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Simple Summary: Human papilloma viruses cause benign or malignant hyper-proliferative lesions
in cervical, anogenital and oropharyngeal tissues. Our previous studies revealed that HPV16 E7
alters actin cytoskeleton mainly by binding to and inhibiting Gelsolin. We suggest that the physical
interaction E7/Gelsolin in HPV positive tumor cell, and the resulting epithelial to mesenchymal
transition process, induce HIPPO signaling cascade by promoting YAP inactivation and favoring
HPV-induced cell transformation, cancer motility and aggressiveness. The results of this study
provide new insights into the oncogenic transformation mechanisms elicited by HPV in the infected
cells and may suggest a repertoire of targets for therapeutic purposes.

Abstract: Human papillomavirus 16 (HPV16) exhibits a strong oncogenic potential mainly in cer-
vical, anogenital and oropharyngeal cancers. The E6 and E7 viral oncoproteins, acting via specific
interactions with host cellular targets, are required for cell transformation and maintenance of the
transformed phenotype as well. We previously demonstrated that HPV16E7 interacts with the actin-
binding protein gelsolin, involved in cytoskeletal F-actin dynamics. Herein, we provide evidence
that the E7/gelsolin interaction promotes the cytoskeleton rearrangement leading to epithelial-
mesenchymal transition-linked morphological and transcriptional changes. E7-mediated cytoskeletal
actin remodeling induces the HIPPO pathway by promoting the cytoplasmic retention of inactive
P-YAP. These results suggest that YAP could play a role in the “de-differentiation” process underlying
the acquisition of a more aggressive phenotype in HPV16-transformed cells. A deeper comprehension
of the multifaceted mechanisms elicited by the HPV infection is vital for providing novel strategies
to block the biological and clinical features of virus-related cancers.

Keywords: HPV16E7; EMT; HIPPO-YAP pathway; Gelsolin; actin cytoskeleton; RhoGTPases

1. Introduction

Human papillomaviruses (HPVs) are small, non-enveloped, double-stranded circular
DNA viruses, which cause hyperproliferative lesions in cutaneous and mucosal epithelial
tissues [1,2]. Approximately 70% of all HPV-positive squamous cervical carcinomas are due
to high-risk HPV16 or HPV18 infection [3], with persistent expression of the HPV-encoded
E6 and E7 oncoproteins, which are essential for the establishment and maintenance of
the transformed cellular phenotype. Both E6 and E7 multifunctional viral proteins lack
enzymatic activity and are able to perturb several critical host cell pathways via specific
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protein–protein interactions with a plethora of cellular factors, thus promoting cancer onset
and progression [4,5].

In particular, E6 and E7 stimulate epithelial-mesenchymal transition (EMT), a crucial
step for carcinogenic progression [6,7]. The dynamic remodeling of actin filaments is
fundamental for many processes involved in cancer progression and metastatization, as
cell motility, proliferation, apico-basal polarity, invasive potential, intracellular transport
and adhesion [8]. Moreover, cancer cells undergoing EMT reorganize the architecture of the
actin cytoskeleton and dissolve adherent and tight junctions, thus losing cell−cell contacts
and apico-basal polarity [9]. HPV16E7 plays a key role in regulating cell migration and
invasion, thus promoting progression and metastasis of HPV-positive cancers [6,10]. In
a previous study, we showed that HPV16E7 alters the actin cytoskeleton by binding to
and inhibiting the calcium-regulated cellular factor, gelsolin (GSN), involved in severing,
capping and nucleation of actin cytoskeletal filaments [11]. This protein−protein interaction
promotes reorganization of the actin cytoskeleton leading to a more aggressive cancer
phenotype [7].

Actin cytoskeleton functioning plays a central role in both developmental and cancer-
related EMT in epithelial and mesenchymal cells [12]. In particular, the small guanosine
triphosphatase (GTPase) family members, including RhoA, Rac1 and Cdc42 RhoGTPases,
actively control actin−myosin dynamics [13].

Actin fiber dynamics and resulting apical cortical tension exert a strong impact on
the tumor suppressor HIPPO pathway [14–16] by affecting nucleo-cytoplasmic shuttling
of its downstream effectors, i.e. Yes-associated protein (YAP), the YAP paralog with
PDZ-binding motif (TAZ), and the transcriptional activity of TEAD (TEA/ATTS domain)
complexes [17,18]. Mechanisms regulating YAP activity through mechano-transduction
involve modulation of intracellular forces by cytoskeletal fibers between focal adhesions
and cell nucleus [19].

Moreover, mounting evidence supports a dual role of YAP as either oncogenic or onco-
suppressor protein, depending on its binding partners and subcellular localization [20,21].

Starting from this background, in this study we identified and characterized some
cellular mechanisms induced by HPV16E7 expression responsible for the actin cytoskeletal
rearrangement and associated with aggressive tumor phenotype. We provide evidence
that the E7–GSN physical interaction and the resulting EMT process induce the HIPPO
kinase cascade by promoting YAP inactivation through cytoplasmic retention of its phos-
phorylated form, thus favoring HPV-induced cell transformation and cancer progression.

2. Materials and Methods
2.1. Cell Line and Treatments

C33A (HPV-) human cervical cancer cell line (American Type Culture Collection
ATCC; Rockville, MD, USA) was cultured in DMEM (Invitrogen Corporation, Carlsbad,
CA, USA) supplemented with 10% FBS (Euroclone, Milan, Italy). In RhoGTPases inhibition
assays, C33A cells were treated with 15 µM Y27632 (Sigma-Aldrich, St Louis, MO, USA)
for 40 min, while in actin inhibition assays cells were treated with 1 mM Cytochalasin D
(CytoD, Sigma-Aldrich, St Louis, MO, USA) for 4 h. Cells treated with vehicle alone (0.1%
DMSO) were used as control.

2.2. Plasmids and Cell Transfection

pAmCyan-HPV16E7wt and HPV16E7 deletion mutant constructs (pAmCyan-HPV16E
7∆62-66 and pAmCyan-HPV16E7∆71–75) were generated according to Mileo et al. [11].
All plasmids were transfected using Lipofectamine2000 (Invitrogen, Carlsbad, CA, USA)
according to manufacturer’s instruction. Control cells (Mock) were transfected with
pAmCyan1-C1 (Clontech Laboratories Inc., Mountain View, CA, USA) empty vector. For
GSN silencing assay, FlexiTube siRNA mix for GSN (#SI02664039 and #SI02664046) and
negative control siRNA (#1022076) were purchased from Qiagen (Qiagen Corporation,
Gaithersburg, MA, USA). C33A cells were co-transfected with DNA plasmids and siR-
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NAs according to Qiagen instructions. The transfected cells were then cultured for 48 h
before processing.

2.3. RNA Extraction and Quantitative RT-PCR

Total RNA was extracted from C33A cells using the MasterPure RNA Purification
Kit (Epicentre Biotechnologies, Madison, WI, USA). RNA was reverse-transcribed into
cDNA using the High-Capacity cDNA Reverse Transcription Kit (Applied Biosystems Inc.,
Foster City, CA, USA) and subject to StepOne Real-Time PCR (Applied Biosystems Inc.,
Foster City, CA, USA) with PowerUp SYBR Green Master Mix (Applied Biosystems Inc.,
Foster City, CA, USA). Primers for Cyr61, CTGF, Zeb1, Snail and GAPDH were designed
as specified below:

Cyr61 forward 5′-GAGTGGGTCTGTGACGAGGAT-3′

Cyr61 reverse 5′-GGTTGTATAGGATGCGAGGCT-3′

CTGF forward 5′-AATGCTGCGAGGAGTGGGT-3′

CTGF reverse 5′-CGGCTCTAATCATAGTTGGGTCT-3′

Zeb1 forward 5′-GCAGTCCAAGAACCACCCTT-3′

Zeb1 reverse 5′-GGGCGGTGTAGAATCAGAGT-3′

Snail forward 5′-ACTATGCCGCGCTCTTTCC-3′

Snail reverse 5′-GTCGTAGGGCTGCTGGAAG-3′

GAPDH forward 5′-TCCCTGAGCTGAACGGGAAG-3′

GAPDH reverse 5′-GGAGGAGTGGGTGTCGCTGT-3′

PCR conditions were 50 ◦C for 2 min, 95 ◦C for 2 min, followed by 40 cycles of 95 ◦C
/15 s, annealing at 56 ◦C/30 s and 72 ◦C/30 s. All reactions were performed in triplicate.
Data were normalized to GAPDH and the fold change in gene expression relative to normal
was calculated using the comparative Ct method [22].

2.4. Cell Invasion Assay

Transwell cell invasion assay was performed using Matrigel-coated inserts (8.0 µm
pore size) following manufacturer’s instruction (Becton Dickinson, Franklin Lakes, NJ,
USA). Each assay was carried out at least three-times in triplicate for each experimental
condition. 1 × 105 cells/mL were placed in the upper compartment of the chamber of
24-well transwell culture inserts. Medium with 20% FCS was used as chemoattractant in
the lower compartment of the chamber. The plates were incubated at 37 ◦C in a 5% CO2
atmosphere for 48 h. At the end of the incubation, the cells on the upper surface of the
filter were completely removed by wiping with a cotton swab. pAmCyan transfected cells
in the lower surface of the membrane were quantitatively evaluated with a fluorescence
microscope (20× objective).

