPCR primers.
Gene Forward Sequence Reverse Sequence Refs

RPS17 AAGCGCGTGT-GCGAGGAGATCG TCGCTTCATCAGATGC-GTGACATAACCTG [26]
PUM1 TGAGGTGTGCA-CCATGAAC CAGAATGTGCTT-GCCATAGG [24]
E-CADHERIN CCCGGGACAA-CGTTTATTAC GCTGGCTCAAG-TCAAAGTCC [27]
SLUG TGGTTGCTTCAA-GGACACAT GTTGCAGTGAG-GGCAAGAA [27]
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and one bright field image using an Olympus IX81
microscope and a Hamamatsu Orca-Flash4.0 V2
Digital CMOS camera 22cu.

Neighbor Number: Using ImageJ, the DAPI back-
ground was subtracted and the image was then con-
verted to an 8.0bit image, see Supplemental Figure 2.
Using the threshold and watershed features [30], nuclei
were isolated (see Supplementary Figure 2A). Analyzing
particles that ranged in size from 500-infinity and had a
circularity of 0–1.0, the individual cellular nuclei were
numbered and a drawing of the nuclei, as well as their
corresponding numbers for each image was produced
(see Supplementary Figure 2B). Additionally, using the
analyze particles feature, ImageJ recorded the X and Y
coordinates of the center of mass of each nucleus.

To gauge the distance between nuclei of neighbor-
ing cells, 5% of the cells from each of the 30% con-
fluent + 0 ng/mL TGF-β treatment group were
chosen for each cell line. Using the DAPI nuclei
filtered image and the corresponding bright field
image, the numeric neighbor of each cell and the
distance between the center of mass of their two
nuclei was recorded. For the SW480 cells, the neigh-
boring nuclei were found to have an average distance
of 26.59 μm and a standard deviation of 12.97 μm,
while, in the MCF7 cells, the average distance
between the nuclei of neighboring cells was 29.92
μm with a standard deviation of 12.53 μm. Using
the MATLAB software, three threshold distances for
each cell line were determined: the average cellular
distance, the average cellular distance +1 standard
deviation, the average cellular distance +2 standard
deviations. Then, for each distance threshold, it was
determined how many neighbors a given cell had.

Cellular Staining Determination: Once cellular
neighbor number was established for each of the three
threshold distances, cells were divided into three cate-
gories: low number of neighbors (0–2), medium num-
ber of neighbors (3–5), and high number of neighbors
(6 or greater). Using the MATLAB software, 25 cells (or
the maximum number of cells if less than 25) were
randomly selected from each category for each treat-
ment group. Using a control image for each stain, the
brightness and contrast for each image were adjusted in
ImageJ. At each distance threshold, the staining of the
cells was determined for the chosen cells in each of the
neighbor number categories.

Statistics

TGF-β ELISA: A two-way ANOVA test was employed
to analyze whether changes in confluence and exogen-
ous TGF-β influenced the concentration of cytosolic

TGF-β for each cell line. A value of α = 0.05 was used
for analysis.

qPCR: Statistical analysis was carried out via the
REST© software [31] which uses a Pair Wise Fixed
Reallocation Randomisation Test© to determine
whether or not there was a difference in expression
between the control and treatment groups. A value of
α = 0.05 was used for analysis.

Flow Cytometry: The flow cytometry data was con-
verted into contingency tables with three levels of con-
fluence, three concentrations of exogenous TGF-β, and
four categories of staining. Chi Squared Tests of
Homogeneity were carried out [32]. A value of
α = 0.05 was used for analysis.

Immunocytochemistry: In order to analyze the
impact of neighbor number and concentration of exo-
genous TGF-β on cellular staining, Chi Squared Tests
of Homogeneity were used. A value of α = 0.05 was
used for analysis.

