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During embryonic morphogenesis, the heart undergoes a complex series of cellular
phenotypic maturations (e.g., transition of myocytes from proliferative to quiescent or
maturation of the contractile apparatus), and this involves stiffening of the extracellular
matrix (ECM) acting in concert with morphogenetic signals. The maladaptive remodeling
of the myocardium, one of the processes involved in determination of heart failure,
also involves mechanical cues, with a progressive stiffening of the tissue that
produces cellular mechanical damage, inflammation, and ultimately myocardial fibrosis.
The assessment of the biomechanical dependence of the molecular machinery
(in myocardial and non-myocardial cells) is therefore essential to contextualize the
maturation of the cardiac tissue at early stages and understand its pathologic evolution
in aging. Because systems to perform multiscale modeling of cellular and tissue
mechanics have been developed, it appears particularly novel to design integrated
mechano-molecular models of heart development and disease to be tested in ex vivo
reconstituted cells/tissue-mimicking conditions. In the present contribution, we will
discuss the latest implication of mechanosensing in heart development and pathology,
describe the most recent models of cell/tissue mechanics, and delineate novel strategies
to target the consequences of heart failure with personalized approaches based on
tissue engineering and induced pluripotent stem cell (iPSC) technologies.
Keywords: cardiac regeneration, mechanosensing and regulation, cardiac tissue engineering, tissue modeling,
stiffness

INTRODUCTION
In recent years, the assessment of biomechanical-dependent molecular machinery has become
a new insightful approach to decipher cellular dynamics inside tissues, with implications in
morphogenesis, tissue renewal, and pathology progression. For example, mechanical-dependent
coordination of tissue growth is one of the major determinants in either preimplantation or
postimplantation embryonic patterning (Bredov and Volodyaev, 2018), as well as in pathologic
evolution such as cancer (Papalazarou et al., 2018). Moreover, progenitor cells differentiation has
been directly linked to compliance of the extracellular matrix (ECM) (Engler et al., 2006) or
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that may have consequences for alternative differentiation of
cells with progenitor characteristics. Typical is the example
of mesenchymal cells that were shown to differentiate into
adipose or osteogenic cells depending on the compliance of
the ECM (Engler et al., 2006). This differentiation process
occurs by engaging signaling cascades, for example, the socalled Hippo pathway (Piccolo et al., 2014), whose activity
is directly dependent on the tension of the cytoskeleton,
determining the reversible nuclear translocation of the
Yes-associated protein and transcriptional activator with
PDZ-binding motif (YAP/TAZ) transcription complex
(Dobrokhotov et al., 2018; Dasgupta and McCollum, 2019;
Pocaterra et al., 2020).
Mechanical signaling may also determine longer time
effects and permanent programming of cell phenotype through
specific setting of the epigenome. For example, experiments
performed with hydrogels with defined compliance showed that
exposure to a stiff three-dimensional (3D) environment modifies
permanently gene expression with permanently established
“mechanical memory” effects (Yang et al., 2014) that cannot
be reversed even by shifting cells into an environment with
higher compliance. In line with these evidences, it was observed
that forcing cells to acquire specific geometries determines
permanent changes in epigenetic marks that likely translate
in long-term gene activation/repression at the chromatin level
(Downing et al., 2013).
The link between intracellular mechanical signaling and
permanent epigenetic changes may depend on the direct effects
that generation of intracellular forces has on the opening
and closing of the nuclear pores and the accessibility of the
chromatin to transcriptional machineries due to long-range
interactions with proteins of the nuclear envelope. For example,
it was recently observed that connection of the contractile
cytoskeleton to the nuclear lamina is important to promote
nuclear straining and translocation of the YAP/TAZ complex
by physical opening of the nuclear pores independently of
the Hippo signaling (Elosegui-Artola et al., 2017; Lomakin
et al., 2017). The structure of the chromatin may itself
result from generation of intracellular forces due to peculiar
conformation of the surrounding environment. For example,
confinement of cells into specific geometric patterns resulted in
topological chromatin rearrangement due to force-dependent
distribution of epigenetically active enzymes [e.g., histone
deacetylases (HDACs)], and this may cause permanent
opening/compaction of the chromatin in specific gene loci
(Jain et al., 2013). This intriguing possibility seems to be linked
to the association existing between chromatin and components
of the nuclear envelope (e.g., lamins), which, other than a
structural function in the nucleus, may also have mechanical
transduction and topological insulation functions (Stephens
et al., 2018). Recently, Cho et al. (2019) demonstrated that
nuclear lamina regulates and reduces the nuclear rupture and
leak of DNA repair factors, suggesting a role of the nuclear
lamina as a “cushion” potentially protecting from cytoskeletondependent nuclear mechanical stress. Together, these evidences
support an integration of mechanical forces into the wider
control mechanism of cell identity and function and establish

to the topography and characteristics of the substrate in
which they are cultured. Similarly, when cells are confined
onto geometrically defined adhesions surfaces (McBeath et al.,
2004; Nelson et al., 2005), aligned in specific patterns onto
microgrooved structures (Downing et al., 2013), or exposed
to cyclic strain (Ugolini et al., 2016), mechanical stress sensed
by the cytoskeleton results in a broad variety of cellular
responses such as differentiation, proliferation, or maturation.
However, what links mechanical stimuli to cell biology and
how mechanical pathways are transduced inside the cell to
activate proliferation and/or alternative differentiation pathways
are still not fully understood. A greater discernment of these
mechanisms is of fundamental importance in order to better
understand the development and progression of various cardiac
diseases in which a dysregulation of the mechanosensingmediated pathways are involved. Similarly, it is now evident
that the same molecular mechanisms are also involved in the
maturation of a functional tissue, both in vitro and in vivo.
They should be further considered when trying to engineer
and develop in vitro new cardiac tissue, for both regenerative
medicine and research applications. In this review, we will
address the latest implication of mechanosensing in heart
development and pathology, describe the most recent models
of cell/tissue mechanics, and delineate novel strategies to target
the consequences of heart failure with personalized approaches
based on tissue engineering and induced pluripotent stem cell
(iPSC) technologies.

CELL MECHANICS AND HEART
DEVELOPMENT/DISEASE
From Cytoskeleton Tensioning to
Mechanical Sensing and Gene
Expression Programming
Mechanical cues are converted into biochemical stimuli
by connections established between the cytoskeleton [a
network of protein filaments composed of microtubules
(MTs), microfilaments (MFs), and intermediate filaments (IFs)
involved in many cellular functions because of their role in,
e.g., cell shaping, migration, and intracellular architecture
conditioning] and the external ECM through focal adhesion
contacts and multi-protein structures connecting the actin
bundles to the ECM. Among all the proteins present in
focal adhesions, integrins are transmembrane heterodimeric
receptors, composed of α and β subunits, which bind to the
ECM and activate different signal transduction within the cells.
Similar to receptor–ligand interactions, mechanical signaling
originates from receptor-mediated nucleation of adhesions
structures, and further organization of intracellular cytoskeleton
with consequent force generation (from intracellular or
external stimuli) and intracellular mechanical transduction
(Burridge and Wittchen, 2013; Brouhard and Rice, 2018).
Downstream of mechanical activation (e.g., increasing force
generation by cells attached to substrates with increasing
stiffness) is the activation of gene transcription signaling
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Mechanical maturation of the heart, finally, does not only involve
maturation of the contractile cell mass. In fact, the cardiac matrix
undergoes a significant stiffening from a value <0.2 kPa (Young
modulus) of the cardiac tube, to a value >20 kPa at birth (Majkut
et al., 2013, Majkut et al., 2014; Chiou et al., 2016), when it reaches
its physiological stiffness. Interestingly, a coordinated control of
cardiac myosin expression in myocytes and collagen I deposition
by cardiac fibroblasts (CFs) orchestrates maturation of the tissue,
preparing it for the increase in mechanical load occurring at
birth (Majkut et al., 2014). The connection of myocytes to the
surrounding matrix through costameres establish a very sensitive
feedback mechanism controlling mitotic block other than
cellular mechanical integrity (Sessions and Engler, 2016), and
perturbation of this system could be amenable to induce cardiac
regeneration. In line with this hypothesis, it was observed that
administration of Agrin, a specific component, in the neonatal
cardiac matrix promotes dissociation of YAP from the DGC
complex and myocyte cell cycle re-entry (Bassat et al., 2017).
Because administration of drugs with a matrix softening activity
prolongs the cardiac regeneration period in neonatal mice
(Notari et al., 2018), it is tempting to speculate that modulating
mechanical properties of the myocardial matrix could be a viable
strategy to promote heart regeneration in adulthood.

spatial and mechanical criteria for correct tissue development
and homeostasis.

Mechanosensitive Control of Heart
Development and Growth
Biophysical regulation of chromatin organization appears to be
important also in lineage specification and pathway activation
from the earliest stages of embryonic development. For example,
it has been hypothesized that nuclear translocation of the
YAP/TAZ transcriptional complex in response to straining of
the cells outside the forming blastocysts may establish the first
separation between the embryonic and extraembryonic lineages
in preimplantation mammalian embryos (Nishioka et al., 2009;
Biggins et al., 2015). On the other hand, cell-to-cell contacts
in the inner cells activate the Hippo pathway resulting in
the phosphorylation and inactivation of the YAP/TAZ, thus
preventing the translocation into the nuclei and allowing
pluripotency markers to be expressed (Nishioka et al., 2009;
Biggins et al., 2015). This straining effect is likely related to
the establishment of the apical domain of the presumptive
trophectodermal cells, resulting in molecular determination of
the first extraembryonic lineage by cell positioning outside the
forming blastocyst and induction of pluripotency in its interior
domain (Korotkevich et al., 2017).
Development of the heart is one of the first morphogenetic
events occurring in the developing embryos with a complex series
of cell migrations and phenotypic transformations also involving
mechanical cues. Although we redirect to more specific reports
describing the various lineages contributing to the formation
of the heart (Meilhac and Buckingham, 2018), it is important
to highlight that the origin of the coordinated heartbeat
arising in the cardiac tube before its primary looping may
have a pure mechanical basis rather than an electromechanical
basis. This hypothesis emerges from studies showing that
perturbations of mechanosensitive Ca2+ channels expressed
by cardiac progenitors (Tyser et al., 2016) are determined
by a progressive increase in the matrix stiffness leading to a
coordinated beating of the newly differentiated myocardial cells
(Majkut et al., 2013, Majkut et al., 2014; Chiou et al., 2016) before
the onset of electromechanical coupling.
Mechanical cues seem to be profoundly involved in
controlling myocyte proliferation and hypertrophy after
birth. At this stage, a dramatic increase in the pumping
efficiency of the heart is necessary to compensate cessation of
the embryonic shunts redirecting circulation of the oxygenated
blood from the placenta to the lungs, and the transition from
a quasi-zero to a normal gravity level (Kennedy-Lydon and
Rosenthal, 2017). The increase in mechanical performance
requires a structural and functional maturation of the myocytes,
with the conversion from the fetal to the adult structure of the
sarcomeres (Ehler, 2016), a change in shape from polygonal to
rod-like, and a sudden reduction of their proliferation with an
increase in their volume. In parallel, sequestering of YAP by the
dystrophin/dystroglycan complex (DGC) due to Hippo pathwaydependent phosphorylation acts as a negative feedback loop
preventing further myocyte proliferation (Morikawa et al., 2017).
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CELL AND TISSUE LEVEL MECHANICAL
MODELING: MOLECULAR AND
SUBCELLULAR LEVEL MODELING
The pathways of mechanotransduction, that is, the cascade of
events originating from mechanical cues eventually leading
to biological responses, are known to differ considerably
both between different cellular phenotypes and between
distinct mechanical stimuli (Omens, 1998; Humphrey, 2001).
Historically, the molecular players of mechanotransduction
were categorized into the following groups (Ingber, 1997):
(1) mechanical-signal-responding ion channels, (2) integrin
receptors, (3) protein complexes linking the integrin receptors to
the cytoskeleton, and (4) cytoskeleton components, that is, MTs,
IFs, and actin MFs. Each one of these players, synergistically
and sequentially involved in transmitting mechanical signals
from the ECM to the inside of the cell, has benefited from new
insights provided by computational theories at various length
scales and timescales. Among these theories, computational
molecular modeling has gained great momentum in the past
20 years, as a theoretical set of methodologies able to predict
conformational and thermodynamic properties of biological
building blocks and macromolecular super-assemblies by means
of models characterized by atomic or quasi-atomic resolution.
In this context, molecular dynamics (MD) simulations have
been widely used in the last decades to obtain new insights into
biological functions of proteins by studying such molecular
systems at the atomistic level (Soncini et al., 2007; Lepre et al.,
2017; Grasso et al., 2018, 2019a,b). After McCammon et al.
(1977) investigated the dynamic behavior of small proteins on
the basis of MD simulations, the method was widely employed
for helping experimental design and data rationalization, with
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(MscS) and mechanosensitive channels of large conductance
(MscL). Sotomayor and Schulten (2004) investigated the
dynamics of MscS through MD simulations both restrained
to its crystallographic state and unrestrained: in the former
case, the open conformation was preserved, and intermittent
permeation of water was observed, whereas in the latter,
unrestrained case, the presence of local surface tension was
shown to mechanically induce widening of the pore. Elmore
and Dougherty (2003) computationally investigated the effect of
lipid membrane composition on MscL dynamics, highlighting
a conformational change in the channel’s C-terminal region
depending on membrane lipid composition and structural
rearrangements following the thinning of the bilayer in response
to mechanical tension. The gating mechanism of MscL has
been further evaluated computationally by Gullingsrud et al.
(2001) through the use of steered MD (SMD), where the
application of lateral tension mimicking the bilayer environment
subjected to mechanical stress allowed for the characterization
of the dynamics of the single molecular events leading to
the transition from the closed state to the first open state,
in good agreement with experimental data (Sukharev et al.,
1999; Kloda and Martinac, 2001). More recently, Sawada et al.
(2012) identified a single residue as the main responsible for
transmitting the force from the membrane bilayer to the rest of
the channel, thereby characterizing the chain of events eventually
leading to the first stage of channel opening, with the calculated
energy difference between the closed and first conductance
states in agreement with experimental data. Overall, the last
two decades saw the increasing application of computational
modeling techniques to MSCs, effectively shedding light on those
molecular events that from the application of mechanical stimuli
lead to structural rearrangements of the channels and eventually
to the conformational switch to the open state. Given the crucial
role of ion-channel mechanics and dynamics in the regulation of
cardiovascular function, this approach is promising and expected
to provide insights into the causative relationships between the
cell’s mechanical environment and functional consequences in
healthy and pathological myocardial conditions.