2.5. RhoGTPases Activity

Activation of RhoGTPases was determined with the Rho Activation Assay Combo Kit
(Cell Biolabs, San Diego, CA, USA; #STA-405,). After lysis, western blotting according to
the manufacturer protocol was performed to assess RhoGTPases activation.

2.6. Immunoblot Analysis

The whole-cell extract was obtained in RIPA buffer in the presence of standard pro-
tease and phosphatase inhibitors. The protein content was determined with a protein assay
reagent (Bio-Rad Laboratories Inc., Hercules, CA, USA), using bovine serum albumin as
a standard. Equal protein content of total cell lysates was resolved on polyacrylamide
gel (Bolt 4–12% Bis-Tris Plus Invitrogen, Carlsbad, CA, USA), electro-transferred to PVDF
membranes (iBlot Invitrogen, Carlsbad, CA, USA) and incubated with specific primary an-
tibodies: anti-YAP (Santa Cruz Biotechnology, Inc., Dallas, TX, USA; sc #101199; dil.1:1000);
anti-p-YAP (Cell Signaling Technology, Inc., Beverly, MA, USA; #13008; dil.1:1000); anti-β
Actin (MP Biomedicals, Santa Ana, CA, USA; # 69100; dil.1:10000); anti-Rac1, anti-RhoA
and anti-Cdc42 (all Cell Biolabs, San Diego, CA, USA; STA-405; dil.1:500); anti-Zeb1 (Ab-
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cam, Cambridge, MA, USA; #180905; dil.1:2000); anti-Snail1 (Santa Cruz Biotechnology,
Inc., Dallas, TX, USA; sc-271977; dil.1:1000); anti-GSN (Sigma-Aldrich, St Louis, MO, USA;
G-4896, dil.1:1000). Membranes were developed using ECL detection reagents (GE Health-
care Life Sciences, Uppsala, Sweden) on a UVITEC imaging system (UVITEC, Cambridge,
UK) or ChemiDocMP system (Bio-Rad Laboratories Inc.). Quantitative analysis of western
blots was performed using ImageJ (NIH) software [23].

2.7. Flow Cytometry
2.7.1. Quantitative Evaluation of Proteins

Cells were fixed with 4% paraformaldehyde (Carlo Erba, Milan, Italy), permeabilized
by 0.5% Triton X-100 (Sigma-Aldrich, St Louis, MO, USA) and incubated for 1 h at 4 ◦C
with the following antibodies, at a final concentration of 0.1 mg/mL: anti-AMOT1 (Santa
Cruz Biotechnology, Inc. Dallas, TX, USA; sc-166924), anti-YAP (Santa Cruz Biotechnology,
Inc., Dallas, TX, USA) or anti-p-YAP (Cell Signaling Technology). For F-actin detection,
cells were stained with Biotin-XX Phalloidin (Thermo Fisher Scientific, Waltham, MA,
USA; #B7474). After washings, cells were incubated for 30 min at 37 ◦C with a secondary
antibody conjugated with Cy5 (Abcam) or Streptavidin-Cy5 (Thermo Fisher Scientific,
Waltham, MA, USA). Cell samples were washed twice in PBS and immediately acquired
by a cytometer.

For flow cytometry studies, samples were acquired with a FACScalibur cytometer
(BD Biosciences Inc., San Diego, CA, USA) equipped with a 488 nm argon laser and with
a 635 nm red diode laser. At least 20,000 events were acquired, recorded and analyzed
using CellQuest software (BD Biosciences, San Diego, CA, USA). The expression level of
the analyzed proteins by flow cytometry was reported as median fluorescence.

2.7.2. Fluorescence Resonance Energy Transfer (FRET)

We applied quantitative FRET analysis by flow cytometry to C33A cells transiently
transfected with HPV16E7wt or HPV16E7-mutant constructs. FRET analysis was restricted
to cells positive to FL-1 (corresponding to pAmCyan1-C1 fluorescence emission). Cells
were fixed, permeabilized and labeled as previously reported [24]. For FRET analyses,
we used: anti-AMOT1 (Santa Cruz Biotechnology, Dallas, TX, USA), anti-p-YAP, anti-
PTPN14 (Invitrogen, Carlsbad, CA, USA; MA5-31871), HPVE16-E7 polyclonal antibody
(Bioss Antibodies, Woburn, MA, USA; bs-10446R) and Biotin-XX Phalloidin (Thermo Fisher
Scientific, Waltham, MA, USA), PE-labeled anti-mouse (Sigma-Aldrich, St Louis, MO,
USA), and Cy5-labeled anti-rabbit (Thermo Fisher Scientific, Waltham, MA, USA). AMOT1
protein was detected in the FL2 channel (PE, donor), p-YAP and F-actin in FL4 (Cy5,
acceptor), and FRET in FL3 channel.

Quantification of protein−protein interaction was obtained by calculating FRET effi-
ciency (FE) by using the following Riemann algorithm [25]:

FE = (FL3DA − FL2DA/a − FL4DA/b)/FL3DA in which A is the acceptor and D the
donor and where a = FL2D/FL3D and b = FL4A/FL3A.

2.8. Fluorescence Microscopy

Cells were fixed with 4% paraformaldehyde, permeabilized by 0.5% (v/v) Triton
X-100 [24] and incubated for 1 h at 4 ◦C with primary antibodies. The following primary
and secondary antibodies were used: anti-AMOT1, anti-YAP, anti-p-YAP, AlexaFluor
488-conjugated anti-rabbit (Invitrogen, Carlsbad, CA, USA; #A11034), AlexaFluor 488-
conjugated anti-mouse IgG (Invitrogen, Carlsbad, CA, USA; #A11001) and AlexaFluor
594-conjugated anti-mouse IgG (Invitrogen, Carlsbad, CA, USA; #A11005). For F-actin
detection, cells were stained with TRITC-Phalloidin (Sigma-Aldrich, St Louis, MO, USA;
#P1951) for 30 min at room temperature. After washing, all samples were counterstained
with Hoechst 33258 (Sigma-Aldrich, St Louis, MO, USA; #861405) and then mounted
in fluorescence mounting medium (Dako, Glostrup, Denmark; #S3023). Images were
acquired by intensified video microscopy (IVM) with an Olympus fluorescence microscope
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(Olympus Corporation of the Americas, Center Valley, PA, USA), with a Zeiss charge-
coupled device camera (Carl Zeiss, Oberkochen, Germany).

2.9. Data Analyses and Statistics

For flow cytometry studies, at least 20,000 events were acquired. Data were recorded
and statistically analyzed by a Macintosh computer using CellQuest software (BD Bio-
sciences, San Diego, CA, USA). The expression level of the analyzed proteins by flow
cytometry was expressed as median fluorescence. Collected data analysis was carried
out by ANOVA 2-way testing for repeated samples, using GraphPad Prism 5 software
(GraphPad, San Diego, CA, USA). All data were verified in at least three independent
experiments and are reported as means ± standard deviation (SD). p < 0.05 was considered
to be statistically significant (* p < 0.05, ** p < 0.01, *** p < 0.001).

3. Results
3.1. HPV16E7 Expression Promotes Actin Cytoskeleton Remodeling, Cell Invasion and EMT in
Human Cervical Cancer Cells

In order to assess the impact of HPV16E7 expression on cytoskeleton actin poly-
merization status, we used the C33A, HPV-null, human cervical carcinoma cell line to
express HPV16E7 wild-type (wt) or its deletion mutants HPV16E7∆62–66 (E7∆62–66) and
HPV16E7∆71–75 (E7∆71–75), both unable to bind to the GSN molecule [7,11] (henceforth
called E7 mutants). Specifically, the C33A cell line was chosen as experimental model to
evaluate the HPV16E7 expression effects, in the absence of other viral proteins, but in a
cellular context of cervical cancer. Ectopic E7wt expression in C33A increased exclusively
the amount of filamentous actin (F-actin) fraction. By contrast, E7 mutants determined
a fairly consistent reduction of cellular F-actin amount compared with either Mock- or
E7wt-transfected cells. Fluorescence images of TRITC-Phalloidin/Hoechst double staining
of C33A cells showed cytoskeletal remodeling due to E7wt expression (Figure 1A). E7wt-
expressing cells showed morphological features and increased amount of F-actin resulting
in gaining protrusive and invasive structures, possibly associated with cell elongation
and activation of directional motion dynamics. Accordingly, flow cytometry analysis,
restricted to pAmCyan-positive (i.e., efficiently transfected) cells, revealed an increased
amount of F-actin in E7wt compared with Mock-transfected cells, while cells transfected
with E7 mutants showed a significant F-actin reduction (Figure 1A bar graph on the right).
This E7-mediated cytoskeletal actin remodeling was coupled with a significant increase
in cellular invading properties, measured as the ability of these cells to cross the Matrigel
layer, which appeared definitely increased in E7wt-expressing cells, when compared with
either Mock-transfected or E7 mutant-expressing cells (Figure 1B).