Results

Cytosolic TGF-β level is dependent upon cellular
confluence and exogenous TGF-β

We hypothesized that cell-cell contact counteracts the
activation of EMT by exogenous TGF-β. To test this
hypothesis, we used an ELISA to measure the level of
cytoplasmic TFG-β generated by SW480 and MCF7
cells in response to exogenous TGF-β when the cells
were at different levels of confluence. Epithelial cells
can internalize TGF-β molecules following binding to
TGF-β cellular receptors by endocytosing the receptors
through clathrin-coated vesicles [33]. Additionally,
epithelial cells are capable of producing their own
TGF-β [33,34]. Therefore, any measured intracellular
TGF-β is a combination of internalized exogenous
TGF-β and TGF-β synthesized by the cell. The concen-
tration of TGF-β was derived from 1 × 106 cells for
both SW480 (Figure 1(a)) and MCF7 (Figure 1(b))
cells. Prior to the addition of exogenous TGF-β, both
cell lines have a low level of cytoplasmic TGF-β1 pre-
sent. The addition of exogenous TGF-β and changes in
confluence significantly increased the concentration of
TGF-β (SW480, p = 0.0001; MCF7, p < 0.0001).
Interestingly, while their behavior is similar, the
SW480 cells have 2-3x as much cytosolic TGF-β present
as the MCF7 cells in the 30% confluent +9.33 ng/mL
exogenous TGF-β treatment group.

Using a cellular volume of 1.98 × 10−9mL [35], we
calculated that the average number of TGF-β molecules
in a cell. For SW480 cells, in the 100% confluent +0 ng/
mL TGF-β culture there are 3.13 × 10−8 molecules per
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cell of cytosolic TGF-β. As confluence is reduced and
exogenous TGF-β is applied, this cytosolic TGF-β value
increases to 1.15 × 10−6 molecules per cell in the 30%
confluent +9.33 ng/mL TGF-β. Likewise, for the MCF7

cells, a cell in the 100% confluent +0 ng/mL TGF-β
treatment group begins with 2.99 × 10−8 molecules per
cell, which is then increased to 4.5 × 10−7 molecules per
cell in the 30% confluent +9.33 ng/mL TGF-β treat-
ment group. The data indicate that the reduction in
confluence of the cells and the addition of exogenous
TGF-β can work together to impact the cellular
response. However, while there is an increase in the
overall concentration of TGF-β present, it is still less
than one molecule of TGF-β per cell, suggesting that it
is a subpopulation of cells experiencing an increase in
cytosolic TGF-β.

Downstream TGF-β pathway targets depend on
cellular confluence and exogenous TGF-β

With the changes in intracellular TGF-β levels based on
cell-cell contact and exogenous TGF-β reported by the
ELISAs, we investigated if those variations translated
into altered expressions of downstream targets in the
TGF-β pathway. Analysis using qPCR was used to
measure the change in relative expression of Slug, a
transcription factor that is a downstream target of
TGF-β. Further, as E-cadherin is a classic marker of
epithelial cells and can be inhibited with an increase in
Slug activity, we measured the relative change in
E-cadherin as well. Figure 2(a) shows the log relative
expression of different SW480 treatment groups to the
100% confluent +0 ng/mL exogenous TGF-β cells,
which would be considered the most epithelial baseline.
When only confluence is changed, there is only a sta-
tistically significant decrease in E-cadherin expression
(p < 0.0001), as shown by the 30% confluent +0 ng/mL
TGF-β treatment group. It is not until both confluence
is reduced and exogenous TGF-β is added that we
observe both a statistically significant decrease in
E-cadherin (p < 0.0001) and an increase in slug
(p = 0.016), as shown in the 30% confluent +9.33 ng/
mL TGF-β treatment group).

Similar analysis via qPCR was performed on the
MCF7 cells and is shown in Figure 2(b). While a
reduction in confluence alone was not enough to see
an increase in the relative expression of Slug in SW480
cells, this is untrue for the MCF7 cells. As shown in
Figure 2(b), when compared to the 100% confluent
+0 ng/mL TGF-β cells, the 30% confluent + 0 ng/mL
TGF-β cells have an increased relative expression of
Slug (p = 0.006) and a decreased relative expression
on E-cadherin (p = 0.002). Once TGF-β is added and
confluence is reduced simultaneously, like the SW480
cells, the MCF7 cells undergo a statistically significant
decrease in E-cadherin (p = 0.01) and a significantly
significant increase in Slug (p = 0.002). These results

A 

B 

Figure 1. Exogenous TGF-β is required for cellular confluence to
impact cytosolic TGF-β. Concentrations for cytosolic TGF-β for
each cell line are derived from 1 × 106 cells by ELISA. As
exogenous TGF-β is added and confluence is reduced, the
cytosolic concentration of TGF-β rises, until it saturates at a
concentration of ~25 pg/mL for SW480 cells (A) and ~9 pg/mL
for MCF7 cells (B). Using α = 0.05, it was found that the
individual effects of confluence (p < 0.0001) and exogenous
TGF-β (p < 0.0001), as well as the interaction between the two
factors (SW480, p = 0.0001; MCF7, p < 0.0001), significantly
influenced the concentration of cytosolic TGF-β in both
SW480 and MCF7 cell lines. Mean ± standard error of the
mean (SEM) is represented.
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indicate that, while the downstream targets of the two
cell lines reacted differently to the individual factors,
the collaborative influence of exogenous TGF-β and
cellular confluence resulted in significant changes in
Slug and E-cadherin expression in both cell lines.