the drawback of an accessible timescale in the order of several
hundreds of nanoseconds up to a microsecond (Abraham
et al., 2015; Hollingsworth and Dror, 2018), in contrast with
the generally much larger timescale encompassing protein
function (nanoseconds up to seconds). As a matter of fact, the
choice of the proper computational simulation approach is
usually related to the timescale to be investigated, the size of the
molecular system, and also the properties under investigation.
The mechanics of large protein structures is still computationally
inaccessible by all-atom MD (AAMD), which, as the name
suggests, is based on the explicit modeling of all atoms of
the simulated system and all the bonded and non-bonded
interactions thereof. Thus, researchers working in the field tried
to develop simulation approaches requiring less computational
power (Chu and Voth, 2005, 2006, 2007; Marrink et al., 2007;
Monticelli et al., 2008; Pfaendtner et al., 2010; Deriu et al.,
2012; Bidone et al., 2015). Some of these methods are based on
simplified models for describing the protein structure, such as
normal mode analysis (NMA) of elastic network models (ENMs)
used as a coarse-grained (CG) approach for protein dynamics
(Tama et al., 2000; Tama and Sanejouand, 2001; Li and Cui,
2002; Eom et al., 2007; Tatke et al., 2008; Yang and Chng, 2008;
Deriu et al., 2010; Cifra et al., 2015). These techniques represent
a valid computational alternative to atomistic simulations
for understanding the mechanics of large proteins. All these
approaches, both atomistic and non-atomistic (Figure 1) will
be discussed for each of the aforementioned biological players
of mechanotransduction, starting from the cell–ECM contact
and conceptually moving downstream the mechanotransduction
pathway toward the cytoskeleton.

Mechanosensitive Ion Channels
From a cellular perspective, effective translation of mechanical
cues from the environment into appropriate biological responses
requires a competent transduction pathway connecting the ECM
to subcellular structures. For this reason, contacts between
the cell and the ECM are being increasingly investigated both
in vitro and through the application of the tools provided
by computational molecular modeling, given the intimate
link between mechanotransduction and protein conformational
changes (Hoffman et al., 2011). Mechanosensitive ion channels
(MSCs), sometimes referred to as stretch-activated channels
(SACs), being located at the interface between the cell membrane
and the surrounding environment, are a first candidate for the
transduction of mechanical stimuli, with functional implications
on a variety of biological processes including, for example, the
mechano-electric feedback loop in cardiovascular physiology,
where force is known to significantly alter ion conductance
(Teng et al., 2014). SAC opening and closing dynamics in
response to mechanical stress have been investigated both
in vitro and in silico (Kizer et al., 1997; Sachs, 2010) for a
variety of cellular phenotypes, and in this context, computational
molecular modeling is providing valuable insights into the
molecular mechanisms behind the response to mechanical
stimuli. Examples of this include computational studies of
the bacterial mechanosensitive channels, which are commonly
categorized into mechanosensitive channels of small conductance
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Integrin Receptors
Integrins are cell adhesion heterodimers composed of two
glycoprotein subunits named α and β, each consisting of an
extracellular portion terminating with a globular shaped head,
a multidomain “leg,” a transmembrane helix, and a cytoplasmic
tail region. A total of nine types of β subunits and 24 types
of α subunits exist, combining to form functionally distinct
heterodimers (Moreno-Layseca et al., 2019). They constitute a
well-known contact point between the cell and both the ECM and
adjacent cells, and they have been extensively studied in terms
of their mechanical properties in the context of transmitting
mechanical signals downstream of focal adhesions, which are
supramolecular contact points between the cell and ECM enabled
by the clustering of adhesion-mediating proteins. Integrins
generally bind to specific components of the ECM, which bear
a distinct integrin-binding domain consisting in an Arg-Gly-Asp
(RGD) triplet. The most common substrates for human integrins
are laminins (α3β1 α6β1 α7β1, α6β4, α1β1, and α2β1), collagens
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FIGURE 1 | Schematic representation of the different timescales and length scales typically accessible to different computational and experimental techniques,
starting from quantum mechanics (QM) and hybrid quantum mechanics/molecular mechanics (QM/MM), and progressively moving up the scales to all-atom
molecular dynamics (AA-MD), coarse-grained MD (CG-MD), and elastic networks, up to Brownian dynamics and continuum mechanics, and at the top right in vitro
approaches. The dashed line encompasses techniques deploying the principles of molecular mechanics. The bottom arrows highlight the typical timescales of
different types of biological motions.

(α1β1, α2β1, α10β1, α11β1, αvβ8, and α9β1), and fibronectin
(α5β1 α8β1 αvβ1, αvβ3, αIIbβ3, αvβ6, αvβ8, α4β1, and α4β7)
(Moreno-Layseca et al., 2019). The location and accessibility of
RGD domains thus play a pivotal role in integrin binding, and
the exposure of buried RGD triplets as a result of mechanical
stress arguably constitutes a first path for mechanotransduction.
Different models of the integrin activation process have been
proposed. A first model postulates that inactive integrins are
in a bent state, with the heads facing the cell membrane.
Events such as talin binding in the intracellular region are then
thought to lead to a switchblade-like motion, in which the head
swings outward toward the extracellular space, thus activating
the integrin (Takagi et al., 2002). A second model explained
integrin activation as a consequence of the vertical sliding of
the stalks in response to the same intracellular binding events
(Xiong et al., 2003). Perhaps most importantly, both models
explained integrin activation as a function of conformational
changes enhancing the affinity of the globular heads for their
extracellular ligands. Molecular modeling methods have been
deployed to investigate the dynamics of integrin conformational
change and activation, for example, the swing-out motion of
the hybrid domain in β3 integrins. Indeed, MD and SMD
simulations allowed to describe the allosteric pathway leading
to hinge-angle opening in α5β3 integrins at the atomistic scale
(Puklin-Faucher et al., 2006), also highlighting how RGDsequence-containing ligand binding and ligand-dependent force
application accelerate the conformational alterations (PuklinFaucher and Vogel, 2009). The conformational dynamics of
the β3 integrin headpiece hybrid domains have also been
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investigated by Gaillard et al. (2009) through MD and NMA,
(1) underlining the low-frequency nature of the conformational
transition involving the I-like and hybrid domains, (2) detailing
the role of the α1 and α7 helices in the conformational
transition, and (3) linking local conformational alterations of
the identified regions to wider-scale structural rearrangements,
allowing for integrin activation. Further studies hinted, again
using targeted MD and ENMs, at common structural changes of
the I-like domain essential for β3 integrin activation (Matsumoto
et al., 2008; Provasi et al., 2009) and detailed the nature
of the transition from inactive to active state (Chen et al.,
2011). In summary, given the central role of integrins in
mediating cell–cell and cell–ECM contacts and their potential
as pharmacological targets (Paulhe et al., 2005), and because
physiological cardiovascular function is intrinsically liked to
correct mechanical coupling between its cellular and extracellular
components, computational molecular modeling applied with
specific methodological endpoints to the characterization of
integrin-receptor mechanics and dynamics shall prove a valuable
approach for the investigation of mechanotransduction, also in
the context of cardiovascular function.

The Integrin–Cytoskeleton Coupling
The coupling between integrin receptors and the cytoskeleton
sees the involvement, among others, of talin and vinculin
(Figure 2). Moving further downstream of the mechanical
chain connecting the cell environment to the inside of the cell,
computational modeling has again proven to be a valuable tool
in synergy with experimental approaches to unveil the causative
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FIGURE 2 | (A) Simplified schematic of the three main constituents of the cytoskeleton, that is, actin microfilaments, intermediate filaments, and microtubules, with
their basic constitutive units highlighted. (B) Schematic representation of the connection between the extracellular matrix (ECM) and the actin cytoskeleton through
integrins. Atomistic models available for the vinculin-binding site (VBS) of talin and the vinculin Vh1–talin VBS complex are shown. Created with Biorender.com.

factors of the translation of mechanical stimuli into competent
or aberrant cellular responses. Talin, a globular protein crucial
for linking integrins to the actin cytoskeleton, has been suggested
through MD simulations to undergo a conformational change of
its helical bundles when force is applied at the focal adhesion,
effectively exposing cryptic binding residues crucial for vinculin
binding (Lee et al., 2007), leading to the strengthening of focal
adhesions, as shown by more recent works (del Rio et al., 2009;
Yao et al., 2014). Vinculin, simultaneously binding to talin and
F-actin, is also known to be essential for the maturation of
stable focal adhesions. As Lee and co-workers suggested (Lee
et al., 2007), the requirement of an external force to induce
vinculin recruitment might be a crucial component in the overall
mechanotransduction pathway. In their study, MD simulations
were employed and a binding mechanism between the vinculin
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head subdomain (Vh1) and the talin vinculin-binding site (VBS)
was proposed as characterized at the atomic scale in terms
of consecutive structural events from hydrophobic insertion
on VBS into Vh1 to a conformational rotation of the former
(Lee et al., 2007). The predominantly hydrophobic nature of
the VBS–vinculin interaction has been later confirmed again
through MD simulations by Golji et al. (2011), further confirming
the hypothesis of the insertion of the VBS of talin into the
hydrophobic vinculin domain 1 core. Interestingly, the more
general validity of the proposed mechanism suggested by Lee
et al. (2008) constitutes a first example of how the understanding
of molecular mechanisms in this context through computational
models constitutes an important piece of knowledge, which
might eventually lead, in tandem with experimental validation, to
a broader multiscale model of mechanotransduction. Moreover,
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for the MT (Kis et al., 2002; Kasas et al., 2004a,b). A series
of studies addressed the characterization of MT longitudinal
vibrations (Pokorný et al., 1997; Kis et al., 2002; Kasas et al.,
2004a,b; Deriu et al., 2010; Cifra et al., 2011; Barzanjeh et al.,
2017). These models allowed to elucidate relationships between
tubulin molecular structure and arrangement in the MT lattice
and filament principal modes of motion. Vibration dispersion
relations accounting for the geometrical architecture of MT as
well as insights on protein–protein interactions were predicted
in detail. Also, a strong dependence of the microscopic vibration
properties of the MTs on the number of the MT protofilaments
and MT lattice type has been found (Portet et al., 2005). By
analyzing the normal modes of motion, it has been found that
circumferential bending, controlled by circumferential bending
stiffness, is dominant in circumferential vibrations. Therefore,
the excitation of the vibrations could lead to a large deformation
of the MT section, thus influencing both the mechanical
performances and the structural integrity (Wang and Zhang,
2008; Zhang and Wang, 2014). Several theoretical models
have been developed in order to justify experimental evidence
demonstrating that the mechanical behavior of the MT could be
better described by using the elasticity theory for transversally
anisotropic structures (Kis et al., 2002; Kasas et al., 2004b). New
insights about MT mechanical properties have been obtained
by inspecting the MT mechanical characteristics starting from
the atomic level, using a bottom-up approach. For example,
anisotropic network model approaches have been able to shed
light on the global dynamics of the tubulin dimer (Keskin et al.,
2002) and even to predict vibration modes of entire MTs still
maintaining an atomic resolution (Deriu et al., 2010).
Just as for MTs, computational investigations of the
mechanical properties of actin were initially performed by
considering actin filaments as homogeneous and isotropic rods
(Yoshimura et al., 1984). However, soon, it has been understood
that a potentially vast range of motions and flexibilities of
the filaments remained elusive in this approach and that the
isotropic rod model does not account for the hierarchical
structure of actin filaments, composed of a double helix of
G-actin polymers. This was corroborated by the observation
of the peculiar 3D atomic models of the actin filament with
its unique structural features (ben-Avraham and Tirion, 1995),
again showing how the atomistic-scale bottom-up approach
yields enhanced insights into mechanical characteristics. At the
same time, owing to the huge computational cost of modeling
cytoskeleton filaments while keeping their atomic structure
into account, CG approaches have been introduced for the
same purpose (Deriu et al., 2011, 2012; Bidone et al., 2015).
One of the first MD simulations of G-actin in explicit solvent
was performed by Wriggers and Schulten (1997), providing
an understanding of actin dynamics and functional activity
and revealing a propensity of G-actin to alter its structural
conformation through a modification of the nucleotide binding
cleft. It was soon understood that the application of mechanical
stress does indeed play a role in the kinetics of G-actin and thus
in the transduction of mechanical stimuli to the cytoskeleton.
Lee and colleagues (Lee et al., 2019) recently determined
experimentally how the history of the applied forces, especially