Western blot analyses (Figure 1C) and RT-PCR (Figure 1D) of two EMT-related tran-
scription factors, Zeb1 and Snail, which are powerful regulators of the epithelial genes
involved in cell motility and intercellular adhesion, indicated their significant increase in
E7wt-transfected cells and a less evident increase in E7 mutant-transfected cells. Thus,
E7wt expression appears to promote both EMT and cell invasion through a cytoskeletal
actin remodeling mediated by the interaction of the oncoproteins with GSN.
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Figure 1. HPV16E7 expression promotes actin cytoskeleton remodeling, cell invasion ability and EMT in human cervical
cancer cells. (A) IVM analysis after double-cell staining with TRITC-phalloidin (red) and Hoechst (blue) in C33A cells
transfected (green) with pAmCyan empty vector (Mock), pAmCyan-HPV16E7 wild-type (E7wt) or deletion (E7mut) mutant
constructs pAmCyan-HPV16E7∆62–66 (E7∆62–66) or pAmCyan-HPV17E7∆71–75 (E7∆71–75). E7wt-expressing cells show
different morphological features compared to both Mock- and E7 mutant transfected cells. Arrow indicates protrusive and
invasive structures (left). Flow cytometry evaluation of the intracellular amount of F-actin restricted to pAmCyan-positive
cells. Histograms obtained in a representative experiment are shown. Bar graph shows the mean ± SD of the median
fluorescence intensity obtained in four different experiments. ** p < 0.01 and *** p < 0.001 vs. Mock transfected cells (right).
(B) Representative images of transwell invasion assay of pAmCyan C33A transfected cells (left). Fluorescence emission
of C33A migrating through Matrigel are quantified by IVM analysis and expressed as percentage (right). (C) Western
blot analysis of the expression of the EMT markers Zeb1 and Snail. β−actin determination was used as loading controls.
Bar graph (bottom) shows relative densitometry quantitation of each protein normalized to β-actin obtained in three
independent experiments and reported as mean ±SD. ** p < 0.01 vs. Mock transfected cells. Uncropped western blot figure
available in Supplementary Figure S5. (D) Bar graph showing the evaluation of mRNA levels of Zeb1 and Snail performed
by qRT-PCR assay. Data are reported as mean±SD of RNAs relative fold change vs Mock-transfected cells obtained in three
independent experiments. * p < 0.05, ** p < 0.01 and *** p < 0.001 vs. Mock transfected cells.
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3.2. HPV16E7 Expression Induces Activation of Rac1 and Cdc42 RhoGTPases

We checked the activation status of Rac1, RhoA and Cdc42, which are all factors
involved in EMT mainly by perturbing actin rearrangement and intercellular adhesion
structures [26,27]. Increased Rac1 activation was evident in E7wt-expressing cells, when
compared with Mock-transfected cells (Figure 2A). Conversely, E7 mutant-expressing cells
displayed non-significant variations in Rac1 activity. Cdc42 displayed a similar trend,
being activated in E7wt cells (Figure 2B). RhoA activity was not influenced by E7wt but
appeared particularly stimulated in cells transfected with both E7 mutants, in line with the
inhibitory role of RhoA on Rac1 activity (Figure 2C) [28,29].

We, therefore, restricted the analysis of F-actin content to fluorescence-positive cells
treated with the RhoGTPases inhibitor Y27632 (15 µM for 40 min) or left it untreated.
Y27632 was able to reduce F-actin content in E7wt-expressing cells and, to a minor extent,
in Mock-transfected cells (Figure 2D). By contrast, the inhibitor resulted ineffective in cells
transfected with E7 mutants, characterized by a reduced basal level of F-actin. These data
show the functional involvement of RhoGTPases in the F-actin alterations mediated by the
E7–GSN interaction.

3.3. HPV16E7 Expression Promotes Phosphorylation of YAP

Being actin microfilament system a crucial mediator in the regulation of HIPPO
signaling [30–32], we checked whether F-actin rearrangement mediated by HPV16E7
expression implies involvement of YAP, the main downstream transcriptional co-activator
of the HIPPO tumor suppressor pathway. Since YAP activity is mainly regulated by
serine127 phosphorylation [33,34], we have assessed YAP/p-YAP expression ratio in C33A
cells expressing HPV16E7 isoforms. Western blot analysis indicated that p-YAP amount
was higher in E7wt-expressing cells compared with controls. By contrast, a decrease in
p-YAP was observed in cells transfected with E7 mutants (Figure 3A). It has been widely
demonstrated that YAP inhibition is also promoted by high cell density [33]. In order to
avoid this bias and to confirm the crucial role of E7–GSN binding on YAP activity, we
performed all assays on cells cultured at low and constant density (30–40% confluence).
In these experimental conditions, in the control cells, HIPPO signaling is constitutively
inactive, while YAP moves to the nucleus to function as a transcriptional coactivator. Our
western blot data were consistent with those obtained via flow cytometry when the analysis
was restricted to the cells effectively transfected (Figure 3B). Notably, E7wt expression
induced YAP phosphorylation, thus promoting its cytoplasmic retention and inactivation.
Furthermore, E7wt-expressing cells displayed a reduced YAP content, in agreement with
the parallel increase of YAP phosphorylation level, suggesting that the cytoplasmic YAP fate
may be the ubiquitin-mediated proteasomal degradation [17]. Since the HIPPO pathway
negatively regulates YAP activity mainly by promoting its cytoplasmic retention, we have
investigated its cellular localization by immunofluorescence staining (Figure 3C). We
observed an increase of p-YAP cytoplasmic localization in E7wt-expressing cells compared
with cells expressing E7 mutants (Figures S1 and S2). The YAP/p-YAP molecular ratio,
which represents the nuclear activity of the HIPPO-regulated transcriptional factor, was
consistently higher in C33A cells expressing E7 mutants than those expressing E7wt. To
evaluate the effect of HPV16E7 expression on YAP transcriptional activity, using qRT-PCR
we checked the mRNA levels of two downstream YAP target genes, the connective tissue
growth factor (CTGF) and cysteine-rich angiogenic protein 61 (Cyr61). In line with previous
published data [35], both Cyr61 and CTGF mRNA levels were downregulated in E7wt-
expressing cells, in accordance with the observed increase in p-YAP amount (Figure 3D).
Conversely, cells expressing E7 mutants displayed substantially unmodified levels of
both factors.
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amount of F-actin, restricted to pAmCyan-positive cells, before or after treatment with the RhoGTPase inhibitor Y27632 

(15 µM for 40 min). Bar graph (right) reports results as mean ± SD of the median fluorescence intensity obtained in three 

Figure 2. HPV16E7 expression induces activation of Rac1 and Cdc42 GTPases. Activation state of RhoGTPases measured
by pull-down assays using PBD domain of PAK for Rac1 (A) or Cdc42 (B), and the RBD domain of Rhotekin for RhoA (C),
followed by immunoblotting with the respective antibodies. In addition, Rac1, Cdc42, or RhoA from total lysates were
quantified (left panels). In the right panels, bar graph shows the active forms of Rac1, Cdc42, and RhoA GTP (GTP-bound
levels/total levels) normalized to β-actin. The mean ± SD of the results obtained in three independent experiments is
shown. * p < 0.05, ** p < 0.1 and *** p < 0.001 vs. Mock transfected cells. (D) Flow cytometry evaluation of the intracellular
amount of F-actin, restricted to pAmCyan-positive cells, before or after treatment with the RhoGTPase inhibitor Y27632
(15 µM for 40 min). Bar graph (right) reports results as mean ± SD of the median fluorescence intensity obtained in three
different experiments. * p < 0.05 and ** p < 0.01, vs the same sample treated with Y27632. Uncropped western blot images
for Figure 2A–C available in Supplementary Figure S6.
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Figure 3. HPV16E7 promotes phosphorylation of YAP. (A) Western blot analysis of the expression level of YAP and p-YAP
in Mock-transfected cells, and in cells transfected with E7wt or deletion mutant constructs E7∆62–66 or E7∆71–75. β−actin
determination was used as loading controls. Bar graph (bottom) shows relative densitometry quantitation of each protein
normalized to β-actin obtained in three independent experiments. * p < 0.05 and ** p < 0.01, vs. Mock transfected cells.
(B) Bar graph showing flow cytometry evaluation of YAP and p-YAP amount restricted to pAmCyan-positive cells. Results
are the means± SD of the median fluorescence intensity obtained in four different experiments. ** p < 0.01, and *** p < 0.001,
vs. Mock transfected cells. (C) IVM analysis after double cell staining with anti-YAP (upper line) or anti-p-YAP antibody
(bottom line) (both in red) and Hoechst (blue) of cells transfected (green) with pAmCyan empty vector (Mock), E7wt or
deletion mutant constructs E7∆62–66, E7∆71–75. Interestingly, p-YAP is found exclusively in the cytoplasm only in E7wt
cells (yellow fluorescence, see arrow). (D) Bar graphs showing the evaluation of mRNA levels of Cyr61 (left) and CTGF
(right), two downstream YAP target genes, performed by real-time qRT-PCR assay. Data are reported as mean± SD of RNAs
relative fold change vs Mock-transfected cells, obtained in three independent experiments. ** p < 0.01 and *** p < 0.001 vs.
Mock transfected cells. Uncropped western blot images for Figure 3A available in Supplementary Figure S7.
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3.4. Specific Relevance of the E7–GSN Interaction

To assess the contribution of the interaction between E7 and GSN in producing the
results described above, we silenced GSN expression in C33A cells by transfecting them
with a mixture of specific siRNAs. Figure 4A, highlights, by means of western blot, that
these siRNAs, but not the control ones, substantially down-regulated GSN expression in
pAmCyan-positive (efficiently transfected) cells and rendered ineffective E7wt in increasing
the cellular F-actin content.

