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ABSTRACT: It is now generally accepted that macromolecules do not act
in isolation but “live” in a crowded environment, that is, an environment
populated by numerous different molecules. The field of molecular
crowding has its origins in the far 80s but became accepted only by the
end of the 90s. In the present issue, we discuss various aspects that are
influenced by crowding and need to consider its effects. This Review is
meant as an introduction to the theme and an analysis of the evolution of
the crowding concept through time from colloidal and polymer physics to a
more biological perspective. We introduce themes that will be more
thoroughly treated in other Reviews of the present issue. In our intentions,
each Review may stand by itself, but the complete collection has the
aspiration to provide different but complementary perspectives to propose a more holistic view of molecular crowding.
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1. INTRODUCTION TO THE CONCEPT OF
MOLECULAR CROWDING

The great majority of biophysical studies of biological
macromolecules are performed in dilute solutions, containing
at most a dilute buffer and some salt, in addition to the
molecule under study, to have highly controlled conditions.
The in vivo situation is instead different in many ways. The
most obvious difference is the presence of large amounts of
different macromolecules. It has been estimated that the fluid
inside cells of E. coli contains between 300 and 400 g L−1 of
macromolecules, representing 30−40% of the cell volume.1

These values constitute the maximum macromolecular
concentration in prokaryotic cells and have been used by
virtually all papers dealing with crowding since the
introduction of the concept by Allen Minton2 and used by
Minton himself.3 Recently, there have been several new
estimates for these concentrations.4−7 Model et al.4 summarize
in a table the data for 15 different organisms and/or cell types.
They confirm that the value for E. coli is 300−400 g/L,
whereas all other values are lower with a minimum of 9 g/L for
rat kidney. Illmer et al.7 emphasized also the relevance of
studying macromolecule concentrations of specific organelles.
The blood plasma contains 80 g L−1 of proteins. This
observation led Allen P. Minton to define the solution inside
cells as “crowded”, and to stress the role that excluded volume
effects play on protein function and stability.2,8 Crowding
should not be confused with another concept, that of
confinement, which nevertheless is often used interchangeably.
Confinement refers to a space limitation and the constraints
determined by it. Crowding refers to a more dynamic situation,
where molecules are restrained by the presence of many others.
The two concepts are certainly related but do not entirely
overlap: proteins can for instance be crowded both in an
organelle but also in the bloodstream, much as in a very wide
space people could group in a specific area. On the other hand,
molecules are certainly confined in a small organelle, without
necessarily being under crowding conditions.
The main consequence of crowding was attributed by

Minton to the exclusion of volume, although the importance of
volume exclusion for biomolecules had previously been
recognized by Ogston and Laurent already in the 1960s
based on studies of the connective tissue polysaccharide
hyaluronan.9 If we consider macromolecular crowders as hard
objects, their sheer presence limits the volume available to
other macromolecules, with consequences on the conforma-
tion and interactions with other molecules. It is important to
notice that a “corollary” of the concept of crowding has been
that of assuming that cells, at least the prokaryotic ones, could
be considered as “bags full of macromolecules”. In this view, if
one evaluates the total number of macromolecules in the cell,
the volume of solution accessible to the protein under study is
much lower than the volume of the whole cell, simply because
only the unoccupied volume can be used. The popularity of the
“bag full of macromolecules” model was enhanced by a famous
picture published by McGuffee and Elcock10 in which the 50
most abundant macromolecules inside a prokaryotic cell were

shown in a dynamic molecular model of the bacterial
cytoplasm. The image is magnificent but probably misleading,
because it gives the (false) impression that all volume inside
the cell is occupied by macromolecules. The “bags full of
proteins” model is too simplistic, mainly because many
macromolecules are part of complexes and thus unable to
move inside the cytoplasm. Accordingly, the model was
seriously criticized by James Clegg11 and Paul Srere12 who
both regarded the “bag model” seriously doubtful, if not utterly
wrong.
Abandoning this model does not imply that crowding is not

important, just the opposite. This is also because there are
many situations in which the actual concentrations of
macromolecules are really very high, particularly when
crowding is combined with confinement. Despite its obvious
importance, the concept of crowding was not followed for
years until Minton published a clear thermodynamic
interpretation.13 We are now more than 20 years later and
the concept is fairly accepted. Many studies have been carried
out to explore very different aspects of crowding. The aim of
this special issue is precisely that of discussing the very
different implications. The present Review wants to be an
introduction, by its very nature far from being exhaustive, to a
field which is reaching some maturity, even though still much
will be needed to be done before it is fully elucidated.

2. PLAYING IN THE DARK: THE EARLY MODELS OF
MOLECULAR CROWDING

In this section, we will discuss the history and development of
the concept of crowding with the aim of guiding the reader
through the complexity of the field and its evolution. We will
see that historically the concept of crowding was first
conceived by physicists working in the area of polymer physics
who treated the problem mostly in terms of entropic
contributions. When the concept evolved, enthalpy was taken
into consideration.
2.1. In the Origin It Was Only Entropy

The first contribution to the idea of molecular crowding does
not come from the field of biochemistry/biophysics but from
the physics of colloids. The term “colloid” was coined by the
British chemist Thomas Graham in 1861 to describe “pseudo-
solutions” of particles dispersed in another liquid, solid, or gas
medium, and characterized by a low rate of diffusion through
membranes and a lack of crystallinity.14 Examples of colloids
could be gels, mayonnaise, or gelatin. In two pioneering
contributions, Asakura and Oosawa introduced a purely
computational model, named after the authors AO model, in
which particles (colloids) in a bath of noninteracting
macromolecules experienced an attractive force exclusively of
entropic origin.15,16 The macromolecules were modeled as
permeable spheres corresponding to chains in an ideal or
“theta” solvent, that is a solvent in which polymers act as ideal
chains. Once the distance between the surfaces of two particles
dropped below the size of the noninteracting macromolecule,
the macromolecules were excluded from the volume between
the approaching particles, thereby losing entropy. As a
consequence, the zone between the approaching colloids was
depleted from macromolecules, leading to the term “depletion
interaction” among colloids. The range of the interaction
potential was determined by the size of the macromolecules,
and its depth increased with the polymer concentration.
Although not yet directly applicable to cellular systems, the
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authors were fully aware of the implications of their work for
the field of biophysics including cellular systems, which are
crowded by macromolecules.
Independently of the work on colloid−polymer mixtures

(CP-mixtures), another line of research evolved that was
dealing with purely entropic excluded volume effects, aiming at
a better understanding of the process of macromolecular
discrimination via size exclusion chromatography.17 Ogston
calculated the probability for spheres to penetrate into a
suspension of rods by treating the mutually excluded volume
between the spheres and the rods. The suspension of rods
served as a model for the immobile phase of a chromatography
process. Giddings et al.18 later extended such statistical
mechanics calculations to spheres and rods equilibrating
between a bulk liquid and an immobile phase, represented
by pores of various simple shapes and size distribution. The
pores were modeled by a random-pore network created by
surfaces with random placement and orientation in space. It is
obvious that these dense phases, represented by either a
suspension of rods, by pores with size distributions and various
shapes, or by random-pore networks established a crowded
system with excluded volume effects exchanged with the
migrating particles. In 1970, Ogston stressed the analogy of
excluded volume interactions between solute particles and
pieces of an immobile crowded environment to the excluded
volume interactions between solute particles of different kinds
with one kind of particle establishing the crowded environ-
ment.19 He did so by explicitly considering the excluded
volume effects among spheres only, among spheres and rods
and among rods only. As we will outline below, such efforts did
not remain unnoticed by the upcoming community working in
the field of biophysics/biochemist as it occurs in living systems
like cells and were soon adopted by it.
2.2. When Models Meet Experimental Validation

A first experimental validation of the depletion interactions in
CP-mixtures was based on the addition of polystyrene chains
to a dispersion of polystyrene microgels in toluene, revealing
phase separation of a concentrated colloidal suspension.20

Further evidence for depletion interactions in CP-mixtures
remained scant for the next 20 years. Experimental work only
picked up pace when in 1976 Vrij published a model based on
binary mixtures of two polymers, of a polymer and a colloid,
and of two colloids.21 Vrij’s work provided a treatment of
different types of binary systems and an explicit consideration
of the solvent quality for macromolecular chains under
crowded conditions. The author considered different solvent
qualities covering the full range from the theta condition in
which chains adopt an unperturbed (ideal) chain conforma-
tion, to the good solvent limit where the polymer chains are
swollen because of the greater affinity to solvent than to other
chain segments. Vrij calculated the interaction potentials
among the colloids and predicted osmotic second virial
coefficients of any selected component. This model was in
principle testable by light scattering experiments. Although this
contribution exceeded significantly the pioneering results by
Asakura and Oosawa,15,16 Vrij became aware of the Asakura
and Oosawa’s results only after his own publication. De Hek
and Vrij reported on CP-mixtures consisting of organophilic
silica spheres mixed with polystyrene chains in cyclohexane
under theta conditions thereby meeting the model of crowding
spheres mutually penetrable in a perfect way.22,23 Comparison
of these data with the same type of mixtures in toluene, a good

solvent for polystyrene, revealed a drop in the amounts of
macromolecules required to trigger phase separation by a
factor of 3 as compared to the same components in
cyclohexane.24

Gast and co-workers25 were the first to explicitly calculate
phase diagrams in which the interaction strength among the
colloids was expressed as the concentration of the macro-
molecular crowder plotted versus the volume fraction of the
colloids in coexisting phases. These authors could successfully
discriminate between a fluid−fluid and a fluid−solid phase
separation, where solid in the latter case meant a long-range
order of colloids. To this end, an AO-potential was added to a
hard sphere reference potential and the phase behavior was
successively calculated via thermodynamic perturbation.25

These calculations took into account the variable size of the
macromolecules expressed as the radius of gyration (Rg) and
the radius of the colloidal particles (R). The relevance of the
size ratio was stressed by demonstrating that a fluid−fluid
phase separation in addition to fluid−solid phase separation
occurred only at Rg/R > 0.3, reproducing the trend observed
by De Hek and Vrij,23 who had reported an increase of the
polymer concentration, at which phase separation was
triggered as the size of the polymer decreased.
These studies were thus the first to validate theory

experimentally and to provide a good integration between
experiments and calculations.
2.3. Further Contributions of Polymer Science

Meanwhile, progress in polymer science had added a further
criterion to distinguish different types of macromolecular
solutions. Aside from differentiating good solutions from ideal
or theta solutions, semidilute polymer solutions were
introduced and distinguished from dilute solutions. When
increasing the polymer concentration, a regime of semidilute
solution is reached once the polymers start to touch and
interpenetrate each other. Beyond this crossover, the solution
properties do no longer depend on the polymer size expressed
as the radius of gyration Rg. Since the concentration in terms of
monomer density can still be considered as low, the term
semidilute solution was coined for such systems (Figure 1).
In the regime of a semidilute solution, the relevant length

scale of the polymers Rg turns into a correlation length ξ, which
decreases with increasing polymer concentration. For CP-
mixtures where the colloidal particles are larger than the
correlation length (R > ξ), both Joanny et al.26 and De
Gennes27 in 1979 predicted a depletion zone, which decreases
with increasing polymer concentration. To discuss the impact
of the correlation length on the interaction potential, the
authors were forced to discriminate between two regimes, (R >
ξ) and (R < ξ). The scaling law for the minimum of the
interaction potential was predicted to be proportional to −(R/
ξ) for R > ξ, whereas it was calculated to −(R/ξ)4/3 for R <
ξ.26,27
Prior to 1992, theoretical approaches15,16,22,23,25 did not

consider that partitioning of the macromolecular components
may occur among two separating phases differing in the
concentration of the colloidal particles. Thus, the interaction
potential among colloids was assumed the same in both phases.
It was only with Lekkerkerker et al.28 that such partitioning was
observed by calculating phase diagrams of CP-mixtures using a
new theoretical approach based on a mean-field approximation
to estimate the free volume available to macromolecules within
a colloidal suspension. The approach was thus given the name
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Free Volume Theory (FVT). The free volume fraction was
estimated by combining the Widom’s particle insertion
method29 with the scaled particle theory by Reiss et al.30

Similar to the findings by Gast et al.,25 fluid−fluid phase
separation in addition to fluid−solid phase separation occurred
for Rg/R > 0.3. In analogy with atomic systems, the fluid phase
with lower colloid concentration was considered to represent
the “gaseous” state of the colloids. The phase with higher
colloid concentration established the “liquid” state of the
colloids. In agreement with these predictions, Ilett et al.31

reported the coexistence of a triple point and a critical point
capping liquid−liquid phase separation (LLPS) in the phase
diagram by means of poly(methyl methacrylate) spheres
suspended in solutions of polystyrene chains under theta
conditions.
It is worth mentioning that the theoretical ap-

proaches15,16,22,23,25,28 introduced above treated the macro-
molecular component only implicitly, considering it a
modulator of the interaction potential between colloids or
planar plates immersed as a pseudo single-component in a
solvent. As correctly pointed out in a critical Review by
Zukoski and co-workers32 in 2002 that treated the entropically
driven phase behavior, the theoretical approaches on CP-
mixtures published by Gast et al.25 and Lekkerkerker et al.28

are more appropriate for macromolecules under theta
conditions. The validity of these approximations decreases as
the size ratio Rg/R increases and exceeds 1, and as the
concentration of macromolecules exceeds the overlap concen-
tration. The relevance of semidilute solutions was fully
acknowledged already at that time.26,27 The work by Zukoski
and co-workers32 impressed by presenting a highly systematic
study of silica colloids in the presence of polystyrene chains
under good solvent conditions at variable size ratio within the
range 0.026 ≤ Rg/R ≤ 1.395, based on five different polymer
samples. Using a polymer concentration normalized by the
respective overlap concentration as the ordinate of a phase
diagram, the authors recovered a retreat of the spinodal line of
LLPS to higher volume fractions of colloids with increasing the
size of the polymeric crowder, i.e., with increasing the size

asymmetry ratio, in contradiction with theoretical predictions
based on the models of Gast et al.25 and Lekkerkerker et al.28

The trend observed by Zukoski and co-workers32 could be
adequately reproduced by a new theoretical approach by Fuchs
and Schweitzer,33,34 based on an analytical polymer reference
interaction site model (PRISM). Later on, another approach
developed by the Dutch school of colloid and polymer science
turned out to be similarly successful as the PRISM-
Ansatz.35−38 The authors extended the FVT by explicitly
considering excluded volume interactions also among the
crowding polymer chains by means of renormalization group
theory, and succeeded in satisfactorily predicting the phase
behavior of CP-mixtures at variable size asymmetry ratios and
solvent qualities of the polymer component.
These early studies demonstrate how much the field of

crowding was originally inspired by polymer physics. This
knowledge can help us to understand where some concepts
come from and how they have evolved with time.
2.4. Introducing Complexity

Full appreciation of the relevance of the asymmetry size ratio
by polymer physicists eventually led to a distinction of two
limiting cases of CP-mixtures.39 The CP-mixtures discussed so
far predominantly included colloids with size values larger than
the macromolecules, which act as crowder. Such cases were
termed the “colloid limit” (Figure 1). Inspired by features like
the compaction of DNA chains in cells, an opposing limit of
CP-mixtures was identified, where large macromolecules are
exposed to small colloidal particles with Rg/R ≫ 1. Under
these conditions, colloid-like globular proteins were assumed
as crowders, and the condition was given the term “protein-
limit”. Growing attention to this limit paralleled the breath-
taking progress made in the biochemistry and biophysics of
living systems. Structured proteins undergo folding processes
during or soon after their synthesis on the ribosome, leading to
the more compact native state. Such conformational changes of
polymer chains occur in the cellular crowded environment and
are expected to heavily respond to variations of these crowded
conditions. Early studies in the protein-limit considered the
phase behavior at semidilute solutions of large macromolecules
in the presence of small hard spheres and noticed the absence
of phase separation.27,40,41 It was only Van der Schoot who
considered the conformation of large macromolecules in the
presence of small colloidal particles acting as crowders. He
predicted a collapse of the dilute macromolecular chains in the
presence of sufficiently large amounts of small colloids which
represent the crowding proteins.42 In this model, the entropy
gain anticipated by the small colloids forced large chains into
more compact structures. This feature could for the first time
be verified experimentally with large polystyrene chains under
good solvent conditions in the presence of synthetic small
colloids,43,44 and later on with polyethylene glycol (PEG) in
water in the presence of Ficoll 70 as a crowder.45 A
considerable collapse of polystyrene chains in toluene as well
as of PEG chains in water was noticed as the crowder content
increased. Small angle neutron scattering experiments (SANS)
with both systems were particularly powerful as they facilitated
contrast matching of the colloidal crowder and the
solvent.43−45

Although still simplified, these further studies added an
important layer of complexity that became later on beneficial
for studies which were considering the problem from a
different point of view as we will see in the next paragraphs.