in the light of studies highlighting the importance of vinculin
and in general of the cytoskeleton-binding proteome in heart
contractility, cytoskeletal stiffening, and cardiac aging and disease
(Heling et al., 2000; Kaushik et al., 2015), it is legitimate to expect
that progress in the understanding of cardiac biomechanics
can be effectively aided by computational, multiscale molecular
models able to explain the functional and causative link between
proper mechanotransduction and physiological function.

Computational Investigation of
Cytoskeleton Mechanics and Dynamics
Mechanotransduction involves a continuous dynamic
rearrangement of the cytoskeleton as an instantaneous response
to mechanical stimuli on the cell. Molecular mechanisms driving
its activity are still not completely understood, but in the last
decades, many experimental studies have been carried out in
order to better understand how the cytoskeleton filaments behave
under different stress conditions. Specifically, several studies in
the past were purposed to shed light on mechanical properties of
single cytoskeleton filaments (Figure 2), that is, MTs, which are
polymers of hierarchically assembled tubulin heterodimers, actin
MFs, which are polymers of G-actin, and IFs, which are polymers
of intermediate diameter of around 10 nm, commonly divided
into six classes on the basis of their composition (Cooper, 2007):
computational approaches allowed to add valuable information
to the experimental studies aimed at characterizing the biological
cytoskeleton filament building blocks. These will be briefly
described below.
Microtubules have been widely investigated by modeling
approaches spanning from atomic level to continuum, with the
common aim to shed light on the causative elements of their
peculiar mechanical and electrical properties. To this regard,
intracellular processes in the cell are thought to involve electric
fields and, because MTs are polar structures and vibrate with
frequencies of the order of MHz to GHz (Cifra et al., 2011,
2015), it has been hypothesized that MT charge motion produces
electric fields that can interact with subcellular structures and
organelles in such processes. In more detail, MTs have been
suggested to be excellent conductors of electrical signals and able
to amplify an electrical current and axial ionic movements (Priel
et al., 2006) in virtue of pores in their lattice structure (Freedman
et al., 2010). The latter’s proximity to negative-charge-bearing
C-terminal tails further enables the interaction with ions, causing
conduction through the lumen. Considering the essential role of
electrical signal propagation for the cardiovascular function, the
exploration of ionic currents through the MT might also be of
interest in heart biomechanics. In terms of vibrational properties,
the analysis of molecular reasons beneath MT mechanics and
vibrations has been a highly considered research field in the
scientific community. Molecular modeling has provided much
information regarding this topic by synergistically coupling with
classical continuum theories. There have been a number of
computational studies dealing with MT elasticity, starting from
one-dimensional models of the protofilament chain (Pokorný
et al., 1997) to the development of hollow cylinders consisting
of parallel beams, up to a two-dimensional lattice structure
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changes in the cardiac load and output (Roca-Cusachs et al., 2012;
Andres-Delgado and Mercader, 2016). Two different modeling
strategies for CMs mechanotransduction have been proposed.
The “localized” model involves the generation of a stretch
signal in close proximity to the plasma membrane, whereas the
decentralized model involves forces generated at the cell surface,
which are transmitted via the cytoskeleton to other part of
the cells (Tavi et al., 2001; Knoll et al., 2003). The generation
of a stretch signal near the cell may involve non-selective ion
channels that can be activated by longitudinal stretch of the cell.
These channels induce an increase in cations (Na+ and Ca2+ ),
which cause a release of Ca2+ from the sarcoplasmic reticulum,
thereby acting as a transducer of a mechanical force into a
biochemical signal. Another, and probably the most known,
stretch sensor in CMs involves the cytoskeleton and allows the
process of mechanotransduction to occur at a different site from
where the strain is applied (Ingber, 2003a,b). These models are
supported by in vitro studies where it has been shown that the
application of a mechanical stimulus to isolated CMs or stem
cells results in changes in gene and protein expression that are
indicative of a (patho)physiological response or cell maturation
and differentiation (Vining and Mooney, 2017; Kim et al., 2018;
Wong et al., 2018). A possible mechanism for this involves many
different proteins ranging from the ECM molecules to membrane
and intracellular proteins that bind to the cytoskeleton and
orchestrate the cellular response to different microenvironments.
The ECM is fundamental in providing mechanical signals to
the cells through different integrin receptors, which bind to the
focal adhesion complex (FAC) and connect integrin receptors
to the cytoskeleton (Belkin and Koteliansky, 1987; Bois et al.,
2006; Ye et al., 2014). During development, the expression of the
ECM in the developing cardiac tissue is tightly regulated, and
several studies, using different animal models, have highlighted
the ECM dynamics during embryonic development and in
the adult heart. Briefly, collagen I is predominant in both
developing and adult tissue, but in the latter, its density and
cross-linking are upregulated, and the ratio between collagen I
and collagen III decreases (Thompson et al., 1979; Borg, 1982;
Hanson et al., 2013; Gonzalez et al., 2019). Fibronectin is highly
expressed during embryonic development and is downregulated
in the adult tissue (Kim et al., 1999; Lockhart et al., 2011).
Conversely, elastin expression has been found to increase in
the adult heart (Kim et al., 1999). These changes are generally
associated with an increase in cardiac stiffness, with the heart
tissue becoming less compliant during heart development, and
CM differentiation. In CMs, the cytoskeleton is also anchored
to the sarcomeric Z-disk and the myosin protein is stabilized by
titin and other structural proteins, suggesting that the sarcomeric
proteins also play an important role in CM mechanotransduction
(Frank and Frey, 2011; Buyandelger et al., 2014). Several
cardiac diseases are characterized by altered mechanical load and
are characterized by morphological changes of the ventricular
tissue and myocyte shape (Gerdes and Capasso, 1995). Dilated
cardiomyopathies are characterized by volume overload and
eccentric hypertrophy in which the sarcomere proteins are
added in series, resulting in elongated myocytes. These changes
ultimately lead to dilation of the ventricular chamber and

cyclic mechanical stress, conditions the G-actin–G-actin and
G-actin–F-actin association and dissociation kinetics and
strengthens the inter-dimer contacts between G-actin dimers,
leading to a mechanical reinforcement, thus acting as a possible
mechanotransduction mechanism that allows for the formation
of stable cytoskeletal networks as a result of a form of mechanical
conditioning. Moreover, SMD studies provided an insight on
how the application of force can induce the formation of salt
bridges between G-actin subunits, hence significatively altering
G-actin dynamics (Lee et al., 2013). Studies employing a CG
approach (Chu and Voth, 2005, 2006) allowed to understand how
protein conformational changes may significantly modify the
inter-monomer interactions of actin assemblies, leading to wider,
shorter, and more disordered filaments. Other computational
approaches coupled microscopic- and macroscopic-scale
levels to predict actin polymerization-related phenomena such
as protrusive forces for the directional motion of a virtual
lamellipodium. Modeling approaches also allowed to highlight
how very stiff MFs are able to generate protrusive force also
with a low concentration of G-actin monomer, whereas non-stiff
MFs can only generate a protrusive force when enough G-actin
monomers are supplied for actin polymerization. Collective
long-range deformations of a filament, such as bending, twisting,
and stretching, were investigated by NMA-based approaches
useful to get information on principal components of the
filament motion (ben-Avraham and Tirion, 1995).
Lastly, properties of IFs and IF-associated proteins were
investigated by molecular modeling and often by SMD
simulations, a powerful technique to characterize protein
mechanics. The transition of the spectrin α-helix domain from a
folded to an unfolded arrangement in response to the application
of a tensile load was discussed in several computational works
(Paramore and Voth, 2006). Moreover, in the light of study
findings on the capability of IFs (especially keratin, vimentin, and
desmin), to sustain large deformations above 250% (Herrmann
et al., 2007; Kreplak et al., 2008), the tensile properties of IFs were
investigated through computational models specifically on the
vimentin dimer using SMD to evaluate the mechanical response
to strain and link the macroscopic mechanical properties
to structural and geometrical changes in the dimer (i.e., its
unfolding state) with atomic resolution (Qin et al., 2009). This
is but one example of how computational models can elucidate
the key structural features responsible for the final mechanical
behavior, with good agreement with experimental data.

MECHANOSENSING IN CARDIAC
DISEASE
As mentioned above, the mechanosensing machinery plays a
fundamental role in the development and maturation of the
heart as well as its physiological function. In the healthy heart,
cardiomyocytes (CMs) are exposed to the passive stiffness of
the cardiac muscle (independent of the muscle activity) and to
the active force of the heart contractile apparatus. In cardiac
disease, the active force of the heart changes owing to the
loss of CMs or the expression of motor proteins together with
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it may open new potential therapeutic targets in numerous
cardiac diseases.