Furthermore, since PTPN14, an interactor of the HPV16E7 C-terminal region, has been
characterized as a negative regulator of YAP [35], to rule out the involvement of a HPV16E7–
PTPN14 interaction on YAP signaling in our experimental setting, we assayed the ability
of E7wt and its two C-terminal mutants to bind PTPN14. Fluorescence Resonance Energy
Transfer (FRET) assay showed that either E7wt or E7 mutants bound PTPN14 with the
same efficacy (Figure 4B–D), thus indicating that the E7-mediated YAP phosphorylation
was related to the interaction of E7 with GSN rather than with PTPN14.

3.5. HPV16E7-Induced Cytoskeleton Alterations Interfere With p-YAP/AMOT1 Complex

YAP directly binds the Amot p130 isoform (AMOT1) [36–38]. The N-terminal domain
of AMOT1 harbors three proline-rich PPxY (PY) motifs that are involved in both YAP and F-
actin binding. Thus, we investigated the effect of HPV16E7 expression on p-YAP/AMOT1
and F-actin/AMOT1 physical interactions. FRET assay, performed on FL-1-positive cells
only, showed that the molecular association p-YAP/AMOT1 was reduced in E7wt cells
rather than in Mock-transfected cells and, although to a lesser extent, in E7 mutants
expressing cells (Figure 5A). Immunofluorescence images (Figure 5B) showed a marked
co-localization of p-YAP and AMOT1 in a cytoplasmic area around the nucleus in cells
expressing E7wt. Conversely, in Mock-transfected cells, the co-localization of fluorescence
signals appeared scattered throughout the cytoplasm, while in cells expressing both E7
mutants it appeared polarized in a cytoplasmic area close to the nucleus (Figure S3). The
F-actin/AMOT1 complexes, increased in E7wt cells, were reduced in E7 mutant-expressing
cells (Figure 5C). AMOT1 was expressed at relatively constant levels in all samples (Table 1),
thus suggesting that the increase in F-actin levels, due to the expression of E7wt able to
complex GSN, favored F-actin/AMOT1 association. Consequently, in cells expressing E7
mutants, a reduction of the molecular interaction between F-actin and AMOT1 was evident,
also compared with Mock-transfected cells.

Table 1. Quantitative cytofluorimetric analyses, restricted to efficiently transfected cells (pAmCyan-positive cells), of AMOT
expression level and YAP phosphorylation state in the presence or absence of CytoD. Data are reported as mean ± SD of the
median fluorescence intensity values obtained in three independent experiments.

Protein
Mock E7wt E7∆62–66 E7∆71–75

No CytoD CytoD No CytoD CytoD No CytoD CytoD No CytoD CytoD

p-YAP 51.4 ± 7.3 53.2 ± 6.1 73.6 ± 7.2 50.4 ± 5.7 39.4 ± 4.5 27.9 ± 3.6 40.0 ± 5.2 30.3 ± 4,0
AMOT1 25.6 ± 4.7 22.6 ± 3.5 23.7 ± 3.9 19.2 ± 2.3 25.1 ± 3.3 20.4 ± 3.1 23.5 ± 3.7 21.3 ± 3.4

To establish the role of microfilament system polymerization state in the formation
of F-actin/AMOT1 complexes, transfected C33A cells were treated with the RhoGTPase
inhibitor Y27632. At FRET analysis, inhibition of RhoGTPase-dependent actin polymeriza-
tion induced a decrease of F-actin/AMOT1 interaction that, although observed to some
extent in all samples, reached significance only in E7wt-expressing cells (Figure 5D). In
agreement, we detected a Y27632-induced increase of the p-YAP/AMOT1 complex in
Mock- and E7wt-transfected cells, but not in those expressing E7 mutants (Figure 5C).
These results suggest that E7–GSN interaction could regulate YAP also by modulating
RhoGTPase activity.
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Figure 4. Specific relevance of E7-GSN interaction. (A) Representative western blot of endogenous gelsolin (GSN) knock-
down showing the relative abundance of GSN in pAmCyan trasfected cells (Mock), in transfected cells treated with specific
siRNAs for GSN silencing (siRNAGSN) or treated with scrambled siRNAs as a negative control (siRNAcontrol) (left).
Flow cytometry evaluation of the intracellular amount of F-actin restricted to pAmCyan-positive cells transfected with
siRNAGSN or scrambled siRNA as control. Histograms obtained in a representative experiment are shown. Bar graph
(right) shows the mean ± SD of the median fluorescence intensity obtained in four different experiments. ** p < 0.01
and *** p < 0.001 vs. Mock transfected cells. (B–D) Quantitative evaluation of PTPN14/E7 molecular association by FRET
technique. (B) Flow cytometry analysis was restricted to pAmCyan-positive cells (reported as percentage). Bar graph in
(C) shows FRET efficiency calculated according to the Riemann’s algorithm. Data are reported as mean ± SD from three
independent acquisitions. (D) Cytofluorimetric histograms obtained in one experiment representative of three. Numbers in
the first and second columns indicate the median fluorescence intensity of the respective proteins, the percentage in the
third column represent FL3 positive events. Uncropped western blot images for Figure 4A are available in Supplementary
Figure S8.
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Figure 5. E7-induced F-actin alterations interfere with p-YAP/AMOT1 interactions. Quantitative evaluation of (A) p-
YAP/AMOT1 and (C) F-actin/AMOT1 molecular association by FRET technique, as revealed by flow cytometry analysis
restricted to pAmCyan-positive cells. Numbers indicate the percentage of FL3-positive events, obtained in one experiment
representative of three. Bar graphs on right show FRET efficiency calculated according to the Riemann’s algorithm. Data are
reported as mean ± SD from three independent experiments. Inset: representative flow cytometry histograms of p-YAP
expression (A) or F-actin amount (C) in the corresponding sample. Numbers indicate the median fluorescence intensity.
Bar graphs on the bottom right represent the mean ± SD of the median fluorescence intensity values obtained in three
different experiments. * p < 0.05 and ** p < 0.01 vs. Mock transfected cells. (B) IVM analysis after double cell staining
with anti-p-YAP (blue) and anti-AMOT antibody (red) of cells transfected (green) with pAmCyan empty vector (Mock),
E7 wild-type (E7wt) or deletion mutant constructs E7∆62–66, E7∆71–75. To note that p-YAP/AMOT complexes appeared
markedly distributed in the perinuclear area of E7wt cells while were reduced and scattered in the cytoplasm of mutant
cells (see arrow); (D) Bar graphs showing F-actin/AMOT1 (left) and p-YAP/AMOT1 (right) molecular association observed
in different samples treated or not with the RhoGTPase inhibitor Y27632 and quantified as FRET efficiency. Analysis was
restricted to pAmCyan-positive cells. Data are reported as mean ± SD from three independent experiments.
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3.6. Effect of Cytochalasin D on YAP Activity and EMT

Since actin cytoskeleton architecture regulates the YAP activity [28,30], we tested the
potential direct role of F-actin alterations on YAP activity by treating cells with cytocha-
lasin D (CytoD), an actin polymerization inhibitor that disrupts the actin cytoskeleton
and perturbs intracellular tensions. Cytofluorimetric analysis, performed on efficiently
transfected cells only, showed that the increase of p-YAP determined by E7wt expression
was counteracted by CytoD, which, by contrast, was unable to prevent p-YAP decrease
induced by the expression of both mutant E7 isoforms (Table 1). In contrast, CytoD did not
affect the expression of AMOT1. In addition, a significant reduction of the p-YAP–AMOT1
interaction level was observed in all samples after treatment with CytoD (Figure 6A).
CytoD also prevented Zeb1 and Snail upregulation in E7wt-expressing cells (Figure 6B
compared with Figure 1D; Figure S4).
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Figure 6. Effect of Cytochalasin D on p-YAP/AMOT1 interaction and expression of EMT markers. (A) Quantitative
evaluation of p-YAP/AMOT1 molecular association by FRET technique, as revealed by flow cytometry analysis restricted to
pAmCyan-positive cells treated or not with CytoD (1 mM for 4 h). Numbers indicate the percentage of FL3 positive events
obtained in one experiment representative of three. Bar graphs on the right show FRET efficiency calculated according
to the Riemann’s algorithm. Data are reported as mean± SD from three independent experiments. ** p < 0.01 vs. Mock
transfected cells. (B) Western blot analysis of the expression of the EMT markers Zeb1 and Snail in C33A expressing E7wt
or E7 mutated treated with CytoD. β-actin determination was used as loading controls. Bar graph (right) shows relative
densitometry quantitation of each protein normalized to β-actin obtained in three independent experiments and reported as
mean± SD. ** p < 0.01, *** p < 0.001 vs the same sample treated with CytoD. Uncropped western blot images for Figure 6B
are available in Supplementary Figure S9.
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4. Discussion

