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Abstract: Following metastatic spread, many hormone receptor positive (HR*) patients develop a
more aggressive phenotype with an observed loss of the HRs estrogen receptor (ER) and progesterone
receptor (PR). During metastasis, breast cancer cells are exposed to high magnitudes of fluid shear
stress (FSS). Unfortunately, the role for FSS on the regulation of HR expression and function during
metastasis is not fully understood. This study was designed to elucidate the impact of FSS on HR*
breast cancer. Utilizing a microfluidic platform capable of exposing breast cancer cells to FSS that
mimics in situ conditions, we demonstrate the impact of FSS exposure on representative HR* breast
cancer cell lines through protein and gene expression analysis. Proteomics results demonstrated
that 540 total proteins and 1473 phospho-proteins significantly changed due to FSS exposure and
pathways of interest included early and late estrogen response. The impact of FSS on response to
173-estradiol (E2) was next evaluated and gene expression analysis revealed repression of ER and
E2-mediated genes (PR and SDF1I) following exposure to FSS. Western blot demonstrated enhanced
phosphorylation of mTOR following exposure to FSS. Taken together, these studies provide initial
insight into the effects of FSS on HR signaling in metastatic breast cancer.

Keywords: metastatic breast cancer; hormone receptor positive breast cancer; fluid shear stress;
proteomics

1. Introduction

Metastatic cancer is associated with poor patient prognoses and drug resistance [1].
This is especially critical in the histologically identified hormone receptor positive (HR")
breast cancer subtype, which accounts for approximately ~70% of breast cancer cases
and relies on the estrogen receptor alpha (ER) for proliferation and tumor growth [2].
Although primary HR" tumors are known to be responsive to endocrine therapy, once
metastasized, these tumors are more aggressive and less sensitive to standard of care
endocrine therapies. The more aggressive behavior observed in HR" metastatic breast
cancer is hypothesized to occur through multiple mechanisms including: (i) loss of the
estrogen receptor (ER), (ii) acquisition of additional mutations, and/or (#ii) alterations in
estrogen and growth factor-mediated signaling cascades [3,4]. There is a need to better
understand the mechanisms driving HR* breast cancer growth and survival following
metastasis as metastatic breast cancer accounts for 90% of cancer-related deaths [1]. De-
velopment of macro-metastasis is an inefficient process, with only a minority of breast
cancer cells successfully establishing at distal tissue sites [5]. Growth at secondary sites
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requires the acquisition of abilities that promote survival in a new unfavorable microenvi-
ronment. Current studies suggest the regulation of growth and survival pathways as well
as cytokine release [5]. To date, it is unclear if these pro-survival adaptations were present
in the primary tumor or acquired during metastatic spread in the vasculature. Current
in vitro methods to study cancer metastasis are designed to interrogate cells during the
initial stages of the cascade (e.g., invasion of basement membrane) [6]. There are limited
approaches to study the later stages of the metastatic cascade in vitro. Specifically, there is
a lack of pre-clinical models that allow for the interrogation of biophysical forces exerted
on circulating cancer cells, such as fluid shear stress (FSS), the unit area of force acting
on a cell in the vasculature, which can cause genotypic and phenotypic alterations in
cancer. Physiological shear stress magnitudes vary greatly depending on the location of
the measurement from almost 0 dyn/ cm? in the microcirculation to ~120 dyn/ cm? in the
great arteries of the heart. The average FSS magnitudes imposed upon circulating cells
are 1-6 dyn/cm? and 15-20 dyn/cm? for venous and arterial flow, respectively. Most
studies investigating how exposure to FSS changes cellular phenotypes involve flowing
cells through micro-tubing using either a syringe pump or a peristaltic pump [7-10]. While
effective, the large diameter of tubing (~500 um-10 mm) limits the ability to deliver uniform
magnitudes of FSS to individual cells. Microfluidic devices are a superior alternative to
overcome this limitation and provide a greater degree of control on the durations and
magnitudes of applied FSS to single cells. Prior studies examined how FSS exposure affects
endothelial cell elongation and proliferation [11,12], tumor-endothelial cell interaction [13],
cellular deformation [14,15], drug toxicity [16], FSS-mediated epithelial to mesenchymal
transition (EMT) and cancer stem cell (CSC) biology [17-20]. Prior studies on breast cancer
have utilized the triple negative breast cancer cell line MDA-MB-231 or the hormone re-
ceptor positive cell line MCF-7. Collectively, the influence of FSS on HR" breast cancer is
understudied. There is a lack of studies designed to determine the influence of FSS on HR*
breast cancer both immediately after exposure to FSS and following extended time points
in culture. End point analysis of prior studies focused on FSS were primarily obtained
directly after exposure to FSS, with one study prolonging growth to 1 week [17-19,21].
We previously employed a microfluidic approach to examine FSS-induced deformation
of breast cancer and confirmed significant heterogeneity in the single cell response [15].
This study focused on biophysical changes in cells due to exposure to FSS and neglected
both the role of FSS on intracellular signaling and the long-term impact. To address this
limitation, we recently designed and utilized a modular microfluidic device that effectively
and accurately recapitulates the fluid shear stress that metastasizing breast cancer cells
experience while circulating through the human vasculature [22]. The modular system
consists of two separate microfluidic devices, including a shearing device containing a
single fluidic channel capable of delivering uniform magnitudes of FSS to cells that mimic
the human vasculature and a microwell trapping array capable of isolating and studying
single cancer cells. A unique feature of this device was the ability to perform both on-chip
single cell immunostaining (using the two devices) or off-chip bulk analysis with PCR or
Western blotting (using only the shearing device). The study performed here expands on
our initial work to better define how FSS alters intracellular signaling in HR* breast cancer.

2. Results

2.1. Exposure to Fluid Shear Stress Enhances Phospho-Proteins Associated with Cell Death and
DNA Damage Response in HR* Breast Cancer Cells

We have previously utilized the modular microfluidic platform to perform single cell
analysis on FSS-induced changes in markers of proliferation or protein phosphorylation [22].
We demonstrated that exposure to FSS elevated phospho-proteins in the AKT/mTOR sig-
naling pathways immediately after exposure to FSS [22]. To better understand the full scope
of intracellular signaling cascades activated by FSS, we expanded on this work and exposed
the HR* breast cancer cell line, MCF-7, to 10 dyn/cm? FSS using only the shearing device
and performed total and phospho-proteomics immediately after exposure to FSS. Compar-
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isons were made to non-shear control MCF-7 cells that were maintained in suspension but
not exposed to FSS. Results demonstrated 540 total proteins and 1473 phospho-proteins
significantly changed following exposure to FSS (Figure 1a,b). Pathway analysis was per-
formed in Enrichr [23-25] to determine trends in pathways altered by FSS exposure for both
phospho- and total proteins changed. Shared pathways of interest for both phospho- and
total proteins included mitotic spindle, G2-M checkpoint, and TGFf signaling (Figure 1c,d).
Unique pathways of interest for total protein changes demonstrated alterations to the p53
pathway, mTORCT1 signaling, and oxidative phosphorylation. Overall, there was a trend
for total protein changes to be associated with pathways commonly altered with cell death
and DNA-damage respone. An in-depth evaluation of total proteins enhanced following
exposure to FSS demonstrated increased total protein expression linked to these processes,
such as BAK1, CBX1, DNTTIP2, FOS, H2AW, H2AX, MACROH2A1, POLG2, and TOP2A
(Figure 1d). Significantly altered phospho-proteins demonstrated a similar trend favoring
pathways commonly altered with cell death and DNA-damage response with observed
changes in proteins association with the UV response and apoptosis pathways (Figure le).
Similarly to total protein changes, phosphorylation of proteins that directly regulated
DNA (p-ATRX, p-DDX21, p-H1-5, p-TP53BP1) was also observed; however, the phospho-
proteomics also demonstrated enrichment of proteins commonly associated with growth
factor and extracellular signaling responses (p-AKT1S1, p-ATP2B1, p-EIF4B, p-ERBB2,
p-IL10RB, p-IL13RA1, p-LMNA, p-MIK67, p-PSEN1, p-RET, p-RPTOR) (Figure 1f). Notably,
there was an enrichment in phospho-proteins associated with the mTOR signaling cascade
and an increase in phospho-proteins associated with early and late estrogen responses,
which was not observed in the total protein changes (Figure 1e).
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Figure 1. Fluid shear stress activates cell death and DNA damage response in hormone receptor
positive breast cancer cells. Volcano plot of significantly altered total- (a) and phospho- (b) proteins
changed in MCF-7 cells following exposure to FSS. Significantly altered pathways as identified by
Enrichr Hallmark pathways for total (c) and phospho- (e) proteins changed. Select total (d) and
phospho- (f) proteins of interest observed to be upregulated following exposure to FSS. Comparison
was to non-FSS-exposed MCEF-7 cells maintained in suspension. N = 5 biological replicates * p < 0.05
and ** p < 0.01.
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2.2. Exposure to Fluid Shear Stress Regulates HR Expression in MCF-7 Breast Cancer Cells