thinning of the ventricular wall (Grossman et al., 1975; Beltrami
et al., 1995). Conversely, hypertrophic cardiomyopathies are
characterized by a pressure overload and concentric myocyte
hypertrophy in which sarcomeric proteins are added in parallel,
causing an increase in cross-sectional area of the myocytes.
These changes lead to reduction in the volume of the ventricular
chamber, thickening of the ventricular wall, and diastolic
dysfunction (Zierhut et al., 1991; Katz, 2002). Both changes
in myocytes shape are ultimately associated with impaired
contractility and heart failure due to the altered force produced
by CMs, indicating the importance of the mechanosensory
machinery in the development and progression of cardiac disease
(Gjesdal et al., 2011; Wilson et al., 2014; Janssen, 2019). The
maladaptive response of the myocytes are also associated with
several genetic mutations in sarcomeric proteins (β-myosin heavy
chain, troponin T, and troponin I) (Kamisago et al., 2000) or
protein associated with force transmission to the ECM, such as
dystrophin (Lapidos et al., 2004). Mutations in these proteins
suggest that the proper interaction of the contractile apparatus
or the mechanosensing machinery with the cytoskeleton could
be altered, thus resulting in a maladaptive response of the
myocytes to mechanical loading. Another important feature
of most of the cardiomyopathies is ECM remodeling. This
is evidenced by numerous studies reporting that both the
composition of the ECM and the expression of different integrin
receptors are altered in many cardiomyopathies, with ischemic
or non-ischemic origins. The remodeling phase associated
with myocardial infarction is characterized by an increase in
fibronectin and collagen deposition, which ultimately leads to
fibrosis (Frangogiannis, 2017) and to an increase in myocardial
stiffness (Berry et al., 2006), and it is also associated with a
differential expression of α1, α3, and α5 integrins in both acute
and chronic stages of myocardial infarction (Nawata et al., 1999).
Similar to ischemic cardiomyopathies, pressure overload and
genetic-based cardiomyopathies are also characterized by fibrosis
and altered expression of integrin levels (Samuel et al., 1991;
Schaper and Speiser, 1992; Ross and Borg, 2001; Ross, 2002).
Integrin receptors are important in many cellular physiological
processes, including cytoskeletal remodeling, and are the main
receptors associated with mechanical signaling interacting with
various adhesion complex proteins. Their changes in response
to the diseased environment affect the mechanical signaling
pathway and can ultimately lead to disease progression. An
important player in all the previously mentioned pathological
features is the cytoskeleton. In consequence of altered mechanical
stimuli, genetic mutation, or ECM remodeling, the cytoskeleton
responds in different ways ranging from a diminished affinity
of the cytoskeletal elements to their binding proteins, thus
impairing a physiological response to the mechanical stress,
to structural changes in the cytoskeleton following an increase
mechanical stress resulting in changes in cell phenotype and
reorganization of the sarcomeric apparatus (Sequeira et al.,
2014). The understanding of the cytoskeletal remodeling and
its adaptation to physiological/pathological stimuli is therefore
of fundamental importance in order to better understand
the contribution of the mechanosensing machinery to the
development and progression of most cardiomyopathies, and
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MECHANOSENSING IN TISSUE
REGENERATION AND MODELING
With the development of new emerging technologies in tissue
generation and the use of iPSC-derived CMs, the in vitro
generation of cardiac tissue has become a valid option to recreate in vitro different models of healthy and pathologic cardiac
tissue to use both for regenerative medicine application and
for research purposes. In order to generate in vitro cardiac-like
tissue, either in the form of 3D construct or in the form of
organoids, a combination of soluble (e.g., growth factors) and
physical cues is necessary to form a fully mature and functional
tissue. The soluble cues have been extensively studied (Paige
et al., 2015; Denning et al., 2016; van den Berg et al., 2016;
Leitolis et al., 2019), whereas the role of the physical cues is
only recently been explored as a valuable approach to induce
fully the maturation of the generated tissue (Lindsey et al., 2014).
Despite great improvements in the differentiation of human
pluripotent stem cell-derived CMs (hPSC-CMs) using a variety of
approaches, the main limitation for the experimental use of these
cells still remains their immature phenotype (Lieu et al., 2013).
As we mentioned previously, mechanical stretch and electrical
activity are important factors in the development, maturation,
hypertrophy, and disease progression of the heart and should be
considered in order to generate a functionally mature phenotype
of the hPSC-CMs. Among the physical factors that should be
taken into consideration for the development of a fully mature
cardiac tissue are the ECM or scaffold in which the cells are
cultivated, its rigidity and topography, mechanical loading and
stretch, shear stress, and electrical stimulation. The ECM plays
a fundamental role in presenting both biochemical and physical
signals. When the cells are cultured in a 3D environment, the
scaffold in which they are cultivated provides both biochemical
and physical signal as the cells feel their environment and pull
it. We have previously mentioned that MSCs respond to the
substrate stiffness and differentiate according to the compliance
of the different tissues (Engler et al., 2006). Similarly, it has
been shown that also embryonic stem cell (ESC) differentiation
could be driven by the rigidity of the substrate in which they
are cultivated (Evans et al., 2009), and it should be taken
into consideration in the development of in vitro cardiac-like
tissue. Another important aspect of the ECM component is
the biochemical composition. A decellularized cardiac matrix
has been shown to be advantageous in culturing progenitor
cells as well as ESC-CMs (Williams et al., 2014, 2015; Gaetani
et al., 2016; Bejleri et al., 2018), probably due to its complex
biochemical composition. Similarly, Jung et al. (2015) identified
fibronectin, laminin-111, and collagen type 1 signaling to be
very important in driving the differentiation of murine-derived
iPSC-CMs. In the human body, the ECM is mainly synthetized
by the fibroblast in response to different stimuli. It has been
shown that the differentiation of ESC or iPSCs-CMs in a 3D
culture is enhanced when the cells are co-cultured with fibroblast
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to static or cyclic mechanical stress; the 3D culture promoted a
better differentiation of the seeded progenitors, and mechanical
stretch influenced maturation and structure of the differentiated
tissue (Ruan et al., 2015). In another recently published work,
the authors combined mechanical stimulation with electrical
stimulation showing that the mechanical stimulation increases
cell morphology, alignment, and contractility, whereas additional
electric pacing resulted in an additional increase in force
production (Ruan et al., 2016).
As of now, we know very little about the molecular
mechanisms involved in the maturation of the 3D tissue, as
most of the studies aimed at the generation of functional
tissue and their characterization. However, it is likely that the
same mechanosensing pathways described previously allow also
the maturation of the different cultured 3D tissues. Recently,
it has been shown that following mechanical stretch, Piezo1,
phosphorylated-Ak transforming serine473 (P-AKTS473), and
phosphorylated-glycogen synthase kinase-3 beta serine9 (PGSK3) expression was downregulated in the human CM cell
line AC16 (Wong et al., 2018). In another study, the mechanical
stretch induces endothelial nitric oxide synthase gene expression
in neonatal rat CMs (Cheng et al., 2009). Understanding
the molecular pathways associated with mechanical stimulimediated maturation of the tissue could be important not only
in the generation of functional cardiac in vitro tissues but also in
the generation of pathological models that resemble the human
pathology and could be important in our understanding of the
diseased tissue but also in finding a new molecular target for
clinical applications.

(Liau et al., 2011; Ou et al., 2011; Valls-Margarit et al., 2019). The
fibroblast plays an important role in maintaining and influencing
CM function by secreting growth factors (Ottaviano and Yee,
2011), propagating the electrical impulse (Gaudesius et al., 2003;
Ogle et al., 2016), and secreting ECM (Zhang et al., 2012; Ogle
et al., 2016). In a 3D scaffold, mainly, if it is a hydrogel or soft
gel with poor compliance than the heart tissue, the fibroblast
can act by remodeling the ECM and allowing a more robust gel
compaction and remodeling, which results in a better cell-to-cell
contact and likely an increase in tissue mechanical properties,
thereby enabling the mechanosensing-mediated signaling, which
is fundamental for tissue maturation. Interestingly, in a recently
published work, the authors reveal a unique gene signature
defining specific quiescent CF and showed that co-culture
of hPSC-CFs with hPSC-CMs alter the electrophysiological
properties of the CMs, as compared with co-culture with dermal
fibroblasts, indicating the importance of tissue specificity, and
could be used not only to improve the maturation of cultured
cells but also to reveal the specific molecular signaling that
regulates, and is regulated by, mechanosensing (Zhang et al.,
2019). Another important aspect in the generation of functionally
3D cardiac tissue is the perfusion, which allows enough nutrient
supply to the cultured cells, and it overall results in better
cell survival, cell organization, and tissue compaction (Carrier
et al., 2002; Radisic et al., 2008). Several systems have also
integrated electrical stimulation into a perfusion bioreactor
showing that the electrical stimulation is important in driving
cell maturation and allows synchronous contraction of the
perfused construct (Radisic et al., 2008). Nunes et al. (2013)
generated a platform named biowire by 3D culturing human
iPSC (hiPSC) or ESC-CMs together with supporting cells into
a template of polydimethylsiloxane (PDMS) channel, around a
sterile surgical suture in type I collagen gels. After 1 week, the cells
organized along the suture and were electrically stimulated with
increasing intensity over time. The authors demonstrated that
the combination of geometric control and electrical stimulation
resulted in improved electrical and ultrastructural properties of
human cardiac tissue, resulting in cell maturation (Nunes et al.,
2013). Similar results were observed in another recent work.
Ronaldson-Bouchard et al. (2018) used early stage iPSC-derived
CMs, soon after the initiation of spontaneous contractions, and
electrically stimulate them with increasing intensity over time.
This approach allowed increased maturation of the iPSC-CMs,
which showed a gene expression profile and cell ultrastructure,
including sarcomeres, T-tubules, and mitochondria, similar to the
adult myocytes (Ronaldson-Bouchard et al., 2018, 2019). Another
physical stimulus that has been frequently used in cardiac tissue
engineering application is mechanical stimulation that consists in
the external application of a mechanical stretching apparatus. The
applied tension can be static or cyclic, and the stretching can be
uniaxial, biaxial, or multiaxial (Cao et al., 2015). The approach
of mechanical stretch to induce myocyte maturation has been
used for the first time almost two decades ago (Zimmermann
et al., 2000) using neonatal rat ventricular myocytes, and the
advantages of this pioneering work have been further confirmed
by numerous other studies. More recently, when human ESC
and iPSC-CMs were 3D cultured in collagen gels and subjected
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CONCLUSION AND FUTURE
PERSPECTIVE
Independently from the etiology, heart failure is the funnel neck
of the balance between genetic and epigenetic (inflammatory
and fibrogenic) specific factors involved in the tissue damage
and the constant variables to which these factors need to match,
that is, mechanosensing and mechanotransduction. With the
development of new technologies and a better understanding
of the different biochemical and physical stimuli that allow the
development, growth, and physiological function of a tissue,
it is becoming more realistic to re-create in vitro healthy or
pathological tissue that can be used for regenerative medicine or
drug screening purposes.
The investigation of the mechanics of proteins involved in
cell–cell and cell–ECM contacts, from integrins and stretchsensing ion channels to cytoskeleton filaments, has been
a very widely investigated topic by both experimental and
computational studies, given the high importance of shedding
light on the ability of cells to respond to external stimuli
and given the importance thereof in a variety of physiological
functions, including in particular the biomechanics of cardiac
tissue. Consequently, molecular and multiscale simulations can
help experimental studies to shed light on the many debated
issues concerning cell mechanics and the broader phenomenon
of mechanotransduction. It is also clear that modeling shall not
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be a substitute of experimental studies but rather a valuable
tool to add complementary information, ultimately helping
the interpretation or rationalization of experimental results.
The possibility to simulate a fraction of the cytoskeleton, for
example, a network of interconnected MTs, MFs, and IFs,
maybe even connected to transmembrane transducers such
as integrins, seems now to be an explorable possibility. The
refinement of methodologies combined with the fast growth
of computational capabilities might leave us astonished in the
upcoming future.
On the other hand, the discovery of iPSCs has represented
a major development in the generation of healthy and diseased
functional cells or tissue. The possibility to generate CMs from
healthy and diseased patients allows us to generate tissue that
can be used for replacement therapy or for drug screening or
validation. hIPSC-CMs have been generated from numerous
patients with inherited cardiomyopathies and have allowed us
to better understand the molecular pathways responsible in the
development of the pathological phenotype (Hoes et al., 2019).
However, as mentioned previously, the canonical 2D culture
and differentiation of these cells still has major limitations, most
notably their immature phenotype, which lacks to fully represent
developed tissue. The development of new biomaterials (Reis
et al., 2016; Wissing et al., 2017; Kuraitis et al., 2019) and the
emerging of new technologies such as tissue printing (Charbe
et al., 2019; Tomov et al., 2019), organ on a chip (Marsano
et al., 2016; Ugolini et al., 2018; Wan et al., 2018), and different
types of bioreactors that allow mechanical, perfusion, or electrical
stimulation (Freed et al., 2006; Lei and Ferdous, 2016; PaezMayorga et al., 2019) allow us to generate cardiac tissue that
more closely recapitulate the (patho)physiological features of
the developed myocardium. Moreover, these models represent

an optimal tool not only to test and validate new drugs or to
re-create tissue substitute for regenerative medicine application
but also to allow a better understanding of the molecular
mechanisms behind disease development and progression. This
is particularly important for the mechanosensing machinery
and the generation of biochemical signals from physical cues,
which are very difficult to recapitulate in static 2D culture
conditions. As mentioned previously, these mechanisms are at
the basis of many, if not all, cardiomyopathies, whether inherited
or not, and could potentially open up new approaches and
discover potential new targets for the cure of these pathologies.
However, numerous challenges still remain to be addressed,
such as the differentiation state of the CMs, the proper stimuli,
when and how apply them, and how to coordinate in vitro the
plethora of the different biochemical and physical signals that are
responsible in vivo for the development and physiology of the
functional tissue.

REFERENCES

ben-Avraham, D., and Tirion, M. M. (1995). Dynamic and elastic properties of
F-actin: a normal-modes analysis. Biophys. J. 68, 1231–1245. doi: 10.1016/
s0006-3495(95)80299-7
Berry, M. F., Engler, A. J., Woo, Y. J., Pirolli, T. J., Bish, L. T., Jayasankar, V., et al.
(2006). Mesenchymal stem cell injection after myocardial infarction improves
myocardial compliance. Am. J. Physiol. Heart. Circ. Physiol. 290, H2196–H2203.
doi: 10.1152/ajpheart.01017.2005
Bidone, T. C., Kim, T., Deriu, M. A., Morbiducci, U., and Kamm, R. D.
(2015). Multiscale impact of nucleotides and cations on the conformational
equilibrium, elasticity and rheology of actin filaments and crosslinked networks.
Biomech. Model. Mechanobiol. 14, 1143–1155. doi: 10.1007/s10237-015-0660-6
Biggins, J. S., Royer, C., Watanabe, T., and Srinivas, S. (2015). Towards
understanding the roles of position and geometry on cell fate decisions during
preimplantation development. Semin. Cell Dev. Biol. 47–48, 74–79. doi: 10.
1016/j.semcdb.2015.09.006
Bois, P. R., O’Hara, B. P., Nietlispach, D., Kirkpatrick, J., and Izard, T.
(2006). The vinculin binding sites of talin and alpha-actinin are sufficient
to activate vinculin. J. Biol. Chem. 281, 7228–7236. doi: 10.1074/jbc.M51039
7200
Borg, T. K. (1982). Development of the connective tissue network in the
neonatal hamster heart. Am. J. Anat. 165, 435–443. doi: 10.1002/aja.100165
0407
Bredov, D., and Volodyaev, I. (2018). Increasing complexity: mechanical guidance
and feedback loops as a basis for self-organization in morphogenesis. Biosystems
173, 133–156. doi: 10.1016/j.biosystems.2018.10.001
Brouhard, G. J., and Rice, L. M. (2018). Microtubule dynamics: an interplay of
biochemistry and mechanics. Nat. Rev. Mol. Cell Biol. 19, 451–463. doi: 10.1038/
s41580-018-0009-y

AUTHOR CONTRIBUTIONS
All authors listed have made a substantial, direct and intellectual
contribution to the work, and approved it for publication.