Figure 1. Top: CP-mixture in the colloid limit (Rg < R) with
macromolecules as crowder (left), Rg∼ R (center), CP-mixture in the
protein limit (Rg> R) with colloid-like proteins as crowder (right).
Bottom: dimensions of colloids and macromolecules (left), colloids in
semidilute solution of macromolecules with macromolecules as
crowder (center), correlation length ξ (right).
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2.5. Adopting a Different Perspective

We have until now adopted the perspective of polymer science.
However, this should not prevent us from directing our
attention toward the evolution of a new research focus, which
gradually turned into the field of macromolecular crowding.
Two pioneering publications by Laurent illustrate well the
origin of this new research focus.9,46 The author initially
investigated the solubility of various proteins in the presence of
dextran to confirm an excluded volume effect of the crowder
on protein solubility.9 Later on, he turned his focus to the
question of how macromolecular crowding affects enzyme
catalysis.46 In his 1971 publication, he expressed the relevance
of such studies for biological processes by stating “The reason
for studying enzyme reactions in polymer media may not be
immediately obvious. It represents, however, an initial attempt to
describe the environment in which intracellular enzymes function.”
In this statement, the author was realizing that while most
biophysical studies are carried out in dilute solutions where
only the directly involved reactants are considered, the reality
requires a more complex situation.
Minton and co-workers made further progress in the field of

macromolecular crowding not only by publishing numerous
experimental studies but also by introducing a new theoretical
approach.8,13 The polymer physics community used the
interaction potential among colloids as modified by polymer-
mediated depletion interactions to describe the phase behavior
of CP-mixtures, and attempted to analyze how small colloidal
particles affect the conformation of large polymers. Minton
suggested instead to analyze cellular processes by correcting
the activities of all directly participating reactants. These
corrections were based on excluded volume effects caused by
sufficiently inert crowders, which inevitably decreased the free
volume available to the reactants, and thus increased their
activities accordingly. These excluded volume effects were
accounted for by the nonideal part of the chemical potential of
the reactant according to the equation:

= = + +
RT

B c B c cln ...i
ni

i j ij j j k ijk j k

with the logarithmic activity coefficient of component i being
expanded in powers of concentrations cj and ck of crowders j, k,
and with Bij and Bijk the binary and ternary cluster integrals,
determined by the mutually excluded volume.47 Closed form
expressions for ln γi were calculated with the help of scaled-
particle theory for hard spherical particles.30 An alternative
route to estimate ln γi involved direct calculation of the molar
covolumes (the Bij coefficients) as done for sphere−sphere or
sphere-rod encountered by Ogston.19

Like the approaches adopted by polymer and colloid
scientists, Minton’s approach was based on purely entropic
effects. Minton applied this concept to various cellular
processes, classifying them into three types: (i) homogeneous
enzymatic catalysis,8 (ii) conformational changes of biomacro-
molecules,48 and (iii) protein self-assembly,49 with the latter
leading to hierarchical structures with specific tasks or to the
formation of amyloid aggregates. Clearly, these three types of
processes do not include the LLPS observed with CP-mixtures
(sections 2.2 and 2.3) as a consequence of depletion
interactions among the colloids.
As discussed later on (section 6.4), LLPS generating

membraneless droplets with high concentrations of proteins
has to be added as a fourth class of cellular processes.

Frequently, the main participants of such droplet formation are
intrinsically disordered proteins, which are flexible and thus
more polymer-like than compact globular proteins. This type
of phase separation should be distinguished from the phase
separation of colloids in CP-mixtures, which relies on attractive
interactions mediated by depletion of macromolecules. In the
case of LLPS of single component macromolecular solutions,
purely hard sphere interactions among monomeric units being
of purely entropic origin are superimposed by net attractive
interactions among the monomeric units. This was first
predicted by Flory50 and Huggins51−53 and has now become
common knowledge in polymer science supported by
compelling experimental evidence. The Flory−Huggins theory
was thus an early attempt to bring enthalpic interactions into
polymeric systems. These studies emphasized the need to
consider enthalpic interactions on top of purely entropic
depletion effects.

3. ENTHALPY VERSUS ENTROPY
Crowding agents are often described as “inert or non-
interacting macromolecules” that are part of the “environment”
of a reaction or a biological process. This description conveys
the false impression that they are mere bystanders that do not
partake in any process. On the contrary, crowder agents are
very active agents as we will discuss in the next paragraphs.
Following the Minton’s original formulation,2,8,13 several
studies attributed the influence of crowding essentially to
entropic effects. Subsequently, other authors, for instance
Miklos et al.,54 analyzed the effects of crowding from a new
point of view: they drew attention to the fact that studies on
macromolecular crowding often had ignored chemical
interactions between the crowder and the test protein. This
concept was not new: in 1973, Anfinsen had in fact drawn
attention to the role that weak surface contacts play in protein
chemistry.55 In 1983, McConkey coined the term quinary
structure to define the interactions between a protein and the
rest of the intracellular environment, as a sort of additional step
beyond primary, secondary, tertiary and quaternary struc-
tures.56 More recently, the Pielak laboratory has pioneered the
relaunching of the concept as we shall see in the next
paragraphs.57,58 The importance of quinary interactions has
now been completely accepted by the scientific community
and is considered an important element to understand a
number of observations, among which the absence of the
nuclear magnetic resonance (NMR) spectrum in some of the
in-cell studies in prokaryotes.59,60

3.1. Crowders as Deceiving Bystanders: Toward a More
Thorough Perspective

In a study on chymotrypsin inhibitor 2 (CI2), Miklos et al.54

showed that the presence of the crowder poly(vinyl-
pyrrolidone) may stabilize the test protein by soft interactions
with the native state of the protein. This was an important
turning point in the concept of crowding. Most studies had
assumed, at least implicitly, that only volume excluded by the
presence of macromolecular crowders was acting on protein
stability. In reality, it is almost impossible to find crowders
completely “inert”, as it will be discussed later on. It is
relatively easy to find crowders that do not interfere with
electrostatic forces but very difficult to find crowders that do
not form nonbonding weak forces with the molecule under
study.
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In fact, our understanding of the complexity of protein
stabilization in crowded solutions evolved when the Pielak
laboratory explicitly hinted at the entropy/enthalpy antinomy.
Wang et al.61 stated that crowding can affect protein stability in
two ways: by hard-core repulsions or by soft chemical
interactions. In a study by NMR on ubiquitin based on
amide proton exchange, these authors found that the
contribution of chemical interactions is substantial and, in
many cases, larger than the contribution from simple
repulsions. The possible balance between entropic repulsions
and enthalpic contributions was summarized by Sarkar et al.62

in a thorough review of different studies. These authors
reached the conclusion that the large number of soft
interactions between a crowder and the protein under study
can overcome the stabilizing steric effect coming from
excluded volume even if they are nonspecific and weak.
The explicit contraposition of entropy and enthalpy in the

effect of crowders on protein stability was accepted also by
other authors. For example, Senske et al.,63 when studying the
thermal unfolding of ubiquitin, observed that addition of other
solutes (glucose, dextran, PEG, guanidinium, and urea) led to
both enthalpic and entropic destabilization. The authors
argued that the classification of cosolute effects based on
their excess enthalpic contributions results in a comprehensive
thermodynamic model.
However, when comparing entropic and enthalpic effects in

crowding, there might have been some confusion between
understanding the influence of crowding and reproducing the
environment in the cell, i.e., performing a cell mimic. The
essential difference between “crowding” and “in-cell mimic”
was well described in a recent paper, in which the authors
concluded that the combination of lysis buffer and Ficoll could
be a simple but effective new in vitro mimic of the intracellular
environment to study protein folding and stability.64

The difficulty of finding experimental support for entropic
stabilization of proteins is complex, but the main reason is that
the contribution of forces different from entropic ones has
been underestimated. One study in which it was attempted to
measure the extent of enthalpic interactions of the crowders
directly was performed by Alfano et al.65 who measured the
presence of direct interactions between crowders and the
protein under study by NMR spectroscopy, a technique very
sensitive to the effects of specific interactions on chemical
shifts. These authors showed that specific (enthalpic)
interactions of Yfh1 protein with several synthetic crowders
are minimal. Thus, in this case, the influence of crowders on
protein stability could be attributed almost entirely to entropic
factors.
Finally, it has been argued that both synthetic and

physiologically relevant crowders pose challenges not seen in

dilute solution experiments, such as increased solution
viscosity, high background, and decreased signal quality due
to interactions between crowders and test proteins.66,67

However, in our opinion, these effects are an inherent
component of the effects of crowding and as such cannot be
considered unwanted phenomena, although they of course
contribute to adding new layers of complexity to our
understanding of crowding.
3.2. Crowding Environments

The most obvious reason to study macromolecular crowding
effects on biomolecular systems is to understand how they
behave in the crowded space of a living cell, packed by up to
400 mg of macromolecules per ml of cytosol, or in other
biological fluids.1 As most biochemical assays and analytical
tools are carried out in aqueous buffer solutions, the effect of
the cellular environment is rarely taken into account when such
experiments are used to interpret in vivo function or
dysfunction.
However, as previously discussed, the cell is not only a

crowded bag of molecules. One example that illustrates this
fact is protein stability (not referring to stability in terms of the
degradation of the protein). In-cell NMR spectroscopy revealed
that ubiquitin is destabilized in cells,68 whereas the B1 domain
of protein G (GB1) is stabilized in the cytoplasm of E. coli as
compared to aqueous solution.69 Site-specific mutations of a
truncated version of superoxide dismutase have different
impact on the protein stability in dilute aqueous solution
and in cell.70 Osmotic perturbations that lead to changes in
crowding density,71−74 cell stress75 or differentiation,76 change
protein stability in different ways.
Such differences are the consequence of the complexity of

the cellular environment subdivided into distinct compart-
ments resulting in a multiscale heterogeneity. Membrane-
encompassed77 and membraneless78,79 organelles enrich and
modify protein folding stability in different ways as compared
to the cytoplasm. Compartments vary in their chemical
makeup80 and pH gradients exist even within the cytoplasm
itself.81 Driven by a myriad of cosolute interactions, entropic
and enthalpic effects modulate the folding free energy
landscape of a protein in different ways, specific to the local
environment and the nature of the protein itself, as well as the
state of the cell, e.g., in healthy and disease conditions.
In addition to crowding and cosolute interactions, biological

processing such as post-translational modifications must be
considered explicitly when interpreting in-cell effects in
comparison to the test tube. For protein stability, molecular
chaperone interactions have a significant impact, destabilizing
proteins by preferentially binding to the unfolded state (i.e., by
having a holdase function).75 The amplitude of destabilization

Figure 2. Workflow to understand biomolecular reactions in biological environments with increasing complexity.
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depends on several factors, among which the local enrichment
and the activity of the chaperones.78,82

Finally, a large cell-to-cell variability in terms of crowding
effects is expected in multicellular model organisms such as in
zebrafish.83 In the cited paper, the authors suggested that in-cell
(crowding) experiments should be validated by a workflow
that rigorously compares in vitro the different contributions of
crowding, cosolutes and biomolecular interactions, to lead to a
comprehensive interpretation of the results obtained at the
cellular level and in multicellular model organisms (Figure 2).
This important lesson should be probably kept in mind by all
authors working directly in vivo without the support of in vitro
data.
3.3. In Search of the “Perfect” Crowder

Models are the bread and butter of scientists, even more so if
physicists or chemical physicists. Thus, several models have
been developed to study macromolecular crowding under
controlled conditions, following two different and in some way
opposite philosophies. According to the first school of thought,
crowders should be “inert” molecules, that is those that do not
form interactions with the molecule under study. A large
number of studies have, for instance, used on purpose “inert”
polymers, such as PEG, dextran, Ficoll, and poly(sodium 4-
styrenesulfonate) (PSS).84 These polymers are often available
as polydisperse species, thus having a distribution of molecular
masses. The idea behind this choice has mainly been the
attempt of separating the entropic contribution from the
enthalpic one, and be able to discriminate the two effects.
However, the principle sounds simple, but it is difficult to put it
into practice: some of the thought-to-be inert crowders can in
fact interact with proteins, although with weak and nonspecific
interactions.59 In support of this statement is the work by Lee
et al.85 who tried to elucidate the structural bases of the PEG/
protein recognition by solving the structures of complexes of
PEG with the Fabs of two anti-PEG antibodies by X-ray
diffraction. The authors could not find any common pattern in
the interactions in the two structures, as expected for
complexes determined by weak nonspecific interactions.
The complexity of the topic is also well illustrated by a study

by Kozer et al.86 who studied the interaction in a range of
concentrations, from dilute to semidilute to concentrated
solutions. The authors monitored the association of two
proteins, TEM1-β-lactamase and the β-lactamase inhibitor
protein, in solutions containing crowding agents of different
molecular weights, from monomers (ethylene glycol, glycerol,
or sucrose) to polymers like PEG of different molecular
weights (from 0.2 to 8 kDa) and Ficoll. In all solutions, it was
found an inverse linear relation between the translational
diffusion of the proteins and viscosity, in general agreement
with the Stokes−Einstein relation. Deviations of the
association rates from the Stokes−Einstein equation were
related to the three distinct regimes of polymer concentrations:
in the diluted regime, PEGs interfere with protein association
by introducing a repulsive force originated from preferential
hydration. In the semidiluted regime, it is possible to observe
faster association rates due to the depletion interaction, which
causes an attraction between the two proteins. At high
concentrations of crowder, PEGs slow down the association
between, as a function of their concentration.
It is also important to notice that, in most experimental

studies on the influence of crowders on protein stability, it is
employed only one crowder at very high concentrations. Under

these conditions, even very weak enthalpic interactions become
effective. The situation in the cell is different because different
enthalpic interactions can be averaged out by interactions with
different macromolecules.
In the second perspective, scientists have instead tried to

reconstitute the cellular environment as more accurately as
possible and thus used proteins or mixtures of proteins,
implicitly or explicitly accepting a mixture of effects as, under
these conditions, enthalpic effects are possible if not likely. The
simplest models adopt single proteins, usually chosen among
those known to have a low tendency to interact. Examples of
these proteins are the bovine pancreatic trypsin inhibitor
(BPTI), ribonuclease A, lysozyme, β-lactoglobulin, hemoglo-
bin, and bovine serum albumin (BSA).87−91 Studies of mixed
crowders were also conducted, and the advantages of mixed
crowding over homogeneous crowding were independently
suggested by different groups.92−94 Zhou tested, for instance,
the effects of mixed crowding on protein stability and
suggested that optimal crowding effects could be obtained by
adjusting mixing ratios between crowders’ populations.92 Shah
et al. also suggested a role for enthalpic interactions in mixtures
using an in silico approach at lower than physiological
temperatures (27 °C).95 A more systematic and thorough
study was carried out by Dewavrin et al.96 who demonstrated
that the crowding efficiency yielded by homogeneous crowders
is far below the situation observed in vivo, where the
physiological microenvironment contains heterogeneous pop-
ulations of crowders. The authors convincingly showed, using
the kinetics of collagen nucleation and fiber growth, that
mixing crowders of different sizes (polyvinylpyrrolidone 20
(PVP), dextran, and Ficoll) generates a synergistic effect: small
crowders bring about extra volume occupancy when in the
vicinity of bigger crowders, beyond the volume occupied by
their structure. Molecular simulations also showed that the
volume excluded in a crowder mixture is significantly higher
than the added volumes of single crowding agents.
Along the line of heterogeneous crowders, but tackling a

different level of complexity, more complex alternatives were
proposed. The Pastore group, for instance, introduced the use
of hen egg white as a simple natural medium, which offers most
of the characteristics of the media of crowded cells, that could
be used by any researcher without difficulty and inexpensively,
despite some inherent limitations discussed in the original
paper.97 The authors showed that hen egg white does not
affect the fold or stability of proteins, but modulates the
dynamics and can increase dramatically the aggregation
kinetics of proteins with an inbuilt tendency to associate.
This effect was partly explained by an excluded volume effect
and partly by interactions with other proteins from the
milieu.98

Other groups, such as the Pielak laboratory, have had a
different brilliant solution and used lyophilized E. coli lysates or
cellular extracts which in principle contain a plenitude of
different components to mimic the cytoplasm.62,99 This model
is powerful and attractive but, as all models, has its own
limitations: lysates usually do not contain lipid membrane
components, so critical surface−tracer interactions may be
absent. As in ovo, lysates also include a large number of
unidentified and uncharacterized proteins that might interact
specifically or nonspecifically with the probe molecules in a
noncontrollable way. Finally, the preparation of lysate is likely
to disrupt naturally occurring microcompartmentation and
distort or eliminate spatial distributions and local compositions
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of macromolecules present within the intact cell. As an
alternative, Good and colleagues reviewed the use of confined
Xenopus cytoplasmic extracts as models of intracellular
environments providing compelling reasons for its usage.100

