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Elastic fibers are an important component of the extracellular matrix, providing stretch,

resilience, and cell interactivity to a broad range of elastic tissues. Elastin makes up the

majority of elastic fibers and is formed by the hierarchical assembly of its monomer,

tropoelastin. Our understanding of key aspects of the assembly process have been

unclear due to the intrinsic properties of elastin and tropoelastin that render them

difficult to study. This review focuses on recent developments that have shaped our

current knowledge of elastin assembly through understanding the relationship between

tropoelastin’s structure and function.
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ELASTIC FIBERS AND ELASTIN

Elastic fibers are present in the extracellular matrix (ECM) of vertebrate tissues, such as the skin,
lungs, cardiovascular system, cartilage, and tendons. They are ubiquitous across most vertebrates
other than lower vertebrates such as species from the superclass Agnatha (jawless fish) (Debelle
and Tamburro, 1999). Elastic fibers provide tissues with mechanical resilience, durability, and cell
interactivity, which support a diverse range of specialized functionality.

Elastic fibers are composed of approximately 90% elastin, whilst the remaining components
are primarily comprised of fibrillin glycoproteins (Mecham, 1991). Thus, elastin is responsible, in
great part, for the properties of elastic fibers. The most crucial of these properties is the ability
to undergo many stretch-recoil cycles whilst maintaining the structural and functional integrity
of elastic tissues over an organism’s lifetime. The ability to stretch and recoil arises from the
biochemical properties of elastin’s monomer, tropoelastin (discussed below). Additionally, elastin
is remarkably durable as it is primarily deposited during prenatal development and childhood, and
is rarely synthesized during adulthood. Its estimated half-life of 70 years (Shapiro et al., 1991) is
due to its extensive cross-linking and high hydrophobicity, which render it resistant to degradation
(Vrhovski and Weiss, 1998; Schrader et al., 2018; Hedtke et al., 2019).

TROPOELASTIN

Elastin’s subunit, tropoelastin, is a soluble 60–70 kDa protein which has been intensely studied over
the past three decades. Tropoelastin is a spring-like molecule that is extremely extensible prior to
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cross-linking. A single tropoelastin molecule can stretch up to
eight times its resting length and has a Young’s modulus (tensile
stiffness) of ∼ 3 kPa (Baldock et al., 2011) in comparison
to elastin’s extensibility of 150% and stiffness of ∼1 mPa
(Aaron and Gosline, 1981). Tropoelastin undergoes minimal
energy loss during extension, similar to other polymers such
as rubber and resilin (Elvin et al., 2005; Cordier et al.,
2008; Baldock et al., 2011). These remarkable properties arise
from its sequence and structure, which render tropoelastin
structurally highly flexible but not disordered (Tarakanova
et al., 2018). In addition to its involvement in molecular
elasticity, the flexibility of tropoelastin also a key requirement
for self-assembly into elastin, with mutations that perturb
this having detrimental effects on tissue (Yeo et al., 2016,
2017). Together, these two properties can be tuned and
exploited to give rise to an increasing number of novel
biomaterials for tissue engineering and regenerative medicine,
which have been recently reviewed elsewhere (Wang et al., 2020;
Wen et al., 2020).

TROPOELASTIN GENE AND
EXPRESSION

Tropoelastin is encoded by the ELN gene, which is present in
all vertebrates except jawless fish (Chung et al., 2006). Most
organisms contain one copy of ELN, other than teleosts and
amphibians which notably possess two distinct types of ELN
genes (He et al., 2007; Miao et al., 2007, 2009). The human
ELN gene is located on the long arm of chromosome 7q11.2
and comprises of 34 exons nestled between lengthy introns
(Indik et al., 1987, 1989; Bashir et al., 1989). Human ELN
gives rise to a broad variety of splice isoforms, with alternative
splicing being observed with exons 22, 23, 24, 26A, 32, and
33 (Fazio et al., 1988; Parks et al., 1992) that result in 13
known human isoforms of the mature tropoelastin protein
(Reichheld et al., 2019). The most commonly investigated
isoform contains domain 26A and lacks domain 22, and is
predominantly found in elastic tissues (Indik et al., 1987;
Vrhovski et al., 1997).

Variations in the relative abundance of alternatively
spliced ELN mRNA transcripts have been observed between
tissues, and this diversity is thought to be necessary for
the fine tuning of the mechanical characteristics of tissues
to suit their unique functional requirements (Reichheld
et al., 2019). Indeed, studies examining the consequences
of domain insertions and deletions note changes in the
intrinsic functionality of tropoelastin, corroborating the
hypothesis that domain insertions and deletions result in
altered tissue mechanics (Jensen et al., 2000; Kozel et al.,
2003; Yeo et al., 2016; Miao et al., 2017). The isoform-
function theory is further reinforced by the presence of two
different ELN genes within teleosts that are differentially
expressed both spatially and temporally during development
(Miao et al., 2007). The self-assembly properties and
nanostructure of these extra teleost isoforms are yet to
be investigated.

SEQUENCE

Tropoelastin’s domains each arise from single exons of the
ELN gene. They can be categorized as either “hydrophobic”
or “cross-linking” based on their functionality and amino acid
content (Figure 1). Tropoelastin’s primary sequence is low
in complexity and contains repetitive motifs. Furthermore,
tropoelastin’s hydrophobic and cross-linking domains are
arranged in alternating patterns throughout the majority of
the molecule, giving rise to both inter- and intra-domain
level repetition.

Tropoelastin’s amino acid sequence predominantly consists of
non-polar residues including glycine, valine, alanine, and proline
(Debelle and Tamburro, 1999). The hydrophobic domains
contain repetitions and variations of Val-Pro-Gly-Val-Gly motifs
(Figure 1), resulting in the aforementioned low complexity of
sequence (Foster et al., 1973; Gray et al., 1973). The hydrophobic
domains vary in length, with the majority of the shorter (9–
5 residues) domains occurring near the N-terminus, while
the longer (up to 55 residues) domains are found within
tropoelastin’s central and C-terminal regions (Indik et al., 1989).
The hydrophobic domains have been extensively studied and are
responsible for facilitating tropoelastin’s ability to self-assemble
(Vrhovski et al., 1997; Toonkool et al., 2001).

The cross-linking domains are defined by lysines, which
are responsible for the formation of durable bi-, tri-, and
tetrafunctional cross-links within mature elastin. Cross-linking
domains can be subdivided into KP or KA domains, which denote
the amino acids (proline or alanine, respectively) that are adjacent
to the lysines (Figure 1). KP domains are found closer toward the
N-terminus, whereas KA domains are closer to the C-terminus
and include alanine tracts (Indik et al., 1987). Unlike hydrophobic
domains, cross-linking domains in isolation are unable to self-
assemble; thus, they have been studied in the context of the cross-
linking of elastin-derived biomaterials (Annabi et al., 2017; Yue
et al., 2017). Cross-linking domains are capable of modulating
self-assembly when incorporated into peptides and biomaterials
derived from tropoelastin’s hydrophobic domains. For example,
their inclusion in peptides derived from hydrophobic domains
confers decreased times taken for self-assembly, most likely due
to their favorable interaction with aqueous solvent (Miao et al.,
2003). Modulative effects are also observed within full length
tropoelastin, where disruptions to domain 26 diminish self-
assembly (Jensen et al., 2000), highlighting the context of primary
sequence on higher order structures.

Another region of note is domain 36, which contains lysines
but does not participate in cross-linking (Hedtke et al., 2019).
The amino acid sequence of domain 36 is unique; furthermore,
its sequence confers a positively charged C-terminus comprising
lysines between positively charged arginines, forming a RKRK
sequence (Vrhovski et al., 1997). In addition to the RKRK
sequence, domain 36 contains tropoelastin’s sole two cysteines
and only disulfide bond. Perturbation of either of these
components greatly reduces tropoelastin’s ability to self-assemble
in vitro and interact with the microfibril scaffold of elastic fibers
(Nonaka et al., 2014), indicating that an intact domain 36 is
required for correct assembly.
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FIGURE 1 | Tropoelastin’s sequence and domain arrangement. Tropoelastin is a low complexity protein on both primary and secondary sequence levels. Its

hydrophobic (pink) and cross-linking (blue) domains consist of repetitive motifs that contribute uniquely to elastin assembly. The hydrophobic domains contain

aliphatic amino acids with proline variations that provide flexibility and the ability to assemble into higher order structures. The cross-linking domains are enriched for

either Lys-Pro (KP) or Lys-Ala (KA) motifs and form cross-links that link growing tropoelastin chains during elastogenesis; note that exon 6 encodes a KA domain.

Tropoelastin’s C-terminal domain 36 (yellow) does not fall into either category as it contains a distinct sequence capped with a Gly-Arg-Lys-Arg-Lys (GRKRK) motif

and is primarily involved in cell interactions.

STRUCTURE

The understanding of tropoelastin’s structure has been hindered
by numerous intrinsic properties of the molecule. Of most
importance, the inability to acquire large quantities of pure
tropoelastin historically presented a significant obstacle to
experimentally characterizing its structure. Elastin is extensively
cross-linked and difficult to break apart into monomers even
under harsh conditions, thus, initial strategies included feeding
animals a copper deficient diet to prevent lysyl oxidase (LOX)
cross-linking of tropoelastin; however, this proved inefficient and
time consuming (Wise and Weiss, 2009; Tarakanova et al., 2018).

Even after being able to produce recombinant tropoelastin at
scales suited to characterization studies, traditional techniques
have not yet produced an experimentally verified atomistic
structure (Martin et al., 1995; Tarakanova and Buehler, 2013).
Tropoelastin’s flexibility does not allow it to pack into a crystal
lattice and its size renders it too complex to assign atomic
interactions using nuclearmagnetic resonance (NMR) on a global
level (Tamburro et al., 2003, 2006; Bochicchio et al., 2004; Pepe
et al., 2008). Cryo-electron microscopy is a rapidly developing
method and likely to contribute to structural knowledge of
tropoelastin. Indeed, cryo-EM was recently reported to have a
lower molecular size limit of approximately 50 kDa, however, it
has not yet been successfully applied to characterize tropoelastin
(Murata and Wolf, 2018).