The complex mechanism through which cells translate mechanical and physical stim-
uli into biological responses, called mechano-transduction, is relevant for cellular adap-
tation to dynamic changes in the microenvironment [39]. Indeed, nuclear-cytoskeletal
coupling is crucial for the transmission of extra- and intra-cellular tensions to the nucleus
and, consequently, for the biological response mediated by the expression of mechano-
sensitive genes. However, the molecular mechanisms underlying these processes are largely
unknown and scant information exists on the impact of onco-viral proteins on mechano-
transduction processes and their effect on the acquisition of invasive and metastatic prop-
erties. Recently, the role of the adenovirus E1A oncoprotein in perturbing cell morphology
and contributing to the acquisition of de-differentiated cell phenotype via its interference
with the HIPPO pathway was reported [40]. E1A is an oncoprotein closely correlated with
HPVE7 and exerts overlapping functional roles in the infected cells in order to favor cell
transformation and maintenance of the malignant phenotype [41]. Interestingly, several
comparative studies of the oncoproteins encoded by HPV, Adenovirus and Polyomavirus
reveal similarities among their functions and cellular targets [42,43]. Furthermore, the
repression of cell differentiation is a well-described oncogenic strategy mediated by E7 from
high-risk HPV genotypes via a variety of RB-binding independent mechanisms [35,44].
Starting from these considerations and from our previous findings regarding the capability
of HPV16E7 to hinder severing, capping and nucleation activity of the actin binding protein
GSN, we explored the role of HPV16E7–GSN complex in actin microfilament rearrange-
ment as a mechanical trigger for the acquisition of a more aggressive phenotype. Overall,
quantitative and qualitative alterations in the F-actin cytoskeleton observed in HPV16E7-
expressing cells appear closely related to EMT-linked morphological and transcriptional
changes. Cancer cells undergoing EMT lose epithelial specialized membrane structures
and properties (e.g., adherent/tight junctions and desmosomes), the apico-basal polarity
and, consequently, acquire a mesenchymal, more aggressive, phenotype characterized
by an elongated spindle-like cell shape, anchorage-independent cell growth, increased
motility and invasiveness [45]. Several studies show the involvement of actin dynamics
in the conversion of mechanical inputs into intracellular biochemical signals obtained by
regulating the highly conserved HIPPO/YAP axis [19,46].

The role of YAP in cancerogenesis remains controversial. In fact, YAP activity promotes
tumorigenicity [47,48] and, in other experimental models, apoptosis [49,50], suggesting that
YAP integrates multiple morpho-functional signals driving to a transcriptional program
that specifies cell fate [51]. The identification of the exact cellular context in which YAP
promotes tumor growth rather than apoptosis is of great interest, but it remains unclear
whether the mechanical cues promote YAP activity or whether the induction of YAP
contributes to cancer cell cytoskeleton reorganization.

Here, we investigated the relationship between the alteration of cytoskeletal archi-
tecture mediated by HPV16E7 expression and YAP activity. It should be highlighted that
some reports indicate that YAP is inactivated through cytoplasmic retention by viral onco-
proteins functionally related to HPVE7, thus contributing significantly to cell survival [52]
and to the acquisition of a less differentiated phenotype in infected epithelial cells [40]. On
the contrary, some studies report that YAP is hyperactivated and works as an oncogenic
driver in HPV-related cancers [53–55] and that the HPV16 E6/E7 oncoproteins expression
synergizes with YAP to promote cervical carcinogenesis [56].

Starting from this controversial scenario, we underline the role of the interaction
between E7 and GSN in increasing YAP phosphorylation at serine127 and its consequent
cytoplasmic retention. In fact, the basal cytoplasmic amount of p-YAP was not affected
by the expression of the HPV16E7 mutants. Therefore, the E7–GSN interaction appears to
play a pivotal role in reducing the transcriptional activity of YAP during EMT.

The involvement of RhoGTPases in YAP activation has been extensively investigated,
but its mechanism remains elusive [15,19,57]. The impact of cell morphology and mechani-
cal stress on the HIPPO pathway may also be eliminated by blocking Rho activity, required
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to build-up the contractile network as cells react to a stiff matrix [14]. Indeed, RhoGTPases
control the actin cytoskeleton functioning in epithelial and mesenchymal cells, with a major
role in both developmental and cancer-related EMT [12]. Particularly, Rac1 and Cdc42 play
a key role in the sub-membrane actin polymerization, invadopodia stability and cell-cell
and cell-matrix relationships [58]. Moreover, RhoA and Rac1/Cdc42 activities, coordinated
in regulating both membrane protrusions and cell matrix adhesions, have opposing effects
on different modes of tumor cell motility [27,57].

From our data, it can be argued that E7 expression, via its interaction with GSN, may
promote EMT transition and, therefore, mesenchymal motility mediated by the master
regulators Cdc42 and Rac1. Conversely, in cells expressing E7 mutant isoforms, increased
RhoA GTP could repress Rac1 activity, promoting an amoeboid-like movement of cancer
cells. Data on the expression of EMT-related transcription factors, Zeb1 and Snail, involved
in cell motility, seem to confirm the key role of the HPV16E7/GSN interaction in modulating
EMT-linked mesenchymal motility. The Rac1/Cdc42 regulatory role on cytoskeletal actin
appeared reduced in cells expressing E7 mutants. These findings strongly suggest the
presence of an additional regulatory mechanism, GTPase-independent, in which GSN
severing activity appears involved in the rearrangement of F-actin-mediated cytoskeleton
in HPV16E7-expressing cells.

Angiomotin family members, mainly AMOT1, are regulators of transcriptional activity
and subcellular localization of YAP through HIPPO-dependent [59] and independent [60]
mechanisms. AMOT1, a junction-associated scaffold protein involved in endothelial polar-
ization and migration, exhibits at its N-terminal region a F-actin binding site flanked by a
YAP-binding motif. A competitive interaction of these two factors with AMOT1 regulates
its ability to bind and sequester YAP in the cytoplasm [36,37] and activate YAP LATS
kinase inhibitors of the HIPPO pathway [61]. Furthermore, AMOT1 inhibits the nuclear
accumulation of YAP by binding it either to tight junctions or to actin filaments [36,37].

Moreover, increased actin polymerization, partly due to the impaired activity of GSN
linked to its interaction with HPV16E7, promoted the association between F-actin and
AMOT1. Although in cells expressing E7 mutants, the reduced availability of F-actin
should favor the formation of p-YAP/AMOT complexes, this did not occur, possibly due
to the rate-limiting p-YAP amount.

According to growing evidence highlighting the role of actin polymerization state
in regulating YAP activity, FRET results indicated that the F-actin perturbation mediated
by CytoD reduced the p-YAP–AMOT complexes formation, regardless the expression
of HPV16E7, either wt or mutant. Interestingly, also in this condition of inhibited actin
polymerization, cells showing HPV16E7–GSN interaction exhibited a higher propensity to
inactivate YAP by increasing its phosphorylation and cytoplasmic sequestration.

These data, in line with Fernandez et al. [62], suggest that F-actin level is per se
determinant, although not conclusive, for YAP activation, while cytoskeletal remodeling
mediated by E7–GSN interaction seemed to play a crucial role on HIPPO signature.

In order to define accurately the significance of the interplay between E7 and GSN
in regulating YAP activity, we assayed the binding ability of E7wt and E7 mutants with
PTPN14, another interactor able to modulate YAP activity [55,63]. Indeed, interaction
with PTPN14 occurs at the level of the C-terminal zinc-finger domain of E7, the same
region implicated in the binding with GSN [11]. In our experimental model, we confirmed
the molecular interaction between PTPN14 and E7 described by White et al. [64], but
the binding efficiency was not significantly different between E7wt and the C-terminal
mutants. Therefore, the cytoplasmic retention of YAP due to the expression of E7 appears to
be related with the E7–GSN complex rather than to the E7–PTPN14 interaction, unaffected
by the E7 mutations described here.

The control of YAP function requires both Rac1 and Cdc42 activity, as well as the mi-
crofilament system tension due to actin polymerization promotion mediated by HPV16E7–
GSN interaction, suggesting a crucial role of the HIPPO–YAP axis in the EMT-linked
cytoskeleton remodeling.
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All these data are consistent with the pivotal role of YAP in our experimental model,
in which HPV16E7, through its interaction with GNS and the associated morpho-functional
alterations of the microfilament system, promotes tumor cell invasion capability and
aggressiveness. Figure 7 recapitulates the interplay among E7, GSN and YAP, according to
our experimental results.
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Figure 7. Cartoon illustrating the potential cascade of events due to the physical interaction of E7wt with GSN. In this
model, we suggest a crucial role of the molecular association of E7wt with GSN in HPV-positive tumor cell motility and
aggressiveness. In this process, the activation of Rac1 and Cdc42 and the increase of polymerization state of actin would be
decisive in inducing EMT-related morpho-functional alterations via YAP signaling.
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The requirement of YAP activity for the maintenance of epithelial morphology indi-
cates that YAP could represent a master regulator of the differentiation state [29,40] and,
consequently, its inactivation by HPV16E7 via actin remodeling could exploit a crucial
role in the “de-differentiation” process elicited by this viral factor in transformed cells, i.e.
the partial regression of the epithelial cell HPV16E7-mediated towards a less specialized
mesenchymal-like phenotype with a greater propensity to cell motility and invasion.

Since EMT and associated cell de-differentiation is a pivotal component in cancer pro-
gression, our results provide new insights into the oncogenic transformation mechanisms
elicited by HPV, mainly by its E7 oncoprotein, in the infected cells, and may suggest a
repertoire of targets for therapeutic purposes.