Proteomics data revealed alterations to proteins associated with late and early estrogen
response; however, there were no observed changes to total ER protein levels immediately
after exposure to FSS (Figure 2a) and phospho-ER was not detected at any known phospho-
site. To gain an increased understanding of the effects of FSS exposure on HR expression
and function, MCF-7 cells were exposed to FSS as described above and then either collected
immediately for gene expression analysis or seeded on tissue culture plastic (TCP) and
maintained in culture. Non-shear control MCF-7 cells were maintained in suspension
but not exposed to FSS; similarly to FSS-exposed cells, cells were collected immediately
or seeded on TCP and maintained in culture. Shear and non-shear-exposed cells were
collected at 24 h post exposure to FSS. Gene expression analysis was performed for ER and
the ER-mediated gene PR. Results demonstrated no change in gene expression immediately
after exposure to FSS or at 24 h post exposure to FSS compared to non-FSS-exposed control
cells (Figure 2b,c). To determine if FSS altered estrogen-mediated ER-regulated genes in
HR positive cells, we next exposed MCEF-7 cells to FSS and then seeded the cells in 5%
dextran stripped FBS media. After 24 h of culture, cells were treated with 17(3-estradiol
(E2) for 24 h to determine alterations in E2-mediated gene expression. After E2 treatment,
control non-shear-exposed MCF-7 cells demonstrated the expected significant increase in
expression of ER-mediated genes PR and SDF1 (Figure 2d), with increases in expression
of factors of 3.48 £ 0.11 and 2.69 £ 0.27, respectively. In contrast, MCF-7 cells exposed
to FSS did not demonstrate a significant change in gene expression for either PR or SDF1
(Figure 2e). Further, while pre-treatment with tamoxifen and ICI significantly repressed
ER expression in the non-shear-exposed MCEF-7 cells by 0.69 £ 0.01 and 0.59 & 0.06, re-
spectively, there was no change in ER expression with endocrine treatment in FSS-exposed
cells (Figure 2d,e). Both non-shear and FSS-exposed MCEF-7 cells demonstrated significant
repression of ER-mediated gene expression for PR and SDF1 with treatment of endocrine
inhibitors (Figure 2d,e). We next sought to determine if FSS altered proliferation of HR*
breast cancer cells. MCF-7 cells were grown in media free of exogenous estrogens and, after
24 h, cells were exposed to FSS and then immediately plated in a 96 well plate. Cells were
given 24 h to adhere and then treated with E2, tamoxifen, or ICI for 3 days. Despite the
observed changes in ER-mediated genes post exposure to FSS, MCF-7 cells demonstrated
no change in basal proliferation with endocrine treatment (Supplementary Figure S1).

Due to the observed alterations in endocrine-mediated HR expression after exposure
to FSS, the long-term impact of FSS on HR expression in MCF-7 cells was evaluated next.
To achieve this, MCF-7 cells were exposed to 10 dyn/cm? of FSS and then seeded in
culture on TCP in normal growth media. Non-shear control MCF-7 cells were maintained
in suspension but not exposed to FSS; similarly to FSS-exposed cells, non-shear MCF-
7 cells were seeded on TCP and maintained in culture. Following a period of growth,
shear-exposed and non-shear-exposed cells were collected at intervals of 48 h and 1, 2,
and 3 weeks and analyzed for gene expression changes. At 48 h, gene expression for ER
(0.62 £ 0.05), PR (0.58 £ 0.09), and SDF1 (0.52 % 0.10) was significantly down-regulated in
MCE-7 cells exposed to FSS compared to non-sheared control cells (Figure 3a). Repression
of ER (0.65 % 0.05) and PR (0.57 4 0.02), but not SDF1 (0.86 + 0.37) was sustained at 1 week
post exposure to FSS (Figure 3a). When evaluated at 2 and 3 weeks post exposure to FSS,
ER, PR, and SDF1 demonstrated no significant change in gene expression compared to
non-sheared MCF-7 control cells (Figure 3a). Analysis of the non-genomic ER receptor,
GPR30, demonstrated no significant change in gene expression after exposure to FSS at
48 h or longer periods in culture, suggesting that the impact of FSS exposure may be
specific to ER. To further demonstrate that the observed repression in HR gene expression is
mediated by the forces exerted by FSS, and not due to loss of adhesion while in suspension,
ER and PR gene expression for non-shear suspended and shear-exposed MCE-7 cells was
compared to that of MCF-7 cells maintained on TCP without a period of suspension. Results
demonstrated that non-shear-exposed MCF-7 had gene expression levels like adherent
MCEF-7 cells, while FSS-exposed cells had a loss of ER and PR with changes in gene
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expression of factors of 0.44 £ 0.05 and 0.46 £ 0.05, respectively. We next evaluated HR
and SDF1 gene expression in two additional cell lines, ZR-75 and MCF-7-Y537S, an MCF-7
variant with CRISPR-Cas9 genome editing to insert a constitutively active ER mutation [26].
Results from the ZR-75 cell line demonstrated a significant repression of ER (0.68 =+ 0.06) at
48 h. HR expression and SDF1 expression were not significantly different at any other time
point (Figure 3c). The MCE-7-Y537S cell line demonstrated no change in HR expression at
any time point. SDF1 gene expression was significantly enhanced at 2 days post exposure to
FSS (Figure 3d). Taken together, this suggests that exposure to FSS mediates ER expression
in cell lines with wild type (WT) ER but not in ER mutant lines.
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Figure 2. Exposure to fluid shear stress alters the transcriptional response to endocrine treatment in
hormone receptor positive breast cancer. (a) Protein expression of ER immediately after exposure
to FSS. (b,c) Gene expression of ER and PR immediately after (b) or 24 h after (c) exposure to
10 dyn/cm? FSS. (d,e) Gene expression for ER, PR, and SDFI in MCF-7 cells exposed or not exposed
to FSS followed by 24 h treatment with vehicle control (DMSO), 17-Bestradiol (E2), or pre-treatment
with tamoxifen or fulvestrant (ICI) prior to stimulation with E2. Error bars represent SEM and
*p <0.05,**p <0.01, and *** p < 0.001. NS = non-FSS-exposed MCF-7 cells maintained in suspension
but not exposed to FSS. S = FSS-exposed MCF-7 cells.
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Figure 3. Exposure to fluid shear stress represses estrogen receptor expression in hormone receptor
positive breast cancer. (a—d) Gene expression for ER, PR, SDF1, and GPR30 in HR positive breast
cancer cell lines MCF-7 (a,b), ZR-75 (c), and (d) MCF-7-Y537S after exposure to FSS followed by
growth in culture on TCP for 2, 7, 14 and 21 days. Normalization was to non-sheared MCF-7 cells
in suspension (a,c,d) or non-sheared and adherent MCF-7 cells (b). Error bars represent SEM and
*p <0.05and **p < 0.01.