Due to the lack of a full-atomistic structure, a number
of elastin derivatives, including isolated tropoelastin domains
(Toonkool et al., 2001; Mackay et al., 2005; Dyksterhuis et al.,
2007; Dyksterhuis andWeiss, 2010) and synthetic elastin-derived
peptides (EDPs) (Luan et al., 1990; Tamburro et al., 1992;
Kentsis and Sosnick, 1998; Kumashiro et al., 2006; Reichheld
et al., 2014, 2017; Muiznieks et al., 2015; MacEwan et al.,
2017; Tarakanova et al., 2017) have been studied to understand
tropoelastin’s domain level properties. Attempts to characterize

tropoelastin’s structure have seen a gradual shift from the
belief that tropoelastin’s domains have fixed structures, to
understanding that the majority of its domains are capable
of transitioning between random coils and transient ordered
structures. These ordered structures can include α-helices and
β-structures (Vrhovski et al., 1997), which depend on the amino
acid content and arrangement of domains (He et al., 2012;
Reichheld et al., 2014, 2017; Muiznieks et al., 2015) and the choice
of solvent (Reiersen and Rees, 2000; Muiznieks et al., 2015).

Tropoelastin’s hydrophobic domains are predominantly
responsible for the random coil content of the monomer, and
are the result of the unique pairing of proline and glycine pairs
that are interspersed throughout the majority of hydrophobic
domains (Rauscher and Pomes, 2017). The smallest amino acid,
glycine is known to promote flexibility within local structures
due to lack of steric hindrance, whereas proline’s restrictive
sidechain inhibits conformational sampling and disrupts the
formation of prolonged secondary structures (Roberts et al.,
2015). Combinations of these two amino acids result in domains
that undergo rapid conformational sampling (Rauscher and
Pomes, 2017), which, if perturbed toward a conformation that
gravitate toward stability, will assemble into highly ordered
amyloid-like fibrils that are not elastomeric (Rauscher et al., 2006;
Roberts et al., 2015).

More surprisingly, tropoelastin’s cross-linking domains are
also capable of similar transitions between ordered and
disordered structures. KA domains were initially thought to
form α-helices and poly-proline II helices (PPII) due to the
presence of cross-links which require a lysine arrangement that
was postulated to be achieved via α-helical configuration (Brown-
Augsburger et al., 1995). Although alanine tracts within other
proteins are predisposed to α-helix formation (Yang and Honig,
1995; Avbelj, 2000), high helical content within tropoelastin’s
KA domains was primarily demonstrated to persist in solvents
that stabilize secondary structure, such as trifluoroethanol, rather

Frontiers in Bioengineering and Biotechnology | www.frontiersin.org 3 February 2021 | Volume 9 | Article 643110

https://www.frontiersin.org/journals/bioengineering-and-biotechnology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/bioengineering-and-biotechnology#articles


Ozsvar et al. Tropoelastin and Elastin Assembly

than aqueous solution (Luo and Baldwin, 1997; Tamburro et al.,
2006). More recently, it has been demonstrated that KA domains
consist of random coil content prior to self-assembly and become
more ordered as molecules aggregate, marrying the observations
discussed above into a cohesive model within the context
of assembly and the requirements of higher-order structures
(Reichheld et al., 2014).

The first successful experiments to define the 3D envelope
of tropoelastin utilized small angle X-ray scattering (SAXS) and
small-angle neutron scattering (SANS) (Baldock et al., 2011).
Tropoelastin was revealed to be an asymmetric molecule with
distinct N- and C-terminal regions that are respectively referred
to as the “head” and “foot” of the molecule. The N-terminal head
caps an extended coil region that consists of domains 2–18. Below
the coil is a flexible “hinge” region made up of domains 20–24,
which are directly adjacent to the “bridge” regions of domains
25–26. Domains 27–36 make up tropoelastin’s foot, which are
labeled as such due to their spatial arrangement, forming an
almost claw-like component of the molecule. However, higher
resolution data were required to map out its elusive properties
and performance within a hierarchical assembly (Tarakanova
et al., 2018; Ozsvar et al., 2019).

COMPUTATIONAL MODELS OF
TROPOELASTIN

Computational approaches have gained popularity in
recent decades as their methodologies have been refined
to provide accurate atomistic scale insights into molecular
structure and movement (Tarakanova et al., 2018). Thus,
computational approaches can be considered as important
means to complement wet bench experiments. By leveraging
the advantages of computational models, such as elastic
network models, full-atomistic models and coarse grained
models, as depicted in Figure 2, the correlation between
the structure, motions, and the functionality of tropoelastin
have recently been explored in depth (Yeo et al., 2016;
Tarakanova et al., 2018, 2019a).

The full-atomistic model of tropoelastin was developed based
on replica exchange molecular dynamics (REMD) simulations,
an accelerated sampling method for molecular dynamics
(Tarakanova et al., 2018). This model revealed that tropoelastin
maintains a canonical or “average” structure based on the
distribution of its possible conformations in spite of its flexible
nature (Figure 2), as well as the possible roles that local
structures play in biological processes, specifically, elastogenesis
(Tarakanova et al., 2019b). This canonical computational
structure was determined to be highly similar to the envelope
found via SAXS/SANS, where both consist of an extended
molecular body accompanied by a protruding foot (Baldock et al.,
2011). The computational model uncovered the contributions
of each molecular region to the flexibility of the molecule.
For example, the highly flexible domains 2–5 that were
noted to generate a twisting motion in N-terminus, were
positioned beside domain 6, a relatively immobile region
that may assist in stabilizing the subsequent regions. The

flexibility of the mid-region of the molecule was proposed
to drive the overall elasticity of the resultant fibers. Closer
to the base of the molecule, the flexible hinge region
between domains 21 and 23 presented with a scissors-like
bending, which is now believed to contribute to elasticity
and multimeric assembly through enhanced conformational
space sampling (Tarakanova et al., 2019b). Further down the
molecule, the cell-interactive C-terminus was noted to be
highly flexible, indicating that high conformational sampling
could be conducive to tropoelastin’s interactions between cell-
surface receptors and elastic fiber-associated proteins. Thus,
the current computational model unifies the global and
regional characteristics of tropoelastin, inferring mechanisms
that complement observed experimental phenomena.

Computational models have also been leveraged to pinpoint
the molecular consequences of synthetic and disease mutations
of tropoelastin. For example, models involving single point
mutations at negatively charged residues demonstrated both
regional and global destabilization of tropoelastin’s structure,
which were validated by SAXS structures (Yeo et al., 2012;
Tarakanova et al., 2018). The reduction in solvent accessible
surface area of the mutant molecules suggests that the underlying
mechanism for their altered self-assembly properties observed
in experiments is due to less exposure of the appropriate
hydrophobic domains required for coacervation. Similarly, a
mutation model associated with cutis laxa, or “loose skin disease”
(Hu et al., 2006), was found to exhibit higher stability compared
with the wild-type molecule due to the increased longevity of
its salt bridges (Hu et al., 2006; Tarakanova et al., 2018). The
resultant bending motion – rather than scissors-twist motion –
that stemmed from this stabilization highlights the mutant’s
diminished flexibility as a key driver of impaired fiber assembly
in cutis laxa (Tarakanova et al., 2018). By probing mutations in
computational studies that resolve the atomistic structure of the
molecule, the deduction of mechanisms associated with changes
to functional roles of specific domains has become feasible, and a
connection between local structures and biological performance
can be established (Figure 2; Tarakanova et al., 2018).

Stiffness within the context of self-assembly has also
been examined with both coarse grained and full-atomistic
simulations using polypeptides derived from tropoelastin’s
hydrophobic domains. The stiffness that arose due to amino
acid substitutions partially determined resultant secondary
structure which, in turn, impacted assembly (Prhashanna
et al., 2019). Such models could be used in conjunction with
the full molecular model of tropoelastin to examine the self-
assembly of discrete regions to understand the impacts of
amino acid substitutions in disease. Unsubstituted models
are also critical to understanding self-assembly. Modeling
utilizing tropoelastin derivatives has demonstrated that
structural compaction into both coils and globules occurs
above the transition temperature of self-assembly, which may
assist in explaining the anisotropic nature of mature elastin
(Baul et al., 2020).

The importance of tropoelastin’s flexibility during self-
assembly has also been examined in the light of natural allysine
modifications, which condense to give cross-links within mature
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FIGURE 2 | Overview of the computational and experimental methodologies that have recently contributed to our understanding of elastic fiber assembly. The

SAXS/SANS global shape of tropoelastin (Baldock et al., 2011) has been used to validate the full-atomistic computational model of tropoelastin through a geometric

and topological comparison (Tarakanova et al., 2018). Furthermore, the SAXS/SANS structure has been mapped to an elastic network model with tunable stiffness

to probe the role of tropoelastin’s flexibility in fiber assembly (Yeo et al., 2016). Meanwhile, modifications to the full-atomistic model have revealed the mechanisms

that contribute to aberrant fiber structure (Tarakanova et al., 2018) that have been hypothesized to predispose patients to diseases such as acquired cutis laxa (Hu

et al., 2006). Additionally, coarse-graining the full-atomistic model has allowed for the examination of mesoscale tropoelastin assembly and, in particular, deciphered

the orientation of tropoelastin molecules that occurs during early stage assembly (inset image) (Tarakanova et al., 2019a). Future investigations will allow the bridging

of the gap between mesoscale simulations and microscopically observed coacervation (Clarke et al., 2006).

elastin (discussed further in the following section) (Ozsvar et al.,
2019). The conversion of a single lysine to an allysine results in
structural stabilization, which may serve as a checkpoint during
self-assembly to ensure that molecules incapable of forming
multiple cross-links are not incorporated into the growing
chain. This deduction has been corroborated by the observation
that tropoelastin with multiple allysine modifications displays
conformational sampling comparable to that of the wild-type
molecule, suggesting it is more likely to readily participate
in self-assembly.

ELASTOGENESIS

Elastogenesis is the term that collectively describes the
hierarchical process of elastic fiber formation, and is comprised
of distinct phases: tropoelastin synthesis, coacervation,
cross-linking, and deposition.