Lack of cell-to-cell contact helps cells exhibit
mesenchymal phenotype with application of TGF-β

As the ELISA data implied that a subpopulation of cells
may be driving the changes in TGF-β levels, we analyzed
the cultures via flow cytometry to measure cellular mar-
kers on an individual cell basis. The results of this stain-
ing are shown in Figure 3. We chose E-cadherin and
vimentin as our markers for the epithelial and mesench-
ymal phenotypes, respectively. E-cadherin is a classical
marker of the epithelial phenotype due to its involve-
ment in cell-to-cell adhesion while vimentin has been
associated with the mesenchymal phenotype and inva-
sive behavior [36,37]. Therefore, an E-cadherin-only
stained cell (Figure 3(a)) would be indicative of the
epithelial phenotype while vimentin-only staining
(Figure 3(b)) would suggest that the cell had adopted
the mesenchymal phenotype. At 100% confluence +0 ng/
mL, the MCF7 population is mostly comprised of cells
that stained for E-cadherin-only, while the SW480 cells
show diverse staining patterns that is divided up between
all four staining subgroups. In particular, there is a
subpopulation of the SW480 cells that stained for both
E-cadherin and vimentin, indicating that the cells have
both epithelial and mesenchymal qualities (Figure 3(c)).
Thus, while the subpopulation break-down of the two
cell lines differs greatly, without the application of exo-
genous TGF-β, changes in confluence lead to relatively
small (although statistically significant) changes in the
protein expression in both cell lines. On the other hand,
with extracellular TGF-β, changes in confluence strongly
affect the stained subpopulations (p < 0.0001).
Specifically, we observe a decrease in the E-cadherin
only population (Figure 3(a)) and an increase in
the vimentin only population of the SW480 cells
(Figure 3(b)). The subpopulation of cells that expressed
both markers, however, remained unchanged.
Conversely, while the MCF7 cells also show a rise in
the subpopulation that expressed vimentin-only staining
(Figure 3(b)), the majority of the cell population still
stained positively for E-cadherin only (Figure 3(a)), indi-
cating that the MCF7 cells at 30% confluent +9.33 ng/
mL TGF-β were still highly epithelial.

To further investigate the influence of cellular contact
on the subpopulations, we used immunocytochemistry
staining to visualize E-cadherin and vimentin proteins.

A 

B

Figure 2. Changing confluence and TGF-β alters downstream
gene expression. The expression of downstream targets of TGF-
β, E-cadherin and Slug, were measured by qPCR. For both cell
lines, the log relative expression is shown of cells under differ-
ent conditions when compared to the 100% confluent +0 ng/
mL TGF-β using α = 0.05. In both the SW480 cells (a) and the
MCF7 cells (b), when both confluence is reduced and TGF-β is
added, we observe a significant reduction in E-cadherin expres-
sion (p < 0.0001 for the SW480 cells, p = 0.01 for the MCF7
cells) and a significant increase in Slug expression (p = 0.016 for
the SW480 cells, p = 0.002 for the MCF7 cells). These changes
are also shown in cells with both a reduction in confluence and
the addition of exogenous TGF-β (30% confluent + 9.33 ng/mL
TGF-β). For all plots, ** indicates p < 0.01 significance while *
indicates p < 0.05 significance. Data presented is
Mean + Standard Error Range.
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To quantify the cell-cell contact, we needed to develop
criteria to determine the number of neighbors a cell had
in a given field of view. First, we established the nuclei
threshold distance, and 100 cells were then randomly
selected from each treatment group (and technical

replicates) using MATLAB. Due to the large standard
deviation, this process was carried out at a threshold of
the average nuclei distance +1 standard deviation (shown
in Figure 4), as well as the average nuclei distance, and the
average nuclei distance +2 standard deviations (see