The extracts may be confined within emulsified microdroplets
whose size may be controlled by microfluidic techniques or
layered atop a supported lipid bilayer within a flow channel.
Unfortunately, the use of this promising system has been
relatively limited, probably because it requires the availability
of Xenopus eggs.
These studies show that several different models have been

developed offering interesting possibilities of mimicking the
complexity of the cellular environment, also without
necessarily working in vivo. The choice of the most suitable
one will certainly be related to the specific case and can thus
not be decided a priori.
3.4. Crowders versus Solvation: The Golden Ratio

The question of how the crowder size affects processes in cells
is straight and simple but leads to complex answers.
Complexity already comes into play when considering simple
systems governed by entropic effects only. According to the
approach by Minton,2,8,101 this can be considered by using the
volume excluded by the crowder to the probe species, thus
establishing a free volume accessible to the probe species. This
accessible volume does not only depend on the size of the
crowder but also on the size of the probe particles. According
to Minton “On geometric grounds one would not expect crowding
by large macromolecules to greatly af fect the behavior of small
molecules or signif icantly smaller macromolecules, which can more
easily f it into interstices between large molecules”.102 This is a
clear comment that grasps the nature of the difference in size
between molecules. However, the significantly smaller
components are probably more appropriately described as
cosolvents rather than crowders as in an elegant contribution
by the Pielak lab.103

Complexity is further illustrated with simple CP-mixtures as
they were introduced in section 2. CP-mixtures include
systems with the size of the macromolecules (Rg) smaller
than the colloid radius (R) whereby the macromolecules are
acting as crowder, which are predominantly used to analyze the
phase behavior of colloidal suspensions. In the opposite size
limit which assumes the colloids as much smaller than the
macromolecules, the resulting systems serve to investigate how
colloids, now acting as the crowder, affect the size of much
larger macromolecules. This perspective adds complexity to
the relevance of crowder size (or size asymmetry ratio) in
crowding.
For some of the classes of processes typically occurring in

cellular environments, a first insight into the simple question of
the impact of the size asymmetry ratio is provided both by
theory as well as by experimental evidence. It has to be
stressed, however, that experiments in this field require
availability of model polymers and macromolecules, with
both components acting either as probe or crowder, at variable
and well-defined molar mass values.
The first process to be briefly addressed is the phase

separation of colloidal particles triggered by a macromolecular
crowder. The influence of the crowder size is particularly
significant below the overlap concentration of polymers, with
the most striking feature corresponding to the width of the
attractive potential among the colloids proportionally increas-
ing with increasing macromolecular size. Above the overlap

concentration, which decreases with increasing crowder size,
any further impact of the crowder size is of minor relevance. In
two highly systematic studies, Zukoski and cow. investigated
the influence of the crowder size on the phase behavior of
colloidal particles for the crowding macromolecules under
good solvent and theta conditions.32,104 Easily accessible
standard samples of polystyrene at variable molar mass values
served as macromolecular crowders. As already mentioned,
macromolecular crowders under good solvent conditions shift
the spinodal for the LLPS to higher colloidal volume fractions
with increasing crowder size if the crowder concentration is
normalized by the respective overlap concentration.32 The
same experiments with macromolecules under theta conditions
revealed the reversed trend.104

An impact of the crowder size is less obvious and less well
investigated when looking at the conformational changes of
macromolecules as the probe particles in the presence of a
crowder, which in CP-mixtures is represented by small hard
sphere colloids. According to an atomistic model by Qin and
Zhou, the free energy difference between the transformation of
a denatured Cytochrome b562 to native Cytochrome b562 in the
absence and in the presence of crowders is negative implying
that macromolecular crowding favors the more compact native
state.105 This preference for the native state under crowding
conditions increases with the decreasing size of the crowder. In
the cited study, the crowder was equal to or larger than the
probe molecule Cytochrome b562. The same trend was
observed in Wang−Landau simulations published by Taylor
and co-workers on CP mixtures covering size values of the
crowder from the size of a monomer to the size of the
collapsed polymer,106 and by computer simulations by Scolari
et al.,107 which extends to a size of the colloids to a regime
even smaller than the length of a monomeric unit of the
macromolecules. The authors revealed an increase of the
temperature for the coil-to-globule transition with decreasing
crowder size with the effect gradually disappearing as the
crowder size approached the size of the native protein. These
theoretical predictions were complemented by an experimental
study based on single molecule spectroscopy to measure the
size of probe protein molecules in the presence of PEG as a
macromolecular crowder. Soranno and co-workers presented a
highly systematic study on the influence of PEG covering a
degree of polymerization 1 < P < 500 on the size of four
different proteins all belonging to the family of intrinsically
disordered ones.108 The authors found a compaction of all four
proteins upon increase of PEG content, and, at a given PEG
content, a gradual compaction of the proteins with increasing
size of the PEG molecules. The latter results, which covered a
broader range of crowder sizes, are in contrast to the trend
observed in computer simulations.106,107 However, both
simulation techniques applied hard sphere crowders,105,106

whereas Soranno and co-workers used flexible macromolecules
as crowders, stressing the relevance not only of the size
asymmetry ratio but equally important, of the nature of the
crowder.108

In 2017, Alfano et al. addressed the question of whether and
what is the optimal size of crowders.65 Using yeast frataxin, a
protein that undergoes cold denaturation above zero degrees
under quasi-physiological conditions,109 allowing accurate
determination of ΔCp, the authors explored the effect of
crowders of different sizes, and showed that protein stability
would be affected by volume exclusion with a more
pronounced effect when the crowder volume is closer to that
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of the protein under study. The study was carefully designed to
rule out the role of soft interactions as supported by NMR
evidence. The enormous differential effect of PEG on cold
denaturation was explained in terms of a variation in water
activity, which goes according to Privalov’s interpretation of
cold denaturation.110 More recently, other authors have
considered the same question and concluded that to maximize
the crowding effect, the crowding agent and the protein should
have a similar size. When the crowder is too small, as it is the
case of cosolvents, water and any small molecule, we would
rather call it a solvation effect rather than crowding.
Conversely, molecular crowding is referred to as molecular
confinement rather than crowding when the molecular weight
of the macromolecular cosolutes increases to the point that
they can be considered effective immobile obstacles forming a
lattice with pores that can be occupied by the molecular
species of interest.
Another important process is the self-assembly of proteins in

the absence and presence of crowding. Self-assembly, if
following a monomer addition process, can be treated as a
polymerization with growing ends also termed living polymer-
ization or chain growth. The equilibrium constant of such a
living polymerization exhibits close analogy to a precipitation
of the polymers or aggregates since the equilibrium constant K
= 1/[M]e, with [M]e being the concentration of monomers in
equilibrium with the aggregates, or the solubility limit of a
precipitate. Such a self-assembly is simply promoted by the
decreasing volume accessible to the monomers, which for a
given crowder decreases with the increasing size of the
monomer and accordingly with the size of the crowder.102 An
excellent example, where the influence of the size of a
macromolecular crowder on self-assembly of a protein has
been analyzed was published by Fink and co-workers.111 The
authors looked at the fibrillation of α-synuclein in the presence
of PEG at four different molar mass values of the polymer and
succeeded to demonstrate that at a given crowder concen-
tration fibrillation was the more accelerated the larger the
polymer molar mass became.
In conclusion, we have analyzed in detail the relevance of the

nature and size of the crowder and how these parameters
influence the observed effects.

4. TECHNIQUES TO STUDY CROWDING
A thorough discussion on the subject of the standing and
emerging techniques suitable for the study of molecular
crowding may be covered in a different chapter of the present
special issue. It is however helpful at this stage to reflect on a
number of general problems. By the very nature of the problem
that we want to study, molecular crowding must be tackled by
techniques that are able to discriminate a specific reporter
within a mesh of other molecules. This requirement rules out
many (but not all) the spectroscopies, like for instance circular
dichroism spectroscopy because there would be no ways to
distinguish between crowder and protein under study.
An obvious approach is to use labels to selectively investigate

conformations and conformational transitions of the reporter.
Fluorescence microscopy is a highly sensitive technique for this
purpose with well-established protocols for site-specific
labeling in-cell and in vitro. In combination with other methods
like Fast Relaxation Imaging, it is possible to analyze the
kinetic and thermodynamic signatures of crowding effects with
high spatial resolution.112 Similarly, NMR and EPR spectros-
copy have proven very useful to study protein structure and

stability under crowding conditions,113−115 as well as during
phase transitions.98,116 Under this perspective, a recent Review
discusses in detail how the combination of fluorescent-based
and NMR experiments can be even more effective to explain
protein homeostasis in terms of structure and stability.117

It is also possible to analyze single reporter molecules within
living individual eukaryotic cell.118 Alternatively, reporters can
be labeled using NMR-sensitive or EPR-sensitive probes or
isotopes yielding information on the local chemical environ-
ment, conformation or populations of the probe.119 Reporters
that specifically reveal crowding effects in living cells need to
undergo well-defined conformational transitions under chang-
ing crowding densities. As such they need to be calibrated in
vitro under different crowding conditions (using different types
and concentrations of crowders) and need to be insensitive to
other environmental factors such as pH or ionic strength, at
least within the physiologically relevant range. As an example,
FRET-labeled PEG (which is often used as a crowder itself)
was used as a sensor to study molecular compression induced
by excluded volume in living cells.73 Boersma et al. designed a
spring-like protein backbone labeled terminally by genetically
encoded fluorescent proteins.72 Such experiments showed the
broad diversity of crowding effects including excluded volume
effects and intermolecular interactions in cells that led to
different net outcomes of the crowding effect, depending on
the biomolecular probe but also on the cellular environment or
the cellular conditions.
Common to these in-cell techniques is that labeled reporters

need to be transferred into the cellular environment (e.g., by
microinjection or electroporation) or be genetically encoded.
Both methods bear the risk of inadequate localization or
concentration. Depending on the fluorescence method used, it
is often nontrivial to show that the labels do not interfere with
the read-out of the reporter.
Complementary to crowding-reporter experiments are high-

resolution and label- and reporter-free cryogenic structural
techniques. For example, rapidly developing methods in cryo-
electron tomography allow to reach a resolution of 4 Å and
beyond.120,121 Such methods report accurately on the macro-
molecular density of specific subcellular environments. Finally,
it is important to mention the new opportunities created by the
fourth generation of synchrotron facilities, based on the
multibend achromat lattice concept and able to surpass the
brightness and coherence attained by previous synchrotrons.122

The combination of static and dynamic light scattering through
the second virial coefficient,123,124 and small-angle X-ray
scattering125−128 is a particularly powerful approach to describe
interaction between proteins for dense systems. Neutron and
X-ray based methods such as neutron spin echo (NSE) or X-
ray Correlation Spectroscopy (XPCS) are also complementary
approaches ideally suited for in-cell studies as they are capable
of characterizing diffusive processes over atomic distances.
Small Angle Neutron Scattering (SANS) offers the opportunity
of contrast matching, which is particularly useful in the
structural analysis of components in a complex environment as
it occurs in model systems for crowded solutions. Whereas
deuteration in principle allows to amplify the scattering
contrast of a single component, variation of the solvent
composition by changing the ratio of deuterated and
hydrogenated solvent molecules may lead to full contrast
matching of all but one component, thus enabling scientists to
address the morphology of a single component in the mixture.
The latter technique had been successfully applied to
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investigate the structure of macromolecules in a crowded (but
invisible) environment.43−45 Techniques such as single-
molecule force spectroscopy, fluorescence-based assays, and
advanced imaging methods can also provide valuable insights
into the kinetics, thermodynamics, and spatial organization of
intermolecular interactions in crowded environments.129−132

However, challenges exist in accurately interpreting the
experimental data due to the complexity of the crowded
environment and the multitude of factors influencing it.
Finally, future research in the field of crowding will certainly

benefit greatly from the integration of a multidisciplinary
approach in which the collaboration between biochemists,
physicists, and biologists may foster a comprehensive under-
standing of this intricate system at different resolution scales.

5. EFFECT OF CROWDING ON STABILITY AND
DYNAMICS

We shall now examine the effect of crowding on very different
aspects of the cellular organization and functioning. The effect
of crowding on proteins has widely been explored and it is well
recognized that it can affect molecular diffusion,133−136

dynamics,137−141 interactions,133,141−147 and stability both of
proteins and nucleic acids.65,113,148−150 In the coming section,
we will cover some of these aspects, although the field is so
complex that attempts to capture its full complexity into model
systems must be deemed to do it still only partially.
5.1. Crowding and Protein Stability

The native structure of a protein corresponds to an ordered or
disordered state (local or global) which is closely connected to
its function or dysfunction.151−154 Many but not all proteins
spontaneously reach stable functional globular structures via
the “folding process”. This leads to the formation of native
intramolecular contacts which stabilize a specific three-
dimensional arrangement. Some proteins adopt their func-
tional conformation only after the encounter and binding to
their physiological partner.
The stability and the folding/unfolding of a protein can be

described in terms of free energy variations where the enthalpy
term takes into account the “binding energy” (electrostatic
interactions, hydrogen bonding, and van der Waals inter-
actions), while the hydrophobic interactions are described by
entropy-driven processes. The consequence that captured most
attention in early studies of molecular crowding was the
prediction of the influence of volume exclusion on protein
thermal stability. In a paper by Minton, the unfolded protein
was described as a sphere with a radius corresponding to the
radius of gyration, that is experimentally measurable.13 On the
basis of this model, Minton predicted increases of the
transition midpoint temperature in the range of 5−20 °C.
Formulated in a slightly different way, we could say that the
excluded volume effect may shift the equilibrium folded-to-
unfolded states toward the folded one. The effect can be
understood thinking that, in a crowded environment, the
expanded unfolded state is disfavored as compared to the more
compact folded state, because of the excluded volume effect
(Figure 3).
Many theoretical contributions following the original theory

formulated by Minton and followers and purely based on
entropic grounds tried to justify large increases in protein
stability, as measured by a large increase in melting
temperatures in temperature unfolding studies. However,
most of the experimental studies measuring the thermal

stability under crowded solutions showed only a modest
increase of the unfolding temperature155 or a mild stabilization
of the folded structure in crowded environments.54,105,156,157

To justify these discrepancies, different explanations were
suggested.158 One was that the shape of the unfolded state
used by Minton13 was too simplistic because the assumption
that the unfolded form of any protein is spherical is largely
inaccurate.159 More elongated conformations of the unfolded
state would still be consistent with radii of gyration described
in several SAXS studies and would agree with a modest
increase in the volume of unfolded states with respect to that
of the folded state.159 A different important explanation was
formulated by the Pielak laboratory,54,61,63,160−164 who
suggested that enthalpic effects, coming from weak or quinary
interactions with the crowder, were at least as relevant as
entropic effects in determining protein stability in crowded
solutions. This implies that the measured increase of stability
would be the average of two potentially conflicting
contributions which might lead to an overall decrease in
protein stability. Along these lines, Wang et al. highlighted and
compared the entropic and enthalpic contributions of
crowding to the stability of ubiquitin showing how crowding
effects depend on temperature.61 The authors showed that
molecular crowding has a destabilizing effect at low temper-
ature, while at higher temperature it has a stabilizing effect.
The threshold temperature depends on the nature of the
crowder, being higher for protein crowders, with respect to
polymer crowders. Chu et al. observed by NMR how different
crowding agents affected protein folding at the individual
residue level, stabilizing more effectively either regions of the
protein structure that are prone to local unfolding, or the
unfolding of the global structure.156

Finally, it is important to mention that molecular crowding
affects the hydration shell around protein molecules,
particularly if the crowder is strongly excluded from the
protein surface.165,166 This can have dramatic effects on folding
and aggregation processes as solvent mediated interactions are
critical in these phenomena.167 Indeed, the hydration water
shell works as a structural and dynamical connection but also
as an active constraint. Crowding acts on the hydration shell by
significantly reducing water mobility and self-diffusion.168,169

In parallel, crowding also reduces dielectric response, altering
the energy landscape.168 Enhancement of electrostatic

Figure 3. Excluded volume effect favors the more compact
conformations of proteins due to hard-core repulsions. The folded
native state of a protein is favored over the expanded denatured state
because of its compact structure. The excluded volume effect
increases the free energy of both, the folded and the unfolded state.
However, the increase in free energy is larger for the expanded
unfolded state leading to an overall stabilization of the native protein.
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interactions results in strengthening hydrogen bonding
between proteins and water molecules, thus resulting in fold
stabilization (Figure 4).170,171 On the other hand, water

ordering reduces the entropic benefit of isolating hydrophobic
residues from the solvent, favoring partially unfolded states.172