Elastogenic cells, such as fibroblasts (Mecham et al.,
1985) and smooth muscle cells (Narayanan et al., 1976),
synthesize and secrete tropoelastin. The majority of tropoelastin
synthesis occurs during perinatal development (Myers et al.,
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FIGURE 3 | Stages of hierarchical assembly of elastic fibers. Tropoelastin monomers undergo self-assembly upon reaching the transition temperature through the

aggregation of their hydrophobic domains (Wise et al., 2014). Assembly proceeds from a nucleation event and undergoes elongation in a step-wise manner to form

a multimer which can occur in a head-to-tail fashion (Wise et al., 2014). Multimers may undergo further transitions, such as branching, to form spherules made of

multimer aggregates (Tu et al., 2010). The spherules grow in size and are deposited onto the microfibril scaffold where they fuse into fibrillar structures (Sherratt et al.,

2001). Elastic fibers are eventually formed after extensive cross-linking through a process termed maturation (Yeo et al., 2016).

1983; Noguchi et al., 1990), however, synthesis may be
triggered in response to tissue damage (Parks et al., 1992) or
during diseases such as atherosclerosis (Phinikaridou et al.,
2018). Tropoelastin is secreted as a ∼60–70 kDa protein
to the cell surface where it participates in self-assembly
(Hinek and Rabinovitch, 1994; Figure 3).

Coacervation is an endothermic, entropically favorable
process through which tropoelastin monomers self-assemble into
higher order n-mer structures. Coacervation optimally occurs
at physiological temperature, however, in vitro coacervation can
also occur at lower temperatures depending on experimental
conditions and the choice of tropoelastin isoform or derivative
(Yeo et al., 2011). This temperature is also known as the transition
temperature. Initially, in vitro coacervation is characterized by
the rapid aggregation of tropoelastin. into 200 nm then 1–2 µm
spherules, which eventually grow and stabilize into spherules 2–
6 µm in diameter (Clarke et al., 2006; Kozel et al., 2006; Tu and
Weiss, 2010; Tu et al., 2010). Tropoelastin spherules assemble at
the cell surface before deposition onto the microfibrillar scaffold
in cell culture systems at physiological temperature (Kozel
et al., 2006). The process of tropoelastin aggregation is initially
reversible, as spherules dissipate if the temperature is lowered
(Clarke et al., 2006), however, maintenance of a physiological
temperature results in maturation, which is indicated by spherule
coalescence and the irreversible formation of fibrillar structures
(Cox et al., 1974; Bressan et al., 1983; Mithieux et al., 2005).
The presence of tropoelastin spherules fusing to fibrils has
been noted in native tissue, demonstrating marked similarities
between in vitro and in vivo coacervation (Haust et al., 1965;
Albert, 1972; Kozel et al., 2006).

Tropoelastin’s hydrophobic domains are primarily responsible
for facilitating coacervation (Tamburro et al., 1992; Miao et al.,
2003; Muiznieks et al., 2003). Non-polar residues are a major
contributor to protein folding, as their unfavorable interactions
with water drive them to bury into the protein core, however,
as tropoelastin is comprised of numerous hydrophobic domains,
it has been demonstrated that many of these domains will be at
least partially solvent exposed (Dyksterhuis et al., 2007). Thus,
at lower temperatures, the water surrounding these domains

forms ordered, clathrate-like shells that prevent aggregation until
the appropriate temperature is reached (Wu and Weiss, 1999;
Miao et al., 2003; Dandurand et al., 2015). In contrast, higher
temperatures allow the breaking of the hydrogen bonds of the
ordered water, dissipating the clathrate shells and permitting
the association of the hydrophobic domains (Yeo et al., 2011).
The prevention of early self-aggregation in vitro is thought to
be mediated by chaperone proteins (Hinek and Rabinovitch,
1994; Miao et al., 2013). Further to this, the flexibility of the
hydrophobic domains may also play a key role in self-assembly.
Molecular dynamics modeling of aggregating tropoelastin-
derived peptide chains points to the maintenance of a hydrated,
disordered, liquid-like state due to the formation of short-lived
inter-chain bonds (Rauscher and Pomes, 2017; Reichheld et al.,
2020), mostly likely due to the inducement of random coils by PG
repeats (vide supra). This phenomenon is supported by in vitro
peptide studies, which note that increasing the space between PG
motifs or removing prolines results in more ordered structures
(Rauscher et al., 2006).

Similar to other ECM proteins, such as collagen, tropoelastin
covalently cross-links via its lysines. Approximately 90% of
tropoelastin’s lysines undergo modification and/or participate in
cross-links, indicating that mature elastin is extensively cross-
linked (Kozel et al., 2003; Schmelzer et al., 2019). Cross-linking
requires the modification of at least one of the lysine participants
by a member of the copper-containing LOX or lysine oxidase-like
(LOXL) enzyme families. LOX and LOXL convert the ε-amino
group of lysine to α-aminoadipic acid δ-semialdehyde (allysine)
(Schmelzer et al., 2019), which spontaneously undergo either
a Schiff base reaction with a lysine, or two allysines crosslink
through aldol condensation, to give rise to bifunctional crosslinks
(Franzblau et al., 1969; Lent et al., 1969). The bifunctional cross-
links can undergo further condensation to form tetrafunctional
desmosine or isodesmosine (Partridge, 1966). A series of
mapping studies have been recently conducted to pinpoint the
locations of these cross-links (Schrader et al., 2018; Hedtke et al.,
2019; Schmelzer et al., 2019) as their placements are crucial to
understanding the resultant molecular orientation of tropoelastin
within cross-linked elastin. Molecular docking studies utilizing
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tropoelastin and the 3D structure of LOX1 (Vallet et al., 2018)
may assist in our understanding as to whether the enzyme has a
preference for modifying particular tropoelastin residues.

The next stage of elastin assembly involves the deposition
of tropoelastin spherules onto the microfibril scaffold of elastic
fibers. Microfibrils comprise multiple proteins, of which fibrillin-
1 is the most common. Tropoelastin interacts with microfibril
components including fibrillin-1, fibulin-4, and -5, and other
associated molecules such as latent transforming growth factor
β binding protein-4 (Visconti et al., 2003; McLaughlin et al.,
2006; Urban et al., 2009; Yamauchi et al., 2010; Noda et al.,
2013; Lockhart-Cairns et al., 2020). It has recently been suggested
that fibrillins are capable of stabilizing tropoelastin, possibly
for the purpose of selecting conformations that are favorable
for elastin assembly (Lockhart-Cairns et al., 2020). In addition
to interacting with tropoelastin, fibulin-4 and -5 are capable
of also binding LOX and fibrillin-1 and, thus, have key roles
in facilitating elastogenesis (Hinderer et al., 2015). Moreover,
fibulins are essential for elastic fiber directionality, as fibroblasts
with fibulin-4 and -5 knockdowns generate poorly formed
elastic fibers (Yamauchi et al., 2010), and fibulin-4 –/– mice
display aberrant, poorly cross-linked, and non-fibrous elastin
(McLaughlin et al., 2006).

CURRENT MODEL OF TROPOELASTIN
ASSEMBLY

It was first hypothesized that tropoelastin assembles in a head-
to-tail manner similar to that of other ECM proteins such as
collagen, which assembles into fibrils that subsequently associate
laterally to form sheets and thicker fibers (Kadler, 2017). Solving
tropoelastin’s global structure (Baldock et al., 2011) allowed for
3D mapping on tropoelastin of the approximate locations of
domains 10, 19, and 25, which were the first unequivocally
cross-linked domains to be discovered (Brown-Augsburger et al.,
1995). The alignment of these three domains indicates that
at least two tropoelastin molecules are required to form this
tetrafunctional cross-link, thus, giving rise to the head-to-tail
model of assembly involving the growth of a linear chain that can
assemble laterally to form sheets and eventually form spherules
(Baldock et al., 2011).

However, there are aspects of this model that warrant further
investigation. For example, the tetrafunctional cross-link, on
which the model is based, is derived from porcine elastin (Brown-
Augsburger et al., 1995). Although there is no 3D structure for
porcine tropoelastin, porcine tropoelastin differs from that of
humans (Sandberg et al., 1977), leaving it unclear as to whether
these domains align as expected in human tissue. Further to
this, the current model of elastin assembly does not account for
how long strings or sheets of tropoelastin are capable of forming
spherules on a macroscopic scale (Tu et al., 2010).

More recently, the computational model of tropoelastin
has been leveraged to characterize higher-order structures and
probe self-assembly (Tarakanova et al., 2019a). Forty tropoelastin
molecules were subjected to simulations using aMARTINI-based
coarse-grained model, integrated with an elastic network model

(Tarakanova et al., 2019a). The advantage of coarse-grained
methodologies is that they allow for the simulation of timescales
of large molecular systems on the order of microseconds,
which are otherwise computationally infeasible with classical
full-atomistic molecular dynamics. Dominant driving factors
of assembly were examined, including water, temperature and
domain pair orientations. Crucially, these simulations revealed
that self-assembly starts with a nucleation event and elongation
proceeds via both globular and fibrillar structures (Tarakanova
et al., 2019a). This suggests a high level of conformational
sampling during this phase of coacervation, indicating that
the flexibility of tropoelastin plays a key role in assembly
that may persist, to some extent, into later stages of assembly
(Reichheld et al., 2020). Importantly, the presence of fibrils
indicates that the nanostructures formed during initial assembly
contribute to the supramolecular structures that arise during
both early (spherule) and later (fibril) stages of elastogenesis.
Interestingly, the location and orientation of different domains
that contacted each other during self-assembly was noted to
be heterogeneous, resulting in head-to-head, tail-to-tail, head-
to-tail, and lateral interactions (Tarakanova et al., 2019a). This
reflects the experimentally observed heterogeneity of cross-links
in mature elastin, again giving weight to the hypothesis that the
flexibility of tropoelastin is imperative for assembly (Schrader
et al., 2018; Tarakanova et al., 2019a).