2.3. Exposure to Fluid Shear Stress Induces Activation of mTOR Signaling in HR™ Breast
Cancer Cells

Our phospho-proteomics data demonstrated increased phosphorylation of growth
factor-mediated extracellular receptors such as p-RET and p-ERBB2 and downstream sig-
naling kinases p-AKT1S1, p-RPTOR, and p-EIF4B (Figure 1f), proteins which have a known
association with altered ER signaling through AKT/mTOR crosstalk [27,28]. Previous work
using the modular microfluidic device demonstrated elevated p-AKT (Ser473) and p-mTOR
(Ser2448), but not p-ER (Ser167), directly after exposure to FSS [22]. Due to this, and the
observed repression of HR expression following exposure to FSS, we next sought to deter-
mine if FSS induced long-term activation of the AKT/mTOR signaling axis. Western blot
analysis was performed for p-AKT (Ser473), p-AKT151 (Thr246), and p-mTOR (Ser2448)
in the HR" breast cancer cell lines MCF-7, ZR-75, and MCE-7-Y537S following exposure
to 10 dyn/cm? of FSS using the microfluidic device followed by seeding in culture and
growth on TCP. Non-shear control MCEF-7 cells were maintained in suspension but not
exposed to FSS; similarly to FSS-exposed cells, cells were seeded on TCP and maintained in
culture. Following a period of growth, shear-exposed and non-shear-exposed cells were
collected at intervals of 1, 2, and 3 weeks. MAPK activation was also evaluated by expres-
sion of p-ERK1/2 (Thr202/Tyr204), as it was previously demonstrated to be repressed by
exposure to FSS [22]. Following 1 week on TCP post-exposure to FSS, p-mTOR (Ser2448)
was significantly elevated by a factor of 3.89 £ 0.23 in the MCEF-7 cell line compared to the
non-sheared control cells (Figure 4a). p-mTOR levels were normalized to that of the non-
sheared MCF-7 cells at 2 weeks post exposure to FSS. There was no observed increase in
either p-AKT (Ser473) or p-AKT1S51 (Thr246) in MCE-7 cells exposed to FSS after 1 week in
culture; furthermore, p-AKT (Ser473) and p-AKT1S1 (Thr246) were significantly repressed
by 0.56 £ 0.09 and 0.79 £ 0.001, respectively, at 3 weeks compared to non-sheared control
cells (Figure 4a). There was no observed change in p-ERK1/2 (Thr202/Tyr204) at any time
point in MCE-7 cells exposed to FSS. The ZR-75 cell line demonstrated no change in p-AKT
(Ser473), p-AKT1S1 (Thr246), p-mTOR (Ser2448), or p-ERK1/2 (Thr202/Tyr204) following
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exposure to FSS and growth on TCP for 1, 2, and 3 weeks. p-mTOR (Ser2448) demonstrated
elevated phosphorylation at 1 week; however, the factor increase was variable for each
replicate and started to decrease at 2 and 3 weeks post exposure to FSS. The MCF-7-Y5375
cell line demonstrated no change in phospho-proteins at any time point (Figure 4c). p-AKT
(Ser473) and p-ERK1/2 (Thr202/Tyr204) were elevated at 1 week; however, the magnitude
of enhanced expression was variable and therefore not significant. This further suggests
that the effects of FSS exposure on HR* cells may be specific to WT ER cell lines. To
determine if activation of p-mTOR occurred in breast cancer subtypes without ER, we
next evaluated protein phosphorylation post exposure to FSS in the triple negative breast
cancer (TNBC) cell line MDA-MB-231. Results demonstrated elevated p-mTOR (Ser2448)
at 1 and 2 weeks post exposure to FSS; however, the factor increase was variable for each
replicate and not significant (Figure 4d). The TNBC cell line demonstrated no change in
phosphorylation of p-AKT (Ser473), p-AKT1S1 (Thr246), or p-ERK1/2 (Thr202/Tyr204).
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Figure 4. Exposure to fluid shear stress induces activation of mTOR signaling in hormone receptor
positive breast cancer cells. Western blot analysis for MCF-7 (a), ZR-75 (b), MCF-7-Y537S (c), and
MDA-MB-231 (d) cell lines for p-AKT, p-AKT1S1, p-ERk1/2, and p-mTOR after exposure to FSS
followed by growth in culture on TCP for 1, 2, and 3 weeks. While in culture, cells were not exposed
to FSS. Normalization was to loading control (RhoGDI) and non-FSS-exposed MCEF-7 control cells.
Non-FSS controls cells were maintained in suspension but not exposed to FSS prior to seeding on
TCP. Error bars represent SEM and * p < 0.05 and ** p < 0.01.
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Taken together, the phospho-protein Western blot data demonstrates an increase in
p-mTOR but no change in p-AKT (Ser473) or p-ERK (Thr202/Tyr204) signaling. While
our prior studies demonstrated an increase in p-AKT (Ser473) and repression in p-ERK
(Thr202/Tyr204) immediately after exposure to FSS, this was not observed following
culture of cells for 1 week and beyond. We next evaluated gene expression for genes
associated with both the mTOR and ERK1/2 signaling pathways following growth on
TCP for 1, 2, and 3 weeks post exposure to FSS. Results demonstrated that the mTORC2-
associated gene RICTOR was significantly repressed by a factor of 0.68 &+ 0.03 in MCF-7 cells
following 1 week of growth after exposure to FSS compared to non-FSS-exposed control
cells (Figure 5a). This trend was not observed in the ZR-75 or MCF-7-Y537S cell lines
(Figure 5b,c). Exposure to FSS significantly repressed the MAPK effectors JUN, c-FOS, and
FRA2 by factors of 0.34 & 0.14, 0.30 &= 0.11, and 0.67 £ 0.07, respectively, in MCF-7 cells at
1 week post exposure to FSS compared to non-FSS-exposed control cells (Figure 5d). There
were no changes to MAPK effectors in the ZR-75 or MCF-7-Y537S cell lines (Figure 5e,f).
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Figure 5. Exposure to fluid shear stress does not alter transcription of mTOR- and MAPK-associated
genes in hormone receptor positive breast cancer. (a—f) Gene expression in HR positive breast cancer
cell lines MCF-7 (a,d), ZR-75 (b,e), and MCEF-7-Y537S (c,f). Normalization was to non-sheared MCF-7
cells maintained in suspension followed by seeding in culture on TCP for 7 and 14 days. While in
culture, cells were not exposed to FSS. Error bars represent SEM and * p < 0.05 and ** p < 0.01.

3. Discussion

Metastatic HR* breast cancer has a response rate of 30% to endocrine therapy [29],
suggesting the need to better understand signaling cascades activated in HR* breast
cancer in the metastatic setting. To better inform signaling cascades activated during
cancer metastasis, we performed proteomics on HR* breast cancer cells exposed to FSS.
Our proteomics data demonstrated enhanced phosphorylation of proteins associated with
growth factor signaling cascades with observed increases in phosphorylated HER2, AKT1S51,
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RET, and RPTOR (Figure 1). Further, Western blot confirmed the activation of p-mTOR in
HR* breast cancer cell lines with WT ER but not in the mutant ER cell line. The increased
phosphorylation of mTOR signaling is in accordance with prior studies that demonstrated
metastatic HR* breast cancer had amplifications and mutations to the AKT pathways [29].
Further, activation of the AKT/mTOR pathway is observed in metastatic tumors [30-32],
and increased phosphorylation of AKT, mTOR, and HER?2 correlate with poor outcome
for disease-free survival [33]. While additional tests are required, the data presented here
would suggest exposure to FSS-induced mTOR signaling in the metastatic setting in HR*
cancer cells with WT ER. Evaluation of prior published work on the MCF-7-Y537S mutant vs.
WT MCEF-7 cells demonstrates that the ER mutant cell line has elevated pathways associated
with mTORC]1 signaling [4,34]. Further, our phospho-proteomics studies demonstrated
elevated levels of proteins in pathways associated with estrogen response and the p53
pathway. These pathways are also observed to be different in the MCF-7-Y537S and MCF-7
WT ER cell lines. While additional studies are required, the study performed draws initial
insight on FSS survival pathways that may be enhanced in ER mutant cell lines.