5. Conclusions

Our data provide evidence that the E7–GSN interaction promotes the cytoskeleton
rearrangement leading to epithelial-mesenchymal transition-linked morphological and
transcriptional changes. This process, cytoskeleton remodeling mediated, induces the
HIPPO pathway by promoting the cytoplasmic retention of inactive P-YAP. These results
suggest that YAP could play a role in the “de-differentiation” process underlying the
acquisition of a more aggressive phenotype in HPV16-transformed cells. A deeper compre-
hension of the multifaceted mechanisms elicited by the HPV infection is vital for providing
novel strategies to block the biological and clinical features of virus-related cancers.
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E7wt or deletion mutant constructs E7∆62-66, E7∆71-75, Figure S3: IVM analysis after double-cell
staining with anti-AMOT (red) and anti-p-YAP antibody (blue) of cells transfected (green) with
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as vehicle control in EMT markers expression analysis. Uncropped western blot image available in
Figure S10, Figure S5. Uncropped western blot images for Figure 1C, Figure S6. Uncropped western
blot images for Figure 2A–C, Figure S7. Uncropped western blot images for Figure 3A, Figure S8.
Uncropped western blot images for Figure 4A, Figure S9. Uncropped western blot images for Figure
6B, Figure S10. Uncropped western blot images for supplementary Figure S4.

Author Contributions: A.M.M., P.M., R.V., and M.G.P. designed experiments, analyzed data and
co-wrote the paper. A.M.M., P.M., R.V. and B.A. carried out the experiments. R.V. performed
immunofluorescence microscopy and RhoGTPase activity experiments. P.M. performed and analyzed
all flow cytometry experiments. A.M.M., P.M., R.V. and M.G.P. contributed to the interpretation of
the results. All authors have read and agreed to the published version of the manuscript.

Funding: This study was supported by Ricerca Corrente IRE 2019-20 to A.M.M. and M.G.P., and by
the Italian Association for Cancer Research (18526) and Peretti Fundation (3603) to P.M.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data supporting reported results are available on request to the
corrisponding author and part of them are in the GARRbox repository (https://gbox.garr.it/garrbox/
index.php/s/HecFMiV0sMhbnzc).

Acknowledgments: Editorial and graphical assistance was provided by Luca Giacomelli, Massim-
iliano Pianta and Aashni Shah (Polistudium SRL, Milan, Italy). This assistance was supported by
internal funds.

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

https://www.mdpi.com/2072-6694/13/2/353/s1
https://www.mdpi.com/2072-6694/13/2/353/s1
https://gbox.garr.it/garrbox/index.php/s/HecFMiV0sMhbnzc
https://gbox.garr.it/garrbox/index.php/s/HecFMiV0sMhbnzc


Cancers 2021, 13, 353 18 of 20

References
1. Hausen, H.Z. Papillomaviruses and cancer: From basic studies to clinical application. Nat. Rev. Cancer 2002, 2, 342–350. [CrossRef]

[PubMed]
2. Gheit, T. Mucosal and Cutaneous Human Papillomavirus Infections and Cancer Biology. Front. Oncol. 2019, 9, 355. [CrossRef]

[PubMed]
3. Clifford, G.M.; Smith, J.S.; Aguado, T.; Franceschi, S. Comparison of HPV type distribution in high-grade cervical lesions and

cervical cancer: A meta-analysis. Br. J. Cancer 2003, 89, 101–105. [CrossRef] [PubMed]
4. Suarez, I.; Travé, G. Structural Insights in Multifunctional Papillomavirus Oncoproteins. Viruses 2018, 10, 37. [CrossRef] [PubMed]
5. Yeo-Teh, N.S.L.; Ito, Y.; Jha, S. High-Risk Human Papillomaviral Oncogenes E6 and E7 Target Key Cellular Pathways to Achieve

Oncogenesis. Int. J. Mol. Sci. 2018, 19, 1706. [CrossRef] [PubMed]
6. Chen, X.; Bode, A.M.; Dong, Z.; Cao, Y. The epithelial–mesenchymal transition (EMT) is regulated by oncoviruses in cancer.

FASEB J. 2016, 30, 3001–3010. [CrossRef]
7. Matarrese, P.; Abbruzzese, C.; Mileo, A.M.; Vona, R.; Ascione, B.; Visca, P.; Rollo, F.; Benevolo, M.; Malorni, W.; Paggi, M.G.

Interaction between the human papillomavirus 16 E7 oncoprotein and gelsolin ignites cancer cell motility and invasiveness.
Oncotarget 2016, 7, 50972–50985. [CrossRef]

8. Dominguez, R.; Holmes, K.C. Actin Structure and Function. Annu. Rev. Biophys. 2011, 40, 169–186. [CrossRef]
9. Lamouille, S.; Xu, J.; Derynck, R. Molecular mechanisms of epithelial–mesenchymal transition. Nat. Rev. Mol. Cell Biol. 2014, 15,

178–196. [CrossRef]
10. Jung, Y.-S.; Kato, I.; Kim, H.-R.C. A novel function of HPV16-E6/E7 in epithelial–mesenchymal transition. Biochem. Biophys. Res.

Commun. 2013, 435, 339–344. [CrossRef]
11. Mileo, A.M.; Abbruzzese, C.; Vico, C.; Bellacchio, E.; Matarrese, P.; Ascione, B.; Federico, A.; Della Bianca, S.; Mattarocci, S.;

Malorni, W.; et al. The human papillomavirus-16 E7 oncoprotein exerts antiapoptotic effects via its physical interaction with the
actin-binding protein gelsolin. Carcinogenesis 2013, 34, 2424–2433. [CrossRef] [PubMed]

12. Morris, H.T.; Machesky, L.M. Actin cytoskeletal control during epithelial to mesenchymal transition: Focus on the pancreas and
intestinal tract. Br. J. Cancer 2015, 112, 613–620. [CrossRef] [PubMed]

13. Arnold, T.R.; Stephenson, R.E.; Miller, A.L. Rho GTPases and actomyosin: Partners in regulating epithelial cell-cell junction
structure and function. Exp. Cell Res. 2017, 358, 20–30. [CrossRef] [PubMed]

14. Sun, S.; Irvine, K.D. Cellular Organization and Cytoskeletal Regulation of the Hippo Signaling Network. Trends Cell Biol. 2016, 26,
694–704. [CrossRef] [PubMed]

15. Nardone, G.; La Cruz, J.O.-D.; Vrbsky, J.; Martini, C.; Pribyl, J.; Skládal, P.; Pešl, M.; Caluori, G.; Pagliari, S.; Martino, F.; et al. YAP
regulates cell mechanics by controlling focal adhesion assembly. Nat. Commun. 2017, 8, 15321. [CrossRef]

16. Halder, G.; Dupont, S.; Piccolo, S. Transduction of mechanical and cytoskeletal cues by YAP and TAZ. Nat. Rev. Mol. Cell Biol.
2012, 13, 591–600. [CrossRef]

17. Yu, F.-X.; Zhao, B.; Guan, K.L. Hippo Pathway in Organ Size Control, Tissue Homeostasis, and Cancer. Cell 2015, 163, 811–828.
[CrossRef]

18. Piccolo, S.; Dupont, S.; Cordenonsi, M. The Biology of YAP/TAZ: Hippo Signaling and Beyond. Physiol. Rev. 2014, 94, 1287–1312.
[CrossRef] [PubMed]

19. Dupont, S.; Morsut, L.; Aragona, M.; Enzo, E.; Giulitti, S.; Cordenonsi, M.; Zanconato, F.; Le Digabel, J.; Forcato, M.; Bicciato, S.;
et al. Role of YAP/TAZ in mechanotransduction. Nat. Cell Biol. 2011, 474, 179–183. [CrossRef] [PubMed]

20. Barry, E.R.; Morikawa, T.; Butler, B.L.; Shrestha, K.; De La Rosa, R.; Yan, K.S.; Fuchs, C.S.; Magness, S.T.; Smits, R.; Ogino, S.; et al.
Restriction of intestinal stem cell expansion and the regenerative response by YAP. Nat. Cell Biol. 2013, 493, 106–110. [CrossRef]
[PubMed]

21. Mello, S.S.; Valente, L.J.; Raj, N.; Seoane, J.A.; Flowers, B.M.; McClendon, J.; Bieging-Rolett, K.T.; Lee, J.; Ivanochko, D.; Kozak,
M.M.; et al. A p53 Super-tumor Suppressor Reveals a Tumor Suppressive p53-Ptpn14-Yap Axis in Pancreatic Cancer. Cancer Cell
2017, 32, 460–473. [CrossRef] [PubMed]

22. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2–∆∆C
T. Methods

2001, 25, 402–408. [CrossRef] [PubMed]
23. Schneider, C.A.; Rasband, W.S.; Eliceiri, K.W. NIH Image to ImageJ: 25 years of image analysis. Nat. Methods 2012, 9, 671–675.

[CrossRef] [PubMed]
24. Matarrese, P.; Garofalo, T.; Manganelli, V.; Gambardella, L.; Marconi, M.; Grasso, M.; Tinari, A.; Misasi, R.; Malorni, W.; Sorice, M.