TROPOELASTIN-CELL RECEPTOR
INTERACTIONS AND IMPLICATIONS
FOR ASSEMBLY

Tropoelastin promotes cell attachment and migration
of several cell types including fibroblasts, endothelial
cells and mesenchymal stem cells. Cellular activities are
mediated through interactions between tropoelastin or
EDPs and specific receptors on the cell surface. These
interactions trigger a wide range of processes including
wound healing, elastogenesis and maintenance of stemness
(Yeo and Weiss, 2019).

Elastin binding protein (EBP) is a splice variant of
β-galactosidase, that recognizes the repetitive hydrophobic
sequences (VGVAPG) of tropoelastin (Tajima et al., 1997).
EBP plays two roles in the assembly of elastin. The first is an
intracellular role as a tropoelastin chaperone and the second is
as part of the elastin receptor complex (ERC). Intracellularly,
EBP is associated with tropoelastin after the release of the signal
peptide and acts as a chaperone to prevent self-aggregation and
proteolysis as it transported to the cell membrane, after which
EBP is then recycled and serves as a reusable shuttle protein
(Hinek et al., 1995).

On the cell surface, EBP forms a complex with protective
protein/cathepsin A (PPCA) and neuraminidase-1 (Neu-1),
giving rise to the ERC (Duca et al., 2007). The ERC binds elastin
derived peptides, which are the product of proteolytic activity of
soluble and insoluble elastin by various elastases. Elastases can
be in the form of serine- (e.g., Ela-2), cysteine- (e.g., cathepsin
I), or matrix metalloproteinases (MMP-2, -7, -9, and -12),
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and bioactive peptides include the VGVAPG peptide. Binding
of EDPs to the ERC induces a number of biological effects
includingmigration, adhesion, proliferation, protease expression,
and secretion. EDPs can modulate an array of signal pathways
(Scandolera et al., 2016), but full-length tropoelastin does not
trigger pathways through the ERC. This suggests the ERCs’
primary signal pathways are involved in wound recognition
through fragments of elastin, where EDPs are formed as a result
of elastic tissue damage.

Glycosaminoglycans (GAGs) are negatively charged, linear
polysaccharides, which can be either sulfated [heparan sulfate
(HS) or chondroitin sulfate] or non-sulfated (hyaluronic acid).
HS, which is present on cell surface proteoglycans (syndecans
and glypicans), interacts strongly with tropoelastin (Cain et al.,
2005). Positively charged lysine residues in domains 17 were
identified to interact with negatively charged HS, most likely
via ionic interactions (Lee et al., 2017). The last 17 amino acid
residues of the C-terminus of domain 36 are also implicated inHS
interactions; the last four residues are Arg-Lys-Arg-Lys and are
positively charged at physiological pH which provides a charged
cluster capable of binding negatively charged HS (Broekelmann
et al., 2005). It has been postulated that the interaction between
tropoelastin and cell surface proteoglycans is part of the assembly
process of elastin before it is deposited on microfibrils. Fibrillin-1
and -2 also interact with proteoglycans (Tiedemann et al., 2001),
which coupled with tropoelastin/GAG interactions provide a
pathway to the formation of elastic fibers.

Integrins are a major class of cell surface receptor family, of
which tropoelastin has been found to interact with two types:
αvβ3 (Rodgers and Weiss, 2004) and αvβ5. Integrins canonically
bind proteins containing Arg-Glu-Asp motifs, but this sequence
is not found in tropoelastin (Lee et al., 2014). Instead, tropoelastin
domains 14–18 and 36 (RKRK sequence) have been found to bind
to both integrins. The lysines of domain 15 and 17 are believed
to play key roles in this interaction. It is likely that, as a general
rule, integrin binding to tropoelastin is mediated via GAGs,
which is facilitated by the repetition of tropoelastin’s primary
sequence and the surface exposure of positively charged similar
domains (Lee et al., 2017; Bochicchio et al., 2021). Interactions
with these integrins on the surface of mesenchymal stem cells,
either through surface bound or as soluble tropoelastin, promote
MSC proliferation and phenotypic maintenance via FAK and
PKB/AKT (Yeo and Weiss, 2019). The narrow specificity to
αvβ3 and α5β3 may also be beneficial compared with other
ECM adhesion molecules such as fibronectin (which can adhere
to up to 20 types of integrin) which may compete with and
modulate binding to tropoelastin, and deliver opposing effects on

cell proliferation. Furthermore, as integrins are involved in the
remodeling of the ECM (Bonnans et al., 2014), this is consistent
with a model where the tropoelastin-integrin interaction forms
part of the wound repair process.

CONCLUSION

Tropoelastin is a unique protein with biochemical and physical
properties that allow it to rapidly self-assemble into fibrous
structures. It has become increasingly evident that tropoelastin’s
sequence, structure and subsequent functionality are in a delicate
balance; thus, perturbations to tropoelastin’s sequence can have
far-reaching consequences for self-assembly and the resultant
architecture of elastic fibers. For many years it was difficult
to study tropoelastin at an atomic scale, but the application
of computational methods, such as full-atomistic molecular
dynamics and elastic network models, in combination with
powerful low-resolution structural studies, have expanded
the field and delivered an enhanced understanding of the
mechanisms that contribute to self-assembly. Modeling has
been verified using wet-bench methodologies, forming a
robust suite of complementary methodologies that will
undoubtedly become more prevalent for exploring the assembly
of biological fibers over time. With leaps in the improvement
of cryogenic electron microscopy to characterize flexible
molecules, we predict that this approach will contribute to
a deeper understanding of tropoelastin structure and self-
assembly in the context of endogenous fiber formation and
biomaterials fabrication.

AUTHOR CONTRIBUTIONS

All authors contributed to writing and editing the review.

FUNDING

The Wellcome Trust Centre for Cell-Matrix Research is
supported by funding fromWellcome Trust (203128/Z/16/Z). CB
gratefully acknowledges BBSRC funding (Ref: BB/R008221/1).
AW gratefully acknowledges NHMRC funding (Ref: 1195827).
The authors wrote and submitted this manuscript in response
to an invitation by the Editor. AT acknowledges support from
University of Connecticut’s Institute for Collaboration on Health,
Intervention, and Policy Faculty Research Seed Grant.

REFERENCES

Aaron, B., and Gosline, J. (1981). Elastin as a random-network elastomer: a

mechanical and optical analysis of single elastin fibers. Biopolymers 20, 1247–

1260. doi: 10.1002/bip.1981.360200611

Albert, E. N. (1972). Developing elastic tissue. An electron microscopic study. Am.

J. Pathol. 69, 89–102.

Annabi, N., Zhang, Y. N., Assmann, A., Sani, E. S., Cheng, G., Lassaletta, A. D.,

et al. (2017). Engineering a highly elastic human protein-based sealant for

surgical applications. Sci. Transl. Med. 9:eaai7466. doi: 10.1126/scitranslmed.aai

7466

Avbelj, F. (2000). Amino acid conformational preferences and solvation of polar

backbone atoms in peptides and proteins. J. Mol. Biol. 300, 1335–1359. doi:

10.1006/jmbi.2000.3901

Baldock, C., Oberhauser, A. F., Ma, L., Lammie, D., Siegler, V., Mithieux, S. M.,

et al. (2011). Shape of tropoelastin, the highly extensible protein that controls

human tissue elasticity. Proc. Natl. Acad. Sci. U.S.A. 108, 4322–4327. doi: 10.

1073/pnas.1014280108

Bashir, M. M., Indik, Z., Yeh, H., Ornstein-Goldstein, N., Rosenbloom, J. C.,

Abrams, W., et al. (1989). Characterization of the complete human elastin gene.

Delineation of unusual features in the 5’-flanking region. J. Biol. Chem. 264,

8887–8891.

Frontiers in Bioengineering and Biotechnology | www.frontiersin.org 8 February 2021 | Volume 9 | Article 643110

https://doi.org/10.1002/bip.1981.360200611
https://doi.org/10.1126/scitranslmed.aai7466
https://doi.org/10.1126/scitranslmed.aai7466
https://doi.org/10.1006/jmbi.2000.3901
https://doi.org/10.1006/jmbi.2000.3901
https://doi.org/10.1073/pnas.1014280108
https://doi.org/10.1073/pnas.1014280108
https://www.frontiersin.org/journals/bioengineering-and-biotechnology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/bioengineering-and-biotechnology#articles


Ozsvar et al. Tropoelastin and Elastin Assembly

Baul, U., Bley, M., and Dzubiella, J. (2020). Thermal compaction of disordered and

elastin-like polypeptides: a temperature-dependent, sequence-specific coarse-

grained simulation model. Biomacromolecules 21, 3523–3538. doi: 10.1021/acs.

biomac.0c00546

Bochicchio, B., Floquet, N., Pepe, A., Alix, A. J., and Tamburro, A. M. (2004).

Dissection of human tropoelastin: solution structure, dynamics and self-

assembly of the exon 5 peptide. Chemistry 10, 3166–3176. doi: 10.1002/chem.

200305661

Bochicchio, B., Yeo, G. C., Lee, P., Emul, D., Pepe, A., Laezza, A., et al.

(2021). Domains 12 to 16 of tropoelastin promote cell attachment and

spreading through interactions with glycosaminoglycan and integrins alphaV

and alpha5beta1. FEBS J. [Epub ahead of print].

Bonnans, C., Chou, J., and Werb, Z. (2014). Remodelling the extracellular matrix

in development and disease. Nat. Rev. Mol. Cell Biol. 15, 786–801. doi: 10.1038/

nrm3904

Bressan, G. M., Castellani, I., Giro, M. G., Volpin, D., Fornieri, C., and Pasquali

Ronchetti, I. (1983). Banded fibers in tropoelastin coacervates at physiological

temperatures. J. Ultrastruct. Res. 82, 335–340. doi: 10.1016/s0022-5320(83)

80021-5

Broekelmann, T. J., Kozel, B. A., Ishibashi, H., Werneck, C. C., Keeley,

F. W., Zhang, L., et al. (2005). Tropoelastin interacts with cell-surface

glycosaminoglycans via its COOH-terminal domain. J. Biol. Chem. 280, 40939–

40947. doi: 10.1074/jbc.M507309200

Brown-Augsburger, P., Tisdale, C., Broekelmann, T., Sloan, C., and Mecham, R. P.