In addition to mTOR, the increased phosphorylation of HER2 signaling is also in
accordance with prior studies, where metastatic HR* breast cancer had enhanced HER2
signaling [29]. The observed increased p-HER2 (5807) in the proteomics data is not currently
well described or documented in tumor data. The evaluation of HER2 phosphorylation
in HER? low tumors warrants further investigation to enhance targeted therapy options
for metastatic setting in HR* breast cancer. Prior clinical trials evaluating treatment of
breast cancer in the metastatic setting demonstrated that breast cancer patients with low
HER?2 expression responded well to trastuzumab deruxtecan with increased overall patient
survival [35]. While not evaluated in this study, additional phospho-protein targets of
interest from the proteomic data included p-RET (5699). Prior RNA sequencing studies of
primary and matched brain metastasis have identified RET as a highly upregulated kinase
in breast cancer [27]. Further, RET expression is observed to correlate with ER expression
and activate ER phosphorylation [36]. A direct link between RET and HR expression has not
yet been made; however, RET is observed to be elevated in ER* luminal B breast cancers,
which historically have loss of PR [27]. The link between RET and ER* breast cancer
suggests RET expression can modulate breast cancer cell motility and metastasis [36,37].
Further studies are needed to evaluate the connection between RET phosphorylation and
patient outcome [38]. While not yet in clinical trial for breast cancer, RET has recently
been propsed as a novel target for ER fusion and mutant breast cancers [27,39]. RET
activity was not further evaluated in this study; however, future studies should aim to
determine the role of RET and HR expression (Figure 6). In addition to defining phospho-
proteins altered with exposure to FSS, this study demonstrates loss of HR expression in
WT ER cell lines following exposure to FSS (Figure 3). Further, the ER mutant cell line that
displays constitutive active ER did not demonstrate a loss of ER or PR expression. Loss of
both PR and ER is more commonly observed in metastatic tumors compared to matched
primary tumors. In a meta-analysis of 39 studies in the metastatic setting, 22.5% of tumors
converted from ER* to ER™ between the primary and secondary site [40]. Others found
that 30.63% of ER" and 33.97% of PR* patients’ primary tumors converted from positive to
negative after metastasis [41]. The positive to negative switch of both ER and PR were also
associated with worse survival when compared to persistent positivity [41]. The conversion
of HR* primary breast tumors to HR™ in the secondary site has been documented by
many clinical studies [40,41]. To date, it is undetermined what causes this cellular loss of
HR. One mechanism may be in the increased phosphorylation of p-mTOR in HR" breast
cancer cells following exposure to FSS. HER2 and mTOR are known mediators of PR
expression and these signaling pathways regulate ER function [42,43]. The initial results
of this study suggest FSS activation of growth factor signaling and loss of HR expression;
however, one limitation to this study was the collection and evaluation of cells through
bulk analysis. Our prior work utilizing single cell evaluation of cancer cells exposed to
FSS demonstrated that the levels of p-AKT and p-mTOR activation varies at the single cell



Int. J. Mol. Sci. 2024, 25,7119

10 of 16

level [22]. Additional studies interrogating protein activation and HR expression on select
cell populations would enhance the understanding of the impact of FSS on HR expression
in the metastatic setting. Further, the observed variability from the bulk analysis and loss of
protein activation over time may be dampened through additional single cell analysis. The
study presented here provides initial groundwork for uncovering mechanisms of hormone
receptor conversion and suggests that exposure to FSS induces the activation of growth
factor signaling; specifically, the data suggest AKT/mTORCI signaling is activated by FSS.
Currently, both mTOR inhibitors and inhibitors to upstream mTOR mediators, such as RET,
are candidate therapies for metastatic HR* breast cancer [27,39] (Figure 6).

HR+ Breast Cancer with WT ER

ER
$RET) ( P

HR+ Breast Cancer with Mutant ER

E
ReT 1 unknown RET RET  unknown
mTORf 4 mTOR \3 5\33 D mTOR unknown

‘ mTOR PR
C.
Altered expression/phosphorylation Regulator of ER | Regulation of ER Endocrine
Protein ER mutant Metastatic sites expression function resistance Therapeutic
RET Expression Phosphorylation Undetermined Yes Yes Pralsetinib
mTOR Phosphorylation Phosphorylation Yes Yes Yes Everolimus

Figure 6. Overview of FSS impact on HR* breast cancer. (a,b) Proposed pathway activity and HR
expression in WT ER (a) and mutant ER (b) breast cancer cell lines before and after exposure to
FSS. Made with Biorender. (b) Proposed protein targets of FSS and the known association with HR
expression, metastatic expression, and potential therapeutic targets. (¢) Known associations of ER
with RET and mTOR in primary and metastatic HR* breast cancer.

4. Materials and Methods
4.1. Cells and Culture Reagents

MCEF7, ZR75, and MDA-MB-231 human breast cancer cells were purchased from ATCC.
The MCF-7-Y537s human breast cancer cells were provided by the lab of Dr. Simak Ali.
MCEF-7-Y537S cells were generated and maintained as previously described [26]. All other
cell lines were cultured in Dulbecco’s Modified Eagle Medium (DMEM; Gibco, Waltham,
MA, USA, 11965-092) supplemented with 10% v/v HyClone Cosmic Calf Serum (Cytiva
SH30087.03, Marlborough, MA, USA), 1% MEM Amino Acids (Gibco, 11130051), 1% MEM
Non-Essential Amino Acids (Gibco, 11140076), 1% Antibiotic/ Antimycotic (Gibco, 15240-
062), and 0.048 pg/mL Insulin (Gibco, 12585-014). Cells were maintained in T-182.5 (VWR,
Radnor, PA, USA) flasks in a humidified incubator at 37 °C and 5% v/v CO,. The cells
were subcultured when confluent by first washing the cells with 1X phosphate-buffered
saline (PBS: 137 mM NaCl, 10 mM Na,HPOy,, 27 mM KCl, and 1.75 mM KH;PO4 at pH 7.4)
and then detaching the cells with 3.7 mM UltraPure™ 0.5 M EDTA, pH 8.0 (Thermofisher,
Waltham, MA, USA 15575020) diluted in 1X PBS. Cells were then transferred into a new
cell culture flask. Cells used for experimentation were from flasks at 80-90% confluence.
They were lifted by first washing cells with 1X PBS and then detaching them with StemPro
Accutase (Thermofisher, A1110501). For the estrogen stimulation experiments, HR* cancer
cells were placed in media free of exogenous estrogens, phenol free, and supplemented
with 5% Dextran stripped FBs, 1% glutamax, 1% MEM Amino Acids, and 1% MEM Non-
Essential Amino Acids (Gibco, Billings, MT, USA 11140076) 24 h prior to the shearing
event. Those cells were sheared and plated in stripped media until collection. Cells sheared
for 1-, 2- and 3-week timepoints were plated in full estrogenic media in a T182.5 flask
until collection.
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4.2. Exposing Cells to Fluid Shear Stress Using the Microfluidic Device

The design and fabrication of the silicon master wafer used for the devices is described
in our prior work [22]. The shearing microfluidic device consisted of a single fluidic
channel (1 m long, 70 pm wide, and 100 um tall) fabricated by polydimethylsiloxane
(PDMS) replication from the silicon wafer. The PDMS replicas (Sylgard 184, Ellsworth
Adhesives, Germantown, WI, USA) were made by mixing a 10:1 ratio of base to curing
agent followed by degassing in a vacuum chamber to delete any bubbles. The PDMS
mixture was poured into the silicon master and cured for 12 h at 65 °C. Once completed,
the PDMS replicas were cut to size with an X-Acto knife and removed from the silicon
master. The inlet and the outlet were made by using a blunted 18-gauge needle. Finally, the
PDMS replica was bonded to a 25 mm x 75 mm glass slide using an O, Harrick Plasma
PDC-32G basic plasma cleaner (Harrick Plasma, Ithaca, NY, USA) for 2 min and 30 s and
then exposed to plasma for 15 s. the devices were left for at least 24 h to ensure proper
bonding between PDMS and glass. A 15-cm-long section of Tygon tubing (0.022” inner
diameter x 0.042” outside diameter, Cole-Parmer, Vernon Hills, Illinois, USA) per device
was cut and used to connect the inlet of the device to a 23-gauge needle connected to a
1 mL syringe. A length of 14 cm of tubing was used to connect the outlet of the device to
a microcentrifuge tube to collect the cells post shearing. To prevent clumping and help
maintain a single-cell suspension inside the syringe, all cell suspensions were diluted to
500,000 cells per 1 mL syringe and supplemented with 0.5% Pluronic™ F-68 Non-ionic
Surfactant (100X) (Thermofisher, #24040032). A 10-syringe syringe pump (KDS 220CE, KD
Scientific, Holliston, MA, USA) was used for all FSS exposure experiments to allow for an
increased number of shearing devices per experiment to obtain sufficient cellular yields for
all proteomics, gene expression, and Western blot studies.