At high crowder concentrations, the properties of hydration
water change significantly from those of bulk solvent. This may
change protein−protein interactions which water mediates by
providing an extensive and highly dynamic network of
hydrogen bonds.
We may thus conclude that the forces that stabilize a protein

can be strongly modulated by weak interactions with the
environment.
5.2. Diffusion, Dynamics, and Trafficking in Crowded
Environments
In addition to its impact on steady-state properties, crowding
has also a strong effect on the diffusion and transport of
macromolecules. In the following, we will focus on three-
dimensional bulk systems and soluble macromolecules. For a
comprehensive review on crowded membrane systems, we
refer the reader to Guigas et al.173 Starting again from the
simplest approximation, namely that crowders are just inert
spheres, some basic consequences of crowding on transport
can be drawn from colloidal science as mentioned above. Early
work by Einstein for dilute suspensions predicted the effective
viscosity to increase with the colloidal volume fraction as η =
η0(1 + 2.5φ), where φ is the volume fraction of the spheres,
and η0 is the viscosity of the suspending medium (g/cm
s).174,175 Meanwhile, measurements and theory have extended
this first estimate, revealing an up to 100-fold increase in
viscosity in crowded colloidal suspensions below the glass
transition (i.e., at φ ≈ 0.58).176 Therefore, the diffusion
constant D ∼ 1/η of a tracer can be expected to be significantly
reduced in crowded media if its size is similar to that of the
crowders. Beyond the simple approximation of inert spheres,
one needs to take into account the polymer-like nature of
crowders like PEG, dextran, nucleic acids, or proteins.
Semidilute polymer solutions and polymer melts show a rich
rheological phenomenology, such as the emergence of
viscoelasticity, even when charges and specific interactions
are neglected. Therefore, it can be expected that crowded fluids
exhibit nontrivial material properties that affect transport and
diffusion. In line with this notion, strongly reduced mobilities,
i.e., up to 10-fold lower diffusion constants have been observed
for proteins and tracer particles in intracellular fluids and cell

extracts.177 More striking, however, was and is the emergence
of an anomalous diffusion in crowded media, i.e., a nonlinear
growth of the mean square displacement (MSD) over several
time scales. This phenomenon has been observed with a
variety of techniques in many systems, from the cytoplasm of
living cells178−181 to biomimetic crowded solutions.182−184

The observed anomalous diffusion often boils down to a
sublinear power-law scaling of the MSD, i.e., <r2(t)> ∼tα with
α < 1. Several advanced theoretical models can be used to
rationalize this scaling185,186 and a large toolbox of observables
allows comparison between experimental data with these
models.187 In the context of crowded media, two generic
models have been particularly useful in interpreting exper-
imental data: Obstructed diffusion (OD) and fractional
Brownian motion (FBM). The OD model assumes that
crowders form a static and self-similar confinement on the time
scales of interest, e.g., a static percolation cluster of
impenetrable obstacles that is reminiscent of an archipelago.188

A tracer will move freely in the residual fractal space of this
confining maze, yielding a sublinear scaling of the MSD with α
≈ 0.55 in three dimensions.189,190 However, if the obstacles are
made mobile, the anomaly will gradually subside, and normal
diffusion (α = 1) will eventually be regained.191 Unlike the
fairly static OD model, FBM incorporates the dynamic facets
of crowding because it is a mathematically sound model for a
random walk of tracers in a viscoelastic fluid, such as
semidilute polymer solutions. Therefore, in FBM the MSD
exponent 0 < α ≤ 1 reflects the relative impact of the elasticity-
driven memory (which enforces an antipersistent motion) as
compared to the memory-devoid dissipative viscosity. In
essence, tracers that undergo an antipersistent random walk
of the FBM type move similar to the saying “two steps forward
one step back”. FBM has been seen experimentally in many
crowded systems, e.g., for inert tracers in the cytoplasm180,181

or in biomimetic fluids.184

In general, the size of the crowder relative to the tracer is a
key parameter that determines whether slower or even
anomalous diffusion will emerge. Yet, knowing the hydro-
dynamic radius of a protein alone may not be sufficient. For
example, intrinsically disordered proteins (IDPs) are typically
less affected in their diffusion than globular proteins of the
same hydrodynamic radius.140 This can be understood by
considering that a polymeric tracer (such as IDPs) can still
move in a reptation-like fashion through crowded media in
which globular tracers are already trapped. Moreover,
biochemical interactions between crowders and proteins can
update all of the above, adding yet another layer of complexity.
Changes in protein diffusion naturally influence the protein

activity by modifying collision and association rates,133 and
crowding-induced anomalous diffusion can even cause
significant changes in pattern formation.192 Besides these
transport aspects, crowding also affects the local dynamics of
macromolecules. Crowding has been reported to alter the
equilibrium between the open and closed conformations of
DNA hairpin structures193 and several proteins,194 pushing the
systems toward more compact closed states.
The dynamics of IDPs was also shown to be greatly

influenced by crowding. NMR spectroscopy showed that both
backbone and site-chain dynamics are influenced site-
specifically,195 leading to increased friction coefficients.196

Again the effect on IDPs was shown to be crowder-specific,
although in general a compaction of the IDPs was observed
with crowding.108,141 The degree of compaction is also

Figure 4. Folding equilibrium of ubiquitin in dilute and crowded
solution. The native state of ubiquitin is stabilized relative to the
denatured state via an enthalpic mechanism.
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crowder-size dependent and could be quantitively explained by
modeling IDPs as polymers rather than as globular proteins.108

König and co-workers tested the effect of different cellular
environment on an IDP,140 showing that the eukaryotic Hela
and HEK cells have a much lower crowding content than
bacteria, resulting in very little effect on IDPs. Similarly, in-cell
NMR and EPR studies have shown that the IDP α-synuclein
remains highly dynamic and disordered in eukaryotic cell
models.197,198 Along the same lines, Popovic et al. demon-
strated that the in-cell NMR spectrum of the yeast protein
Yfh1 is invisible, with the only exception for the highly flexible
N-terminus.199

Altogether, this brief overview highlights that crowders are
not mere bystanders also from the dynamic point of view.
Rather, transport and structural dynamics are modulated in
nontrivial ways.
5.3. Crowding and Nucleic Acid Structure

Although much attention has been paid to proteins, it is worth
also considering the effects of crowding on nucleic acids since
this subject seems to be a topic of increasing interest. The
mechanisms by which crowding influences the structure and
stability of RNA and DNA resemble those acting on the
previously discussed protein systems, with excluded volume
effects by macromolecular crowding leading to entropic
stabilization.200−203 However, the two polynucleotides retain
their own peculiarities. Due to the complexity of the subject we
will refer the reader to a recent review by Singh and co-workers
for a discussion about double-stranded DNA.204 We will
instead briefly discuss RNA and single-stranded DNA whose
exquisite flexibility proposes specificities that are not observed
in globular proteins.
In duplexes and hairpins, interactions may play a particularly

important role given that the uniform negative charge of the
RNA backbone at the exterior and their hydrophobic interior
make RNA particularly susceptible to interactions with a
variety of polar and nonpolar molecules. However, the effect is
not uniform. In an in vitro UV study,205 it was shown for
instance, that high molecular weight PEGs (PEG 4000/8000)
have stabilizing effects on the folding cooperativity of a tRNA
under physiologically concentrations of Mg2+ (0.5−2 mM)
and K+ (140 mM) and in the presence of ∼20% PEG or
dextran, whereas the much smaller PEG 200 does not have
appreciable effects. On the contrary, low-molecular-weight
cosolutes had varying effects on tRNA folding cooperativity,
increasing or decreasing it depending on the cosolute.
Other studies demonstrated that interactions with crowders

and other cytosolic components (including for example RNA-
binding proteins) lead to destabilization and decreases in water
activity upon crowding.206−208 In an elegant study of the
folding stability of a hairpin-structured RNA inside live
mammalian cells,204 the authors observed that the RNA
stability is comparable to that in dilute physiological buffer. On
the contrary, the addition in vitro of artificial crowding agents,
with the exception of high-molecular-weight PEG, led to
destabilization caused by soft interactions with the crowder.
The authors also showed that RNA stability is highly variable
within cell populations as well as within subcellular regions of
the cytosol and nucleus. They thus concluded that inside the
cell RNA is subject to (localized) stabilizing and destabilizing
effects which on average result to an only marginal effect as
compared to a diluted buffer.

The presence of crowders seems anyway to influence the
compactness of RNA. A small-angle X-ray scattering study was
reported on a 64 kDa bacterial group I ribozyme in the
presence of PEG-1000, a molecular crowder with an average
molecular weight of 1000 Da.201 It was shown that PEG favors
more compact RNA structures as observed through detecting
the transition from an unfolded to a more compact folded state
which occurs at lower MgCl2 concentrations. The radius of
gyration of the unfolded RNA decreased from 76 to 64 Å as
the PEG concentration was increased from 0 to 20 wt %/vol.
More recently, quite some work has been carried out to

investigate the effect of crowding on the conformation of the
G-quartets. These are guanine-rich DNA/RNA sequences that
can fold into four-stranded, noncanonical secondary structures
composed of stacks of guanines.209 Many studies, among
which we will cite only a few for lack of space, have
concentrated on telomeric G-quartets because these often
adopt a mixture of conformations in mutual equilibrium. All
authors found that the equilibrium is affected by the crowder
(in most cases PEG) concentration and the presence of K+ or
Na+. A study by Heddy and Phan considered, for instance,
telomeric G-quartets which can fold into parallel, antiparallel,
and (3 + 1) hybrid-1/-2 structures, under the control of the
cation present.210 It was found that the conformation of a
telomeric G-quartet in K+ solutions was significantly affected
by the presence of PEG 200, shifting the equilibrium between
species from a hybrid to a parallel structure. No changes were
found in the presence of Na+.211 Li et al. showed that the
structure of the human telomeric G-quartets varies with
increasing concentrations of PEG, leading to a structural
compaction and increased thermodynamic stability.212 A study
of the telomeric sequence dG4T4G4 from Trichoderma
aculeatus in the presence of 100 mM Na+ and PEG 300,
propanetriol, or positively charged butylenediamine, pentane-
diamine, and spermidine reported a conformational transition
in the G-quartet from an antiparallel structure to a parallel
one.213

In addition to shifting the equilibrium between G-quartet
conformations, crowding has also an overall stabilizing effect as
compared to dilute solution conditions, although the entity of
the effect is different for different G-quartets. The melting
temperature (Tm) of the human telomeric G-quartet in K+

dilute solutions is for instance 68.4 °C, whereas it increases to
>80 °C in the presence of 40% (w/v) PEG 200.211 A more
modest increase of the Tm from 54.1 to 58.7 °C was observed
for the antiparallel G-quartet formed by thrombin aptamer
sequences in 40% PEG 200 (w/v).166 A close correlation
between the G-quartet stability and the molecular weight of
the molecular crowder has been observed: for example, PEG
8000 stabilizes the M2 G-quartet (dTAGGGACG-
GGCGGGCAGGG) to a greater extent than ethylene glycols
at 20% (w/v). The effect is comparable for 20% (w/v)
ethylene glycols and 10% (w/v) PEG 8000.214 The selective
behavior of molecularly crowded environments was found to
depend on the number of G-tetrad layers. PEG 200 has been
reported to stabilize RNA G4s with three and four G-quartets
but not those with two G-quartets.215

Much more could be discussed on the effect of crowding on
nucleic acids, but we have limited our analysis to a few
paradigmatic examples that can give an idea on some
significant aspects of the topics.
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6. EFFECT OF CROWDING ON PHASE TRANSITIONS
In addition to having effects on the structure and stability of
molecules, crowding can strongly modulate phase transitions.
Two types of biologically important phase transitions occurring
in the cell are the liquid solid transition, that produces
molecular aggregates in a usually irreversible fashion, and
liquid−liquid phase separation, resulting in the reversible
formation of biomolecular condensates. We will discuss both
effects in the following sections.
6.1. Effect of Crowding on Aggregation and Amyloid
Formation

Cells have evolved to have highly controlled environments in
which proteins are stable, preventing misfolding/unfolding
processes. However, such a complex process may be prone to
errors, giving rise to partially unfolded or misfolded proteins
and possibly to aggregation phenomena. Independent evidence
shows that proteins may sacrifice contacts observed in their
native state, favoring intermolecular contacts with other
proteins. In this situation, the aggregated states may result
more thermodynamically favorable than the native state.
Excluded volume effects, for instance, favor self-assembly due
to the smaller excluded volume exerted by the fibrillar
structures as compared to the respective monomeric building
blocks. Aggregation can thus be considered a competing
pathway to normal folding.153,216,217

The influence of crowding on self-assembly and aggregation
has been extensively studied because of its pivotal role in
various diseases. Experiments in crowded environments have
highlighted that protein aggregation is critically different from
the same process under dilute conditions. Different independ-
ent mechanisms are at play (Figure 5), as we shall see.
The presence of crowding agents may dramatically alter the

aggregation pathway and the subtle balance between
concurring interactions, highlighting how crowding may drive
partitioning between multiple aggregation pathways, determin-
ing thermodynamically favorable conformation, helping the
system to eliminate the less favorable ones.218,219

A shift from different protein states, e.g., from monomeric to
oligomeric species, may be dramatic for the onset and the
evolution of protein association phenomena and particularly
relevant for proteins prone to aggregation. When excluded
volume effects dominate and the native state of a globular
protein is stabilized, one may expect that supramolecular
assembly is disfavored. This is not always the case, as molecular
crowding was shown to favor or accelerate globular protein
aggregation.93,220,221

Hatters et al.222 reported how molecular crowding promotes
amyloid aggregation for human apolipoprotein C−II, high-
lighting the effects of volume exclusion. Their results showed
that the aggregation pathway was not altered but fastened.
Intriguingly, as amyloid formation is a multistage process, it
was suggested that crowding may promote or inhibit fibril
formation depending on changes in the excluded volume
occurring during different stages of the process.223 This is
accelerated if proteins take up less excluded volumes once in
the aggregated state, resulting in an entropy driven lowering of
the energy barrier of fibrillar state compared to a crowder-free
environment. On the other hand, if the excluded volume
increases during the process the rate of aggregation decreases.
Moreover, specific crowding agents may give rise to non-

neglectable catalyzing surface-effects. During the formation of
insulin amyloid spherulites, the conformation of polysorbate

80 and its ability to form micelles was, for instance, found to
modify in a concentration dependent way not only the
aggregation process but also the size, the secondary structure
and the morphology of the final species.224 In 1999, Dobson
and co-workers showed that refolding of oxidized lysozyme
was not affected by crowding, whereas correct refolding of the
reduced protein was antagonized by aggregation at high
concentrations of crowding agents. These results showed how
crowding could affect protein refolding through competing
with proper disulfide formation.89

It remains difficult to disentangle the different contributions
that modulate cellular aggregation pathways considering also
further cellular processes such as chaperone interactions or
protein degradation. A study of the effects of chemical and
macromolecular chaperones on the aggregation of the islet
amyloid polypeptide (IAPP) showed ambiguous effects caused
by the intricate aggregation mechanism of the peptide and
significant enthalpic contributions.225 To reduce complexity,
reporter systems specifically sensitive to crowding effects were
sometimes used. The well-characterized molecule pseudoiso-
cyanine chloride (PIC) aggregates into fibrillar structures
leading to the formation of highly fluorescent J-aggre-
gates.226,227 The advantage of using PIC as a cellular sensor
is that it is cell-permeable and can be readily used to study cells
under different conditions even in multicellular model
organisms like the C. elegans. In vitro studies revealed that
aggregation is promoted by macromolecular crowding agents
such as the polysaccharide Ficoll 400 but not by its monomeric
building block sucrose.228 Under crowding conditions, PIC