(1995). Identification of an elastin cross-linking domain that joins three peptide

chains. Possible role in nucleated assembly. J. Biol. Chem. 270, 17778–17783.

doi: 10.1074/jbc.270.30.17778

Cain, S. A., Baldock, C., Gallagher, J., Morgan, A., Bax, D. V., Weiss, A. S.,

et al. (2005). Fibrillin-1 interactions with heparin. Implications for microfibril

and elastic fiber assembly. J. Biol. Chem. 280, 30526–30537. doi: 10.1074/jbc.

M501390200

Chung, M. I., Miao, M., Stahl, R. J., Chan, E., Parkinson, J., and Keeley, F. W.

(2006). Sequences and domain structures of mammalian, avian, amphibian and

teleost tropoelastins: clues to the evolutionary history of elastins. Matrix Biol.

25, 492–504. doi: 10.1016/j.matbio.2006.08.258

Clarke, A. W., Arnspang, E. C., Mithieux, S. M., Korkmaz, E., Braet, F., and Weiss,

A. S. (2006). Tropoelastin massively associates during coacervation to form

quantized protein spheres. Biochemistry 45, 9989–9996. doi: 10.1021/bi0610092

Cordier, P., Tournilhac, F., Soulié-Ziakovic, C., and Leibler, L. (2008). Self-healing

and thermoreversible rubber from supramolecular assembly. Nature 451, 977–

980. doi: 10.1038/nature06669

Cox, B. A., Starcher, B. C., and Urry, D. W. (1974). Communication: coacervation

of tropoelastin results in fiber formation. J. Biol. Chem. 249, 997–998. doi:

10.1016/s0021-9258(19)43030-5

Dandurand, J., Samouillan, V., Lacabanne, C., Pepe, A., and Bochicchio, B. (2015).

Water structure and elastin-like peptide aggregation. J. Therm. Anal. Calorim.

120, 419–426. doi: 10.1007/s10973-014-4254-9

Debelle, L., and Tamburro, A. M. (1999). Elastin: molecular description and

function. Int. J. Biochem. Cell Biol. 31, 261–272. doi: 10.1016/s1357-2725(98)

00098-3

Duca, L., Blanchevoye, C., Cantarelli, B., Ghoneim, C., Dedieu, S., Delacoux, F.,

et al. (2007). The elastin receptor complex transduces signals through the

catalytic activity of its Neu-1 subunit. J. Biol. Chem. 282, 12484–12491. doi:

10.1074/jbc.M609505200

Dyksterhuis, L. B., Baldock, C., Lammie, D., Wess, T. J., and Weiss, A. S. (2007).

Domains 17-27 of tropoelastin contain key regions of contact for coacervation

and contain an unusual turn-containing crosslinking domain. Matrix Biol. 26,

125–135. doi: 10.1016/j.matbio.2006.10.002

Dyksterhuis, L. B., and Weiss, A. S. (2010). Homology models for domains 21-23

of human tropoelastin shed light on lysine crosslinking. Biochem. Biophys. Res.

Commun. 396, 870–873. doi: 10.1016/j.bbrc.2010.05.013

Elvin, C. M., Carr, A. G., Huson, M. G., Maxwell, J. M., Pearson, R. D., Vuocolo, T.,

et al. (2005). Synthesis and properties of crosslinked recombinant pro-resilin.

Nature 437, 999–1002. doi: 10.1038/nature04085

Fazio,M. J., Olsen, D. R., Kuivaniemi, H., Chu,M. L., Davidson, J. M., Rosenbloom,

J., et al. (1988). Isolation and characterization of human elastin cDNAs, and age-

associated variation in elastin gene expression in cultured skin fibroblasts. Lab.

Invest. 58, 270–277.

Foster, J. A., Gray, W. R., and Franzblau, C. (1973). Isolation and characterization

of crosslinked peptides from elastin. Biochim. Biophys. Acta 303, 363–369. doi:

10.1016/0005-2795(73)90368-1

Franzblau, C., Faris, B., and Papaioannou, R. (1969). Lysinonorleucine. A new

amino acid from hydrolysates of elastin. Biochemistry 8, 2833–2837. doi: 10.

1021/bi00835a021

Gray, W. R., Sandberg, L. B., and Foster, J. A. (1973). Molecular model for elastin

structure and function. Nature 246, 461–466. doi: 10.1038/246461a0

Haust, M. D., More, R. H., Bencosme, S. A., and Balis, J. U. (1965). Elastogenesis

in human aorta: an electron microscopic study. Exp. Mol. Pathol. 4, 508–524.

doi: 10.1016/0014-4800(65)90015-8

He, D., Chung, M., Chan, E., Alleyne, T., Ha, K. C. H., Miao, M., et al.

(2007). Comparative genomics of elastin: sequence analysis of a highly

repetitive protein. Matrix Biol. 26, 524–540. doi: 10.1016/j.matbio.2007.

05.005

He, D., Miao, M., Sitarz, E. E., Muiznieks, L. D., Reichheld, S., Stahl, R. J., et al.

(2012). Polymorphisms in the human tropoelastin gene modify in vitro self-

assembly and mechanical properties of elastin-like polypeptides. PLoS One

7:e46130. doi: 10.1371/journal.pone.0046130

Hedtke, T., Schrader, C. U., Heinz, A., Hoehenwarter, W., Brinckmann, J., Groth,

T., et al. (2019). A comprehensive map of human elastin cross-linking during

elastogenesis. FEBS J. 286, 3594–3610. doi: 10.1111/febs.14929

Hinderer, S., Shena, N., Ringuette, L. J., Hansmann, J., Reinhardt, D. P., Brucker,

S. Y., et al. (2015). In vitro elastogenesis: instructing human vascular smooth

muscle cells to generate an elastic fiber-containing extracellular matrix scaffold.

Biomed. Mater. 10:034102. doi: 10.1088/1748-6041/10/3/034102

Hinek, A., Keeley, F. W., and Callahan, J. (1995). Recycling of the 67-kDa elastin

binding protein in arterial myocytes is imperative for secretion of tropoelastin.

Exp. Cell Res. 220, 312–324. doi: 10.1006/excr.1995.1321

Hinek, A., and Rabinovitch, M. (1994). 67-kD elastin-binding protein is a

protective "companion" of extracellular insoluble elastin and intracellular

tropoelastin. J. Cell Biol. 126, 563–574. doi: 10.1083/jcb.126.2.563

Hu, Q., Reymond, J. L., Pinel, N., Zabot, M. T., and Urban, Z. (2006). Inflammatory

destruction of elastic fibers in acquired cutis laxa is associated with missense

alleles in the elastin and fibulin-5 genes. J. Invest. Dermatol. 126, 283–290.

doi: 10.1038/sj.jid.5700047

Indik, Z., Yeh, H., Ornstein-Goldstein, N., Kucich, U., Abrams, W., Rosenbloom,

J. C., et al. (1989). Structure of the elastin gene and alternative splicing of

elastin mRNA: implications for human disease. Am. J. Med. Genet. 34, 81–90.

doi: 10.1002/ajmg.1320340115

Indik, Z., Yeh, H., Ornstein-Goldstein, N., Sheppard, P., Anderson, N.,

Rosenbloom, J. C., et al. (1987). Alternative splicing of human elastin mRNA

indicated by sequence analysis of cloned genomic and complementary DNA.

Proc. Natl. Acad. Sci. U.S.A. 84, 5680–5684. doi: 10.1073/pnas.84.16.5680

Jensen, S. A., Vrhovski, B., andWeiss, A. S. (2000). Domain 26 of tropoelastin plays

a dominant role in association by coacervation. J. Biol. Chem. 275, 28449–28454.

doi: 10.1074/jbc.M004265200

Kadler, K. E. (2017). Fell muir lecture: collagen fibril formation in vitro and in vivo.

Int. J. Exp. Pathol. 98, 4–16. doi: 10.1111/iep.12224

Kentsis, A., and Sosnick, T. R. (1998). Trifluoroethanol promotes helix formation

by destabilizing backbone exposure: desolvation rather than native hydrogen

bonding defines the kinetic pathway of dimeric coiled coil folding. Biochemistry

37, 14613–14622. doi: 10.1021/bi981641y

Kozel, B. A., Rongish, B. J., Czirok, A., Zach, J., Little, C. D., Davis, E. C., et al.

(2006). Elastic fiber formation: a dynamic view of extracellular matrix assembly

using timer reporters. J. Cell Physiol. 207, 87–96. doi: 10.1002/jcp.20546

Kozel, B. A., Wachi, H., Davis, E. C., and Mecham, R. P. (2003). Domains in

tropoelastin that mediate elastin deposition in vitro and in vivo. J. Biol. Chem.

278, 18491–18498. doi: 10.1074/jbc.M212715200

Kumashiro, K. K., Ho, J. P., Niemczura, W. P., and Keeley, F. W. (2006).

Cooperativity between the hydrophobic and cross-linking domains of elastin.

J. Biol. Chem. 281, 23757–23765. doi: 10.1074/jbc.M510833200

Lee, P., Bax, D. V., Bilek, M. M., and Weiss, A. S. (2014). A novel cell adhesion

region in tropoelastin mediates attachment to integrin alphaVbeta5. J. Biol.