4.3. Proteomics

Proteomics was performed through core services provided by the IDeA National
Resource for Quantitative Proteomics. The samples used for proteomic/phospho-proteomic
analysis were MCF-7 cells stripped for 24 h prior to the shearing event. The cells were
loaded into the 1 mL syringe at a concentration of 500,000 cells/mL of stripped media,
sheared, and collected immediately (on ice) post-shear.

In brief, methods as provided by the core are: CME bHPLC phosphoTMT
Methods—Orbitrap Eclipse was performed through the following methods. Total protein
from each sample was reduced, alkylated, and purified by chloroform/methanol extrac-
tion prior to digestion with sequencing grade modified trypsin/LysC (Promega, Madison,
WI, USA). Tryptic peptides were labeled using a tandem mass tag 10-plex isobaric label
reagent set (Thermo) and enriched using High-Select TiO, and Fe-NTA phospho-peptide
enrichment kits (Thermo) following the manufacturer’s instructions. Both enriched and un-
enriched labeled peptides were separated into 46 fractions on a 100 x 1.0 mm Acquity BEH
C18 column (Waters, Milford, MA, USA) using an UltiMate 3000 UHPLC system (Thermo)
with a 50 min gradient from 99:1 to 60:40 buffer A:B ratio under basic pH conditions, and
then consolidated into 18 super-fractions. Each super-fraction was then further separated
by reverse phase XSelect CSH C18 2.5 um resin (Waters) on an in-line 150 x 0.075 mm
column using an UltiMate 3000 RSLCnano system (Thermo). Peptides were eluted using a
75 min gradient from 97:3 to 60:40 buffer A:B ratio. Eluted peptides were ionized by electro-
spray (2.4 kV) followed by mass spectrometric analysis on an Orbitrap Eclipse Tribrid mass
spectrometer (Thermo) using multi-notch MS3 parameters. MS data were acquired using
the FTMS analyzer in top-speed profile mode at a resolution of 120,000 over a range of 375
to 1500 m/z. Following CID activation with normalized collision energy of 31.0, MS/MS
data were acquired using the ion trap analyzer in centroid mode and normal mass range.
Using synchronous precursor selection, up to 10 MS/MS precursors were selected for HCD
activation with normalized collision energy of 55.0, followed by acquisition of MS3 reporter
ion data using the FTMS analyzer in profile mode at a resolution of 50,000 over a range of
100-500 m /z.
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Buffer A = 0.1% formic acid, 0.5% acetonitrile

Buffer B = 0.1% formic acid, 99.9% acetonitrile

Both buffers adjusted to pH 10 with ammonium hydroxide for offline separation
Data analysis—phosphoTMT

Proteins were identified and reporter ions quantified by searching the UniprotKB
database restricted to Homo sapiens (June 2021) using MaxQuant (Max Planck Institute,
version 2.0.3.0) with a parent ion tolerance of 3 ppm, a fragment ion tolerance of 0.5 Da,
a reporter ion tolerance of 0.001 Da, trypsin/P enzyme with 2 missed cleavages, variable
modifications including oxidation on M, Acetyl on Protein N-term, and phosphorylation
on STY, and fixed modification of Carbamidomethyl on C. Protein identifications were
accepted if they could be established with less than 1.0% false discovery. Proteins identified
only by modified peptides were removed. Protein probabilities were assigned by the
Protein Prophet algorithm [44]. TMT MS3 reporter ion intensity values are analyzed for
changes in total protein using the unenriched lysate sample. Phospho (STY) modifications
were identified using the samples enriched for phosphorylated peptides. The enriched and
un-enriched samples are multiplexed using two TMT10-plex batches, one for the enriched
and one for the un-enriched samples.

Following data acquisition and database search, the MS3 reporter ion intensities were
normalized using ProteiNorm [45]. The data were normalized using cyclic loess [46] and
analyzed using proteoDA to perform statistical analysis using Linear Models for Microarray
Data (limma) with empirical Bayes (eBayes) smoothing to the standard errors [46,47]. A
similar approach is used for differential analysis of the phospho-peptides, with the addition
of a few steps. The phospho-sites were filtered to retain only peptides with a localization
probability of >75%, filter peptides with zero values, and log2 transformed. Limma was
also used for differential analysis. Proteins and phospho-peptides with an FDR-adjusted
p-value < 0.05 and an absolute factor change >2 were considered significant.

4.4. Western Blotting

A 10-syringe syringe pump (KDS 220CE, KD Scientific) was used for FSS exposure,
providing shearing events of multiple microfluidic devices at one time. After passing
through the shearing device (sheared) or suspended (non-sheared), cells were seeded on
tissue culture plastic and grown in culture. Cells exposed to FSS were pooled from multiple
microfluidic devices to achieve appropriate cell numbers for growth in culture. Cells
were lysed using 150 L. Mammalian Protein Extraction Reagent (M-PER) (Thermofisher
78501) with 1X protease (Thermofisher 1862209) and phosphatase inhibitors (Thermofisher
1862495). The lysed pellets were then centrifuged at 10,000 rpm at 4 °C for 10 min. A
standardized amount of total protein was added to a new 1.5 mL microcentrifuge tube,
~20 ng per well. Reducing agent (Life Technologies, Carlsbad, CA, USA, B0009) and
NuPAGE LDS sample buffer (Life Technologies B0007) were added to the samples per
manufacturer’s protocol then the proteins were heat denatured at 100 °C for 10 min. The
samples were then run on Bis-Tris-NuPAGE gel (Invitrogen, Grand Island, NY, USA) in
the Invitrogen mini gel tank (A25977) at 100 V for 1 h. Using iBlot and iBlot transfer
stacks per manufacturer’s protocol (Invitrogen, Grand Island, NY, USA), protein was
transferred to nitrocellulose from the gels. The blots were blocked by incubation in 3% milk.
After blocking, the membrane was incubated with primary antibody overnight at room
temperature for p-AKT (Ser473) (Cell Signaling Technologies, Danvers, MA, USA, #4060),
p-pras40(Thr246) (Cell Signaling Technologies, #2997), p-mTOR (Ser2448) (Cell Signaling
Technologies, #5536), and p-ERK1/2 (Thr202/Tyr204) (Cell Signaling Technologies, #9101)
(diluted 1:1000 in 3% milk). After incubation with primary antibody, the membrane was
washed in 1X TBS-T three times for ten minutes each and incubated for 1 h in IRDye®
800 CW secondary antibody (LI-COR Bioscience, Lincoln, NE, USA) at room temperature
(1:10,000 dilution in 3% milk). Next, the nitrocellulose blotting papers were washed three
times for ten minutes each in 1X TBS-T. Band density was determined using a LI-COR
Odyssey imager. Rho GDI-« (Santa Cruz Biotechnology, Santa Cruz, CA, USA sc-373724)
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diluted 1:500 in 3% milk was utilized as the protein loading control. Normalization was to
loading control (Rho GDI-«).