Figure 5. Diagram summarizes the effects of molecular crowding on
protein stability and/or on protein ability to interact giving rise to
association phenomena leading to different supramolecular structures.
Protein aggregation is a complex, often hierarchical, multistep process
determined by the interconnection and modulation of multiple
mechanisms appearing in different time and length scales. The
presence of crowders may impact protein aggregation at different
levels involving a complex interplay of various effects, such as
excluded volume, changes in solution viscosity, modification of
dominant short- and long-range interactions and water ordering.
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aggregates at concentrations well below those needed in a
buffer solution.
Boersma et al.229 developed an intermolecular FRET

method with both the donor and acceptor fluorescent proteins
at the same reporter protein, in their study of mutant
Huntingtin exon1. The construct can be transfected and
shows a high FRET read-out upon self-assembly in the living
cell. However, as expected these sensors primarily show the
engagement of different cellular factors like molecular
chaperones on the aggregation state and the self-assembly
kinetics. The presence of crowders seems thus to impact
protein aggregation through much more than excluded volume
effects. It involves a complex interplay of various effects, such
as changes in solution viscosity and modification of dominant
short- and long-range interactions, that drive the process.
These effects can act differentially on the various stages of
aggregation, from the protein monomer to the intermediate
oligomers and the mature fibers.
Macromolecular crowding increases the effective protein

concentration and the solution viscosity, reducing the diffusion
rate.230 In a simplistic description, the balance between these
two parameters may either reduce or increase the aggregation
rates. Several studies have reported that macromolecular
crowding may induce the stabilization of compact protein
conformation, or promote the partial ordering of disordered
proteins and, as discussed below, may induce phase
transitions231,232 or promote nucleation events.218 Other
effects are local variation of pH and, in general, a reduction
of the protein−solvent interactions. Additionally, short- and
long-range interactions between proteins and crowding agents
should be considered, as they can either have stabilizing or
destabilizing effects.
Depending on the specific protein, the solution conditions

and the type of crowding agent,92,219,230,233−237 the supra-
molecular assembly can be favored111,238 or disfavored239−241

resulting in variations of the rate and the pathway of
aggregation (e.g., nucleation events or changes in protein
conformation, specific molecular interactions), and/or of the
nature of intermediate and final species.242

Different polymeric crowders are expected to have variable
effects on protein aggregation depending on their specific
physicochemical properties (e.g., charge, hydrophobicity, size).
It is likely that hydrophilic polymers like PEG, dextran and
Ficoll act mainly via excluded volume effect while other
polymers, proteins or their mix may have specific effects on
aggregation.240 These conclusions are supported by different
studies. The effect of the crowding agents was for instance
evaluated on β2m amyloid formation.243 In this study, the
authors demonstrated that fibril formation was not affected
significantly by PEG, whereas was inhibited in the presence of
a protein crowder (serum albumin) because of formation of
weak interactions between b2m and serum albumin, which
stabilize the folded state. Two effects were reported: an
increase of the lag phase of aggregation, probably due to
increased viscosity, and an increase of fibril amount, due to
excluded volume effects. This is interesting because it contrasts
with what was observed for other proteins, even if an extreme
increase in viscosity is known to decrease the aggregation
rates.111

Acceleration of amyloid formation of α-synuclein and in
particular a reduction of the lag phase was described in the
presence of high concentrations of both charged and neutral
polymers (proteins, polysaccharides and PEG).244 The effect

depends on the crowder concentration and the physicochem-
ical features of the protein leading to the hypothesis that
excluded volume effects are dominant in favoring association
together with decreased solubility of the protein. Other studies
reported that each individual step in the aggregation pathway
including secondary nucleation may be affected, or that the
aggregation may follow an alternative pathway.245−248

Results from Breydo et al. showed that in the presence of
hydrophilic crowders such as dextran, the formation of amyloid
fibrils can be both accelerated or inhibited, depending on the
nature of the protein under study.219 The authors used
different proteins with various degrees of intrinsic disorder and
in different oligomeric states. They found that fibril formation
is inhibited with proteins that are either already present as
stable oligomers or can easily form stable oligomers during
aggregation. Conversely, fibril formation of intrinsically
disordered proteins is accelerated. Between these two
extremes, proteins that have a defined secondary structure
and a stable three-dimensional monomeric structure experi-
ence an intermediate effect, leading to either mild acceleration
or inhibition of aggregation. The authors also suggested that
the flexibility of the molecular crowder may play a role in
leading to different aggregation pathways: flexible crowders
(e.g., dextran) were found to act primarily by excluded volume
effects, while more rigid crowders (e.g., hydroxypropyl
cellulose) were found to modify the aggregation mechanisms
via increased viscosity effect and nonspecific protein-crowder
interactions.
This discussion clarifies the difficulty to draw general

conclusions on the effects of crowding on protein aggregation
and amyloid formation but, at the same time, provides an
overview of the elements to keep in mind in trying to predict
the crowding effect.
6.2. Crowding and Aggregate Polymorphism

Aggregates can be amorphous or amyloids, the latter being
characterized by a common highly organized hydrogen-bonded
structure which confers high thermodynamic stability. Amyloid
aggregates can have different morphologies and sizes, from
elongated fibrils and dense microparticles (particulates) to
core−shell structures (spherulites), and exhibit a common
cross-β-sheet structure.249 They can be formed from a lateral
arrangement of protofilaments, which exhibit differences at
each structural level, i.e., in side chain packing, hydrogen bond
networks, as well as secondary and tertiary structure.
Polymorphism of amyloid aggregates has emerged as a key

property closely related to pathology. Thanks to recent
advances in cryoEM, it was shown for several systems that
the conformation adopted by proteins within the amyloid
assemblies is disease-specific. Most markedly is maybe the
protein tau, involved in a class of diseases called tauopathies
that includes Alzheimer’s disease. The amyloid aggregates of
tau can take very different structures in different tauopathies,
while their structural states seem to be homogeneous within
one disease.250 The rules dictating this structural diversity
remain elusive as it remains to date challenging to reproduce
disease-associated structures with recombinant tau iso-
forms.251−253 A similar polymorphism has been observed for
other disease-associated proteins such as Aβ,254−256 α-
synuclein,257,258 β2-microglobulin,259 amyloid A,260,261 Light
Chain amyloid,262,263 and IAPP.264−266

Polymorphisms originate from multiple coexisting aggrega-
tion pathways where early intermediates, typically misfolded
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proteins and/or abnormal IDP conformations, can lead to
different amyloid fold. The kinetic and thermodynamic
competition between these different pathways may determine
which pathways will predominate and will determine the final
folds. Although the thermodynamics (i.e., the stability of a
given structure) should be the main selection factor for
polymorphisms, a computational study by Pellarin and co-
workers showed that folds that are energetically less favorable
can nucleate faster and therefore become predominant.267

Similarly, electron paramagnetic resonance (EPR) demon-
strated that the fracture and growth rates determine the final
population of tau fibrils.268 In other words, the final population
can be kinetically selected.
The effect of crowding on amyloid polymorphism is

expected to be complex by acting on different processes
(Figure 5) although it has not been systematically studied.
Complex crowded media such as the human serum were for
instance shown to modulate IAPP polymorphism.266 A direct
mechanism of action of crowders can be to favor the growth of
a particular polymorph,245,269 favoring a specific amyloid
structure. It was also shown by Munishkina and co-workers
that crowding agents can stabilize specific intermediates and
therefore specific pathways.218

Crowders could also stimulate protein−protein interactions,
which in turn could favor particular assembly conformations.
For instance, Radovan and co-workers showed that inhibition
of hydrophobic interactions by high hydrostatic pressure
modulates the morphology of IAPP fibrils.265 Similarly,
crowding has a strong effect on protein hydration by
promoting protein partial dehydration, while protein hydration
was shown to be a major regulator of amyloid forma-
tion.167,270,271 It was indeed experimentally demonstrated
that crowders affect polymorphism through the perturbation
of protein solvation for α-synuclein272 and TDP-43.273

Finally, a few studies have been carried out on functional
amyloids, where polymorphism can be expected to be less
important as it does not result from a misfolding event but it is
part of the normal function of the protein.274 Nevertheless, the
work by Siri and co-workers showed that inducing crowding
with alginate, a natural exopolysaccharide, modulates the

morphology of fapC amyloids, a functional protein involved in
biofilm formation.275

Thus, the effect of crowding on the specific morphology of
the aggregates seems a promising direction to explore in the
future, as it could be directly related to a number of important
diseases and provide the key for understanding fundamental
cellular aspects.
6.3. Crowding, LLPS, and Biomolecular Condensates

Among the many fields where the importance of crowding was
recently underlined, one of the most recent and prominent one
is that where LLPS plays a central role. Crowding not only
affects protein stability and aggregation, but also weaker
protein−protein and protein-nucleic acid associations that can
result in LLPS and the formation of biomolecular condensates
(BMCs), also known as membraneless organelles. The
formation of these organelles is well distinct, in principle,
from protein aggregation, which involves a liquid−solid phase
transition. As opposed to aggregation that is usually
irreversible, LLPS is a reversible phenomenon.276−279 As a
result, it can give rise to the entropically driven formation of
intrinsically disordered fluids, thanks to the release of water
molecules and ions.
Cellular function heavily relies on compartmentalization,

where specific biochemical reactions and processes occur
within defined spaces. BMCs, such as P granules,280 stress
granules,281 and nucleoli,282 are critical players in this process,
facilitating spatial and temporal organization of biomolecules
without the need for membrane boundaries. BMCs exhibit
unique characteristics, including spherical shapes, selective
compartmentalization of biomolecules, and high mass-
exchange rates with the outer milieu.
At the same time, cellular environments are highly crowded,

and this can significantly impact BMC formation and structure.
Crowding can induce LLPS by strengthening intermolecular
interactions, in a similar way as in protein aggregation.
Crowders can thus influence the generation of denser BMCs
and can alter condensate composition. Moreover, connected to
the thermodynamic reversibility and rapid molecular exchange
dynamics of BMCs and at variance with protein aggregation,
crowders can alter the physicochemical properties of BMCs,

Figure 6. Schematic overview of the effects of molecular crowding (center, green spheres) on LLPS and biomolecular condensates formed by
partially disordered proteins (center, blue). Crowding generally promotes LLPS, which is quantified by a shift of the LLPS phase boundary, and the
addition of crowding agents can induce LLPS. Crowding agents may also change physicochemical properties of BMCs after formation, including
composition (via partitioning), density, viscosity and surface tension (wetting). The presence of crowders can influence the size distribution of
BMCs via altered nucleation and coalescence rates. Finally, crowders can induce or speed up aging of BMCs, which may result in kinetically
arrested gel-like states and aberrant phase transitions.
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including their interfacial energy, viscosity, and internal
organization, thereby affecting the dynamics of biomolecular
processes that take place inside condensates or that are
regulated by BMCs. Modulation of BMC interfacial energy and
viscosity influences the kinetics of the phase separation
process, including nucleation, growth and coarsening, size
and size distribution of BMCs. Therefore, it can be asserted
that the interplay between crowding and LLPS can ultimately
govern the formation and evolution of membraneless
organelles, adding a further layer of complexity (Figure 6).
The molecular driving forces underlying the formation,

properties and dynamics of BMCs are often investigated in
vitro using reconstituted components, or model systems that
mimic BMC properties. Among these are coacervates that are
small droplets formed by LLPS.283 Coacervates can be
prepared from a wide range of biomolecules, including
peptides, proteins, RNA, polysaccharides and small molecules,
and synthetic polymers.284 Over time, these coacervate
microdroplets undergo coalescence, ultimately resulting in
the formation of a dense bulk phase (the bulk coacervate).
The process of coacervation is described either as simple

(homotypic) or complex (heterotypic). Simple coacervation
occurs through the self-association of proteins upon changes to
the environmental conditions, such as changes in temperature
and pH,285,286 and is usually associated with hydrophobic
forces between solvent-exposed residues. Classical examples
are the phase separation of histidine-rich peptides inspired by
disordered squid beak proteins, HBPs,287 and arginine/
tyrosine-rich peptides inspired by mussel-foot proteins, MFPs
(vide inf ra).288,289 Complex coacervation arises from the
encounter between macromolecules possessing opposite
charges or other forms of complementary interactions, and is
favored by the presence of proteins with nucleic acid-binding
domains, low complexity domains,290−292 and RNA molecules
with protein binding sites.293 A well-known example of such
interactions occurs between positively charged proteins, like
histones, and negatively charged nucleic acids, which can give
rise to LLPS in vitro and in vivo, pointing to a role in chromatin
organization.294,295 Other notable examples involve biomacro-
molecules such as RNA with short cationic peptides or two
oppositely charged proteins.296,297

Different forms of coacervates play a role in different
biological processes, as for instance cellular compartmentaliza-
tion, cell replication, and vesicle formation, all promoted by
highly crowded environments. The most well-known mem-
braneless organelles are the nucleoli inside the nucleus,282

Cajal bodies, which are involved in the assembly of small
nuclear ribonucleoprotein and in ribosome biogenesis,298 stress
granules which are formed under stress conditions,281 and
RNA granules, which are involved in the transport and delivery
of crucial cellular components to far-away parts of
neurons.299,300 Besides their importance in biology and
owing to their extremely variable composition and topology,
coacervates also play a crucial role in man-created fields, such
as food industry,301 biophysics, biomaterials,302,303 and drug
delivery.304

6.4. Role of Crowding as Inducer and Promotor of LLPS

Access to an understanding of the physicochemical founda-
tions of LLPS is provided by the Flory−Huggins theory50−53

established in the forties of the last century (Section 2.5). The
impact of crowding on LLPS is a complex and not yet fully
understood combination of factors. One of the primary effects

of crowding on LLPS is its effect on the phase diagrams of
proteins and other phase-separating molecules, usually
resulting in crowding agents inducing or promoting LLPS
(Figure 6). Indeed, synthetic crowding agents, such as PEG,
Ficoll or dextran, are commonly added in studies of protein
LLPS. Andre ́ and Spruijt summarized the use of these
crowding agents in cell-free studies of LLPS.305 In the cases
where comparative studies without crowding were available,
the addition of crowding agents was found to induce or
promote phase separation, evidenced by a decrease in the
protein concentration required for phase separation or the
absence of droplets without crowding agents. Well-known
examples include tau, G3BP1, hnRNPA1, FUS, and NPM1/
RNA. Park et al. also found that crowding by PEG significantly
increases the volume of coacervate formed by polylysine and
hyaluronic acid, which was attributed to a dehydration of the
polymers by PEG that leads to a strengthening of their
interaction.306 However, in most cases, the effect of crowding
was not systematically investigated. Moreover, detailed
investigations into the mechanism and strength of the effect
of crowding on LLPS, and how the molecular characteristics of
the crowding agents (chemical structure, molecular weight) are
scarce. Both the chemical structure of the crowding agents, and
their size (with respect to the protein) have been shown to
influence the effect that crowding has on LLPS in specific
cases.307,308

The general picture emerging from studies of LLPS in vitro
and in vivo is that crowding tends to induce or promote phase
separation, both for simple and complex coacervates, and both
for disordered proteins and modular proteins with folded
domains. Three mechanisms have been proposed to underlie
the LLPS-promoting effect of crowding. From a colloid science
perspective, depletion interactions are known to become
stronger with increasing crowder concentration, and the
interaction range increases with increasing the relative size of
the crowder. Mapped onto phase separation of disordered
proteins, nonspecific interactions of “inert” crowding agents
could increase the attraction between proteins as a result of
enhanced depletion.309 Globular proteins, such as BSA and
HSA are known to undergo LLPS into coacervate droplets in
the presence of PEG.310,311 A compaction of several IDPs was
also observed in the presence of crowding agents, the effect
being dependent on crowder size and quantitatively coherent
with the theory of depletion interactions when considering the
IDPs and crowders as polymers.312,313 Whether depletion-
induced attraction alone is sufficient to induce phase
separation of IDPs remains to be seen: the increase in
attraction between disordered proteins caused by crowding
agents acting as depletants is expected to be less pronounced
than between globular proteins.
If we then adopt the perspective of polymer science,

segregative and associative interactions between different
polymers are known to result in LLPS.314 Well-known
examples include the segregation between PEG and dextran
in two coexisting liquid phases and the hydrogen bond-
mediated association between PEG and poly(acrylic acid) at
low pH, resulting in associative phase separation. Analogously,
polymeric crowding agents and disordered proteins and
nucleic acids may exhibit either segregative or associative
interactions that can lead to phase separation. However,
quantification of these intermolecular interactions requires
carefully planned experiments, while qualitative indicators such
as the appearance of the phase diagram may be misleading. As
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an example, the phase diagram of the protein FUS and PEG
qualitatively resembles the phase diagrams of polymers that are
known to undergo segregative phase separation.315,316 In this
case, a depletion of the crowding agent from the coacervates or
condensates is expected. However, tie line analysis revealed
that FUS exhibits an attractive interaction with PEG and PEG
is strongly concentrated in the condensates.317 In another
study by Lemetti et al., the Gln/Ala-rich disordered silk-like
triblock protein CBM-eADF3-CBM was found to undergo
LLPS more easily in the presence of dextran.318 The
experimental phase diagram also in this case resembled
segregative phase separation, and indeed dextran was found
to be excluded from the coacervates. Ficoll was found to
induce phase separation of equimolar SH35-PRM5 mixtures in
a segregative manner, according to the phase diagram, and was
again excluded from the condensates.319 PEG was found to be
excluded from coacervates of spermine/polyU studied by
Marianelli et al.,307 and from coacervates of tau/polyA studied
by Hochmair et al.320