FUNDING
This research has been funded by the Horizon 2020 initiative
program, grant agreement number 755523-MEDIRAD. The
Virtuous project, funded by the European Union’s Horizon
2020 Research and Innovation Programme under the Maria
Skłodowska-Curie—RISE Grant Agreement No. 872181.

Abraham, M. J., Murtola, T., Schulz, R., Páll, S., Smith, J. C., Hess, B., et al.
(2015). GROMACS: high performance molecular simulations through multilevel parallelism from laptops to supercomputers. SoftwareX 1–2, 19–25. doi:
10.1016/j.softx.2015.06.001
Andres-Delgado, L., and Mercader, N. (2016). Interplay between cardiac function
and heart development. Biochim. Biophys. Acta 1863(7 Pt B), 1707–1716. doi:
10.1016/j.bbamcr.2016.03.004
Barzanjeh, S., Salari, V., Tuszynski, J. A., Cifra, M., and Simon, C. (2017).
Optomechanical proposal for monitoring microtubule mechanical
vibrations. Phys. Rev. E 96:012404. doi: 10.1103/PhysRevE.96.
012404
Bassat, E., Mutlak, Y. E., Genzelinakh, A., Shadrin, I. Y., Baruch Umansky,
K., Yifa, O., et al. (2017). The extracellular matrix protein agrin promotes
heart regeneration in mice. Nature 547, 179–184. doi: 10.1038/nature
22978
Bejleri, D., Streeter, B. W., Nachlas, A. L. Y., Brown, M. E., Gaetani, R., Christman,
K. L., et al. (2018). A bioprinted cardiac patch composed of cardiac-specific
extracellular matrix and progenitor cells for heart repair. Adv. Healthc. Mater.
7:e1800672. doi: 10.1002/adhm.201800672
Belkin, A. M., and Koteliansky, V. E. (1987). Interaction of iodinated vinculin,
metavinculin and alpha-actinin with cytoskeletal proteins. FEBS Lett. 220,
291–294. doi: 10.1016/0014-5793(87)80832-3
Beltrami, C. A., Finato, N., Rocco, M., Feruglio, G. A., Puricelli, C.,
Cigola, E., et al. (1995). The cellular basis of dilated cardiomyopathy in
humans. J. Mol. Cell Cardiol. 27, 291–305. doi: 10.1016/s0022-2828(08)80
028-4

Frontiers in Cell and Developmental Biology | www.frontiersin.org

11

May 2020 | Volume 8 | Article 334

Gaetani et al.

Mechanosensing in Heart Development and Disease

Burridge, K., and Wittchen, E. S. (2013). The tension mounts: stress fibers as
force-generating mechanotransducers. J. Cell Biol. 200, 9–19. doi: 10.1083/jcb.
201210090
Buyandelger, B., Mansfield, C., and Knoll, R. (2014). Mechano-signaling in heart
failure. Pflugers Arch. 466, 1093–1099. doi: 10.1007/s00424-014-1468-4
Cao, H., Kang, B. J., Lee, C. A., Shung, K. K., and Hsiai, T. K. (2015). Electrical
and mechanical strategies to enable cardiac repair and regeneration. IEEE Rev.
Biomed. Eng. 8, 114–124. doi: 10.1109/RBME.2015.2431681
Carrier, R. L., Rupnick, M., Langer, R., Schoen, F. J., Freed, L. E., and VunjakNovakovic, G. (2002). Perfusion improves tissue architecture of engineered
cardiac muscle. Tissue Eng. 8, 175–188. doi: 10.1089/107632702753724950
Charbe, N. B., Zacconi, F. C., Amnerkar, N., Pardhi, D., Shukla, P., Mukattash,
T. L., et al. (2019). Emergence of three dimensional printed cardiac tissue:
opportunities and challenges in cardiovascular diseases. Curr. Cardiol. Rev. 15,
188–204. doi: 10.2174/1573403x15666190112154710
Chen, W., Lou, J., Hsin, J., Schulten, K., Harvey, S. C., and Zhu, C.
(2011). Molecular dynamics simulations of forced unbending of integrin
alpha(v)beta(3). PLoS Comput. Biol. 7:e1001086. doi: 10.1371/journal.pcbi.
1001086
Cheng, T. H., Chen, J. J., Shih, N. L., Lin, J. W., Liu, J. C., Chen, Y. L., et al. (2009).
Mechanical stretch induces endothelial nitric oxide synthase gene expression
in neonatal rat cardiomyocytes. Clin. Exp. Pharmacol. Physiol. 36, 559–566.
doi: 10.1111/j.1440-1681.2008.05100.x
Chiou, K. K., Rocks, J. W., Chen, C. Y., Cho, S., Merkus, K. E., Rajaratnam, A., et al.
(2016). Mechanical signaling coordinates the embryonic heartbeat. Proc. Natl.
Acad. Sci. U.S.A. 113, 8939–8944. doi: 10.1073/pnas.1520428113
Cho, S., Vashisth, M., Abbas, A., Majkut, S., Vogel, K., Xia, Y., et al. (2019).
Mechanosensing by the lamina protects against nuclear rupture, DNA damage,
and cell-cycle arrest. Dev. Cell 49, 920–935. doi: 10.1016/j.devcel.2019.04.020
Chu, J. W., and Voth, G. A. (2005). Allostery of actin filaments: molecular dynamics
simulations and coarse-grained analysis. Proc. Natl. Acad. Sci. U.S.A. 102,
13111–13116. doi: 10.1073/pnas.0503732102
Chu, J. W., and Voth, G. A. (2006). Coarse-grained modeling of the actin filament
derived from atomistic-scale simulations. Biophys. J. 90, 1572–1582. doi: 10.
1529/biophysj.105.073924
Chu, J. W., and Voth, G. A. (2007). Coarse-grained free energy functions
for studying protein conformational changes: a double-well network model.
Biophys. J. 93, 3860–3871. doi: 10.1529/biophysj.107.112060
Cifra, M., Havelka, D., and Deriu, M. A. (2011). Electric field generated by
longitudinal axial microtubule vibration modes with high spatial resolution
microtubule model. J. Phys. Conf. Ser. 329:12013. doi: 10.1088/1742-6596/329/
1/012013
Cifra, M., Havelka, D., Deriu, M. A., and Kuèera, O. (2015). Microtubule
electrodynamics associated with vibrational normal modes. Biophys. J. 108(2,
Suppl. 1):449a. doi: 10.1016/j.bpj.2014.11.2450
Cooper, G. (2007). The Cell: A Molecular Approach. Washington, DC: ASM Press.
Dasgupta, I., and McCollum, D. (2019). Control of cellular responses to mechanical
cues through YAP/TAZ regulation. J. Biol. Chem. 294, 17693–17706. doi: 10.
1074/jbc.REV119.007963
del Rio, A., Perez-Jimenez, R., Liu, R., Roca-Cusachs, P., Fernandez, J. M., and
Sheetz, M. P. (2009). Stretching single talin rod molecules activates vinculin
binding. Science 323, 638–641. doi: 10.1126/science.1162912
Denning, C., Borgdorff, V., Crutchley, J., Firth, K. S., George, V., Kalra, S., et al.
(2016). Cardiomyocytes from human pluripotent stem cells: from laboratory
curiosity to industrial biomedical platform. Biochim. Biophys. Acta 1863(7 Pt
B), 1728–1748. doi: 10.1016/j.bbamcr.2015.10.014
Deriu, M. A., Bidone, T. C., Mastrangelo, F., Di Benedetto, G., Soncini,
M., Montevecchi, F. M., et al. (2011). Biomechanics of actin filaments: a
computational multi-level study. J. Biomech. 44, 630–636. doi: 10.1016/j.
jbiomech.2010.11.014
Deriu, M. A., Shkurti, A., Paciello, G., Bidone, T. C., Morbiducci, U., Ficarra, E.,
et al. (2012). Multiscale modeling of cellular actin filaments: from atomistic
molecular to coarse-grained dynamics. Proteins 80, 1598–1609. doi: 10.1002/
prot.24053
Deriu, M. A., Soncini, M., Orsi, M., Patel, M., Essex, J. W., Montevecchi, F. M., et al.
(2010). Anisotropic elastic network modeling of entire microtubules. Biophys.
J. 99, 2190–2199. doi: 10.1016/j.bpj.2010.06.070

Frontiers in Cell and Developmental Biology | www.frontiersin.org

Dobrokhotov, O., Samsonov, M., Sokabe, M., and Hirata, H. (2018).
Mechanoregulation and pathology of YAP/TAZ via hippo and non-hippo
mechanisms. Clin. Transl. Med. 7:23. doi: 10.1186/s40169-018-0202-9
Downing, T. L., Soto, J., Morez, C., Houssin, T., Fritz, A., Yuan, F., et al. (2013).
Biophysical regulation of epigenetic state and cell reprogramming. Nat. Mater.
12, 1154–1162.
Ehler, E. (2016). Cardiac cytoarchitecture — why the “hardware” is important for
heart function! Biochim. Biophys. Acta Mol.Cell Res. 1863(7, Part B), 1857–1863.
doi: 10.1016/j.bbamcr.2015.11.006
Elmore, D. E., and Dougherty, D. A. (2003). Investigating lipid composition effects
on the mechanosensitive channel of large conductance (MscL) using molecular
dynamics simulations. Biophys. J. 85, 1512–1524. doi: 10.1016/s0006-3495(03)
74584-6
Elosegui-Artola, A., Andreu, I., Beedle, A. E. M., Lezamiz, A., Uroz, M., Kosmalska,
A. J., et al. (2017). Force triggers YAP nuclear entry by regulating transport
across nuclear pores. Cell 171, 1397–1410. doi: 10.1016/j.cell.2017.10.008
Engler, A. J., Sen, S., Sweeney, H. L., and Discher, D. E. (2006). Matrix elasticity
directs stem cell lineage specification. Cell 126, 677–689.
Eom, K., Baek, S. C., Ahn, J. H., and Na, S. (2007). Coarse-graining of protein
structures for the normal mode studies. J. Comput. Chem. 28, 1400–1410.
doi: 10.1002/jcc.20672
Evans, N. D., Minelli, C., Gentleman, E., LaPointe, V., Patankar, S. N., Kallivretaki,
M., et al. (2009). Substrate stiffness affects early differentiation events in
embryonic stem cells. Eur. Cell Mater. 18, 1–13. doi: 10.22203/ecm.v01
8a01
Frangogiannis, N. G. (2017). The extracellular matrix in myocardial injury, repair,
and remodeling. J. Clin. Invest. 127, 1600–1612. doi: 10.1172/jci87491
Frank, D., and Frey, N. (2011). Cardiac Z-disc signaling network. J. Biol. Chem.
286, 9897–9904. doi: 10.1074/jbc.R110.174268
Freed, L. E., Guilak, F., Guo, X. E., Gray, M. L., Tranquillo, R., Holmes, J. W.,
et al. (2006). Advanced tools for tissue engineering: scaffolds, bioreactors, and
signaling. Tissue Eng. 12, 3285–3305. doi: 10.1089/ten.2006.12.3285
Freedman, H., Rezania, V., Priel, A., Carpenter, E., Noskov, S. Y., and Tuszynski,
J. A. (2010). Model of ionic currents through microtubule nanopores and the
lumen. Phys. Rev. E Stat. Nonlin. Soft Matter. Phys. 81(5 Pt 1):051912. doi:
10.1103/PhysRevE.81.051912
Gaetani, R., Yin, C., Srikumar, N., Braden, R., Doevendans, P. A., Sluijter, J. P., et al.
(2016). Cardiac-derived extracellular matrix enhances cardiogenic properties of
human cardiac progenitor cells. Cell Transplant 25, 1653–1663. doi: 10.3727/
096368915x689794
Gaillard, T., Dejaegere, A., and Stote, R. H. (2009). Dynamics of beta3 integrin
I-like and hybrid domains: insight from simulations on the mechanism of
transition between open and closed forms. Proteins 76, 977–994. doi: 10.1002/
prot.22404
Gaudesius, G., Miragoli, M., Thomas, S. P., and Rohr, S. (2003). Coupling of cardiac
electrical activity over extended distances by fibroblasts of cardiac origin. Circ.
Res. 93, 421–428. doi: 10.1161/01.res.0000089258.40661.0c
Gerdes, A. M., and Capasso, J. M. (1995). Structural remodeling and mechanical
dysfunction of cardiac myocytes in heart failure. J. Mol. Cell Cardiol. 27,
849–856. doi: 10.1016/0022-2828(95)90000-4
Gjesdal, O., Bluemke, D., and Lima, J. (2011). Cardiac remodeling at the population
level-risk factors, screening, and outcomes. Nat. Rev. Cardiol. 8, 673–685. doi:
10.1038/nrcardio.2011.154
Golji, J., Lam, J., and Mofrad, M. R. (2011). Vinculin activation is necessary for
complete talin binding. Biophys. J. 100, 332–340. doi: 10.1016/j.bpj.2010.11.024
Gonzalez, A., Lopez, B., Ravassa, S., San Jose, G., and Diez, J. (2019). The complex
dynamics of myocardial interstitial fibrosis in heart failure. Focus on collagen
cross-linking. Biochim. Biophys. Acta Mol. Cell Res. 1866, 1421–1432. doi: 10.
1016/j.bbamcr.2019.06.001
Grasso, G., Leanza, L., Morbiducci, U., Danani, A., and Deriu, M. A. (2019a).
Aminoacid substitutions in the glycine zipper affect the conformational stability
of amyloid beta fibrils. J. Biomol. Struct. Dyn. 2019, 1–8. doi: 10.1080/07391102.
2019.1671224
Grasso, G., Rebella, M., Morbiducci, U., Tuszynski, J. A., Danani, A., and Deriu,
M. A. (2019b). The role of structural polymorphism in driving the mechanical
performance of the alzheimer’s beta amyloid fibrils. Front. Bioeng. Biotechnol.
7:83. doi: 10.3389/fbioe.2019.00083