BA

DC

Figure 3. Lower cell-cell contact results in increased mesenchymal cell markers with the addition of TGF-β. SW480 and MCF7 cells
were analyzed for epithelial (E-cadherin) or mesenchymal (vimentin) markers by flow cytometry. Cells were gated for staining for
only E-cadherin (a), only vimentin (b), both markers (c), and neither marker (d) during flow cytometry experiments. Mean ± standard
error of the mean (SEM) is represented. Without the application of exogenous TGF-β, changes in confluence lead to relatively small
(although statistically significant) changes in the protein expression in both cell lines. With extracellular TGF-β, changes in confluence
strongly affect the stained subpopulations (p < 0.0001). Despite this similarity, the cell staining patterns are very different between
cell lines. The SW480 cells display a group of cells that stain for both E-cadherin and vimentin. Meanwhile, both before and after the
reduction in confluence and the addition of TGF-β, the MCF7 cell population stains primarily for E-cadherin only.
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Supplementary Figure 3). As shown in Figure 4, at 30%
confluence, using the threshold of the average distance + 1
standard deviation, the populations of cells skew right,
indicating that the majority of cells had only a few neigh-
bors at both 0 ng/mL TGF-β and 9.33 ng/mL TGF-β. In
fact, the majority of the SW480 cells at both concentrations
of TGF-β had 3–5 neighbors (Figure 4(a)) while the major-
ity of MCF7 cells had 0–5 neighbors (Figure 4(b)).

Once the range of possible neighbors for cells was
determined, we sought to understand if the number of
neighbors a cell had was related to its likelihood to
undergo EMT. Thus, the cellular neighbor number
range for the 30% confluent cells was divided into 3
categories for each cell type: low neighbor number (0–2
neighbors), medium neighbor number (3–5 neighbors),
and high neighbor number (6+ neighbors). For each
category, 25 cells (or the maximum number of cells in
that category if it was less than 25) were randomly
selected and categorized based on their staining:
E-cadherin-only, vimentin-only, dual staining, and
neither. Similar to the flow cytometry staining, these
markers tell us if a cell can be categorized as an epithe-
lial cell, a mesenchymal cell, a cell existing in an inter-
mediary state, or simply did not stain.

The staining analysis for different neighbor number
categories of the 30% confluent SW480 cells and the 30%
confluent MCF7 cells using a distance threshold of the
average nuclei distance +1 standard deviation are shown
in Figure 5. The SW480 cells exhibit variability in their
staining, as shown by the staining for all four categories in
all treatment groups. Examples of this variability in

SW480 staining are shown in Figure 6(a,b), with
E-cadherin positive staining in red and vimentin positive
staining in green. However, with the addition of TGF-β,
the SW480 cells with a few number of neighbors are those
most likely to exhibit vimentin-only staining (Figure 5
(b)). The MCF7 cells, on the other hand, exhibit far less
variability. At least 70% of the MCF7 cells in each neigh-
bor number category stained positively for E-cadherin
only, whether or not TGF-β was present (Figure 5(a)).
Examples of MCF7 staining are shown in Figure 6(c,d)
(again, E-cadherin positive staining red, vimentin positive
staining green). Despite this overwhelming E-cadherin
only staining, the cells with low cellular contact are
those most likely to exhibit either vimentin only staining
or dual E-cadherin and vimentin staining upon the addi-
tion of exogenous TGF-β (Figure 5(b,c)).

Note that the overall fluorescence expression between
the results of the flow cytometry experiments and the
immunocytochemistry experiments do differ, a result
that could be due to differences in sensitivity to the
techniques or the growing patterns of the cells, as they
were prone to grow on top of each other. However,
despite these differences, together, the results show that
with the addition of 9.33 ng/mL TGF-β, cells with limited
cell-to-cell contact are those most likely to be exhibiting
mesenchymal cell-associated staining in both cell lines.