On the other hand, the phase diagram of G3BP1, a key
component of stress granules, and polyA RNA resembles
diagrams of associative phase separation. For this case, an
enhanced concentration of the crowding agents in the
coacervates is expected, an effect that has indeed been
observed for dextran in coacervates formed by the RGG
domain of LAF-1.308

Several recent studies have further investigated the effect of
crowding on LLPS in more details, pointing out that the
addition of neutral crowders can significantly influence the
occurrence of phase separation, the size and size distribution of
liquid droplets, as well as the kinetic path of phase separation.
Bai et al.321 investigated the influence of macromolecular
crowding on LLPS of oppositely charged polyelectrolytes with
an arginine-rich block and a single-stranded oligonucleotide,
and found that the presence of crowders enhanced the
nucleation and growth, via excluded volume effects. However,
crowding also suppressed Brownian-motion-based coalescence,
effectively trapping the coacervate droplets in the crowder
network. As a consequence, the size of the coacervate droplets
decreased linearly with increasing crowder concentration, the
effect being stronger for PEG than for polyacrylamide.
Interestingly, the authors also found that PEG was localized
inside the coacervates, resulting in changes in the stability and
dynamics of the formed droplets, as we will discuss in more
detail in the following section.
Andre ́ et al. recently investigated the influence of PEG as a

macromolecular crowder on the phase separation behavior of
NPM1 and rRNA.322 NPM1 can bind to RNA with relatively
weak multivalent interactions, driving LLPS. The authors
determined part of the phase diagram and found that the
binodal was shifted in the presence of PEG, with the effect
being stronger for NPM1. NPM1 could phase separate also in
the absence of RNA but in the presence of PEG, whereas did
not phase separate in the absence of RNA and PEG.
Experiments with labeled PEG revealed that, in this case, the
crowding agent is concentrated in the condensates, suggesting
that an associative interaction between PEG and NPM1
underlies the crowding-induced and crowding-promoted phase
separation.
Delarue et al. showed that ribosomes can act as crowding

agents that enhance phase separation of a homodecamer repeat
of SUMO and a homohexamer SUMO interaction motif
(SIM) both in vitro and in vivo.323 They looked at the

probability of finding SUMO:SIM condensates in cells with
different ribosome concentrations, treated with rapamycin in
yeast deletion strains that had previously been determined to
affect crowding, and found a strong correlation between
ribosome concentration and probability of finding phase
separated SUMO:SIM inclusions. The authors found that in
vitro the local concentration of SUMO and SIM in phase
separated droplets was 50% higher when adding ribosomes as
crowders, purified from E. coli to a level that resembles the in
vivo conditions, indicating that crowding also influences the
composition and, probably density and viscosity of the
condensates (vide inf ra).
To better quantify the influence of crowding on LLPS of

proteins, measurement of the phase diagram is invaluable.
However, practical factors, including the availability of purified
proteins, often pose limitations to the mapping of protein
phase diagrams with high resolution. To circumvent the
problem, Arter et al. recently presented a combinatorial
microdroplet platform to measure the phase diagrams of
disordered proteins, among others.316 The authors showed
that their platform allows determination of how small
molecules and crowding agents modulate the phase diagram
by calculating a differential phase diagram in the absence and
presence of the additives. This method holds great promise for
studies of crowding on protein LLPS.
6.5. Crowding and Biomolecular Condensate Physical
Properties

Crowding does not only promote LLPS, but it can also alter
the composition and fundamental physicochemical properties
of condensates, in contrast to the case of protein aggregation
(Figure 6). Several recent studies have shown effects of
crowding on coacervate or condensate composition, viscosity,
surface tension, and droplet size.
The above cited Andre ́ et al., for instance, found that

addition of PEG changes the composition of NPM1/rRNA
condensates: while the local concentration of NPM1 increased
3-fold upon addition of 2% PEG, the local concentration of
RNA remained practically unchanged.322 At the same time,
PEG was concentrated inside the condensates, indicating that
not only the composition of the condensate had changed with
crowding, but also the density. Further studies using
fluorescence recovery after photobleaching (FRAP) revealed
that both the dynamics of recovery of NPM1 and RNA was
slowed down by crowding. At low crowder concentration both
NPM1 and RNA displayed partial recovery, suggesting that the
effective viscosity of the condensates had increased because of
an increase in attraction between the components. However, at
higher crowder concentration, no recovery was observed,
indicating that the condensates had lost their fluid nature and
became gel-like. Ferrolino and co-workers also found that the
mobility of NPM1 of homotypic droplets decreased rapidly
with crowding.324 Experimental observations by Hochmair et
al. on tau/polyA coacervates also indicated that crowding-
induced coacervates have a higher density than coacervates
formed under noncrowded conditions.320 They found that
binary tau:polyA coacervates and binary, noncrowded
coacervates of tau with other polyanions (heparin, tRNA,
polyU), could not be pelleted by centrifugation, while PEG-
induced tau/polyA coacervates could be pelleted under the
same conditions, suggesting that noncrowded coacervates have
a similar density to the surrounding aqueous solution, and a
lower density than PEG-induced coacervates. In contrast,
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Lemetti et al. found that crowding by dextran did not increase
the effective viscosity (and, by extension, density) of silk-like
protein coacervates, as the fluorescence recovery after
photobleaching occurred on the same time scale in the
absence and presence of dextran.318

Jo and co-workers recently studied the recruitment of
various client proteins (IDPs with different sequence
composition) into condensates formed by either LAF or
FUS-derived IDPs.325 They found that increasing crowder
concentration increased the partitioning of almost all client
IDPs. The effect was observed for all crowders tested (PEG,
BSA, dextran), but it was significantly more pronounced for
PEG than for any of the other crowders. Some partition
coefficients increased nearly an order of magnitude upon
increasing crowder concentration from 5 to 15%. The presence
of tyrosine and arginine residues in the client proteins
contributed strongly to the recruitment of the clients.
Interestingly, PEG was also the only crowder that itself was
found to be concentrated in the condensates.
Bai and co-workers investigated how the presence of

crowders in the solvent or their participation in phase
separation varies the interfacial energy of the droplet.326 In
the case of multiphase coacervates, changes in the interfacial
energy could tune the morphology, generating attractive
hierarchical structures. To test this hypothesis, the authors
studied the coacervation of poly(L-lysine) (PLL), quaternized
dextran (Q-dextran), and ss-oligo in crowded media provided
by PEO or dextran. The authors prepared solutions of PLL/Q-
dextran and ss-oligo separately, which were later mixed to form
biphasic coacervates. Without crowders, PLL, Q-dextran, and
ss-oligo spontaneously formed biphasic coacervate droplets
with specific arrangements of internal and external phases.
However, the introduction of PEO at varying concentrations
led to intriguing transformations. At lower PEO concen-
trations, droplets connected and eventually formed a giant
PLL/ss-oligo core surrounded by Q-dextran/ss-oligo droplets.
As PEO concentration increased, the droplets evolved into
complex structures, including branched and networked
patterns. Interestingly, dextran exhibited distinct effects from
PEO. Droplets maintained their original shape and structure in
dextran solutions, even at high concentrations. This behavior
could be attributed to the compatibility of dextran with the
components of the coacervate. The addition of PEO to
dextran-containing solutions resulted in rapid merging of
particles, forming large droplets.
Shillcock and co-workers investigated the influence of

crowding on condensates modeled on the IDP FUS using
dissipative particle dynamics simulations.327 Their computing
framework allowed dozens of simultaneous simulations
spanning the protein/crowder concentration space to search
the high-dimensional parameter space and rapidly locate
regions of interest to make experimentally relevant predictions.
Their results confirmed that crowding can enhance phase
separation, with the steric repulsion by the crowding agent
driving a system across the phase boundary. However, the
resulting condensates were insensitive to the crowder
concentration: similar composition and density were found
for crowded and noncrowded condensates, suggesting that also
the viscosity remains the same. It is not clear if the results
would be different for crowders that do exhibit specific
interactions with the phase separating proteins apart from
steric repulsion, such as PEG.

Crowding can also impact another biologically important
property of condensates or coacervates: their size (Figure 6).
Thermodynamics predicts that the formations resulting from
the nucleation of small coacervates will coarsen through
coalescence and ripening of the droplets to ultimately form a
single bulky coacervate. However, cells typically contain a
distribution of separate condensates of a seemingly well-
defined size. The fact that certain cellular condensates seem to
resist coarsening and remain stable at a given size has been
attributed by some to an active formation process.328 However,
it has recently been shown that metastability can also arise
from an interplay between two dynamic processes: diffusion-
limited encounter between proteins and the exhaustion of
available valences in smaller clusters,329 or between nucleation
and coalescence.330

Crowding can alter all these processes: coarsening of
coacervates is driven by a decrease in interfacial energy, and
requires diffusion and collision between coacervate droplets. As
discussed above, crowding has been shown to alter the
interfacial energy of coacervates, with increased crowding
decreasing the interfacial tension of typical condensates, an
effect that is in agreement with other reports on multiphase
coacervates.331 In addition, a crowded environment also
decreases the collision frequency between colloidal particles,
including emulsion droplets, undergoing Brownian motion, as
observed by Bai et al.321 Both effects will suppress the
coarsening of coacervates, possibly down to levels where
micron-sized condensates appear to be metastable. Con-
sequently, the crowded state of the cell may constitute an
additional mechanism through which condensate size is
regulated.
Vweza et al. used computational modeling to investigate the

effect of crowding by ribosomes on condensate coarsening.332

They extended the conventional Cahn−Hilliard model with
experimentally derived macromolecular crowding dynamics
and state-dependent reaction kinetics and showed that
crowding results in smaller droplets that were coarsened at a
late stage of the evolution of the field, while further increasing
the crowder concentration resulted in labyrinthine patterns
that did not relax to round droplets, reminiscent of arrested
gel-like phases. Such arrested gel-like phases at high crowding
have previously been found in coacervates, as discussed above,
although the gel-like coacervates always appeared as spherical
droplets.
Experimental observations of the influence of crowding on

the size of coacervates are scarce. Moreover, these results may
be convoluted with an effect of crowding on the lowering of
the critical protein concentration required for phase separation.
For example, Fang et al. found that FCA, a floral repressor
protein, forms only very small condensates in the absence of
the crowding agent PEG, whereas the addition of PEG resulted
in a significant increase in condensate size and number.333

Similarly, in the above-mentioned studies, Andre ́ et al. found
that condensates formed by NPM1-rRNA were small in the
absence of PEG, and significantly larger when PEG was added.
In both cases, the effect was attributed to a promotion of LLPS
by PEG.
These findings have broad implications for our under-

standing of the formation of membraneless organelles and
behavior within crowded cellular environments. Different
groups have highlighted how the dynamic interaction between
macromolecular crowders and coacervate components can
dictate the structure and function of membraneless organelles.
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The cellular interior comprises diverse molecules, each with
potential affinities for specific phases or subphases of the
organelles. Therefore, the crowded environment may act as a
regulatory mechanism, responding to external changes and
influencing the cellular organization and functionality.
6.6. Crowding and the Links between LLPS and
Aggregation

Notably, aberrant phase separation can lead to protein
aggregation and the formation of pathological aggregates,
implicated in neurodegenerative diseases such as Alzheimer’s,
Parkinson’s, and amyotrophic lateral sclerosis (ALS). The
crowded cellular environment and its influence on phase
separation dynamics may contribute to the aggregation
propensity of disease-associated proteins. Therefore, inves-
tigating the interplay between macromolecular crowding,
LLPS, and protein aggregation can provide insights into the
molecular mechanisms underlying neurodegeneration and
potentially lead to therapeutic strategies. In this context,
Hochmair et al. investigated how tau protein condensates
contribute to disease-associated cellular tau accumulations.320

Tau is an intrinsically disordered protein which plays a crucial
role as a neuronal microtubule binding protein, contributing to
the stability of axons in the central nervous system.
Interestingly, tau exhibits diverse assembly forms, each with
unique biophysical and biochemical properties that dictate its
cellular functions. Monomers and dimers are considered to
resemble the soluble “native” tau form in the cytosol. Tau
oligomers are implicated in neurotoxicity and have been
associated with the seeding of aggregation and spread of tau
pathology between neurons. β-structured tau aggregates are
the stable end products of aggregation, accumulating in long-
lasting neuronal inclusions. Additionally, liquid-like conden-
sates of tau, formed through LLPS, have emerged as essential
for various tau functions, including microtubule binding,
polymerization, and formation of seeding-competent tau
oligomers. In vitro studies have identified two modes of tau
condensation: crowding-induced LLPS,334,335 and complex
coacervation.336−338 Crowding agents like PEG or dextran
induce tau demixing into liquid-dense condensates. These
condensates are proposed to harbor pathological seeding
potential and can convert into oligomeric tau species similar to
in vitro aggregates. On the other hand, complex coacervation
occurs when tau co-condensates with polyanionic RNA,
forming liquid-like droplets through electrostatic interactions.
To understand how different types of biomolecular tau

condensates contribute to tau biology and disease-associated
cellular tau accumulations, Hochmair and co-workers con-
ducted a comprehensive study to characterize tau condensa-
tion under physiologically relevant conditions in vitro and its
functional roles in the context of microtubule binding,
polymerization, and pathological aggregation.320 Results
revealed that molecular crowding plays a critical role in
enabling the condensation of tau and phospho-tau. Specifically,
the authors found that at physiological cytoplasmic ion
concentrations, molecular crowding is essential to facilitate
the condensation of both tau and phospho-tau. In the absence
of crowding, tau phosphorylated at specific sites is unable to
coacervate with RNA. This finding underscores the importance
of considering the interplay between molecular crowding, post-
translational modifications, and other biomolecules in driving
the formation of liquid-like dense tau phases. Regarding the
pathophysiological potential of tau condensates, the study

deviates from the typical progression of biomolecular
condensates into aggregates. Unlike other proteins,311 tau
condensates do not necessarily percolate into aggregates and
instead, remain in a condensed phase.
Also in other systems, condensates do not always transform

into percolated fibrillar networks upon aging, but the
condensate state does change upon aging. This change in
material state can be influenced by crowding. Kaur and co-
workers studied the solidification of FUS in the presence of
crowding by PEG.315 FUS and FUS mutants have previously
been found to transform into fibrillar structures upon aging in
vitro.339 However, in the presence of PEG, FUS condensates
do not change their spherical morphology upon aging, but they
lose the ability to fuse or recover from photobleaching.315 Full-
length FUS transits from a viscous fluid state to a viscoelastic
gel-like state gradually in a crowding-dependent manner. This
gradual effect was also observed for the FUS RGG domain, but
not for the FUS prion-like domain (FUS-PrLD). FUS-PrLD
switched more abruptly to an arrested gel-like state at 15%
PEG. This effect was independent of the molecular weight of
PEG and dextran and was attributed to the general increase in
intermolecular interactions caused by volume exclusion.
These examples demonstrate that phase transitions in the

cell can be both functional and adverse and must be carefully
controlled for correct cellular functioning. Crowding may affect
these phase transitions at many different levels, and can
ultimately govern phase separation and aggregation, adding a
further layer of complexity. Studying the effects of crowding on
aggregation and LLPS not only brings new insights into
crowding itself, but it also deepens our understanding of the
properties and dynamics of aggregates and biomolecular
condensates.