12

May 2020 | Volume 8 | Article 334

Gaetani et al.

Mechanosensing in Heart Development and Disease

Grasso, G., Rebella, M., Muscat, S., Morbiducci, U., Tuszynski, J., Danani, A.,
et al. (2018). Conformational dynamics and stability of u-shaped and s-shaped
amyloid beta assemblies. Int. J. Mol. Sci. 19:571. doi: 10.3390/ijms19020571
Grossman, W., Jones, D., and McLaurin, L. P. (1975). Wall stress and patterns of
hypertrophy in the human left ventricle. J. Clin. Invest. 56, 56–64. doi: 10.1172/
jci108079
Gullingsrud, J., Kosztin, D., and Schulten, K. (2001). Structural determinants
of MscL gating studied by molecular dynamics simulations. Biophys. J. 80,
2074–2081. doi: 10.1016/s0006-3495(01)76181-4
Hanson, K. P., Jung, J. P., Tran, Q. A., Hsu, S. P., Iida, R., Ajeti, V., et al. (2013).
Spatial and temporal analysis of extracellular matrix proteins in the developing
murine heart: a blueprint for regeneration. Tissue Eng. Part A 19, 1132–1143.
doi: 10.1089/ten.TEA.2012.0316
Heling, A., Zimmermann, R., Kostin, S., Maeno, Y., Hein, S., Devaux, B., et al.
(2000). Increased expression of cytoskeletal, linkage, and extracellular proteins
in failing human myocardium. Circ. Res. 86, 846–853. doi: 10.1161/01.res.86.
8.846
Herrmann, H., Bar, H., Kreplak, L., Strelkov, S. V., and Aebi, U. (2007).
Intermediate filaments: from cell architecture to nanomechanics. Nat. Rev. Mol.
Cell Biol. 8, 562–573. doi: 10.1038/nrm2197
Hoes, M. F., Bomer, N., and van der Meer, P. (2019). Concise review: the current
state of human in vitro cardiac disease modeling: a focus on gene editing and
tissue engineering. Stem Cells Transl. Med. 8, 66–74. doi: 10.1002/sctm.18-0052
Hoffman, B. D., Grashoff, C., and Schwartz, M. A. (2011). Dynamic molecular
processes mediate cellular mechanotransduction. Nature 475, 316–323. doi:
10.1038/nature10316
Hollingsworth, S. A., and Dror, R. O. (2018). Molecular dynamics simulation for
all. Neuron 99, 1129–1143. doi: 10.1016/j.neuron.2018.08.011
Humphrey, J. D. (2001). Stress, strain, and mechanotransduction in cells.
J. Biomech. Eng. 123, 638–641. doi: 10.1115/1.1406131
Ingber, D. E. (1997). Tensegrity: the architectural basis of cellular
mechanotransduction. Annu. Rev. Physiol. 59, 575–599. doi: 10.1146/annurev.
physiol.59.1.575
Ingber, D. E. (2003a). Tensegrity I. Cell structure and hierarchical systems biology.
J. Cell Sci. 116(Pt 7), 1157–1173. doi: 10.1242/jcs.00359
Ingber, D. E. (2003b). Tensegrity II. How structural networks influence cellular
information processing networks. J. Cell Sci. 116(Pt 8), 1397–1408. doi: 10.1242/
jcs.00360
Jain, N., Iyer, K. V., Kumar, A., and Shivashankar, G. V. (2013). Cell geometric
constraints induce modular gene-expression patterns via redistribution of
HDAC3 regulated by actomyosin contractility. Proc. Natl. Acad. Sci. U.S.A. 110,
11349–11354. doi: 10.1073/pnas.1300801110
Janssen, P. M. L. (2019). Myocardial relaxation in human heart failure: why
sarcomere kinetics should be center-stage. Arch. Biochem. Biophys. 661, 145–
148. doi: 10.1016/j.abb.2018.11.011
Jung, J. P., Hu, D., Domian, I. J., and Ogle, B. M. (2015). An integrated statistical
model for enhanced murine cardiomyocyte differentiation via optimized
engagement of 3D extracellular matrices. Sci. Rep. 5:18705. doi: 10.1038/
srep18705
Kamisago, M., Sharma, S. D., DePalma, S. R., Solomon, S., Sharma, P., McDonough,
B., et al. (2000). Mutations in sarcomere protein genes as a cause of
dilated cardiomyopathy. N. Engl. J Med. 343, 1688–1696. doi: 10.1056/
nejm200012073432304
Kasas, S., Cibert, C., Kis, A., De Rios, P. L., Riederer, B. M., Forró, L., et al. (2004a).
Oscillation modes of microtubules. Biol. Cell 96, 697–700. doi: 10.1016/j.biolcel.
2004.09.002
Kasas, S., Kis, A., Riederer, B. M., Forró, L., Dietler, G., and Catsicas, S. (2004b).
Mechanical properties of microtubules explored using the finite elements
method. Chem. Phys. Chem. 5, 252–257. doi: 10.1002/cphc.200300799
Katz, A. M. (2002). Maladaptive growth in the failing heart: the cardiomyopathy of
overload. Cardiovasc. Drugs Ther. 16, 245–249. doi: 10.1023/a:1020604623427
Kaushik, G., Spenlehauer, A., Sessions, A. O., Trujillo, A. S., Fuhrmann, A., Fu,
Z., et al. (2015). Vinculin network-mediated cytoskeletal remodeling regulates
contractile function in the aging heart. Sci. Transl. Med. 7:292ra299. doi: 10.
1126/scitranslmed.aaa5843
Kennedy-Lydon, T., and Rosenthal, N. (2017). Cardiac regeneration: all work
and no repair? Sci. Transl. Med. 9:eaad9019. doi: 10.1126/scitranslmed.aad
9019

Frontiers in Cell and Developmental Biology | www.frontiersin.org

Keskin, O., Durell, S. R., Bahar, I., Jernigan, R. L., and Covell, D. G. (2002). Relating
molecular flexibility to function: a case study of tubulin. Biophys. J. 83, 663–680.
doi: 10.1016/s0006-3495(02)75199-0
Kim, H., Yoon, C. S., Kim, H., and Rah, B. (1999). Expression of extracellular
matrix components fibronectin and laminin in the human fetal heart. Cell
Struct. Funct. 24, 19–26. doi: 10.1247/csf.24.19
Kim, H. K., Kang, Y. G., Jeong, S. H., Park, N., Marquez, J., Ko, K. S., et al. (2018).
Cyclic stretch increases mitochondrial biogenesis in a cardiac cell line. Biochem.
Biophys. Res. Commun. 505, 768–774. doi: 10.1016/j.bbrc.2018.10.003
Kis, A., Kasas, S., Babiæ, B., Kulik, A. J., Benoît, W., Briggs, G. A. D., et al.
(2002). Nanomechanics of microtubules. Phys. Rev. Lett. 89:248101. doi: 10.
1103/PhysRevLett.89.248101
Kizer, N., Guo, X. L., and Hruska, K. (1997). Reconstitution of stretch-activated
cation channels by expression of the alpha-subunit of the epithelial sodium
channel cloned from osteoblasts. Proc. Natl. Acad. Sci. U.S.A. 94, 1013–1018.
doi: 10.1073/pnas.94.3.1013
Kloda, A., and Martinac, B. (2001). Mechanosensitive channel of Thermoplasma,
the cell wall-less archaea: cloning and molecular characterization. Cell Biochem.
Biophys. 34, 321–347. doi: 10.1385/cbb:34:3, 321
Knoll, R., Hoshijima, M., and Chien, K. (2003). Cardiac mechanotransduction and
implications for heart disease. J. Mol. Med. 81, 750–756. doi: 10.1007/s00109003-0488-x
Korotkevich, E., Niwayama, R., Courtois, A., Friese, S., Berger, N., Buchholz, F.,
et al. (2017). The apical domain is required and sufficient for the first lineage
segregation in the mouse embryo. Dev. Cell 40, 235–247. doi: 10.1016/j.devcel.
2017.01.006
Kreplak, L., Herrmann, H., and Aebi, U. (2008). Tensile properties of single desmin
intermediate filaments. Biophys. J. 94, 2790–2799. doi: 10.1529/biophysj.107.
119826
Kuraitis, D., Hosoyama, K., Blackburn, N. J. R., Deng, C., Zhong, Z., and
Suuronen, E. J. (2019). Functionalization of soft materials for cardiac repair and
regeneration. Crit. Rev. Biotechnol. 39, 451–468. doi: 10.1080/07388551.2019.
1572587
Lapidos, K. A., Kakkar, R., and McNally, E. M. (2004). The dystrophin glycoprotein
complex: signaling strength and integrity for the sarcolemma. Circ. Res. 94,
1023–1031. doi: 10.1161/01.res.0000126574.61061.25
Lee, C. Y., Lou, J., Wen, K. K., McKane, M., Eskin, S. G., Ono, S., et al. (2013).
Actin depolymerization under force is governed by lysine 113:glutamic acid
195-mediated catch-slip bonds. Proc. Natl. Acad. Sci. U.S.A. 110, 5022–5027.
doi: 10.1073/pnas.1218407110
Lee, H., Eskin, S. G., Ono, S., Zhu, C., and McIntire, L. V. (2019). Force-history
dependence and cyclic mechanical reinforcement of actin filaments at the single
molecular level. J. Cell Sci. 132:e0216911. doi: 10.1242/jcs.216911
Lee, S. E., Chunsrivirot, S., Kamm, R. D., and Mofrad, M. R. (2008). Molecular
dynamics study of talin-vinculin binding. Biophys. J. 95, 2027–2036. doi: 10.
1529/biophysj.107.124487
Lee, S. E., Kamm, R. D., and Mofrad, M. R. (2007). Force-induced activation of
talin and its possible role in focal adhesion mechanotransduction. J. Biomech.
40, 2096–2106. doi: 10.1016/j.jbiomech.2007.04.006
Lei, Y., and Ferdous, Z. (2016). Design considerations and challenges for
mechanical stretch bioreactors in tissue engineering. Biotechnol. Prog. 32,
543–553. doi: 10.1002/btpr.2256
Leitolis, A., Robert, A. W., Pereira, I. T., Correa, A., and Stimamiglio, M. A.
(2019). Cardiomyogenesis modeling using pluripotent stem cells: the role of
microenvironmental signaling. Front. Cell. Dev. Biol. 7:164. doi: 10.3389/fcell.
2019.00164
Lepre, M. G., Omar, S. I., Grasso, G., Morbiducci, U., Deriu, M. A., and Tuszynski,
J. A. (2017). Insights into the effect of the G245S single point mutation on
the structure of p53 and the binding of the protein to DNA. Molecules 22:58.
doi: 10.3390/molecules22081358
Li, G., and Cui, Q. (2002). A coarse-grained normal mode approach for
macromolecules: an efficient implementation and application to Ca(2+)ATPase. Biophys. J. 83, 2457–2474. doi: 10.1016/s0006-3495(02)75257-0
Liau, B., Christoforou, N., Leong, K. W., and Bursac, N. (2011). Pluripotent
stem cell-derived cardiac tissue patch with advanced structure and function.
Biomaterials 32, 9180–9187. doi: 10.1016/j.biomaterials.2011.08.050
Lieu, D. K., Fu, J. D., Chiamvimonvat, N., Tung, K. C., McNerney, G. P., Huser,
T., et al. (2013). Mechanism-based facilitated maturation of human pluripotent

13

May 2020 | Volume 8 | Article 334

Gaetani et al.