Chem. 289, 1467–1477. doi: 10.1074/jbc.M113.518381

Lee, P., Yeo, G. C., and Weiss, A. S. (2017). A cell adhesive peptide from

tropoelastin promotes sequential cell attachment and spreading via distinct

receptors. FEBS J. 284, 2216–2230. doi: 10.1111/febs.14114

Frontiers in Bioengineering and Biotechnology | www.frontiersin.org 9 February 2021 | Volume 9 | Article 643110

https://doi.org/10.1021/acs.biomac.0c00546
https://doi.org/10.1021/acs.biomac.0c00546
https://doi.org/10.1002/chem.200305661
https://doi.org/10.1002/chem.200305661
https://doi.org/10.1038/nrm3904
https://doi.org/10.1038/nrm3904
https://doi.org/10.1016/s0022-5320(83)80021-5
https://doi.org/10.1016/s0022-5320(83)80021-5
https://doi.org/10.1074/jbc.M507309200
https://doi.org/10.1074/jbc.270.30.17778
https://doi.org/10.1074/jbc.M501390200
https://doi.org/10.1074/jbc.M501390200
https://doi.org/10.1016/j.matbio.2006.08.258
https://doi.org/10.1021/bi0610092
https://doi.org/10.1038/nature06669
https://doi.org/10.1016/s0021-9258(19)43030-5
https://doi.org/10.1016/s0021-9258(19)43030-5
https://doi.org/10.1007/s10973-014-4254-9
https://doi.org/10.1016/s1357-2725(98)00098-3
https://doi.org/10.1016/s1357-2725(98)00098-3
https://doi.org/10.1074/jbc.M609505200
https://doi.org/10.1074/jbc.M609505200
https://doi.org/10.1016/j.matbio.2006.10.002
https://doi.org/10.1016/j.bbrc.2010.05.013
https://doi.org/10.1038/nature04085
https://doi.org/10.1016/0005-2795(73)90368-1
https://doi.org/10.1016/0005-2795(73)90368-1
https://doi.org/10.1021/bi00835a021
https://doi.org/10.1021/bi00835a021
https://doi.org/10.1038/246461a0
https://doi.org/10.1016/0014-4800(65)90015-8
https://doi.org/10.1016/j.matbio.2007.05.005
https://doi.org/10.1016/j.matbio.2007.05.005
https://doi.org/10.1371/journal.pone.0046130
https://doi.org/10.1111/febs.14929
https://doi.org/10.1088/1748-6041/10/3/034102
https://doi.org/10.1006/excr.1995.1321
https://doi.org/10.1083/jcb.126.2.563
https://doi.org/10.1038/sj.jid.5700047
https://doi.org/10.1002/ajmg.1320340115
https://doi.org/10.1073/pnas.84.16.5680
https://doi.org/10.1074/jbc.M004265200
https://doi.org/10.1111/iep.12224
https://doi.org/10.1021/bi981641y
https://doi.org/10.1002/jcp.20546
https://doi.org/10.1074/jbc.M212715200
https://doi.org/10.1074/jbc.M510833200
https://doi.org/10.1074/jbc.M113.518381
https://doi.org/10.1111/febs.14114
https://www.frontiersin.org/journals/bioengineering-and-biotechnology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/bioengineering-and-biotechnology#articles


Ozsvar et al. Tropoelastin and Elastin Assembly

Lent, R. W., Smith, B., Salcedo, L. L., Faris, B., and Franzblau, C. (1969). Studies

on the reduction of elastin. II. Evidence for the presence of alpha-aminoadipic

acid delta-semialdehyde and its aldol condensation product. Biochemistry 8,

2837–2845. doi: 10.1021/bi00835a022

Lockhart-Cairns, M. P., Newandee, H., Thomson, J., Weiss, A. S., Baldock,

C., and Tarakanova, A. (2020). Transglutaminase-mediated cross-linking of

tropoelastin to fibrillin stabilises the elastin precursor prior to elastic fibre

assembly. J. Mol. Biol. 432, 5736–5751. doi: 10.1016/j.jmb.2020.08.023

Luan, C. H., Harris, R., Prasad, K. U., and Urry, D. W. (1990). Differential

scanning calorimetry studies of the inverse temperature transition of the

polypentapeptide of elastin and its analogues. Biopolymers 29, 1699–1706. doi:

10.1002/bip.360291403

Luo, P., and Baldwin, R. L. (1997). Mechanism of helix induction by

trifluoroethanol: a framework for extrapolating the helix-forming properties of

peptides from trifluoroethanol/water mixtures back to water. Biochemistry 36,

8413–8421. doi: 10.1021/bi9707133

MacEwan, S. R., Weitzhandler, I., Hoffmann, I., Genzer, J., Gradzielski, M., and

Chilkoti, A. (2017). Phase behavior and self-assembly of perfectly sequence-

defined and monodisperse multiblock copolypeptides. Biomacromolecules 18,

599–609. doi: 10.1021/acs.biomac.6b01759

Mackay, J. P., Muiznieks, L. D., Toonkool, P., and Weiss, A. S. (2005). The

hydrophobic domain 26 of human tropoelastin is unstructured in solution.

J. Struct. Biol. 150, 154–162. doi: 10.1016/j.jsb.2005.02.005

Martin, S. L., Vrhovski, B., and Weiss, A. S. (1995). Total synthesis and expression

in Escherichia coli of a gene encoding human tropoelastin. Gene 154, 159–166.

doi: 10.1016/0378-1119(94)00848-m

McLaughlin, P. J., Chen, Q., Horiguchi, M., Starcher, B. C., Stanton, J. B.,

Broekelmann, T. J., et al. (2006). Targeted disruption of fibulin-4 abolishes

elastogenesis and causes perinatal lethality in mice. Mol. Cell. Biol. 26, 1700–

1709. doi: 10.1128/mcb.26.5.1700-1709.2006

Mecham, R. P. (1991). Elastin synthesis and fiber assembly. Ann. N. Y. Acad. Sci.

624, 137–146. doi: 10.1111/j.1749-6632.1991.tb17013.x

Mecham, R. P., Levy, B. D., Morris, S. L., Madaras, J. G., and Wrenn, D. S.

(1985). Increased cyclic GMP levels lead to a stimulation of elastin production

in ligament fibroblasts that is reversed by cyclic AMP. J. Biol. Chem. 260,

3255–3258. doi: 10.1016/s0021-9258(19)83613-x

Miao, M., Bellingham, C. M., Stahl, R. J., Sitarz, E. E., Lane, C. J., and Keeley,

F. W. (2003). Sequence and structure determinants for the self-aggregation

of recombinant polypeptides modeled after human elastin. J. Biol. Chem. 278,

48553–48562. doi: 10.1074/jbc.M308465200

Miao,M., Bruce, A. E., Bhanji, T., Davis, E. C., and Keeley, F.W. (2007). Differential

expression of two tropoelastin genes in zebrafish. Matrix Biol. 26, 115–124.

doi: 10.1016/j.matbio.2006.09.011

Miao, M., Reichheld, S. E., Muiznieks, L. D., Huang, Y., and Keeley, F. W. (2013).

Elastin binding protein and FKBP65 modulate in vitro self-assembly of human

tropoelastin. Biochemistry 52, 7731–7741. doi: 10.1021/bi400760f

Miao, M., Reichheld, S. E., Muiznieks, L. D., Sitarz, E. E., Sharpe, S., and Keeley,

F. W. (2017). Single nucleotide polymorphisms and domain/splice variants

modulate assembly and elastomeric properties of human elastin. Implications

for tissue specificity and durability of elastic tissue. Biopolymers 107:e23007.

doi: 10.1002/bip.23007

Miao, M., Stahl, R. J., Petersen, L. F., Reintsch,W. E., Davis, E. C., and Keeley, F.W.

(2009). Characterization of an unusual tropoelastin with truncated C-terminus

in the frog.Matrix Biol. 28, 432–441. doi: 10.1016/j.matbio.2009.07.003

Mithieux, S. M., Wise, S. G., Raftery, M. J., Starcher, B., and Weiss, A. S. (2005). A

model two-component system for studying the architecture of elastin assembly

in vitro. J. Struct. Biol. 149, 282–289. doi: 10.1016/j.jsb.2004.11.005

Muiznieks, L. D., Jensen, S. A., and Weiss, A. S. (2003). Structural changes and

facilitated association of tropoelastin. Arch. Biochem. Biophys. 410, 317–323.

doi: 10.1016/s0003-9861(02)00719-1

Muiznieks, L. D., Reichheld, S. E., Sitarz, E. E., Miao, M., and Keeley, F. W. (2015).

Proline-poor hydrophobic domains modulate the assembly and material

properties of polymeric elastin. Biopolymers 103, 563–573. doi: 10.1002/bip.

22663

Murata, K., and Wolf, M. (2018). Cryo-electron microscopy for structural analysis

of dynamic biological macromolecules. Biochim. Biophys. Acta Gen. Subj. 1862,

324–334. doi: 10.1016/j.bbagen.2017.07.020

Myers, B., Dubick, M., Last, J. A., and Rucker, R. B. (1983). Elastin synthesis

during perinatal lung development in the rat.Biochim. Biophys. Acta 761, 17–22.

doi: 10.1016/0304-4165(83)90357-4

Narayanan, A. S., Sandberg, L. B., Ross, R., and Layman, D. L. (1976). The smooth

muscle cell. III. Elastin synthesis in arterial smooth muscle cell culture. J. Cell

Biol. 68, 411–419. doi: 10.1083/jcb.68.3.411

Noda, K., Dabovic, B., Takagi, K., Inoue, T., Horiguchi, M., Hirai, M., et al. (2013).

Latent TGF-β binding protein 4 promotes elastic fiber assembly by interacting

with fibulin-5. Proc. Natl. Acad. Sci. U.S.A. 110, 2852–2857. doi: 10.1073/pnas.

1215779110

Noguchi, A., Firsching, K., Kursar, J. D., and Reddy, R. (1990). Developmental

changes of tropoelastin synthesis by rat pulmonary fibroblasts and effects of

dexamethasone. Pediatr. Res. 28, 379–382. doi: 10.1203/00006450-199010000-

00015

Nonaka, R., Sato, F., and Wachi, H. (2014). Domain 36 of tropoelastin in

elastic fiber formation. Biol. Pharm. Bull. 37, 698–702. doi: 10.1248/bpb.b13-

00933

Ozsvar, J., Tarakanova, A., Wang, R., Buehler, M. J., and Weiss, A. S. (2019).

Allysine modifications perturb tropoelastin structure and mobility on a local

and global scale.Matrix Biol. Plus 2:100002. doi: 10.1016/j.mbplus.2019.03.001

Parks, W. C., Roby, J. D., Wu, L. C., and Grosso, L. E. (1992). Cellular expression

of tropoelastin mRNA splice variants.Matrix 12, 156–162. doi: 10.1016/s0934-

8832(11)80057-0

Partridge, S. M. (1966). Biosynthesis and nature of elastin structures. Fed. Proc. 25,

1023–1029.