Evidence for the involvement of GD3 ganglioside in autophagosome formation and maturation. Autophagy 2014, 10, 750–765.
[CrossRef]

25. Riemann, D.; Tcherkes, A.; Hansen, G.H.; Wulfaenger, J.; Blosz, T.; Danielsen, E.M. Functional co-localization of monocytic
aminopeptidase N/CD13 with the Fc gamma receptors CD32 and CD64. Biochem. Biophys. Res. Commun. 2005, 331, 1408–1412.
[CrossRef]

26. Mack, N.A.; Whalley, H.J.; Castillo-Lluva, S.; Malliri, A. The diverse roles of Rac signaling in tumorigenesis. Cell Cycle 2011, 10,
1571–1581. [CrossRef]

27. Stengel, K.; Zheng, Y. Cdc42 in oncogenic transformation, invasion, and tumorigenesis. Cell. Signal. 2011, 23, 1415–1423.
[CrossRef]

http://doi.org/10.1038/nrc798
http://www.ncbi.nlm.nih.gov/pubmed/12044010
http://doi.org/10.3389/fonc.2019.00355
http://www.ncbi.nlm.nih.gov/pubmed/31134154
http://doi.org/10.1038/sj.bjc.6601024
http://www.ncbi.nlm.nih.gov/pubmed/12838308
http://doi.org/10.3390/v10010037
http://www.ncbi.nlm.nih.gov/pubmed/29342959
http://doi.org/10.3390/ijms19061706
http://www.ncbi.nlm.nih.gov/pubmed/29890655
http://doi.org/10.1096/fj.201600388R
http://doi.org/10.18632/oncotarget.8646
http://doi.org/10.1146/annurev-biophys-042910-155359
http://doi.org/10.1038/nrm3758
http://doi.org/10.1016/j.bbrc.2013.04.060
http://doi.org/10.1093/carcin/bgt192
http://www.ncbi.nlm.nih.gov/pubmed/23729654
http://doi.org/10.1038/bjc.2014.658
http://www.ncbi.nlm.nih.gov/pubmed/25611303
http://doi.org/10.1016/j.yexcr.2017.03.053
http://www.ncbi.nlm.nih.gov/pubmed/28363828
http://doi.org/10.1016/j.tcb.2016.05.003
http://www.ncbi.nlm.nih.gov/pubmed/27268910
http://doi.org/10.1038/ncomms15321
http://doi.org/10.1038/nrm3416
http://doi.org/10.1016/j.cell.2015.10.044
http://doi.org/10.1152/physrev.00005.2014
http://www.ncbi.nlm.nih.gov/pubmed/25287865
http://doi.org/10.1038/nature10137
http://www.ncbi.nlm.nih.gov/pubmed/21654799
http://doi.org/10.1038/nature11693
http://www.ncbi.nlm.nih.gov/pubmed/23178811
http://doi.org/10.1016/j.ccell.2017.09.007
http://www.ncbi.nlm.nih.gov/pubmed/29017057
http://doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://doi.org/10.1038/nmeth.2089
http://www.ncbi.nlm.nih.gov/pubmed/22930834
http://doi.org/10.4161/auto.27959
http://doi.org/10.1016/j.bbrc.2005.04.061
http://doi.org/10.4161/cc.10.10.15612
http://doi.org/10.1016/j.cellsig.2011.04.001


Cancers 2021, 13, 353 19 of 20

28. Kim, M.H.; Kim, J.; Hong, H.; Lee, S.; Lee, J.; Jung, E.; Kim, J. Actin remodeling confers BRAF inhibitor resistance to melanoma
cells through YAP/TAZ activation. EMBO J. 2016, 35, 462–478. [CrossRef]

29. van Soldt, B.J.; Qian, J.; Li, J.; Tang, N.; Lu, J.; Cardoso, W.V. Yap and its subcellular localization have distinct compart-ment-specific
roles in the developing lung. Development 2019. [CrossRef]

30. Seo, J.; Kim, J. Regulation of Hippo signaling by actin remodeling. BMB Rep. 2018, 51, 151–156. [CrossRef]
31. Wada, K.-I.; Itoga, K.; Okano, T.; Yonemura, S.; Sasaki, H. Hippo pathway regulation by cell morphology and stress fibers.

Development 2011, 138, 3907–3914. [CrossRef] [PubMed]
32. Mason, D.E.; Collins, J.M.; Dawahare, J.H.; Nguyen, T.D.; Lin, Y.; Voytik-Harbin, S.L.; Zorlutuna, P.; Yoder, M.C.; Boerckel, J.D.

YAP and TAZ limit cytoskeletal and focal adhesion maturation to enable persistent cell motility. J. Cell Biol. 2019, 218, 1369–1389.
[CrossRef] [PubMed]

33. Zhao, B.; Wei, X.; Li, W.; Udan, R.S.; Yang, Q.; Kim, J.; Xie, J.; Ikenoue, T.; Yu, J.; Li, L.; et al. Inactivation of YAP oncoprotein by
the Hippo pathway is involved in cell contact inhibition and tissue growth control. Genes Dev. 2007, 21, 2747–2761. [CrossRef]
[PubMed]

34. Hao, Y.; Chun, A.; Cheung, K.; Rashidi, B.; Yang, X. Tumor Suppressor LATS1 Is a Negative Regulator of OncogeneYAP. J. Biol.
Chem. 2008, 283, 5496–5509. [CrossRef] [PubMed]

35. Hatterschide, J.; Bohidar, A.E.; Grace, M.; Nulton, T.J.; Kim, H.W.; Windle, B.; Morgan, I.M.; Munger, K.; White, E.A. PTPN14
degradation by high-risk human papillomavirus E7 limits keratinocyte differentiation and contributes to HPV-mediated on-
cogenesis. Proc. Natl. Acad. Sci. USA 2019, 116, 7033–7042. [CrossRef]

36. Mana-Capelli, S.; Paramasivam, M.; Dutta, S.; Mccollum, D. Angiomotins link F-actin architecture to Hippo pathway signaling.
Mol. Biol. Cell 2014, 25, 1676–1685. [CrossRef]

37. Lammers, B.; Zhao, Y.; Hoekstra, M.; Hildebrand, R.B.; Ye, D.; Meurs, I.; Van Berkel, T.J.; Van Eck, M. Augmented athero-genesis
in LDL receptor deficient mice lacking both macrophage ABCA1 and ApoE. PLoS ONE 2011, 6, e26095. [CrossRef]

38. Moleirinho, S.; Hoxha, S.; Mandati, V.; Curtale, G.; Troutman, S.; Ehmer, U.; Kissil, J.L. Regulation of localization and function of
the transcriptional co-activator YAP by angiomotin. eLife 2017, 6, e23966. [CrossRef]

39. Martino, F.; Perestrelo, A.R.; Vinarský, V.; Pagliari, S.; Forte, G. Cellular Mechanotransduction: From Tension to Function. Front.
Physiol. 2018, 9, 824. [CrossRef]

40. Zemke, N.R.; Gou, D.; Berk, A.J. Dedifferentiation by adenovirus E1A due to inactivation of Hippo pathway effectors YAP and
TAZ. Genes Dev. 2019, 33, 828–843. [CrossRef]

41. Felsani, A.; Mileo, A.M.; Paggi, M.G. Retinoblastoma family proteins as key targets of the small DNA virus oncoproteins.
Oncogene 2006, 25, 5277–5285. [CrossRef] [PubMed]

42. Chellappan, S.; Kraus, V.B.; Kroger, B.; Munger, K.; Howley, P.M.; Phelps, W.C.; Nevins, J.R. Adenovirus E1A, simian virus 40
tumor antigen, and human papillomavirus E7 protein share the capacity to disrupt the interaction between transcription factor
E2F and the retinoblastoma gene product. Proc. Natl. Acad. Sci. USA 1992, 89, 4549–4553. [CrossRef] [PubMed]

43. Helt, A.M.; Galloway, D.A. Mechanisms by which DNA tumor virus oncoproteins target the Rb family of pocket proteins.
Carcinogenesis 2003, 24, 159–169. [CrossRef] [PubMed]

44. White, E.A. Manipulation of Epithelial Differentiation by HPV Oncoproteins. Viruses 2019, 11, 369. [CrossRef]
45. Nieto, M.A.; Huang, R.Y.-J.; Jackson, R.A.; Thiery, J.P. EMT: 2016. Cell 2016, 166, 21–45. [CrossRef]
46. Calvo, F.; Ege, N.; Grande-Garcia, A.; Hooper, S.; Jenkins, R.P.; Chaudhry, S.I.; Harrington, K.; Williamson, P.; Moeendarbary, E.;

Charras, G.; et al. Mechanotransduction and YAP-dependent matrix remodelling is required for the generation and maintenance
of cancer-associated fibroblasts. Nat. Cell Biol. 2013, 15, 637–646. [CrossRef]

47. Zanconato, F.; Cordenonsi, M.; Piccolo, S. YAP/TAZ at the Roots of Cancer. Cancer Cell 2016, 29, 783–803. [CrossRef]
48. Zheng, Y.; Pan, D. The Hippo Signaling Pathway in Development and Disease. Dev. Cell 2019, 50, 264–282. [CrossRef]
49. Oka, T.; Sudol, M. Nuclear localization and pro-apoptotic signaling of YAP2 require intact PDZ-binding motif. Genes Cells 2009,

14, 607–615. [CrossRef]
50. Levy, D.; Adamovich, Y.; Reuven, N.; Shaul, Y. Yap1 Phosphorylation by c-Abl Is a Critical Step in Selective Activation of