7. A CASE STUDY FROM NATURE: EXPLORING THE
IMPACT OF MOLECULAR CROWDING ON MUSSEL
FOOT PROTEINS

In the following sections, we will discuss a specific example
where an interplay between LLPS, aggregation and crowding
takes place. The choice of the system is arbitrary, but well
exemplifies the different aspects discussed in this chapter and
how, despite the large plethora of studies on crowding, much
still needs to be tackled. The system is also a bit exotic and
very interesting, as it involves a marine organism well-known to
all of us: mussels. Much could be studied to elucidate the effect
of crowding on mussel-inspiered bioadhesives, which have
captured interest for their potential applications in various
biomedical fields, including regenerative medicine, tissue
engineering, surgery, and implantation of medical devices.
7.1. How Mussels Attach to Wet Surfaces

Mussels have evolved a remarkable adaptation to survive in the
dynamic and challenging coastal environment they inhabit.
Central to their survival is their exceptional ability to firmly
attach to various wet surfaces using specialized proteins,
commonly referred to as Mussel Foot Proteins (MFPs).340,341

MFPs play a crucial role in the formation of the mussel byssal
plaque, a porous and fibrous adhesive structure that enables
mussels to anchor securely, resist the relentless forces of waves
and currents, and maintain their position on diverse substrates
such as rocks, ship hulls, or other organisms.340,342−347 Several
MFPs have been identified in the different mussel gena. In the
Asian green mussel Perna viridis for instance there are three
(Pvfp-3α, -5β, and -6), which are secreted with a well-defined
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temporal succession.342 To adhere on the desired surface, the
mussel first employs its foot to create a specialized and isolated
reaction chamber (cavitation) with specific conditions which
differ from those of the surrounding seawater environment,
including low pH, low ionic strength, and highly reducing
poise (Figure 7). These unique conditions facilitate a
controlled process that involves LLPS, surface adsorption,
spreading, formation of microstructures, and ultimately,

solidification of the adhesive proteins into the byssus. The
orchestrated sequence of these events allows precise deposition
and formation of a durable adhesive material (Figure 7).
MFPs have captured scientists’ interest for decades, because

of their exceptional adhesive strength, that surpasses many
synthetic adhesives, and the impressive resistance to harsh
environmental conditions, including high-salt seawater, fluctu-
ating temperatures, and mechanical stress.340,348 MFPs are also
biocompatible, making them attractive for their potential
applications in various biomedical fields, including regenerative
medicine, tissue engineering, surgery, and implantation of
medical devices.349−357

The adhesive properties of MFPs can be attributed to their
unique sequence composition and structure. The presence of
specific amino acids and post-translational modifications
enhances their durability, enabling mussels to maintain their
attachments for extended periods. A crucial role in the
adhesive process is played by the catecholic amino acid 3,4-
dihydroxyphenylalanine (DOPA), derived from post-transla-
tional modification of tyrosine. DOPA residues, of which
MFPs are rich, facilitate strong and versatile interactions with
various molecules, including metal oxides, minerals, and
organic polymers.358−363 The presence of other amino acids,
such as lysines and arginines, has been recently recognized as
another main contribution to the overall adhesive performance
of MFPs.341,363−367 DOPA and positively charged residues
(i.e., Lys and Arg) exhibit considerable spatial correlation in
MFPs, promoted by cation-π and hydrophobic interactions.
DOPA can reduce the stability of the hydration layer on the
surface, eliminate the hindrance caused by ions, and
consequently facilitate the binding of basic residues to the
negatively charged marine surface by electrostatic interactions,
which contribute substantially to the binding stability of
MFPs.363,365,366 Tyrosine residues can also form interactions
with positively charged basic residues suggesting that the post-
translational modification of Tyr to DOPA is not necessarily
needed to explain the adhesive properties.350,366,368

Notably, MFPs possess a unique hierarchical structure that
further enhances their adhesive properties: most MFPs consist
of repeats of β-rich domains.342,350,369−371 Although the
experimental three-dimensional structure is available only for
Pvfp-5β from the Asian green mussel Perna viridis (PDB ID
7QAB),371 computational predictions have suggested that
MFP domains are interconnected by flexible linkers, allowing
the proteins to undergo conformational changes and adapt to
different surface topographies. Hierarchical assembly of MFPs
involves first the formation of condensates that suddenly
evolve in nanoscale structures, such as amyloid-like
fibers,371−374 which contribute to the bulk adhesive properties
of the byssus.
To fully harness the potential of MFPs and optimize their

use in various applications, it is crucial to understand the
influence of environmental factors on these proteins, including
the effect of molecular crowding which has been so far
overlooked. LLPS and coacervation of MFPs have gained great
interest,362,371,372,374−376 whereas, to our knowledge, there is
only one specific study that mentions the effect of self-
crowding on MFPs.377 This is particularly peculiar since the
copresence of the different MFPs must naturally induce
crowding during the process that leads to the formation of the
adhesive byssal plaque. Moreover, as well described in the
previous section, crowders can tune condensates kinetics,
composition, density, viscosity, size, and surface tension. In the

Figure 7. Mussel byssal plaque’s formation and deposition. On the
left, from the top to the bottom: Mussel generates several byssal
threads ending with plaques firmly attached to the surface. Below
follows schematic anatomic representation of byssal threads, from the
stem where the threads’ elongation starts, to the core formed inside
the elongated thread, protected by a cuticle and the adhesive plaque.
On the right, from the top to the bottom: schematic representation of
the different steps for the plaque formation and deposition. Mussel
foot anchors on the surface and creates a cavitation, known also as
distal depression, which allows to maintain different chemical
conditions than those of the outer environment. Under acidic pH,
low ionic strength and controlled redox conditions, the mussel foot
proteins responsible of the adhesion process (Pvfp-5β, Pvfp3α, and
Pvfp-6) are secreted and undergo coacervation to enhance spreading
and wettability on the surface. Finally, immediately after the foot is
released the plaque undergoes solidification in contact with seawater
and firmly remains anchored to the surface.
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finding of new mussel-inspired biomaterials, it is therefore
crucial to know how it is possible to tune the adhesive
proprieties of the system by the use of molecular crowders.
7.2. LLPS in MFPs’ Adhesion

While the effect of molecular crowding on the MFP properties
has been severely overlooked, several investigations have
provided valuable insights on the LLPS process in MFPs
adhesion.362,371,372,374,376,378 These studies have stressed, albeit
indirectly, the importance of crowding on the MFP
functions.144,379−384 Upon acidification of the distal depression
(the reaction chamber created by the mussel foot), MFPs are
swiftly secreted, and a series of events unfold involving both
their adsorption onto surfaces as solutes and their
condensation through LLPS.385 Notably, coacervation of
mussel adhesive proteins is described by the involvement of
single components rather than paired oppositely charged
molecules, and is not necessarily charge neutral, with H-
bonding, cation−π and π−π interactions being responsible for
LLPS (cohesive interactions).362,371,373,385,386 The condensa-
tion process of MFPs is carefully regulated by the transition
from acidic to basic pH conditions and the change of ionic
strength.
Coacervation is extremely important for MFPs’ underwater

adhesion. Indeed, coacervates are denser than water and so can
directly adhere to a surface without being diluted by diffusion.
They also possess low interfacial energies, enabling them to
spread over wet surfaces and protect against unfavorable
chemical processes such as DOPA oxidation.375,387 DOPA
contributes to byssal plaque adhesion, but only if protected
from oxidation at the interface with the marine surface. This
condition is met since, although DOPA oxidation to DOPA-
quinone is thermodynamically favorable in seawater, DOPA-
quinone is almost absent in the byssal plaques and the
interfaces between plaques and substrate remain reduced for
months.388 This is possible thanks to coacervation that serves
as a natural mechanism to safeguard against oxidation.389,390

Through coacervation, oxidation-prone groups can be
sequestered within fluid-filled inclusions situated in the porous
structure of the byssal plaque. This strategic arrangement
effectively shields the groups and allows them to participate in
redox reactions that would instead be impaired by oxidation.375

Although significant knowledge exists regarding the
chemistry behind plaque adhesion, a considerable gap remains
in our understanding of the process by which plaques are
formed. A recent investigation by Renner-Rao et al.374 utilized
advanced 3D electron microscopic imaging techniques to delve
into the structure and formation of mussel byssal plaques.
Intriguingly, their findings shed light on the spontaneous
development of micro- and nanopores during the secretion of
vesicles filled with proteins. Within each vesicle, a sulfate-
associated fluid condensate containing proteins enriched with
DOPA was observed. Notably, when these vesicles were
broken under specific buffering conditions, a controlled
multiphase LLPS occurred which involved the separation of
different proteins. This led to the formation of a continuous
phase coexisting with droplets. Cross-linking of the continuous
phase by pH modification resulted in the generation of solid
porous structures, referred to as microplaques, with the droplet
proteins remained as fluid condensates confined within the
pores. These findings offer intriguing insights, suggesting that
the combination of phase separation and the ability to
modulate cross-linking could serve as an effective strategy for

fabricating hierarchically porous materials via self-assembly.
Interestingly, it was demonstrated that the granular sub-
structures responsible for the formation of the mussel cuticle
(a specialized outer layer or coating found byssus, Figure 7) are
also prearranged within condensed liquid phase secretory
vesicles. These vesicles exhibit phase separation, and during
secretion their components fuse together, forming the
substructure of the cuticle.372

In conclusion, LLPS is a remarkable aspect of the dynamic
nature of MFPs. Liquid condensates can undergo fusion,
fission, and coalescence, allowing rapid remodeling and
adaptation of the adhesive material. Consequently, the
reversible nature of phase separation allows dissipation of
mechanical stress and formation of adhesive contacts, making
the adhesive material resilient and adaptable to different
conditions. However, despite the progress made in under-
standing LLPS in MFPs, several questions and challenges
remain open, including the specific role of molecular crowding.
7.3. How Crowding Could Affect the MFPs’ Behavior

Molecular crowding can modulate the folding, stability, and
overall conformational landscape of MFPs, leading to
significant changes in their adhesive properties. More
importantly, crowding can affect LLPS processes involving
MFPs by altering the condensate composition, size, density,
viscosity, and surface tension (see section 6.5).
In crowded environments, the increased concentration of

macromolecules can lead to excluded volume effects, which
restrict the conformational space available for protein self-
interaction and coacervates formation. Conversely, crowding
can also increase the propensity for non-native interactions and
aggregation, potentially destabilizing the folded state of MFPs
and leading changes in the condensate features. On the other
hand, crowding can influence the stability of MFPs by
modulating their interactions with surrounding mole-
cules.133,141−147,391 This can result either in an increased
protein stability or in protein destabilization and loss of
functionality.
Crowding could also modulate the conformational dynamics

of MFPs by affecting their internal motions and flexibil-
ity.137−141 An excess of crowders can restrict the movement of
MFPs, reducing their conformational entropy and promoting
more ordered conformations. This restriction in conforma-
tional space can have implications for the adhesive function of
MFPs, as it can impact their ability to undergo structural
rearrangements required for effective adhesion.
MFPs aggregation can also be significantly impacted by

crowding, and this in turn would influence both the formation
of the byssal treads and plaques and their adhesive properties.
Indeed, crowding can promote or suppress protein aggrega-
tion, depending on various factors such as protein concen-
tration, crowding agent properties, and environmental
conditions (see section 6.1).69,163,392,393 Modulation of
crowding-induced aggregation of MFPs can lead either to
the formation of larger supramolecular assemblies or to
prevention of aggregation by stabilizing the soluble state of
the proteins through excluded volume effects and intermo-
lecular interactions. Consequently, controlled aggregation of
MFPs can be harnessed to develop materials with tunable
adhesive strength and toughness.
The copresence of several MFPs together in the confined

space of the distal depression can also promote the formation
of additional intermolecular contacts between MFPs and
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surfaces, and/or of intermolecular cross-links and supra-
molecular assemblies. These additional interactions can
enhance adhesion by providing stronger binding forces and
increasing the contact area at the interface. Moreover, the
formation of higher-order structures, such as oligomers or
aggregates, can provide additional mechanical stability and
toughness to the adhesive interface. On the other hand,
crowding can also lead to increased steric hindrance and
competition for binding sites, potentially affecting the
accessibility of key adhesive motifs in MFPs.
Interestingly, a recent study by Lu et al. has shown that

coacervate-membrane interactions are mainly governed by the
coacervate surface properties, resulting in different wetting
morphologies.394 Similarly, tau condensates nucleating prefer-
entially on microtubule filaments in vivo can be explained by a
wetting transition.395 Crowding can alter the interfacial tension
of coacervates, and thereby also their interaction with other
biomolecular structures such as cell membranes and filaments.
These results are particularly important for the application of
mussel-inspired bioadhesives in regenerative medicine, where
tissues healing and function restoration relies on cell−cell
adhesion. However, this aspect of crowding has not been
investigated in detail. Some experimental observations suggest
that crowding indeed influences coacervate interaction with
surfaces. tau:polyA coacervates were found to wet negatively
charged surfaces (glass) more readily in the presence of PEG
as a crowding agent,320 suggesting that crowding could also
lead to better wetting and bundling of tau:RNA-based
condensates on negatively charged microtubules. It would be
interesting at this point to investigate the potential of crowding
agents to tune the interaction of MFPs condensates with
cellular membranes and, more in general, with other surfaces.

8. CONCLUSIONS
In summary, we have discussed here how the concept of
molecular crowding has evolved from its first conception and
how the structure and dynamics of biomolecules in cell-
mimicking environments have increasingly gained the attention
of researchers. It is clear that we have come a long way from
the first studies based on polymer physics to reach a much
more realistic model of the cellular environment. We have
discussed the value of various environment conditions and
evaluated the use of different crowders. This review may
hopefully offer a comprehensive, even though certainly
incomplete, description of the effects of crowding on different
cellular processes such as protein structure, aggregation, and
phase transitions. We hope that our work might serve as a
valuable guideline for the future design of new approaches to
the study of molecular crowding. Finally, we have discussed at
some length the specific example of MFPs. The choice was
dictated by two intertwined considerations. The first was to
present a case in which the potential influence of crowding is
clear. At the same time, the potentialities of this system as a
biomaterial impose that we understand well how the addition
of crowders may modulate its properties. Investigating the
impact of crowding on the adhesive strength of these proteins
will however require sophisticated experimental approaches
that can accurately replicate the crowded conditions found in
natural mussel habitats. Careful selection of appropriate
crowding agents and their concentrations will be crucial for
mimicking the natural crowded environment in experimental
setups.
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Bestimmung Der Moleküldimensionen”. Ann. Phys. 1911, 339, 591−
592.
(176) Brady, J. F. Model Hard-Sphere Dispersions: Statistical
Mechanical Theory, Simulations, and Experiments. Curr. Opin. Colloid
Interface Sci. 1996, 4, 472−480.
(177) Dix, J. A.; Verkman, A. S. Crowding Effects on Diffusion in
Solutions and Cells. Annu. Rev. Biophys. 2008, 37, 247−263.
(178) Weiss, M.; Elsner, M.; Kartberg, F.; Nilsson, T. Anomalous
Subdiffusion Is a Measure for Cytoplasmic Crowding in Living Cells.
Biophys. J. 2004, 87, 3518−3524.
(179) Weber, S. C.; Spakowitz, A. J.; Theriot, J. A. Bacterial
Chromosomal Loci Move Subdiffusively through a Viscoelastic
Cytoplasm. Phys. Rev. Lett. 2010, 104, 238102.
(180) Lampo, T. J.; Stylianidou, S.; Backlund, M. P.; Wiggins, P. A.;
Spakowitz, A. J. Cytoplasmic RNA-Protein Particles Exhibit Non-
Gaussian Subdiffusive Behavior. Biophys. J. 2017, 112, 532−542.
(181) Sabri, A.; Xu, X.; Krapf, D.; Weiss, M. Elucidating the Origin
of Heterogeneous Anomalous Diffusion in the Cytoplasm of
Mammalian Cells. Phys. Rev. Lett. 2020, 125, 058101.
(182) Banks, D. S.; Fradin, C. Anomalous Diffusion of Proteins Due
to Molecular Crowding. Biophys. J. 2005, 89, 2960−2971.
(183) Pan, W.; Filobelo, L.; Pham, N. D. Q.; Galkin, O.; Uzunova,
V. V.; Vekilov, P. G. Viscoelasticity in Homogeneous Protein
Solutions. Phys. Rev. Lett. 2009, 102, 058101.
(184) Szymanski, J.; Weiss, M. Elucidating the Origin of Anomalous
Diffusion in Crowded Fluids. Phys. Rev. Lett. 2009, 103, 038102.
(185) Höfling, F.; Franosch, T. Anomalous Transport in the
Crowded World of Biological Cells. Rep. Prog. Phys. Phys. Soc. G. B
2013, 76, 046602.
(186) Metzler, R.; Jeon, J.-H.; Cherstvy, A. G.; Barkai, E. Anomalous
Diffusion Models and Their Properties: Non-Stationarity, Non-
Ergodicity, and Ageing at the Centenary of Single Particle Tracking.
Phys. Chem. Chem. Phys. PCCP 2014, 16, 24128−24164.
(187) Rehfeldt, F.; Weiss, M. The Random Walker’s Toolbox for
Analyzing Single-Particle Tracking Data. Soft Matter 2023, 19, 5206−
5222.
(188) Saxton, M. J. Lateral Diffusion in an Archipelago. Effects of
Impermeable Patches on Diffusion in a Cell Membrane. Biophys. J.
1982, 39, 165−173.
(189) Havlin, S.; Ben-Avraham, D. Diffusion in Disordered Media.

Adv. Phys. 1987, 36, 695−798.
(190) Bouchaud, J.-P.; Georges, A. Anomalous Diffusion in
Disordered Media: Statistical Mechanisms, Models and Physical
Applications. Phys. Rep. 1990, 195, 127−293.
(191) Malchus, N.; Weiss, M. Anomalous Diffusion Reports on the
Interaction of Misfolded Proteins with the Quality Control Machinery
in the Endoplasmic Reticulum. Biophys. J. 2010, 99, 1321−1328.
(192) Weiss, M. Stabilizing Turing Patterns with Subdiffusion in
Systems with Low Particle Numbers. Phys. Rev. E 2003, 68, 036213.
(193) Stiehl, O.; Weidner-Hertrampf, K.; Weiss, M. Kinetics of
Conformational Fluctuations in DNA Hairpin-Loops in Crowded
Fluids. New J. Phys. 2013, 15, 113010.