Pepe, A., Flamia, R., Guerra, D., Quaglino, D., Bochicchio, B., Pasquali Ronchetti,

I., et al. (2008). Exon 26-coded polypeptide: an isolated hydrophobic domain

of human tropoelastin able to self-assemble in vitro. Matrix Biol. 27, 441–450.

doi: 10.1016/j.matbio.2008.02.006

Phinikaridou, A., Lacerda, S., Lavin, B., Andia, M. E., Smith, A., Saha, P., et al.

(2018). Tropoelastin: a novel marker for plaque progression and instability.

Circ. Cardiovasc. Imaging 11:e007303. doi: 10.1161/circimaging.117.007303

Prhashanna, A., Taylor, P. A., Qin, J., Kiick, K. L., and Jayaraman, A. (2019).

Effect of peptide sequence on the LCST-like transition of elastin-like peptides

and elastin-like peptide–collagen-like peptide conjugates: simulations and

experiments. Biomacromolecules 20, 1178–1189. doi: 10.1021/acs.biomac.

8b01503

Rauscher, S., Baud, S., Miao, M., Keeley, F. W., and Pomès, R. (2006). Proline

and glycine control protein self-organization into elastomeric or amyloid fibrils.

Structure 14, 1667–1676. doi: 10.1016/j.str.2006.09.008

Rauscher, S., and Pomes, R. (2017). The liquid structure of elastin. eLife 6:e26526.

doi: 10.7554/eLife.26526

Reichheld, S. E., Muiznieks, L. D., Huynh, Q., Wang, N., Ing, C., Miao, M.,

et al. (2020). The evolutionary background and functional consequences of the

rs2071307 polymorphism in human tropoelastin. Biopolymers [Epub ahead of

print].

Reichheld, S. E., Muiznieks, L. D., Keeley, F. W., and Sharpe, S. (2017).

Direct observation of structure and dynamics during phase separation of an

elastomeric protein. Proc. Natl. Acad. Sci. U.S.A. 112, E4408–E4415. doi: 10.

1073/pnas.1701877114

Reichheld, S. E., Muiznieks, L. D., Lu, R., Sharpe, S., and Keeley, F. W.

(2019). Sequence variants of human tropoelastin affecting assembly, structural

characteristics and functional properties of polymeric elastin in health and

disease.Matrix Biol. 84, 68–80. doi: 10.1016/j.matbio.2019.06.010

Reichheld, S. E., Muiznieks, L. D., Stahl, R., Simonetti, K., Sharpe, S., and Keeley,

F.W. (2014). Conformational transitions of the cross-linking domains of elastin

during self-assembly. J. Biol. Chem. 289, 10057–10068. doi: 10.1074/jbc.M113.

533893

Reiersen, H., and Rees, A. R. (2000). Trifluoroethanol may form a solvent matrix

for assisted hydrophobic interactions between peptide side chains. Protein Eng.

13, 739–743. doi: 10.1093/protein/13.11.739

Roberts, S., Dzuricky, M., and Chilkoti, A. (2015). Elastin-like polypeptides as

models of intrinsically disordered proteins. FEBS Lett. 589(19 Pt A), 2477–2486.

doi: 10.1016/j.febslet.2015.08.029

Rodgers, U. R., andWeiss, A. S. (2004). Integrin alpha v beta 3 binds a unique non-

RGD site near the C-terminus of human tropoelastin. Biochimie 86, 173–178.

doi: 10.1016/j.biochi.2004.03.002

Frontiers in Bioengineering and Biotechnology | www.frontiersin.org 10 February 2021 | Volume 9 | Article 643110

https://doi.org/10.1021/bi00835a022
https://doi.org/10.1016/j.jmb.2020.08.023
https://doi.org/10.1002/bip.360291403
https://doi.org/10.1002/bip.360291403
https://doi.org/10.1021/bi9707133
https://doi.org/10.1021/acs.biomac.6b01759
https://doi.org/10.1016/j.jsb.2005.02.005
https://doi.org/10.1016/0378-1119(94)00848-m
https://doi.org/10.1128/mcb.26.5.1700-1709.2006
https://doi.org/10.1111/j.1749-6632.1991.tb17013.x
https://doi.org/10.1016/s0021-9258(19)83613-x
https://doi.org/10.1074/jbc.M308465200
https://doi.org/10.1016/j.matbio.2006.09.011
https://doi.org/10.1021/bi400760f
https://doi.org/10.1002/bip.23007
https://doi.org/10.1016/j.matbio.2009.07.003
https://doi.org/10.1016/j.jsb.2004.11.005
https://doi.org/10.1016/s0003-9861(02)00719-1
https://doi.org/10.1002/bip.22663
https://doi.org/10.1002/bip.22663
https://doi.org/10.1016/j.bbagen.2017.07.020
https://doi.org/10.1016/0304-4165(83)90357-4
https://doi.org/10.1083/jcb.68.3.411
https://doi.org/10.1073/pnas.1215779110
https://doi.org/10.1073/pnas.1215779110
https://doi.org/10.1203/00006450-199010000-00015
https://doi.org/10.1203/00006450-199010000-00015
https://doi.org/10.1248/bpb.b13-00933
https://doi.org/10.1248/bpb.b13-00933
https://doi.org/10.1016/j.mbplus.2019.03.001
https://doi.org/10.1016/s0934-8832(11)80057-0
https://doi.org/10.1016/s0934-8832(11)80057-0
https://doi.org/10.1016/j.matbio.2008.02.006
https://doi.org/10.1161/circimaging.117.007303
https://doi.org/10.1021/acs.biomac.8b01503
https://doi.org/10.1021/acs.biomac.8b01503
https://doi.org/10.1016/j.str.2006.09.008
https://doi.org/10.7554/eLife.26526
https://doi.org/10.1073/pnas.1701877114
https://doi.org/10.1073/pnas.1701877114
https://doi.org/10.1016/j.matbio.2019.06.010
https://doi.org/10.1074/jbc.M113.533893
https://doi.org/10.1074/jbc.M113.533893
https://doi.org/10.1093/protein/13.11.739
https://doi.org/10.1016/j.febslet.2015.08.029
https://doi.org/10.1016/j.biochi.2004.03.002
https://www.frontiersin.org/journals/bioengineering-and-biotechnology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/bioengineering-and-biotechnology#articles


Ozsvar et al. Tropoelastin and Elastin Assembly

Sandberg, L. B., Gray, W. R., Foster, J. A., Torres, A. R., Alvarez, V. L., and Janata,

J. (1977). Primary structure of porcine tropoelastin. Adv. Exp. Med. Biol. 79,

277–284. doi: 10.1007/978-1-4684-9093-0_25

Scandolera, A., Odoul, L., Salesse, S., Guillot, A., Blaise, S., Kawecki, C., et al.

(2016). The elastin receptor complex: a unique matricellular receptor with high

anti-tumoral potential. Front. Pharmacol. 7:32. doi: 10.3389/fphar.2016.00032

Schmelzer, C. E. H., Heinz, A., Troilo, H., Lockhart-Cairns, M. P., Jowitt, T. A.,

Marchand, M. F., et al. (2019). Lysyl oxidase-like 2 (LOXL2)-mediated cross-

linking of tropoelastin. FASEB J. 33, 5468–5481. doi: 10.1096/fj.201801860RR

Schrader, C. U., Heinz, A., Majovsky, P., Karaman Mayack, B., Brinckmann, J.,

Sippl, W., et al. (2018). Elastin is heterogeneously cross-linked. J. Biol. Chem.

293, 15107–15119. doi: 10.1074/jbc.RA118.004322

Shapiro, S., Endicott, S., Province, M., Pierce, J., and Campbell, E. (1991). Marked

longevity of human lung parenchymal elastic fibers deduced from prevalence

of D-aspartate and nuclear weapons-related radiocarbon. J. Clin. Investig. 87,

1828–1834. doi: 10.1172/jci115204

Sherratt, M., Wess, T. J., Baldock, C., Ashworth, J., Purslow, P., Shuttleworth, C.,

et al. (2001). Fibrillin-rich microfibrils of the extracellular matrix: ultrastructure

and assembly.Micron 32, 185–200. doi: 10.1016/s0968-4328(99)00082-7

Tajima, S., Wachi, H., Uemura, Y., and Okamoto, K. (1997). Modulation by elastin

peptide VGVAPG of cell proliferation and elastin expression in human skin

fibroblasts. Arch. Dermatol. Res. 289, 489–492. doi: 10.1007/s004030050227

Tamburro, A. M., Bochicchio, B., and Pepe, A. (2003). Dissection of human

tropoelastin: exon-by-exon chemical synthesis and related conformational

studies. Biochemistry 42, 13347–13362. doi: 10.1021/bi034837t

Tamburro, A.M., Guantieri, V., and Gordini, D. D. (1992). Synthesis and structural

studies of a pentapeptide sequence of elastin. Poly (Val-Gly-Gly-Leu-Gly).

J. Biomol. Struct. Dyn. 10, 441–454. doi: 10.1080/07391102.1992.10508661

Tamburro, A. M., Pepe, A., and Bochicchio, B. (2006). Localizing alpha-helices in

human tropoelastin: assembly of the elastin "puzzle". Biochemistry 45, 9518–

9530. doi: 10.1021/bi060289i

Tarakanova, A., and Buehler, M. J. (2013).Molecular modeling of proteinmaterials:

case study of elastin. Model. Simul. Mater. Sci. Eng. 21:063001. doi: 10.1088/

0965-0393/21/6/063001

Tarakanova, A., Huang, W., Weiss, A. S., Kaplan, D. L., and Buehler, M. J. (2017).

Computational smart polymer design based on elastin protein mutability.

Biomaterials 127, 49–60. doi: 10.1016/j.biomaterials.2017.01.041

Tarakanova, A., Ozsvar, J., Weiss, A. S., and Buehler, M. J. (2019a). Coarse-grained

model of tropoelastin self-assembly into nascent fibrils. Mater. Today Biol.