Discussion

With the binding of exogenous TGF-β to surface recep-
tors, epithelial cells are able to endocytose TGF-β while

BA

Figure 4. The neighbor number for 30% confluent cells at a threshold of the average nuclei distance +1 standard deviation are
shown for SW480 (a) and MCF7 (b) cells, respectively. At this distance, both cell lines skew right with cells having few neighbors.
Mean ± standard error of the mean (SEM) is represented.
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also producing their own TGF-β to create a positive
feedback loop [33,34]. Therefore, measuring the con-
centration of cytosolic TGF-β helps assess the level of
TGF-β activation within the cells. Using the volume of

a single epithelial cell and the concentrations of TGF-β,
we estimated that there was <1 TGF-β molecule per cell
in the entire population. This finding would suggest
that many of the cells in each treatment group either:

BA

DC

Figure 5. The percentage of SW480 cells that stained for E-cadherin only (a), vimentin only (b), both markers (c), and neither marker
(d) in cell populations that are 30% confluent during immunocytochemistry are shown. The distance threshold is the average
neighbor distance +1 standard deviation for each cell line is shown. Like the flow cytometry results, the existence of a dual-staining
population of SW480 cells is apparent while the MCF7 cells lack this subpopulation. Further, at all three levels of cellular contact,
both with and without exogenous TGF-β, the MCF7 cells exhibit a high amount of staining for E-cadherin only.
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(1) did not have the TGF-β bind to its cellular recep-
tors, (2) did not endocytose the TGF-β that did bind to
its receptors, or (3) endocytosed the exogenous TGF-β
which was then degraded and no additional TGF-β was
produced by the cell, all of which would mean that the
TGF-β pathway was not activated in these cells. Thus,

any changes that occurred in the concentration of cyto-
solic TGF-β were driven by a small subset of cells in the
population.

As the confluence was reduced at 0 ng/mL TGF-β,
both cell lines saw a slight increase in the concentration
of cytosolic TGF-β. To understand whether this

BA

DC

Figure 6. Examples of staining in the MCF7 and SW480 cell lines with E-cadherin staining in red and vimentin staining in green. (a)
30% confluent SW40 cells with 0 ng/mL TGF-β while (b) is 30% confluent SW480 cells with 9.33 ng/mL TGF-β. (c) 30% confluent
MCF7 cells with 0 ng/mL TGF-β while (d) is 30% confluent MCF7 cells with 9.33 ng/mL TGF-β. Arrows are color coordinated: blue
arrows indicate a cell with a low number of neighbors, green indicates cells with a medium number of neighbors, and white
indicates cells with a high number of neighbors, as determined using a threshold distance of the average nuclei distance +1
standard deviation. A scale bar of 100 μm is shown in each image. (a) Arrows 1, 2, and 3 all indicate three different SW480 cells that
were classified as having a high number of neighbors that all stained differently: cell 1 has stained solely for vimentin, cell 2 for
E-cadherin only, and cell 3 has stained for both vimentin and E-cadherin simultaneously. (b) The SW480 30% confluent +9.33 ng/mL
TGF-β treatment group and cells that are classified as having different neighbor numbers all staining dually for E-cadherin and
vimentin. (c) The cell at arrow 1 has a low neighbor number and has stained faintly for E-cadherin while the cell at arrow 2 also has a
low neighbor number and has stained slightly more for E-cadherin, despite the fact that it is beginning to adopt a spindle-like
phenotype. Additionally, E-cadherin is also expressed in the cells at the green arrow and the white arrow, which have a medium
number of neighbors and a high number of neighbors, respectively. (d) With the addition of 9.33 ng/mL exogenous TGF-β, MCF7
cells with a medium (green arrow) and high (white arrow) neighbor number are positively stained for E-cadherin. Arrow 1 indicates a
cell with a low neighbor number that has not stained for either E-cadherin or vimentin, or possibly faintly stained for E-cadherin,
while arrow 2 points to a cell that also has a low neighbor number that has positively stained for vimentin.
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increase in cytosolic TGF-β corresponded with the
activation of the TGF-β pathway, qPCR analysis was
used to measure the changes in relative expression of
Slug and E-cadherin, the transcription factor and pro-
tein that are downstream targets of TGF-β, respectively.
For the SW480 cells, this change in cytosolic concen-
tration was not associated with significant changes in
the expression of Slug mRNA or E-cadherin mRNA.
For the MCF7 cells, however, the increase in cytosolic
TGF-β was associated with a significant increase in Slug
mRNA expression and a significant decrease in
E-cadherin mRNA expression, indicating that intracel-
lular EMT associated pathways had been activated.
However, as shown by the flow cytometry, even as
confluence was decreased, at 0 ng/mL TGF-β, the
MCF7 cell population was mostly still E-cadherin-only
positive in their staining, indicating that the population
was still highly epithelial in nature.