4.5. gqRT-PCR

The 10-syringe syringe pump described above was used for FSS exposure. After
passing through the shearing device (sheared) or suspended (non-sheared), cells were
either (1) collected immediately after FSS exposure on ice in a 1.5 mL microcentrifuge tube
or (2) seeded on tissue culture plastic and grown in culture. Cells exposed to FSS were
pooled from multiple microfluidic devices to achieve appropriate cell numbers for growth
in culture and RNA. For estrogen-mediated gene expression, 24 h prior to the shearing
event, the cells were washed with 1X PBS and stripped media was applied to the surface of
the growth flask (TCP). The cells were then sheared in stripped media and directly plated
in T25 cell culture flasks in stripped media and allowed to adhere for 24 h. Cells were
then treated with 100 uM 4-hydroxytamoxifen or Fulvestrant (Selleckchem, Houston, TX,
USA), and after four hours of treatment, cells were treated with 100 pM 173-estradiol (E2)
(Sigma-Aldrich St. Louis, MO, USA) or vehicle control. After 24 h, cells were collected
for RNA extraction with a Qiagen RNeasy kit (Qiagen, Valencia, CA, USA) per manufac-
turer’s protocol, cDNA synthesis was performed with a BioRad iscript cDNA supermix
(BioRad, Hercules CA, USA) from 1000 pg total RNA, and qRT-PCR was performed for
relative gene expression of ER, PR, and SDF1 with a BioRad CXC96 thermocycler run using
the manufacturer’s protocol and BioRad Sybr green (BioRad, Hercules, CA, USA). For
non-estrogen-mediated gene expression studies, cell pellets were collected in 10% FBS,
and RNA extraction and cDNA synthesis was performed as described above. Genes ana-
lyzed were ER (F-GGCATGGTGGAGATCTTCGA, R-CCTCTCCCTGCAGATTCATCA), PR
(F-TACCCGCCCTATCTCAACTACC, R-TGCTTCATCCCCACAGATTAAACA), SDF1 (F-
ACACTCCAAACTGTGCCCTTCA, R-CCACGTCTTTGCCCTTTCATC), GPR30 (F-CTGCT
TCTGTTTCGCGGATG, R-ACCCGGACAATGAGGGAGTA), JUN (F-GAGCTGGAGCGCC
TGATAAT, R-CCCTCCTGCTCATCTGCAC), ¢-FOS (F-CAGACTACGAGGCGTCATCC, R-
TCTGCGGGTGAGTGGTAGTA), FRA1 (F-CGAAGGCCTTGTGAACAGAT, R-CTGCAGCC
CAGATTTCTCAT), FRA2 (F-CATCTCCCTCCGAATCCTGC, R-AGTGGGGGAGTTCAAG
GAGT), RPTOR (R-, F-), RICTOR (F-TTCGTCTTCCTCTACCTGTTGTG, R-TTGGCAAGCA
GTGTAAATGATGG), DEPTOR (F-CACCATGTGTGTGATGAGCA, R-TGAAGGTGCGCT
CATACTTG), and RHEB (F-ATCCTCTCCTTCCACCCTCAAATC, R-AGCCACCAAACAA
ATGAAATCCC). Normalization was to B-ACTIN (F-TGAGCGCGGCTACAGCT, R-CCTTA
ATGTCACACACGATT) housekeeping gene and non-sheared control cells designated as
1. Factor change was determined using the 2-AACt method. Significant difference was
p-value < 0.05.

4.6. Crystal Violet Cell Stain

After shearing at a density of 500,000 cells/mL, 10,000 cells per well were plated in
triplicate in a 96-well plate in stripped media. They were drugged at a final concentration of
(100 pM) 173-estradiol, (100 nM) Tamoxifen, and (100 nM) Fulvestrant (ICI) in the 96-well
plate after 24 h in culture. The inhibitors were added 4 h before the E2, and DMSO was
used as a vehicle control. Cells were collected after 3 days in culture and the plates were
stained using 0.33% crystal violet in 20% methanol. The stains were quantified by eluting
in 1% SDS and reading at 570 nm on a 96-well plate spectrophotometer.

4.7. Statistical Analysis

One sample t and Wilcoxon tests were used to analyze the statistical significance
between non-sheared (suspended) populations of cells and sheared populations (Graph
Pad Prism V.4). p-values < 0.05 were considered statistically significant.

Supplementary Materials: The following supporting information can be downloaded at:
https:/ /www.mdpi.com/article/10.3390/ijms25137119/s1.


https://www.mdpi.com/article/10.3390/ijms25137119/s1

Int. J. Mol. Sci. 2024, 25,7119 14 of 16

Author Contributions: Conceptualization, E.C.M. and A.T.M.; methodology, E.C.M., A.T.M. and
M.E.B,; validation, ].C., B.A.O.Q., AM.H. and E.PL.; formal analysis, ].C., B.A.0.Q., AM.H. and EPL.;
resources, E.C.M., A.TM. and M.E.B.; writing—original draft preparation, E.C.M. and J.C.; writing—
review and editing, E.C.M., A TM., M.E.B,, ].C,, B.A.O.Q., EP.L. and A M.H.; funding acquisition,
E.C.M. and A.T.M. All authors have read and agreed to the published version of the manuscript.

Funding: This work was funded by the National Institute of Health (R03CA262944, ECM, and ATM).
Proteomics work was supported by the IDeA National Resources for Quantitative Proteomics and
NIH grant R24GM137786.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: Proteomic data is deposited in MassIVE with data set identifiers:
MassIVE MSV000092544 PRIDE PXD044154 (ftp:/ /massive.ucsd.edu/MSV000092544 /) (accessed on
10 April 2024).

Acknowledgments: The authors are grateful for the contribution of MCF-7-Y537S cells from the lab
of Simak Ali.

Conflicts of Interest: The authors declare no conflicts of interest.

References

1.  Steeg, P.S. Tumor metastasis: Mechanistic insights and clinical challenges. Nat. Med. 2006, 12, 895-904. [CrossRef]

2. Sini, V,; Cinieri, S.; Conte, P.; De Laurentiis, M.; Di Leo, A.; Tondini, C.; Marchetti, P. Endocrine therapy in post-menopausal
women with metastatic breast cancer: From literature and guidelines to clinical practice. Crit. Rev. Oncol. 2016, 100, 57-68.
[CrossRef]

3. Hanker, A.B.; Sudhan, D.R.; Arteaga, C.L. Overcoming Endocrine Resistance in Breast Cancer. Cancer Cell 2020, 37, 496-513.
[CrossRef]

4. Dustin, D.; Gu, G.; Fuqua, S.A.W. ESR1 mutations in breast cancer. Cancer 2019, 125, 3714-3728. [CrossRef]

5. Massagué, J.; Obenauf, A.C. Metastatic colonization by circulating tumour cells. Nature 2016, 529, 298-306. [CrossRef]

6. Hapach, L.A; Mosier, ].A.; Wang, W.; Reinhart-King, C.A. Engineered models to parse apart the metastatic cascade. npj Precis.
Oncol. 2019, 3, 1-8. [CrossRef]

7.  Regmi, S; Fu, A.; Luo, K.Q. High Shear Stresses under Exercise Condition Destroy Circulating Tumor Cells in a Microfluidic
System. Sci. Rep. 2017, 7, 39975. [CrossRef]

8.  Ma,S,; Fu, A,; Chiew, G.G.Y,; Luo, K.Q. Hemodynamic shear stress stimulates migration and extravasation of tumor cells by
elevating cellular oxidative level. Cancer Lett. 2017, 388, 239-248. [CrossRef]

9. Alvarado-Estrada, K.; Marenco-Hillembrand, L.; Maharjan, S.; Mainardi, V.L.; Zhang, Y.S.; Zarco, N.; Schiapparelli, P.; Guerrero-
Cazares, H.; Sarabia-Estrada, R.; Quinones-Hinojosa, A.; et al. Circulatory shear stress induces molecular changes and side
population enrichment in primary tumor-derived lung cancer cells with higher metastatic potential. Sci. Rep. 2021, 11, 1-16.
[CrossRef]