Mechanosensing in Heart Development and Disease

stem cell-derived cardiomyocytes. Circ. Arrhythm. Electrophysiol. 6, 191–201.
doi: 10.1161/circep.111.973420
Lindsey, S. E., Butcher, J. T., and Yalcin, H. C. (2014). Mechanical regulation of
cardiac development. Front. Physiol. 5:318. doi: 10.3389/fphys.2014.00318
Lockhart, M., Wirrig, E., Phelps, A., and Wessels, A. (2011). Extracellular matrix
and heart development. Birth Defects Res. A Clin. Mol. Teratol. 91, 535–550.
doi: 10.1002/bdra.20810
Lomakin, A., Nader, G., and Piel, M. (2017). Forcing entry into the nucleus. Dev.
Cell 43, 547–548. doi: 10.1016/j.devcel.2017.11.015
Majkut, S., Dingal, P. C., Dave, P., Discher, and Dennis, E. (2014). Stress sensitivity
and mechanotransduction during heart development. Curr. Biol. 24, R495–
R501. doi: 10.1016/j.cub.2014.04.027
Majkut, S., Idema, T., Swift, J., Krieger, C., Liu, A., Discher, et al. (2013). Heartspecific stiffening in early embryos parallels matrix and myosin expression to
optimize beating. Curr. Biol. 23, 2434–2439. doi: 10.1016/j.cub.2013.10.057
Marrink, S. J., Risselada, H. J., Yefimov, S., Tieleman, D. P., and de Vries, A. H.
(2007). The MARTINI force field: coarse grained model for biomolecular
simulations. J. Phys. Chem. B 111, 7812–7824. doi: 10.1021/jp071097f
Marsano, A., Conficconi, C., Lemme, M., Occhetta, P., Gaudiello, E., Votta, E.,
et al. (2016). Beating heart on a chip: a novel microfluidic platform to generate
functional 3D cardiac microtissues. Lab. Chip. 16, 599–610. doi: 10.1039/
c5lc01356a
Matsumoto, A., Kamata, T., Takagi, J., Iwasaki, K., and Yura, K. (2008). Key
interactions in integrin ectodomain responsible for global conformational
change detected by elastic network normal-mode analysis. Biophys. J. 95,
2895–2908. doi: 10.1529/biophysj.108.131045
McBeath, R., Pirone, D. M., Nelson, C. M., Bhadriraju, K., and Chen, C. S.
(2004). Cell Shape, cytoskeletal tension, and RhoA regulate stem cell lineage
commitment. Dev. Cell 6, 483–495.
McCammon, J. A., Gelin, B. R., and Karplus, M. (1977). Dynamics of folded
proteins. Nature 267, 585–590. doi: 10.1038/267585a0
Meilhac, S. M., and Buckingham, M. E. (2018). The deployment of cell lineages
that form the mammalian heart. Nat. Rev. Cardiol. 15, 705–724. doi: 10.1038/
s41569-018-0086-9
Monticelli, L., Kandasamy, S. K., Periole, X., Larson, R. G., Tieleman, D. P., and
Marrink, S. J. (2008). The MARTINI coarse-grained force field: extension to
proteins. J. Chem. Theory Comput. 4, 819–834. doi: 10.1021/ct700324x
Moreno-Layseca, P., Icha, J., Hamidi, H., and Ivaska, J. (2019). Integrin trafficking
in cells and tissues. Nat. Cell Biol. 21, 122–132. doi: 10.1038/s41556-018-0223-z
Morikawa, Y., Heallen, T., Leach, J., Xiao, Y., and Martin, J. F. (2017). Dystrophinglycoprotein complex sequesters Yap to inhibit cardiomyocyte proliferation.
Nature 547, 227–231. doi: 10.1038/nature22979
Nawata, J., Ohno, I., Isoyama, S., Suzuki, J., Miura, S., Ikeda, J., et al. (1999).
Differential expression of alpha 1, alpha 3 and alpha 5 integrin subunits in
acute and chronic stages of myocardial infarction in rats. Cardiovasc. Res. 43,
371–381. doi: 10.1016/s0008-6363(99)00117-0
Nelson, C. M., Jean, R. P., Tan, J. L., Liu, W. F., Sniadecki, N. J., Spector, A. A.,
et al. (2005). Emergent patterns of growth controlled by multicellular form and
mechanics. Proc. Natl. Acad. Sci. U.S.A. 102, 11594–11599.
Nishioka, N., Inoue, K.-I., Adachi, K., Kiyonari, H., Ota, M., Ralston, A., et al.
(2009). The Hippo signaling pathway components lats and yap pattern tead4
activity to distinguish mouse trophectoderm from inner cell mass. Dev. Cell 16,
398–410. doi: 10.1016/j.devcel.2009.02.003
Notari, M., Ventura-Rubio, A., Bedford-Guaus, S. J., Jorba, I., Mulero, L., Navajas,
D., et al. (2018). The local microenvironment limits the regenerative potential
of the mouse neonatal heart. Sci. Adv. 4:eaao5553. doi: 10.1126/sciadv.aao5553
Nunes, S. S., Miklas, J. W., Liu, J., Aschar-Sobbi, R., Xiao, Y., Zhang, B., et al. (2013).
Biowire: a platform for maturation of human pluripotent stem cell-derived
cardiomyocytes. Nat. Methods 10, 781–787. doi: 10.1038/nmeth.2524
Ogle, B. M., Bursac, N., Domian, I., Huang, N. F., Menasche, P., Murry, C. E., et al.
(2016). Distilling complexity to advance cardiac tissue engineering. Sci. Transl.
Med. 8:342s313. doi: 10.1126/scitranslmed.aad2304
Omens, J. H. (1998). Stress and strain as regulators of myocardial growth. Prog.
Biophys. Mol. Biol. 69, 559–572. doi: 10.1016/s0079-6107(98)00025-x
Ottaviano, F. G., and Yee, K. O. (2011). Communication signals between cardiac
fibroblasts and cardiac myocytes. J. Cardiovasc. Pharmacol. 57, 513–521. doi:
10.1097/FJC.0b013e31821209ee

Frontiers in Cell and Developmental Biology | www.frontiersin.org

Ou, D. B., He, Y., Chen, R., Teng, J. W., Wang, H. T., Zeng, D., et al. (2011). Threedimensional co-culture facilitates the differentiation of embryonic stem cells
into mature cardiomyocytes. J. Cell Biochem. 112, 3555–3562. doi: 10.1002/jcb.
23283
Paez-Mayorga, J., Hernandez-Vargas, G., Ruiz-Esparza, G. U., Iqbal, H. M. N.,
Wang, X., Zhang, Y. S., et al. (2019). Bioreactors for cardiac tissue engineering.
Adv. Healthc. Mater. 8:e1701504. doi: 10.1002/adhm.201701504
Paige, S. L., Plonowska, K., Xu, A., and Wu, S. M. (2015). Molecular regulation of
cardiomyocyte differentiation. Circ. Res. 116, 341–353. doi: 10.1161/circresaha.
116.302752
Papalazarou, V., Salmeron-Sanchez, M., and Machesky, L. M. (2018). Tissue
engineering the cancer microenvironment—challenges and opportunities.
Biophys. Rev. 10, 1695–1711. doi: 10.1007/s12551-018-0466-8
Paramore, S., and Voth, G. A. (2006). Examining the influence of linkers and
tertiary structure in the forced unfolding of multiple-repeat spectrin molecules.
Biophys. J. 91, 3436–3445. doi: 10.1529/biophysj.106.091108
Paulhe, F., Manenti, S., Ysebaert, L., Betous, R., Sultan, P., and Racaud-Sultan,
C. (2005). Integrin function and signaling as pharmacological targets in
cardiovascular diseases and in cancer. Curr. Pharm. Des. 11, 2119–2134. doi:
10.2174/1381612054065765
Pfaendtner, J., Lyman, E., Pollard, T. D., and Voth, G. A. (2010). Structure and
dynamics of the actin filament. J. Mol. Biol. 396, 252–263. doi: 10.1016/j.jmb.
2009.11.034
Piccolo, S., Dupont, S., and Cordenonsi, M. (2014). The biology of YAP/TAZ: hippo
signaling and beyond. Physiol. Rev. 94, 1287–1312. doi: 10.1152/physrev.00005.
2014
Pocaterra, A., Romani, P., and Dupont, S. (2020). YAP/TAZ functions and their
regulation at a glance. J. Cell Sci. 133:425. doi: 10.1242/jcs.230425
Pokorný, J., Jelínek, F., Trkal, V., Lamprecht, I., and Hölzel, R. (1997). Vibrations
in microtubules. J. Biol. Phys. 23, 171–179. doi: 10.1023/A:1005092601078
Portet, S., Tuszynski, J. A., Hogue, C. W., and Dixon, J. M. (2005). Elastic vibrations
in seamless microtubules. Eur. Biophys. J. 34, 912–920. doi: 10.1007/s00249005-0461-4
Priel, A., Ramos, A. J., Tuszynski, J. A., and Cantiello, H. F. (2006). A biopolymer
transistor: electrical amplification by microtubules. Biophys. J. 90, 4639–4643.
doi: 10.1529/biophysj.105.078915
Provasi, D., Murcia, M., Coller, B. S., and Filizola, M. (2009). Targeted molecular
dynamics reveals overall common conformational changes upon hybrid
domain swing-out in beta3 integrins. Proteins 77, 477–489. doi: 10.1002/prot.
22463
Puklin-Faucher, E., Gao, M., Schulten, K., and Vogel, V. (2006). How the headpiece
hinge angle is opened: new insights into the dynamics of integrin activation.
J. Cell Biol. 175, 349–360. doi: 10.1083/jcb.200602071
Puklin-Faucher, E., and Vogel, V. (2009). Integrin activation dynamics between the
RGD-binding site and the headpiece hinge. J. Biol. Chem. 284, 36557–36568.
doi: 10.1074/jbc.M109.041194
Qin, Z., Kreplak, L., and Buehler, M. J. (2009). Nanomechanical properties of
vimentin intermediate filament dimers. Nanotechnology 20:425101. doi: 10.
1088/0957-4484/20/42/425101
Radisic, M., Marsano, A., Maidhof, R., Wang, Y., and Vunjak-Novakovic, G.
(2008). Cardiac tissue engineering using perfusion bioreactor systems. Nat.
Protoc. 3, 719–738. doi: 10.1038/nprot.2008.40
Reis, L. A., Chiu, L. L., Feric, N., Fu, L., and Radisic, M. (2016). Biomaterials
in myocardial tissue engineering. J. Tissue Eng. Regen. Med. 10, 11–28. doi:
10.1002/term.1944
Roca-Cusachs, P., Iskratsch, T., and Sheetz, M. P. (2012). Finding the weakest link:
exploring integrin-mediated mechanical molecular pathways. J. Cell Sci. 125(Pt
13), 3025–3038. doi: 10.1242/jcs.095794
Ronaldson-Bouchard, K., Ma, S. P., Yeager, K., Chen, T., Song, L., Sirabella, D., et al.
(2018). Advanced maturation of human cardiac tissue grown from pluripotent
stem cells. Nature 556, 239–243. doi: 10.1038/s41586-018-0016-3
Ronaldson-Bouchard, K., Yeager, K., Teles, D., Chen, T., Ma, S., Song, L., et al.
(2019). Engineering of human cardiac muscle electromechanically matured to
an adult-like phenotype. Nat. Protoc. 14, 2781–2817. doi: 10.1038/s41596-0190189-8
Ross, R. S. (2002). The extracellular connections: the role of integrins in myocardial
remodeling. J. Card. Fail. 8(6 Suppl.), S326–S331. doi: 10.1054/jcaf.2002.129263

14

May 2020 | Volume 8 | Article 334

Gaetani et al.