When exogenous TGF-β was added and confluence
was reduced simultaneously, both the SW480 popula-
tion and the MCF7 population saw a large increase in
the cytosolic concentration of TGF-β present. For both
cell lines, this increase in cytosolic TGF-β was asso-
ciated with a significant increase in Slug mRNA expres-
sion and a significant decrease in E-cadherin mRNA
expression, indicating that the TGF-β pathway had
been activated. Additionally, with the exogenous TGF-
β, changes in confluence strongly affected the staining
of the subpopulations for both cell lines, as shown in
the flow cytometry analysis. In the case of the SW480
cells, due to the unchanging subpopulation of dual
E-cadherin and vimentin staining cells, it can be
inferred that as cells move away from the epithelial
phenotype, they pass through an intermediate stage
before adopting mesenchymal characteristics. For the
MCF7 cells, the lack of an intermediate subpopulation
suggests that the subpopulation causing significant
changes in staining are the cells that are moving
directly from the epithelial to the mesenchymal pheno-
type. Moreover, immunocytochemistry staining shows
that the MCF7 cells most likely to cause these changes
are those with little cell-to-cell contact, suggesting that
a higher degree of cell-to-cell contact inhibits the move
towards the mesenchymal phenotype for this cell line.

This work offers insight into the upregulation of
EMT in two different cell lines. Primarily, the differ-
ences between the two cell lines studied highlight that
there is not a universal process by which EMT is
upregulated. Heterogeneity within a tumor has been
previously reported and the level of heterogeneity can
differ from tumor to tumor [38], making the option of
pursuing a common treatment plan unlikely. One
potential extension of this work should include

exploring how TGF-β receptor expression and produc-
tion of TGF-β following activation are influenced by
cellular contact. Conducting these studies both within
the treatment groups presented in this work, and in less
confluent cell cultures, could help show how position
within a tumor influences cellular response to EMT
activation via TGF-β signaling.

The two cell lines investigated in this work each pro-
vide specific insight as to further avenues of exploration.
The MCF7 cell data, in particular, suggests that, during
low exposure to TGF-β, treatment should focus on cells at
the edge of a tumor, as that is where non-epithelial cells
are most likely to exist. By preventing these cells from
transitioning, it could be possible to keep cells closer to
the center of the tumor from transitioning due to their
initial epithelial nature and their adhesion with surround-
ing cells. These findings affirm the predictions of our
recent computational model of EMT [12]. Further, the
highly epithelial nature of the MCF7 cells, despite the
addition of TGF-β, suggests that there was not enough
exogenous TGF-β added to the cell cultures to push the
cells towards phenotypic and behavioral changes.
However, previous studies have shown that MCF7 cells
can be induced to transition intomesenchymal-like cells if
two different stimuli are applied simultaneously, as in the
work carried out by Walsh and Damjanovski [39]. In this
study, insulin-like growth factor (IGF) was applied to
MCF7 cells prior to the addition of TGF-β, a combination
that resulted in EMT [39]. The results of their work in
conjunction with the work presented here suggest that an
important future experiment would be to investigate if the
activation of other EMT-related paths, such as the Wnt
pathway, in addition to the TGF-β pathway would result
in a larger subpopulation ofMCF7 cells undergoing EMT.

Unlike the MCF7 cells, in the SW480 cells we
observed a transition phase where both epithelial and
mesenchymal proteins are co-expressed before they
become fully mesenchymal. This intermediate phase
of EMT has been previously reported in other studies
and has been found to exist in circulating tumor cells.
Described as a ‘metastable’ cellular state, these cells are
thought to have the flexibility to promote or reverse the
epithelial to mesenchymal transition [38]. These pre-
vious studies and the work presented here together
suggest reversing the phenotype of this metastable tran-
sitional state could be a viable therapeutic strategy
before these cells metastasize at a distant site.

Acknowledgments

We would like to thank Dr. Sharon Lubkin for offering
constructive feedback on this work and Taylor Hensley for

CELL ADHESION & MIGRATION 73



reading this manuscript and offering his feedback and
insight.

Disclosure statement

No potential conflict of interest was reported by the authors.