10. Masiello, T.; Dhall, A.; Hemachandra, L.P.M.; Tokranova, N.; Melendez, J.A.; Castracane, J. A Dynamic Culture Method to
Produce Ovarian Cancer Spheroids under Physiologically-Relevant Shear Stress. Cells 2018, 7, 277. [CrossRef]

11. DeStefano, J.G.; Williams, A.; Wnorowski, A.; Yimam, N.; Searson, P.C.; Wong, A.D. Real-time quantification of endothelial
response to shear stress and vascular modulators. Integr. Biol. 2017, 9, 362-374. [CrossRef]

12. Yoshino, D.; Sakamoto, N.; Sato, M. Fluid shear stress combined with shear stress spatial gradients regulates vascular endothelial
morphology. Integr. Biol. 2017, 9, 584-594. [CrossRef]

13. Mina, S.G.; Huang, P; Murray, B.T.; Mahler, G.J. The role of shear stress and altered tissue properties on endothelial to
mesenchymal transformation and tumor-endothelial cell interaction. Biomicrofluidics 2017, 11, 044104. [CrossRef]

14. Piergiovanni, M.; Galli, V.; Holzner, G.; Stavrakis, S.; DeMello, A.; Dubini, G. Deformation of leukaemia cell lines in hyperbolic
microchannels: Investigating the role of shear and extensional components. Lab A Chip 2020, 20, 2539-2548. [CrossRef]

15. Landwehr, G.M.; Kristof, A.].; Rahman, S.M.; Pettigrew, ]. H.; Coates, R.; Balhoff, ].B.; Triantafillu, U.L.; Kim, Y.; Melvin, A.T.
Biophysical analysis of fluid shear stress induced cellular deformation in a microfluidic device. Biomicrofluidics 2018, 12, 054109.
[CrossRef]

16. Feng, S.; Mao, S.; Zhang, Q.; Li, W,; Lin, J.-M. Online Analysis of Drug Toxicity to Cells with Shear Stress on an Integrated
Microfluidic Chip. ACS Sensors 2019, 4, 521-527. [CrossRef]

17.  Triantafillu, U.L.; Park, S.; Klaassen, N.L.; Raddatz, A.D.; Kim, Y. Fluid shear stress induces cancer stem cell-like phenotype in
MCF7 breast cancer cell line without inducing epithelial to mesenchymal transition. Int. ]. Oncol. 2017, 50, 993-1001. [CrossRef]

18. Pan, M.-R;; Hou, M.-F;; Ou-Yang, E; Wu, C.-C.; Chang, S.-J.; Hung, W.-C.; Yip, H.-K.; Luo, C.-W. FAK is Required for Tumor

Metastasis-Related Fluid Microenvironment in Triple-Negative Breast Cancer. J. Clin. Med. 2019, 8, 38. [CrossRef]


ftp://massive.ucsd.edu/MSV000092544/
https://doi.org/10.1038/nm1469
https://doi.org/10.1016/j.critrevonc.2016.02.008
https://doi.org/10.1016/j.ccell.2020.03.009
https://doi.org/10.1002/cncr.32345
https://doi.org/10.1038/nature17038
https://doi.org/10.1038/s41698-019-0092-3
https://doi.org/10.1038/srep39975
https://doi.org/10.1016/j.canlet.2016.12.001
https://doi.org/10.1038/s41598-021-82634-1
https://doi.org/10.3390/cells7120277
https://doi.org/10.1039/C7IB00023E
https://doi.org/10.1039/C7IB00065K
https://doi.org/10.1063/1.4991738
https://doi.org/10.1039/D0LC00166J
https://doi.org/10.1063/1.5063824
https://doi.org/10.1021/acssensors.8b01696
https://doi.org/10.3892/ijo.2017.3865
https://doi.org/10.3390/jcm8010038

Int. J. Mol. Sci. 2024, 25,7119 15 of 16

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

Triantafillu, U.L.; Park, S.; Kim, Y. Fluid Shear Stress Induces Drug Resistance to Doxorubicin and Paclitaxel in the Breast Cancer
Cell Line MCF7. Adv. Ther. 2018, 2, 112. [CrossRef]

Cognart, H.A.; Viovy, J.-L.; Villard, C. Fluid shear stress coupled with narrow constrictions induce cell type-dependent morpho-
logical and molecular changes in SK-BR-3 and MDA-MB-231 cells. Sci. Rep. 2020, 10, 1-14. [CrossRef]

Park, H.-A.; Brown, S.R.; Jansen, J.; Dunn, T.; Scott, M.; Mnatsakanyan, N. Fluid shear stress enhances proliferation of breast
cancer cells via downregulation of the c-subunit of the FIFO ATP synthase. Biochem. Biophys. Res. Commun. 2022, 632, 173-180.
[CrossRef]

Quesada, B.A.O.; Cuccia, J.; Coates, R.; Nassar, B.; Littlefield, E.; Martin, E.C.; Melvin, A.T. A modular microfluidic platform to
study how fluid shear stress alters estrogen receptor phenotype in ER+ breast cancer cells. Microsystems Nanoeng. 2024, 10, 1-13.
[CrossRef]

Chen, E.Y; Tan, C.M.; Kou, Y,; Duan, Q.; Wang, Z.; Meirelles, G.V.; Clark, N.R.; Ma’Ayan, A. Enrichr: Interactive and collaborative
HTMLS5 gene list enrichment analysis tool. BMC Bioinform. 2013, 14, 128. [CrossRef]

Kuleshov, M.V,; Jones, M.R,; Rouillard, A.D.; Fernandez, N.F,; Duan, Q.; Wang, Z.; Koplev, S.; Jenkins, S.L.; Jagodnik, K.M.;
Lachmann, A; et al. Enrichr: A comprehensive gene set enrichment analysis web server 2016 update. Nucleic Acids Res. 2016, 44,
WOI0-W97. [CrossRef]

Xie, Z.; Bailey, A.; Kuleshov, M.V,; Clarke, D.].B.; Evangelista, ].E.; Jenkins, S.L.; Lachmann, A.; Wojciechowicz, M.L.; Kropiwnicki,
E.; Jagodnik, K.M.; et al. Gene Set Knowledge Discovery with Enrichr. Curr. Protoc. 2021, 1, €90. [CrossRef]

Harrod, A.; Lai, C.-E; Goldsbrough, I.; Simmons, G.M.; Oppermans, N.; Santos, D.B.; Gyérffy, B.; Allsopp, R.C.; Toghill, B.J.;
Balachandran, K; et al. Genome engineering for estrogen receptor mutations reveals differential responses to anti-estrogens and
new prognostic gene signatures for breast cancer. Oncogene 2022, 41, 4905-4915. [CrossRef]

Pecar, G.; Liu, S.; Hooda, J.; Atkinson, J.M.; Oesterreich, S.; Lee, A.V. RET signaling in breast cancer therapeutic resistance and
metastasis. Breast Cancer Res. 2023, 25, 1-13. [CrossRef]

Arpino, G.; Wiechmann, L.; Osborne, C.K.; Schiff, R. Crosstalk between the Estrogen Receptor and the HER Tyrosine Kinase
Receptor Family: Molecular Mechanism and Clinical Implications for Endocrine Therapy Resistance. Endocr. Rev. 2008, 29,
217-233. [CrossRef]

Mouabbi, J.A.; Osborne, C.K.; Schiff, R.; Rimawi, M.F. Management of hormone receptor—positive, human epidermal growth
factor 2-negative metastatic breast cancer. Breast Cancer Res. Treat. 2021, 190, 189-201. [CrossRef]

Akcakanat, A.; Sahin, A.; Shaye, A.N.; Velasco, M.A.; Meric-Bernstam, F. Comparison of Akt/mTOR signaling in primary breast
tumors and matched distant metastases. Cancer 2008, 112, 2352-2358. [CrossRef]