3:100016. doi: 10.1016/j.mtbio.2019.100016

Tarakanova, A., Yeo, G. C., Baldock, C., Weiss, A. S., and Buehler, M. J.

(2018). Molecular model of human tropoelastin and implications of associated

mutations. Proc. Natl. Acad. Sci. U.S.A. 115, 7338–7343. doi: 10.1073/pnas.

1801205115

Tarakanova, A., Yeo, G. C., Baldock, C., Weiss, A. S., and Buehler, M. J. (2019b).

Tropoelastin is a flexible molecule that retains its canonical shape. Macromol.

Biosci. 19:e1800250. doi: 10.1002/mabi.201800250

Tiedemann, K., Batge, B., Muller, P. K., and Reinhardt, D. P. (2001). Interactions

of fibrillin-1 with heparin/heparan sulfate, implications for microfibrillar

assembly. J. Biol. Chem. 276, 36035–36042. doi: 10.1074/jbc.M10498

5200

Toonkool, P., Jensen, S. A., Maxwell, A. L., and Weiss, A. S. (2001). Hydrophobic

domains of human tropoelastin interact in a context-dependent manner. J. Biol.

Chem. 276, 44575–44580. doi: 10.1074/jbc.M107920200

Tu, Y., andWeiss, A. S. (2010). Transient tropoelastin nanoparticles are early-stage

intermediates in the coacervation of human tropoelastin whose aggregation

is facilitated by heparan sulfate and heparin decasaccharides. Matrix Biol. 29,

152–159. doi: 10.1016/j.matbio.2009.10.003

Tu, Y., Wise, S. G., and Weiss, A. S. (2010). Stages in tropoelastin coalescence

during synthetic elastin hydrogel formation.Micron 41, 268–272. doi: 10.1016/

j.micron.2009.11.003

Urban, Z., Hucthagowder, V., Schürmann, N., Todorovic, V., Zilberberg, L., Choi,

J., et al. (2009). Mutations in LTBP4 cause a syndrome of impaired pulmonary,

gastrointestinal, genitourinary, musculoskeletal, and dermal development. Am.

J. Hum. Genet. 85, 593–605. doi: 10.1016/j.ajhg.2009.09.013

Vallet, S. D., Miele, A. E., Uciechowska-Kaczmarzyk, U., Liwo, A., Duclos, B.,

Samsonov, S. A., et al. (2018). Insights into the structure and dynamics of lysyl

oxidase propeptide, a flexible protein with numerous partners. Sci. Rep. 8, 1–16.

Visconti, R. P., Barth, J. L., Keeley, F. W., and Little, C. D. (2003). Codistribution

analysis of elastin and related fibrillar proteins in early vertebrate development.

Matrix Biol. 22, 109–121. doi: 10.1016/s0945-053x(03)00014-3

Vrhovski, B., Jensen, S., and Weiss, A. S. (1997). Coacervation characteristics of

recombinant human tropoelastin. Eur. J. Biochem. 250, 92–98. doi: 10.1111/j.

1432-1033.1997.00092.x

Vrhovski, B., and Weiss, A. S. (1998). Biochemistry of tropoelastin. FEBS J. 258,

1–18. doi: 10.1046/j.1432-1327.1998.2580001.x

Wang, Z., Liu, L., Mithieux, S. M., and Weiss, A. S. (2020). Fabricating organized

elastin in vascular grafts.Trends Biotechnol. [Epub ahead of print]. doi: 10.1007/

978-3-319-71530-8_13-1

Wen, Q., Mithieux, S. M., and Weiss, A. S. (2020). Elastin biomaterials in dermal

repair. Trends Biotechnol. 38, 280–291. doi: 10.1016/j.tibtech.2019.08.005

Wise, S. G., and Weiss, A. S. (2009). Tropoelastin. Int. J. Biochem. Cell Biol. 41,

494–497. doi: 10.1016/j.biocel.2008.03.017

Wise, S. G., Yeo, G. C., Hiob, M. A., Rnjak-Kovacina, J., Kaplan, D. L., Ng,

M. K., et al. (2014). Tropoelastin: a versatile, bioactive assembly module. Acta

Biomater. 10, 1532–1541. doi: 10.1016/j.actbio.2013.08.003

Wu, W. J., and Weiss, A. S. (1999). Deficient coacervation of two forms of human

tropoelastin associated with supravalvular aortic stenosis. Eur. J. Biochem. 266,

308–314. doi: 10.1046/j.1432-1327.1999.00891.x

Yamauchi, Y., Tsuruga, E., Nakashima, K., Sawa, Y., and Ishikawa, H. (2010).

Fibulin-4 and -5, but not fibulin-2, are associated with tropoelastin deposition

in elastin-producing cell culture. Acta Histochem. Cytochem. 43, 131–138. doi:

10.1267/ahc.10026

Yang, A. S., and Honig, B. (1995). Free energy determinants of secondary structure

formation: I. alpha-Helices. J. Mol. Biol. 252, 351–365. doi: 10.1006/jmbi.1995.

0502

Yeo, G. C., Baldock, C., Tuukkanen, A., Roessle, M., Dyksterhuis, L. B., Wise,

S. G., et al. (2012). Tropoelastin bridge region positions the cell-interactive C

terminus and contributes to elastic fiber assembly. Proc. Natl. Acad. Sci. U.S.A.

109, 2878–2883. doi: 10.1073/pnas.1111615108

Yeo, G. C., Baldock, C., Wise, S. G., and Weiss, A. S. (2017). Targeted modulation

of tropoelastin structure and assembly. ACS Biomater. Sci. Eng. 3, 2832–2844.

doi: 10.1021/acsbiomaterials.6b00564

Yeo, G. C., Keeley, F. W., and Weiss, A. S. (2011). Coacervation of tropoelastin.

Adv. Colloid Interface Sci. 167, 94–103. doi: 10.1016/j.cis.2010.10.003

Yeo, G. C., Tarakanova, A., Baldock, C., Wise, S. G., Buehler, M. J., andWeiss, A. S.

(2016). Subtle balance of tropoelastin molecular shape and flexibility regulates

dynamics and hierarchical assembly. Sci. Adv. 2:e1501145. doi: 10.1126/sciadv.

1501145

Yeo, G. C., and Weiss, A. S. (2019). Soluble matrix protein is a potent modulator

of mesenchymal stem cell performance. Proc. Natl. Acad. Sci. U.S.A. 116,

2042–2051. doi: 10.1073/pnas.1812951116

Yue, K., Li, X., Schrobback, K., Sheikhi, A., Annabi, N., Leijten, J., et al.

(2017). Structural analysis of photocrosslinkablemethacryloyl-modified protein

derivatives. Biomaterials 139, 163–171. doi: 10.1016/j.biomaterials.2017.04.050

Conflict of Interest: AW is the Scientific Founder of Elastagen Pty. Ltd., which

was sold to Allergan, now a division of AbbVie.

The remaining 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 © 2021 Ozsvar, Yang, Cain, Baldock, Tarakanova and Weiss. 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.

Frontiers in Bioengineering and Biotechnology | www.frontiersin.org 11 February 2021 | Volume 9 | Article 643110

https://doi.org/10.1007/978-1-4684-9093-0_25
https://doi.org/10.3389/fphar.2016.00032
https://doi.org/10.1096/fj.201801860RR
https://doi.org/10.1074/jbc.RA118.004322
https://doi.org/10.1172/jci115204
https://doi.org/10.1016/s0968-4328(99)00082-7
https://doi.org/10.1007/s004030050227
https://doi.org/10.1021/bi034837t
https://doi.org/10.1080/07391102.1992.10508661
https://doi.org/10.1021/bi060289i
https://doi.org/10.1088/0965-0393/21/6/063001
https://doi.org/10.1088/0965-0393/21/6/063001
https://doi.org/10.1016/j.biomaterials.2017.01.041
https://doi.org/10.1016/j.mtbio.2019.100016
https://doi.org/10.1073/pnas.1801205115
https://doi.org/10.1073/pnas.1801205115
https://doi.org/10.1002/mabi.201800250
https://doi.org/10.1074/jbc.M104985200
https://doi.org/10.1074/jbc.M104985200
https://doi.org/10.1074/jbc.M107920200
https://doi.org/10.1016/j.matbio.2009.10.003
https://doi.org/10.1016/j.micron.2009.11.003
https://doi.org/10.1016/j.micron.2009.11.003
https://doi.org/10.1016/j.ajhg.2009.09.013
https://doi.org/10.1016/s0945-053x(03)00014-3
https://doi.org/10.1111/j.1432-1033.1997.00092.x
https://doi.org/10.1111/j.1432-1033.1997.00092.x
https://doi.org/10.1046/j.1432-1327.1998.2580001.x
https://doi.org/10.1007/978-3-319-71530-8_13-1
https://doi.org/10.1007/978-3-319-71530-8_13-1
https://doi.org/10.1016/j.tibtech.2019.08.005
https://doi.org/10.1016/j.biocel.2008.03.017
https://doi.org/10.1016/j.actbio.2013.08.003
https://doi.org/10.1046/j.1432-1327.1999.00891.x
https://doi.org/10.1267/ahc.10026
https://doi.org/10.1267/ahc.10026
https://doi.org/10.1006/jmbi.1995.0502
https://doi.org/10.1006/jmbi.1995.0502
https://doi.org/10.1073/pnas.1111615108
https://doi.org/10.1021/acsbiomaterials.6b00564
https://doi.org/10.1016/j.cis.2010.10.003
https://doi.org/10.1126/sciadv.1501145
https://doi.org/10.1126/sciadv.1501145
https://doi.org/10.1073/pnas.1812951116
https://doi.org/10.1016/j.biomaterials.2017.04.050
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/bioengineering-and-biotechnology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/bioengineering-and-biotechnology#articles

	Tropoelastin and Elastin Assembly
	Elastic Fibers and Elastin
	Tropoelastin
	Tropoelastin Gene and Expression
	Sequence
	Structure
	Computational Models of Tropoelastin
	Elastogenesis
	Current Model of Tropoelastin Assembly
	Tropoelastin-Cell Receptor Interactions and Implications for Assembly
	Conclusion
	Author Contributions
	Funding
	References