Funding

We would like to acknowledge the support Dr. Gasior received
from the Research Training Group in Mathematical Biology,
funded by a National Science Foundation grant RTG/DMS –
1246991, as well as the support Dr. Bhattacharya received from
the US EPA STAR Program (EPA Grant Number R835000).
Further, we would like to acknowledge the North Carolina State
University (NCSU) Cancer Research Enhancement Fund and
the NCSU Oncology Fund for partially supporting this research;
Environmental Protection Agency [R835000];North Carolina
State University Cancer Research Enhancement Fund;

ORCID

Alyson Wilson http://orcid.org/0000-0003-1461-6212
Sudin Bhattacharya http://orcid.org/0000-0002-2360-1672

References

[1] Christofori G, Semb H. The role of the cell-adhesion
molecule E-cadherin as a tumour-suppressor gene.
Trends Biochem Sci. 1999;24(2):73–76.

[2] Weinberg R. The biology of cancer. New York (NY):
Garland science; 2013.

[3] Bolos V, Peinado H, Perez-Moreno MA, et al. The
transcription factor Slug represses E-cadherin expres-
sion and induces epithelial to mesenchymal transitions:
a comparison with Snail and E47 repressors. J Cell Sci.
2003;116(3):499–511.

[4] Berx G, Van Roy F. The E-cadherin/catenin complex:
an important gatekeeper in breast cancer tumorigenesis
and malignant progression. Breast Cancer Res. 2001;3
(5):289–293.

[5] Lee JM, Dedhar S, Kalluri R, et al. The epithelial-
mesenchymal transition: new insights in signaling,
development, and disease. J Cell Biol. 2006;172
(7):973–981.

[6] Thiery JP. Epithelial-mesenchymal transitions in
tumour progression. Nat Rev Cancer. 2002;2(6):442–
454.

[7] Kang YB, Massague J. Epithelial-mesenchymal transi-
tions: twist in development and metastasis. Cell.
2004;118(3):277–279.

[8] Onder TT, Gupta PB, Mani SA, et al. Loss of
E-cadherin promotes metastasis via multiple down-
stream transcriptional pathways. Cancer Res. 2008;68
(10):3645–3654.

[9] Polyak K, Weinberg RA. Transitions between epithelial
and mesenchymal states: acquisition of malignant and
stem cell traits. Nat Rev Cancer. 2009;9(4):265–273.

[10] Kalluri R. EMT: when epithelial cells decide to become
mesenchymal-like cells. J Clin Investig. 2009;119
(6):1417–1419.

[11] Guaita S, Puig I, Franci C, et al. Snail induction of
epithelial to mesenchymal transition in tumor cells is
accompanied by MUC1 repression and ZEB1 expres-
sion. J Biol Chem. 2002;277(42):39209–39216.

[12] Gasior K, Hauck M, Wilson A, et al. A theoretical
model of the Wnt signaling pathway in the epithelial
mesenchymal transition. Theor Biol Med Modelling.
2017;14(1):19.

[13] Yang J, Weinberg RA. Epithelial-mesenchymal transi-
tion: at the crossroads of development and tumor
metastasis. Dev Cell. 2008;14(6):818–829.

[14] Cicchini C, Laudadio I, Citarella F, et al. TGF beta-
induced EMT requires focal adhesion kinase (FAK)
signaling. Exp Cell Res. 2008;314(1):143–152.

[15] Attisano L, Wrana JL. Signal transduction by the TGF-
beta superfamily. Science. 2002;296(5573):1646–1647.

[16] Johnsen SA, Subramaniam M, Janknecht R, et al. TGF
[beta] inducible early gene enhances TGF [beta]/Smad-
dependent transcriptional responses. Oncogene.
2002;21(37):5783.

[17] Pardali E, Goumans M-J, Ten Dijke P. Signaling by
members of the TGF-β family in vascular morphogen-
esis and disease. Trends Cell Biol. 2010;20(9):556–567.

[18] Zavadil J, Bottinger EP. TGF-beta and epithelial-to-
mesenchymal transitions. Oncogene. 2005;24
(37):5764–5774.

[19] Hajra KM, Chen DY, Fearon ER. The SLUG zinc-
finger protein represses E-cadherin in breast cancer.
Cancer Res. 2002;62(6):1613–1618.

[20] Frixen UH, Behrens J, Sachs M, et al. E-cadherin-
mediated cell cell-adhesion prevents invasiveness of
human carcinoma-cells. J Cell Biol. 1991;113(1):173–
185.

[21] Birchmeier W, Behrens J. Cadherin expression in car-
cinomas: role in the formation of cell junctions and the
prevention of invasiveness. Biochim Biophys Acta.
1994;1198(1):11–26.