Proapoptotic Genes in Response to DNA Damage. Mol. Cell 2008, 29, 350–361. [CrossRef]
51. Raj, N.; Bam, R. Reciprocal Crosstalk Between YAP1/Hippo Pathway and the p53 Family Proteins: Mechanisms and Outcomes in

Cancer. Front. Cell Dev. Biol. 2019, 7, 159. [CrossRef] [PubMed]
52. Hwang, J.H.; Fernando, A.T.P.; Faure, N.; Andrabi, S.; Hahn, W.C.; Schaffhausen, B.S.; Roberts, T.M. Polyomavirus Small t Antigen

Interacts with Yes-Associated Protein to Regulate Cell Survival and Differentiation. J. Virol. 2014, 88, 12055–12064. [CrossRef]
[PubMed]

53. Xiao, H.; Wu, L.; Zheng, H.; Huili, W.; Wan, H.; Liang, G.; Zhao, Y.; Liang, J. Expression of Yes-Associated Protein in Cervical
Squamous Epithelium Lesions. Int. J. Gynecol. Cancer 2014, 24, 1575–1582. [CrossRef]

54. He, C.; Mao, D.; Hua, G.; Lv, X.; Chen, X.; Angeletti, P.C.; Dong, J.; Remmenga, S.W.; Rodabaugh, K.J.; Zhou, J.; et al. The
Hippo/YAP pathway interacts with EGFR signaling and HPV oncoproteins to regulate cervical cancer progression. EMBO Mol.
Med. 2015, 7, 1426–1449. [CrossRef] [PubMed]

55. Olmedo-Nieva, L.; Muñoz-Bello, J.O.; Manzo-Merino, J.; Lizano, M. New insights in Hippo signalling alteration in human
papillomavirus-related cancers. Cell. Signal. 2020, 76, 109815. [CrossRef]

http://doi.org/10.15252/embj.201592081
http://doi.org/10.1242/dev.175810
http://doi.org/10.5483/BMBRep.2018.51.3.012
http://doi.org/10.1242/dev.070987
http://www.ncbi.nlm.nih.gov/pubmed/21831922
http://doi.org/10.1083/jcb.201806065
http://www.ncbi.nlm.nih.gov/pubmed/30737263
http://doi.org/10.1101/gad.1602907
http://www.ncbi.nlm.nih.gov/pubmed/17974916
http://doi.org/10.1074/jbc.M709037200
http://www.ncbi.nlm.nih.gov/pubmed/18158288
http://doi.org/10.1073/pnas.1819534116
http://doi.org/10.1091/mbc.e13-11-0701
http://doi.org/10.1371/journal.pone.0026095
http://doi.org/10.7554/eLife.23966
http://doi.org/10.3389/fphys.2018.00824
http://doi.org/10.1101/gad.324814.119
http://doi.org/10.1038/sj.onc.1209621
http://www.ncbi.nlm.nih.gov/pubmed/16936748
http://doi.org/10.1073/pnas.89.10.4549
http://www.ncbi.nlm.nih.gov/pubmed/1316611
http://doi.org/10.1093/carcin/24.2.159
http://www.ncbi.nlm.nih.gov/pubmed/12584163
http://doi.org/10.3390/v11040369
http://doi.org/10.1016/j.cell.2016.06.028
http://doi.org/10.1038/ncb2756
http://doi.org/10.1016/j.ccell.2016.05.005
http://doi.org/10.1016/j.devcel.2019.06.003
http://doi.org/10.1111/j.1365-2443.2009.01292.x
http://doi.org/10.1016/j.molcel.2007.12.022
http://doi.org/10.3389/fcell.2019.00159
http://www.ncbi.nlm.nih.gov/pubmed/31448276
http://doi.org/10.1128/JVI.01399-14
http://www.ncbi.nlm.nih.gov/pubmed/25122798
http://doi.org/10.1097/IGC.0000000000000259
http://doi.org/10.15252/emmm.201404976
http://www.ncbi.nlm.nih.gov/pubmed/26417066
http://doi.org/10.1016/j.cellsig.2020.109815


Cancers 2021, 13, 353 20 of 20

56. He, C.; Lv, X.; Huang, C.; Angeletti, P.C.; Hua, G.; Dong, J.; Zhou, J.; Wang, Z.; Ma, B.; Chen, X.; et al. A Human Papilloma-virus-
Independent Cervical Cancer Animal Model Reveals Unconventional Mechanisms of Cervical Carcinogenesis. Cell Rep. 2019, 26,
2636–2650.e5. [CrossRef] [PubMed]

57. Sanz-Moreno, V.; Gadea, G.; Ahn, J.; Paterson, H.; Marra, P.; Pinner, S.; Sahai, E.; Marshall, C.J. Rac Activation and Inactivation
Control Plasticity of Tumor Cell Movement. Cell 2008, 135, 510–523. [CrossRef] [PubMed]

58. Lin, C.W.; Sun, M.S.; Liao, M.Y.; Chung, C.H.; Chi, Y.H.; Chiou, L.T.; Yu, J.; Lou, K.L.; Wu, H.C. Podocalyxin-like 1 promotes
invadopodia formation and metastasis through activation of Rac1/Cdc42/cortactin signaling in breast cancer cells. Carcinogenesis
2014, 35, 2425–2435. [CrossRef] [PubMed]

59. Adler, J.J.; Johnson, D.E.; Heller, B.L.; Bringman, L.R.; Ranahan, W.P.; Conwell, M.D.; Sun, Y.; Hudmon, A.; Wells, C.D. Serum
deprivation inhibits the transcriptional co-activator YAP and cell growth via phosphorylation of the 130-kDa isoform of An-
giomotin by the LATS1/2 protein kinases. Proc. Natl. Acad. Sci. USA 2013, 110, 17368–17373. [CrossRef] [PubMed]

60. Cho, Y.S.; Li, S.; Wang, X.; Zhu, J.; Zhuo, S.; Han, Y.; Yue, T.; Yang, Y.; Jiang, J. CDK7 regulates organ size and tumor growth by
safeguarding the Hippo pathway effector Yki/Yap/Taz in the nucleus. Genes Dev. 2020, 34, 53–71. [CrossRef]

61. Leung, C.Y.; Zernicka-Goetz, M. Angiomotin prevents pluripotent lineage differentiation in mouse embryos via Hippo path-way-
dependent and -independent mechanisms. Nat. Commun. 2013, 4, 2251. [CrossRef] [PubMed]

62. Fernandez, B.G.; Gaspar, P.; Brás-Pereira, C.; Jezowska, B.; Rebelo, S.R.; Janody, F. Actin-Capping Protein and the Hippo pathway
regulate F-actin and tissue growth in Drosophila. Development 2011, 138, 2337–2346. [CrossRef] [PubMed]

63. White, E.A.; Münger, K.; Howley, P.M. High-Risk Human Papillomavirus E7 Proteins Target PTPN14 for Degradation. mBio
2016, 7. [CrossRef] [PubMed]

64. White, E.A.; Sowa, M.E.; Tan, M.J.A.; Jeudy, S.; Hayes, S.D.; Santha, S.; Münger, K.; Harper, J.W.; Howley, P.M. Systematic
identification of interactions between host cell proteins and E7 oncoproteins from diverse human papillomaviruses. Proc. Natl.
Acad. Sci. USA 2012, 109, E260–E267. [CrossRef] [PubMed]

http://doi.org/10.1016/j.celrep.2019.02.004
http://www.ncbi.nlm.nih.gov/pubmed/30840887
http://doi.org/10.1016/j.cell.2008.09.043
http://www.ncbi.nlm.nih.gov/pubmed/18984162
http://doi.org/10.1093/carcin/bgu139
http://www.ncbi.nlm.nih.gov/pubmed/24970760
http://doi.org/10.1073/pnas.1308236110
http://www.ncbi.nlm.nih.gov/pubmed/24101513
http://doi.org/10.1101/gad.333146.119
http://doi.org/10.1038/ncomms3251
http://www.ncbi.nlm.nih.gov/pubmed/23903990
http://doi.org/10.1242/dev.063545
http://www.ncbi.nlm.nih.gov/pubmed/21525075
http://doi.org/10.1128/mBio.01530-16
http://www.ncbi.nlm.nih.gov/pubmed/27651363
http://doi.org/10.1073/pnas.1116776109
http://www.ncbi.nlm.nih.gov/pubmed/22232672

	Introduction 
	Materials and Methods 
	Cell Line and Treatments 
	Plasmids and Cell Transfection 
	RNA Extraction and Quantitative RT-PCR 
	Cell Invasion Assay 
	RhoGTPases Activity 
	Immunoblot Analysis 
	Flow Cytometry 
	Quantitative Evaluation of Proteins 
	Fluorescence Resonance Energy Transfer (FRET) 

	Fluorescence Microscopy 
	Data Analyses and Statistics 

	Results 
	HPV16E7 Expression Promotes Actin Cytoskeleton Remodeling, Cell Invasion and EMT in Human Cervical Cancer Cells 
	HPV16E7 Expression Induces Activation of Rac1 and Cdc42 RhoGTPases 
	HPV16E7 Expression Promotes Phosphorylation of YAP 
	Specific Relevance of the E7–GSN Interaction 
	HPV16E7-Induced Cytoskeleton Alterations Interfere With p-YAP/AMOT1 Complex 
	Effect of Cytochalasin D on YAP Activity and EMT 

	Discussion 
	Conclusions 
	References