Pierobon, M.; Ramos, C.; Wong, S.; Hodge, K.A.; Aldrich, J.; Byron, S. Enrichment of PI3K-AKT-mTOR Pathway Activation in
Hepatic Metastases from Breast Cancer. Clin. Cancer Res 2017, 23, 4919-4928. [CrossRef]

Davies, M.A.; Stemke-Hale, K.; Lin, E.; Tellez, C.; Deng, W.; Gopal, Y.N.; Woodman, S.E.; Calderone, T.C.; Ju, Z.; Lazar, A.]; et al.
Integrated Molecular and Clinical Analysis of AKT Activation in Metastatic Melanoma. Clin. Cancer Res. 2009, 15, 7538-7546.
[CrossRef]

Frogne, T.; Laenkholm, A.-V.,; Lyng, M.B.; Henriksen, K.L.; Lykkesfeldt, A.E. Determination of HER2 phosphorylation at tyrosine
1221/1222 improves prediction of poor survival for breast cancer patients with hormone receptor-positive tumors. Breast Cancer
Res. 2009, 11, R11. [CrossRef]

Zinger, L.; Merenbakh-Lamin, K.; Klein, A.; Elazar, A.; Journo, S.; Boldes, T.; Pasmanik-Chor, M.; Spitzer, A.; Rubinek, T.; Wolf, L
Ligand-binding Domain-activating Mutations of ESR1 Rewire Cellular Metabolism of Breast Cancer Cells. Clin. Cancer Res. 2019,
25,2900-2914. [CrossRef]

Modi, S.; Jacot, W.; Yamashita, T.; Sohn, J.; Vidal, M.; Tokunaga, E.; Tsurutani, J.; Ueno, N.T.; Prat, A.; Chae, Y.S.; et al. Trastuzumab
Deruxtecan in Previously Treated HER2-Low Advanced Breast Cancer. N. Engl. ]. Med. 2022, 387, 9-20. [CrossRef]

Nigro, C.L.; Rusmini, M.; Ceccherini, I. RET in breast cancer: Pathogenic implications and mechanisms of drug resistance. Cancer
Drug Resist. 2019, 2, 1136-1152. [CrossRef]

Gattelli, A.; Nalvarte, I.; Boulay, A.; Roloff, T.C.; Schreiber, M.; Carragher, N.; Macleod, K.K.; Schlederer, M.; Lienhard, S.; Kenner,
L.; et al. Ret inhibition decreases growth and metastatic potential of estrogen receptor positive breast cancer cells. EMBO Mol.
Med. 2013, 5, 1335-1350. [CrossRef]

Mechera, R.; Soysal, S.D.; Piscuoglio, S.; Ng, C.K.Y.; Zeindler, ].; Mujagic, E.; Daster, S.; Glauser, P.; Hoffmann, H.; Kilic, E.; et al.
Expression of RET is associated with Oestrogen receptor expression but lacks prognostic significance in breast cancer. BMC
Cancer 2019, 19, 41. [CrossRef]

Gou, X,; Kim, B.J.; Anurag, M.; Lei, ].T.; Young, M.N.; Holt, M.V. Kinome Reprogramming Is a Targetable Vulnerability in ESR1
Fusion-Driven Breast Cancer. Cancer Res. 2023, 83, 3237-3251. [CrossRef]

Schrijver, W.; Suijkerbuijk, K.P.M.; van Gils, C.H.; van der Wall, E.; Moelans, C.B.; van Diest, PJ. Receptor Conversion in Distant
Breast Cancer Metastases: A Systematic Review and Meta-analysis. J. Natl. Cancer Inst. 2018, 110, 568-580. [CrossRef]

Meng, X.; Song, S.; Jiang, Z.-F.,; Sun, B.; Wang, T.; Zhang, S.; Wu, S. Receptor conversion in metastatic breast cancer: A
prognosticator of survival. Oncotarget 2016, 7, 71887-71903. [CrossRef]

Martin, E.C.; Rhodes, L.V.; Elliott, S.; E Krebs, A.; Nephew, K.P.; Flemington, E.K.; Collins-Burow, B.M.; E Burow, M. microRNA
regulation of mammalian target of rapamycin expression and activity controls estrogen receptor function and RADO0O01 sensitivity.
Mol. Cancer 2014, 13, 1-13. [CrossRef]


https://doi.org/10.1002/adtp.201800112
https://doi.org/10.1038/s41598-020-63316-w
https://doi.org/10.1016/j.bbrc.2022.09.084
https://doi.org/10.1038/s41378-024-00653-0
https://doi.org/10.1186/1471-2105-14-128
https://doi.org/10.1093/nar/gkw377
https://doi.org/10.1002/cpz1.90
https://doi.org/10.1038/s41388-022-02483-8
https://doi.org/10.1186/s13058-023-01622-7
https://doi.org/10.1210/er.2006-0045
https://doi.org/10.1007/s10549-021-06383-5
https://doi.org/10.1002/cncr.23456
https://doi.org/10.1158/1078-0432.CCR-16-2656
https://doi.org/10.1158/1078-0432.CCR-09-1985
https://doi.org/10.1186/bcr2230
https://doi.org/10.1158/1078-0432.CCR-18-1505
https://doi.org/10.1056/NEJMoa2203690
https://doi.org/10.20517/cdr.2019.66
https://doi.org/10.1002/emmm.201302625
https://doi.org/10.1186/s12885-018-5262-0
https://doi.org/10.1158/0008-5472.CAN-22-3484
https://doi.org/10.1093/jnci/djx273
https://doi.org/10.18632/oncotarget.12114
https://doi.org/10.1186/1476-4598-13-229

Int. J. Mol. Sci. 2024, 25,7119 16 of 16

43.

44.

45.

46.

47.

Kim, H.-J.; Cui, X.; Hilsenbeck, S.G.; Lee, A.V. Progesterone Receptor Loss Correlates with Human Epidermal Growth Factor
Receptor 2 Overexpression in Estrogen Receptor—Positive Breast Cancer. Clin. Cancer Res. 2006, 12, 1013s-1018s. [CrossRef]
Nesvizhskii, A.L; Keller, A.; Kolker, E.; Aebersold, R. A Statistical Model for Identifying Proteins by Tandem Mass Spectrometry.
Anal. Chem. 2003, 75, 4646—4658. [CrossRef]

Graw, S.; Tang, J.; Zafar, M.K,; Byrd, A.K.; Bolden, C.; Peterson, E.C.; Byrum, S.D. proteiNorm—A User-Friendly Tool for
Normalization and Analysis of TMT and Label-Free Protein Quantification. ACS Omega 2020, 5, 25625-25633. [CrossRef]
Ritchie, M.E.; Phipson, B.; Wu, D.; Hu, Y.; Law, C.W,; Shi, W.; Smyth, G.K. limma powers differential expression analyses for
RNA-sequencing and microarray studies. Nucleic Acids Res. 2015, 43, e47. [CrossRef]

Thurman, T.; Washam, C.; Alkam, D.; Bird, J.; Gies, A.; Dhusia, K. proteoDA: A package for quantitative proteomics. J. Open
Source Softw. 2023, 8, 5184. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.1158/1078-0432.CCR-05-2128
https://doi.org/10.1021/ac0341261
https://doi.org/10.1021/acsomega.0c02564
https://doi.org/10.1093/nar/gkv007
https://doi.org/10.21105/joss.05184

	Introduction 
	Results 
	Exposure to Fluid Shear Stress Enhances Phospho-Proteins Associated with Cell Death and DNA Damage Response in HR+ Breast Cancer Cells 
	Exposure to Fluid Shear Stress Regulates HR Expression in MCF-7 Breast Cancer Cells 
	Exposure to Fluid Shear Stress Induces Activation of mTOR Signaling in HR+ Breast Cancer Cells 

	Discussion 
	Materials and Methods 
	Cells and Culture Reagents 
	Exposing Cells to Fluid Shear Stress Using the Microfluidic Device 
	Proteomics 
	Western Blotting 
	qRT-PCR 
	Crystal Violet Cell Stain 
	Statistical Analysis 

	References