[22] Conacci-Sorrell M, Simcha I, Ben-Yedidia T, et al.
Autoregulation of E-cadherin expression by cadherin-
cadherin interactions: the roles of beta-catenin signal-
ing, Slug, and MAPK. J Cell Biol. 2003;163(4):847–857.

[23] Drabsch Y, Ten Dijke P. TGF-beta signaling in breast
cancer cell invasion and bone metastasis. J Mammary
Gland Biol Neoplasia. 2011;16(2):97–108.

[24] McCarthy FM, Cooksey AM, Burgess SC. Sequential
detergent extraction prior to mass spectrometry analy-
sis. Membr Proteomics: Methods Protoc.
2009;528:110–118.

[25] Lyng MB, Laenkholm AV, Pallisgaard N, et al.
Identification of genes for normalization of real-time
RT-PCR data in breast carcinomas. Bmc Cancer.
2008;8:11.

[26] Szabo A, Perou CM, Karaca M, et al. Statistical model-
ing for selecting housekeeper genes. Genome Biol.
2004;5(8):10.

[27] Nowakowska M, Pospiech K, Lewandowska U, et al.
Diverse effect of WWOX overexpression in HT29 and
SW480 colon cancer cell lines. Tumor Biol. 2014;35
(9):9291–9301.

74 K. GASIOR ET AL.



[28] Zelazowski MJ, Pluciennik E, Pasz-Walczak G, et al.
WWOX expression in colorectal cancer-a real-time quan-
titative RT-PCR study. Tumor Biol. 2011;32(3):551–560.

[29] Camp ER, Findlay VJ, Vaena SG, et al. Association for
academic surgery slug expression enhances tumor forma-
tion in a noninvasive rectal cancer model. J Surg Res.
2011;170(1):56–63.

[30] Helmy IM, Azim AMA. Efficacy of ImageJ in the
assessment of apoptosis. Diagn Pathol. 2012;7(1):15.

[31] Pfaffl MW, Horgan GW, Dempfle L. Relative expression
software tool (REST (c)) for group-wise comparison and
statistical analysis of relative expression results in real-
time PCR. Nucleic Acids Res. 2002;30(9):10.

[32] Conover WJ. Practical Nonparametric Statistics. 2nd
edn ed. New York (NY): John Wiley & Sons, Inc.; 1980.

[33] Chen YG. Endocytic regulation of TGF-beta signaling.
Cell Res. 2009;19(1):58–70.

[34] Gregory PA, Bracken CP, Smith E, et al. An autocrine
TGF-beta/ZEB/miR-200 signaling network regulates

establishment and maintenance of epithelial-
mesenchymal transition. Mol Biol Cell. 2011;22
(10):1686–1698.

[35] Tan CW, Gardiner BS, Hirokawa Y, et al. Wnt signal-
ling pathway parameters for mammalian cells. PLoS
One. 2012;7(2):16.

[36] Morel AP, Lievre M, Thomas C, et al. Generation of
breast cancer stem cells through epithelial-mesenchy-
mal transition. PLoS One. 2008;3(8):7.

[37] Kokkinos MI, Wafai R, Wong MK, et al. Vimentin and
epithelial-mesenchymal transition in human breast
cancer–observations in vitro and in vivo. Cells
Tissues Organs. 2007;185(1–3):191–203.

[38] Nieto MA, Huang RYJ, Jackson RA, et al. EMT. Cell.
2016;2016:166.

[39] Walsh LA, S D. IGF-1 increases invasive potential of
MCF 7 breast cancer cells and induces activation of
latent TGF-β1 resulting in epithelial to mesenchymal
transition. Cell Commun Signaling. 2011;9(1):10.

CELL ADHESION & MIGRATION 75


	Abstract
	Introduction
	Materials and methods
	Cell culture
	Protein extractions
	TGF-β ELISA
	Quantitative polymerase chain reaction (qPCR)
	Flow cytometry
	Immunocytochemistry
	Statistics

	Results
	Cytosolic TGF-β level is dependent upon cellular confluence and exogenous TGF-β
	Downstream TGF-β pathway targets depend on cellular confluence and exogenous TGF-β
	Lack of cell-to-cell contact helps cells exhibit mesenchymal phenotype with application of TGF-β

	Discussion
	Acknowledgments
	Disclosure statement
	Funding
	References