Mechanosensing in Heart Development and Disease

Ross, R. S., and Borg, T. K. (2001). Integrins and the myocardium. Circ. Res. 88,
1112–1119. doi: 10.1161/hh1101.091862
Ruan, J. L., Tulloch, N. L., Razumova, M. V., Saiget, M., Muskheli, V., Pabon, L.,
et al. (2016). Mechanical stress conditioning and electrical stimulation promote
contractility and force maturation of induced pluripotent stem cell-derived
human cardiac tissue. Circulation 134, 1557–1567. doi: 10.1161/circulationaha.
114.014998
Ruan, J. L., Tulloch, N. L., Saiget, M., Paige, S. L., Razumova, M. V., Regnier, M.,
et al. (2015). Mechanical stress promotes maturation of human myocardium
from pluripotent stem cell-derived progenitors. Stem Cells 33, 2148–2157. doi:
10.1002/stem.2036
Sachs, F. (2010). Stretch-activated ion channels: what are they? Physiology 25,
50–56. doi: 10.1152/physiol.00042.2009
Samuel, J. L., Barrieux, A., Dufour, S., Dubus, I., Contard, F., Koteliansky, V.,
et al. (1991). Accumulation of fetal fibronectin mRNAs during the development
of rat cardiac hypertrophy induced by pressure overload. J. Clin. Invest. 88,
1737–1746. doi: 10.1172/jci115492
Sawada, Y., Murase, M., and Sokabe, M. (2012). The gating mechanism of the
bacterial mechanosensitive channel MscL revealed by molecular dynamics
simulations: from tension sensing to channel opening. Channels 6, 317–331.
doi: 10.4161/chan.21895
Schaper, J., and Speiser, B. (1992). The extracellular matrix in the failing human
heart. Basic Res. Cardiol. 87(Suppl. 1), 303–309. doi: 10.1007/978-3-642-724749_26
Sequeira, V., Nijenkamp, L. L. A. M., Regan, J. A., and van der Velden, J. (2014).
The physiological role of cardiac cytoskeleton and its alterations in heart failure.
Biochim. Biophys. Acta Biomemb.1838, 700–722. doi: 10.1016/j.bbamem.2013.
07.011
Sessions, A. O., and Engler, A. J. (2016). Mechanical regulation of cardiac aging in
model systems. Circ. Res. 118, 1553–1562. doi: 10.1161/circresaha.116.307472
Soncini, M., Vesentini, S., Ruffoni, D., Orsi, M., Deriu, M. A., and Redaelli,
A. (2007). Mechanical response and conformational changes of alpha-actinin
domains during unfolding: a molecular dynamics study. Biomech. Model.
Mechanobiol. 6, 399–407. doi: 10.1007/s10237-006-0060-z
Sotomayor, M., and Schulten, K. (2004). Molecular dynamics study of gating
in the mechanosensitive channel of small conductance MscS. Biophys. J. 87,
3050–3065. doi: 10.1529/biophysj.104.046045
Stephens, A. D., Banigan, E. J., and Marko, J. F. (2018). Separate roles for chromatin
and lamins in nuclear mechanics. Nucleus 9, 119–124. doi: 10.1080/19491034.
2017.1414118
Sukharev, S. I., Sigurdson, W. J., Kung, C., and Sachs, F. (1999). Energetic
and spatial parameters for gating of the bacterial large conductance
mechanosensitive channel, MscL. J. Gen. Physiol. 113, 525–540. doi: 10.1085/
jgp.113.4.525
Takagi, J., Petre, B. M., Walz, T., and Springer, T. A. (2002). Global conformational
rearrangements in integrin extracellular domains in outside-in and inside-out
signaling. Cell 110, 599–511. doi: 10.1016/s0092-8674(02)00935-2
Tama, F., Gadea, F. X., Marques, O., and Sanejouand, Y. H. (2000). Building-block
approach for determining low-frequency normal modes of macromolecules.
Proteins 41, 1–7.
Tama, F., and Sanejouand, Y. H. (2001). Conformational change of proteins arising
from normal mode calculations. Protein Eng. 14, 1–6. doi: 10.1093/protein/
14.1.1
Tatke, S. S., Loong, C. K., D’Souza, N., Schoephoerster, R. T., and Prabhakaran, M.
(2008). Large scale motions in a biosensor protein glucose oxidase: a combined
approach by QENS, normal mode analysis, and molecular dynamics studies.
Biopolymers 89, 582–594. doi: 10.1002/bip.20956
Tavi, P., Laine, M., Weckstrom, M., and Ruskoaho, H. (2001). Cardiac
mechanotransduction: from sensing to disease and treatment. Trends
Pharmacol. Sci. 22, 254–260. doi: 10.1016/s0165-6147(00)01679-5
Teng, J., Loukin, S., and Kung, C. (2014). Mechanosensitive ion channels in
cardiovascular physiology. Exp. Clin. Cardiol. 20, 6550–6560.
Thompson, R. P., Fitzharris, T. P., Denslow, S., and LeRoy, E. C. (1979). Collagen
synthesis in the developing chick heart. Tex. Rep. Biol. Med. 39, 305–319.
Tomov, M. L., Gil, C. J., Cetnar, A., Theus, A. S., Lima, B. J., Nish, J. E., et al. (2019).
Engineering functional cardiac tissues for regenerative medicine applications.
Curr. Cardiol. Rep. 21:105. doi: 10.1007/s11886-019-1178-9

Frontiers in Cell and Developmental Biology | www.frontiersin.org

Tyser, R. C. V., Miranda, A. M. A., Chen, C. M., Davidson, S. M., Srinivas, S., and
Riley, P. R. (2016). Calcium handling precedes cardiac differentiation to initiate
the first heartbeat. eLife 5:e17113. doi: 10.7554/eLife.17113
Ugolini, G. S., Rasponi, M., Pavesi, A., Santoro, R., Kamm, R., Fiore, G. B., et al.
(2016). On-chip assessment of human primary cardiac fibroblasts proliferative
responses to uniaxial cyclic mechanical strain. Biotechnol. Bioeng. 113, 859–869.
doi: 10.1002/bit.25847
Ugolini, G. S., Visone, R., Cruz-Moreira, D., Mainardi, A., and Rasponi, M. (2018).
Generation of functional cardiac microtissues in a beating heart-on-a-chip.
Methods Cell Biol. 146, 69–84. doi: 10.1016/bs.mcb.2018.05.005
Valls-Margarit, M., Iglesias-García, O., Di Guglielmo, C., Sarlabous, L., Tadevosyan,
K., Paoli, R., et al. (2019). Engineered macroscale cardiac constructs elicit
human myocardial tissue-like functionality. Stem Cell Rep. 13, 207–220. doi:
10.1016/j.stemcr.2019.05.024
van den Berg, C. W., Elliott, D. A., Braam, S. R., Mummery, C. L., and Davis,
R. P. (2016). Differentiation of human pluripotent stem cells to cardiomyocytes
under defined conditions. Methods Mol. Biol. 1353, 163–180. doi: 10.1007/
7651_2014_178
Vining, K. H., and Mooney, D. J. (2017). Mechanical forces direct stem cell
behaviour in development and regeneration. Nat. Rev. Mol. Cell Biol. 18,
728–742. doi: 10.1038/nrm.2017.108
Wan, H., Gu, C., Gan, Y., Wei, X., Zhu, K., Hu, N., et al. (2018). Sensor-free and
sensor-based heart-on-a-chip platform: a review of design and applications.
Curr. Pharm. Des. 24, 5375–5385. doi: 10.2174/1381612825666190207170004
Wang, C. Y., and Zhang, L. C. (2008). Circumferential vibration of microtubules
with long axial wavelength. J. Biomech. 41, 1892–1896. doi: 10.1016/j.jbiomech.
2008.03.029
Williams, C., Quinn, K. P., Georgakoudi, I., and Black, L. D. (2014). Young
developmental age cardiac extracellular matrix promotes the expansion of
neonatal cardiomyocytes in vitro. Acta Biomater. 10, 194–204. doi: 10.1016/j.
actbio.2013.08.037
Williams, C., Sullivan, K., and Black, L. D. (2015). Partially digested adult
cardiac extracellular matrix promotes cardiomyocyte proliferation in vitro. Adv.
Healthc. Mater. 4, 1545–1554. doi: 10.1002/adhm.201500035
Wilson, A. J., Schoenauer, R., Ehler, E., Agarkova, I., and Bennett, P. M. (2014).
Cardiomyocyte growth and sarcomerogenesis at the intercalated disc. Cell Mol.
Life Sci. 71, 165–181. doi: 10.1007/s00018-013-1374-5
Wissing, T. B., Bonito, V., Bouten, C. V. C., and Smits, A. (2017). Biomaterialdriven in situ cardiovascular tissue engineering-a multi-disciplinary
perspective. NPJ Regen. Med. 2:18. doi: 10.1038/s41536-017-0023-2
Wong, T. Y., Juang, W. C., Tsai, C. T., Tseng, C. J., Lee, W. H., Chang, S. N.,
et al. (2018). Mechanical stretching simulates cardiac physiology and pathology
through mechanosensor piezo1. J. Clin. Med. 7:410. doi: 10.3390/jcm7110410
Wriggers, W., and Schulten, K. (1997). Stability and dynamics of G-actin: backdoor water diffusion and behavior of a subdomain 3/4 loop. Biophys. J. 73,
624–639. doi: 10.1016/s0006-3495(97)78098-6
Xiong, J. P., Stehle, T., Goodman, S. L., and Arnaout, M. A. (2003). New insights
into the structural basis of integrin activation. Blood 102, 1155–1159. doi: 10.
1182/blood-2003-01-0334
Yang, C., Tibbitt, M. W., Basta, L., and Anseth, K. S. (2014). Mechanical memory
and dosing influence stem cell fate. Nat. Mater. 13, 645–652.
Yang, L. W., and Chng, C. P. (2008). Coarse-grained models reveal functional
dynamics–I. Elastic network models–theories, comparisons and perspectives.
Bioinform. Biol. Insights 2, 25–45. doi: 10.4137/bbi.s460
Yao, M., Goult, B. T., Chen, H., Cong, P., Sheetz, M. P., and Yan, J. (2014).
Mechanical activation of vinculin binding to talin locks talin in an unfolded
conformation. Sci. Rep. 4:4610. doi: 10.1038/srep04610
Ye, N., Verma, D., Meng, F., Davidson, M. W., Suffoletto, K., and Hua, S. Z. (2014).
Direct observation of alpha-actinin tension and recruitment at focal adhesions
during contact growth. Exp. Cell Res. 327, 57–67. doi: 10.1016/j.yexcr.2014.07.
026
Yoshimura, H., Nishio, T., Mihashi, K., Kinosita, K. Jr., and Ikegami, A. (1984).
Torsional motion of eosin-labeled F-actin as detected in the time-resolved
anisotropy decay of the probe in the sub-millisecond time range. J. Mol. Biol.
179, 453–467. doi: 10.1016/0022-2836(84)90075-5
Zhang, J., Tao, R., Campbell, K. F., Carvalho, J. L., Ruiz, E. C., Kim, G. C., et al.
(2019). Functional cardiac fibroblasts derived from human pluripotent stem

15

May 2020 | Volume 8 | Article 334

Gaetani et al.

Mechanosensing in Heart Development and Disease

cells via second heart field progenitors. Nat. Commun. 10:2238. doi: 10.1038/
s41467-019-09831-5
Zhang, J., and Wang, C. (2014). Molecular structural mechanics model for the
mechanical properties of microtubules. Biomech. Model. Mechanobiol. 13,
1175–1184. doi: 10.1007/s10237-014-0564-x
Zhang, P., Su, J., and Mende, U. (2012). Cross talk between cardiac myocytes
and fibroblasts: from multiscale investigative approaches to mechanisms and
functional consequences. Am. J. Physiol. Heart Circ. Physiol. 303, H1385–
H1396. doi: 10.1152/ajpheart.01167.2011
Zierhut, W., Zimmer, H. G., and Gerdes, A. M. (1991). Effect of angiotensin
converting enzyme inhibition on pressure-induced left ventricular hypertrophy
in rats. Circ. Res. 69, 609–617. doi: 10.1161/01.res.69.3.609
Zimmermann, W. H., Fink, C., Kralisch, D., Remmers, U., Weil, J.,
and Eschenhagen, T. (2000). Three-dimensional engineered heart

Frontiers in Cell and Developmental Biology | www.frontiersin.org

tissue from neonatal rat cardiac myocytes. Biotechnol. Bioeng. 68,
106–114.
Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.
Copyright © 2020 Gaetani, Zizzi, Deriu, Morbiducci, Pesce and Messina. This is an
open-access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) and the copyright owner(s) are credited and that the
original publication in this journal is cited, in accordance with accepted academic
practice. No use, distribution or reproduction is permitted which does not comply
with these terms.

16

May 2020 | Volume 8 | Article 334