(194) Dong, H.; Qin, S.; Zhou, H.-X. Effects of Macromolecular
Crowding on Protein Conformational Changes. PLoS Comput. Biol.
2010, 6, No. e1000833.
(195) Cino, E. A.; Karttunen, M.; Choy, W.-Y. Effects of Molecular
Crowding on the Dynamics of Intrinsically Disordered Proteins. PloS
One 2012, 7, No. e49876.
(196) Adamski, W.; Salvi, N.; Maurin, D.; Magnat, J.; Milles, S.;
Jensen, M. R.; Abyzov, A.; Moreau, C. J.; Blackledge, M. A Unified
Description of Intrinsically Disordered Protein Dynamics under
Physiological Conditions Using NMR Spectroscopy. J. Am. Chem. Soc.
2019, 141, 17817−17829.
(197) Theillet, F.-X.; Binolfi, A.; Bekei, B.; Martorana, A.; Rose, H.
M.; Stuiver, M.; Verzini, S.; Lorenz, D.; van Rossum, M.; Goldfarb,
D.; Selenko, P. Structural Disorder of Monomeric α-Synuclein
Persists in Mammalian Cells. Nature 2016, 530, 45−50.
(198) Cattani, J.; Subramaniam, V.; Drescher, M. Room-Temper-
ature in-Cell EPR Spectroscopy: Alpha-Synuclein Disease Variants
Remain Intrinsically Disordered in the Cell. Phys. Chem. Chem. Phys.
PCCP 2017, 19, 18147−18151.
(199) Popovic, M.; Sanfelice, D.; Pastore, C.; Prischi, F.; Temussi, P.
A.; Pastore, A. Selective Observation of the Disordered Import Signal
of a Globular Protein by In-Cell NMR: The Example of Frataxins.
Protein Sci. Publ. Protein Soc. 2015, 24, 996−1003.
(200) Kilburn, D.; Behrouzi, R.; Lee, H.-T.; Sarkar, K.; Briber, R. M.;
Woodson, S. A. Entropic Stabilization of Folded RNA in Crowded
Solutions Measured by SAXS. Nucleic Acids Res. 2016, 44, 9452−
9461.
(201) Kilburn, D.; Roh, J. H.; Guo, L.; Briber, R. M.; Woodson, S. A.
Molecular Crowding Stabilizes Folded RNA Structure by the
Excluded Volume Effect. J. Am. Chem. Soc. 2010, 132, 8690−8696.
(202) Nakano, S.; Karimata, H. T.; Kitagawa, Y.; Sugimoto, N.
Facilitation of RNA Enzyme Activity in the Molecular Crowding
Media of Cosolutes. J. Am. Chem. Soc. 2009, 131, 16881−16888.
(203) Takahashi, S.; Sugimoto, N. Stability Prediction of Canonical
and Non-Canonical Structures of Nucleic Acids in Various Molecular
Environments and Cells. Chem. Soc. Rev. 2020, 49, 8439−8468.
(204) Singh, A.; Maity, A.; Singh, N. Structure and Dynamics of
dsDNA in Cell-like Environments. Entropy Basel Switz. 2022, 24,
1587.
(205) Strulson, C. A.; Boyer, J. A.; Whitman, E. E.; Bevilacqua, P. C.
Molecular Crowders and Cosolutes Promote Folding Cooperativity of
RNA under Physiological Ionic Conditions. RNA N. Y. N 2014, 20,
331−347.
(206) Gao, M.; Gnutt, D.; Orban, A.; Appel, B.; Righetti, F.; Winter,
R.; Narberhaus, F.; Müller, S.; Ebbinghaus, S. RNA Hairpin Folding
in the Crowded Cell. Angew. Chem., Int. Ed. Engl. 2016, 55, 3224−
3228.
(207) Hautke, A. C.; Ebbinghaus, S. Folding Stability and Self-
Association of a Triplet-Repeat (CAG)20 RNA Hairpin in
Cytomimetic Media. ChemSystemsChem. 2021, 3, No. e2000052.
(208) Nakano, S.; Karimata, H.; Ohmichi, T.; Kawakami, J.;
Sugimoto, N. The Effect of Molecular Crowding with Nucleotide
Length and Cosolute Structure on DNA Duplex Stability. J. Am.
Chem. Soc. 2004, 126, 14330−14331.
(209) Spiegel, J.; Adhikari, S.; Balasubramanian, S. The Structure
and Function of DNA G-Quadruplexes. Trends Chem. 2020, 2, 123−
136.
(210) Heddi, B.; Phan, A. T. Structure of Human Telomeric DNA in
Crowded Solution. J. Am. Chem. Soc. 2011, 133, 9824−9833.
(211) Xue, Y.; Kan, Z.; Wang, Q.; Yao, Y.; Liu, J.; Hao, Y.; Tan, Z.
Human Telomeric DNA Forms Parallel-Stranded Intramolecular G-
Quadruplex in K+ Solution under Molecular Crowding Condition. J.
Am. Chem. Soc. 2007, 129, 11185−11191.
(212) Zhou, J.; Wei, C.; Jia, G.; Wang, X.; Tang, Q.; Feng, Z.; Li, C.
The Structural Transition and Compaction of Human Telomeric G-
Quadruplex Induced by Excluded Volume Effect under Cation-
Deficient Conditions. Biophys. Chem. 2008, 136, 124−127.

Chemical Reviews pubs.acs.org/CR Review

https://doi.org/10.1021/acs.chemrev.3c00615
Chem. Rev. XXXX, XXX, XXX−XXX

AB

https://doi.org/10.1021/bi300909q?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja503205y?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja503205y?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.cplett.2017.01.012
https://doi.org/10.1016/j.cplett.2017.01.012
https://doi.org/10.1016/j.cplett.2017.01.012
https://doi.org/10.1016/j.bbamem.2015.12.021
https://doi.org/10.1016/j.bbamem.2015.12.021
https://doi.org/10.1002/andp.19063240204
https://doi.org/10.1002/andp.19063240204
https://doi.org/10.1002/andp.19113390313
https://doi.org/10.1002/andp.19113390313
https://doi.org/10.1016/S1359-0294(96)80115-4
https://doi.org/10.1016/S1359-0294(96)80115-4
https://doi.org/10.1146/annurev.biophys.37.032807.125824
https://doi.org/10.1146/annurev.biophys.37.032807.125824
https://doi.org/10.1529/biophysj.104.044263
https://doi.org/10.1529/biophysj.104.044263
https://doi.org/10.1103/PhysRevLett.104.238102
https://doi.org/10.1103/PhysRevLett.104.238102
https://doi.org/10.1103/PhysRevLett.104.238102
https://doi.org/10.1016/j.bpj.2016.11.3208
https://doi.org/10.1016/j.bpj.2016.11.3208
https://doi.org/10.1103/PhysRevLett.125.058101
https://doi.org/10.1103/PhysRevLett.125.058101
https://doi.org/10.1103/PhysRevLett.125.058101
https://doi.org/10.1529/biophysj.104.051078
https://doi.org/10.1529/biophysj.104.051078
https://doi.org/10.1103/PhysRevLett.102.058101
https://doi.org/10.1103/PhysRevLett.102.058101
https://doi.org/10.1103/PhysRevLett.103.038102
https://doi.org/10.1103/PhysRevLett.103.038102
https://doi.org/10.1088/0034-4885/76/4/046602
https://doi.org/10.1088/0034-4885/76/4/046602
https://doi.org/10.1039/C4CP03465A
https://doi.org/10.1039/C4CP03465A
https://doi.org/10.1039/C4CP03465A
https://doi.org/10.1039/D3SM00557G
https://doi.org/10.1039/D3SM00557G
https://doi.org/10.1016/S0006-3495(82)84504-9
https://doi.org/10.1016/S0006-3495(82)84504-9
https://doi.org/10.1080/00018738700101072
https://doi.org/10.1016/0370-1573(90)90099-N
https://doi.org/10.1016/0370-1573(90)90099-N
https://doi.org/10.1016/0370-1573(90)90099-N
https://doi.org/10.1016/j.bpj.2010.06.020
https://doi.org/10.1016/j.bpj.2010.06.020
https://doi.org/10.1016/j.bpj.2010.06.020
https://doi.org/10.1103/PhysRevE.68.036213
https://doi.org/10.1103/PhysRevE.68.036213
https://doi.org/10.1088/1367-2630/15/11/113010
https://doi.org/10.1088/1367-2630/15/11/113010
https://doi.org/10.1088/1367-2630/15/11/113010
https://doi.org/10.1371/journal.pcbi.1000833
https://doi.org/10.1371/journal.pcbi.1000833
https://doi.org/10.1371/journal.pone.0049876
https://doi.org/10.1371/journal.pone.0049876
https://doi.org/10.1021/jacs.9b09002?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jacs.9b09002?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/jacs.9b09002?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1038/nature16531
https://doi.org/10.1038/nature16531
https://doi.org/10.1039/C7CP03432F
https://doi.org/10.1039/C7CP03432F
https://doi.org/10.1039/C7CP03432F
https://doi.org/10.1002/pro.2679
https://doi.org/10.1002/pro.2679
https://doi.org/10.1093/nar/gkw597
https://doi.org/10.1093/nar/gkw597
https://doi.org/10.1021/ja101500g?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja101500g?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja9066628?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja9066628?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1039/D0CS00594K
https://doi.org/10.1039/D0CS00594K
https://doi.org/10.1039/D0CS00594K
https://doi.org/10.3390/e24111587
https://doi.org/10.3390/e24111587
https://doi.org/10.1261/rna.042747.113
https://doi.org/10.1261/rna.042747.113
https://doi.org/10.1002/anie.201510847
https://doi.org/10.1002/anie.201510847
https://doi.org/10.1002/syst.202000052
https://doi.org/10.1002/syst.202000052
https://doi.org/10.1002/syst.202000052
https://doi.org/10.1021/ja0463029?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja0463029?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.trechm.2019.07.002
https://doi.org/10.1016/j.trechm.2019.07.002
https://doi.org/10.1021/ja200786q?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja200786q?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja0730462?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja0730462?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.bpc.2008.05.005
https://doi.org/10.1016/j.bpc.2008.05.005
https://doi.org/10.1016/j.bpc.2008.05.005
pubs.acs.org/CR?ref=pdf
https://doi.org/10.1021/acs.chemrev.3c00615?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(213) Miyoshi, D.; Nakao, A.; Sugimoto, N. Molecular Crowding
Regulates the Structural Switch of the DNA G-Quadruplex.
Biochemistry 2002, 41, 15017−15024.
(214) Trajkovski, M.; Endoh, T.; Tateishi-Karimata, H.; Ohyama,
T.; Tanaka, S.; Plavec, J.; Sugimoto, N. Pursuing Origins of
(Poly)Ethylene Glycol-Induced G-Quadruplex Structural Modula-
tions. Nucleic Acids Res. 2018, 46, 4301−4315.
(215) Matsumoto, S.; Tateishi-Karimata, H.; Takahashi, S.; Ohyama,
T.; Sugimoto, N. Effect of Molecular Crowding on the Stability of
RNA G-Quadruplexes with Various Numbers of Quartets and
Lengths of Loops. Biochemistry 2020, 59, 2640−2649.
(216) Masino, L.; Nicastro, G.; Calder, L.; Vendruscolo, M.; Pastore,
A. Functional Interactions as a Survival Strategy against Abnormal
Aggregation. FASEB J. Off. Publ. Fed. Am. Soc. Exp. Biol. 2011, 25,
45−54.
(217) Taddei, N.; Capanni, C.; Chiti, F.; Stefani, M.; Dobson, C. M.;
Ramponi, G. Folding and Aggregation Are Selectively Influenced by
the Conformational Preferences of the Alpha-Helices of Muscle
Acylphosphatase. J. Biol. Chem. 2001, 276, 37149−37154.
(218) Munishkina, L. A.; Ahmad, A.; Fink, A. L.; Uversky, V. N.
Guiding Protein Aggregation with Macromolecular Crowding.
Biochemistry 2008, 47, 8993−9006.
(219) Breydo, L.; Reddy, K. D.; Piai, A.; Felli, I. C.; Pierattelli, R.;
Uversky, V. N. The Crowd You’re in with: Effects of Different Types
of Crowding Agents on Protein Aggregation. Biochim. Biophys. Acta
BBA - Proteins Proteomics 2014, 1844, 346−357.
(220) Siddiqui, G. A.; Naeem, A. Aggregation of Globular Protein as
a Consequences of Macromolecular Crowding: A Time and
Concentration Dependent Study. Int. J. Biol. Macromol. 2018, 108,
360−366.
(221) Alam, M. T.; Ali, A.; Furkan, M.; Naeem, A. Molecular
Crowding Induced Loss of Native Conformation and Aggregation of
α-Chymotrypsinogen A. J. Mol. Struct. 2022, 1265, 133385.
(222) Hatters, D. M.; Minton, A. P.; Howlett, G. J. Macromolecular
Crowding Accelerates Amyloid Formation by Human Apolipoprotein
C-II. J. Biol. Chem. 2002, 277, 7824−7830.
(223) Schreck, J. S.; Bridstrup, J.; Yuan, J.-M. Investigating the
Effects of Molecular Crowding on the Kinetics of Protein
Aggregation. J. Phys. Chem. B 2020, 124, 9829−9839.
(224) Zhou, X.; Fennema Galparsoro, D.; Østergaard Madsen, A.;
Vetri, V.; van de Weert, M.; Mørck Nielsen, H.; Fodera,̀ V.
Polysorbate 80 Controls Morphology, Structure and Stability of
Human Insulin Amyloid-Like Spherulites. J. Colloid Interface Sci.
2022, 606, 1928−1939.
(225) Gao, M.; Estel, K.; Seeliger, J.; Friedrich, R. P.; Dogan, S.;
Wanker, E. E.; Winter, R.; Ebbinghaus, S. Modulation of Human
IAPP Fibrillation: Cosolutes, Crowders and Chaperones. Phys. Chem.
Chem. Phys. 2015, 17, 8338−8348.
(226) Hämisch, B.; Pollak, R.; Ebbinghaus, S.; Huber, K. Self-
Assembly of Pseudo-Isocyanine Chloride as a Sensor for Macro-
molecular Crowding In Vitro and In Vivo. Chem. - Eur. J. 2020, 26,
7041−7050.
(227) Hämisch, B.; Pollak, R.; Ebbinghaus, S.; Huber, K.
Thermodynamic Analysis of the Self-Assembly of Pseudo Isocyanine
Chloride in the Presence of Crowding Agents. ChemSystemsChem.
2021, 3, No. e2000051.
(228) Dhar, A.; Samiotakis, A.; Ebbinghaus, S.; Nienhaus, L.;
Homouz, D.; Gruebele, M.; Cheung, M. S. Structure, Function, and
Folding of Phosphoglycerate Kinase Are Strongly Perturbed by
Macromolecular Crowding. Proc. Natl. Acad. Sci. U. S. A. 2010, 107,
17586−17591.
(229) Wan, Q.; Mouton, S. N.; Veenhoff, L. M.; Boersma, A. J. A
FRET-Based Method for Monitoring Structural Transitions in Protein
Self-Organization. Cell Rep. Methods 2022, 2, 100184.
(230) Boob, M.; Wang, Y.; Gruebele, M. Proteins: “Boil ’Em, Mash
’Em, Stick ’Em in a Stew. J. Phys. Chem. B 2019, 123, 8341−8350.
(231) Testa, A.; Dindo, M.; Rebane, A. A.; Nasouri, B.; Style, R. W.;
Golestanian, R.; Dufresne, E. R.; Laurino, P. Sustained Enzymatic

Activity and Flow in Crowded Protein Droplets. Nat. Commun. 2021,
12, 6293.
(232) Park, S.; Barnes, R.; Lin, Y.; Jeon, B.-J.; Najafi, S.; Delaney, K.
T.; Fredrickson, G. H.; Shea, J.-E.; Hwang, D. S.; Han, S. Dehydration
Entropy Drives Liquid-Liquid Phase Separation by Molecular
Crowding. Commun. Chem. 2020, 3, 83.
(233) Gnutt, D.; Ebbinghaus, S. The Macromolecular Crowding
Effect-from in Vitro into the Cell. Biol. Chem. 2016, 397, 37−44.
(234) Siddiqui, G. A.; Naeem, A. Connecting the Dots: Macro-
molecular Crowding and Protein Aggregation. J. Fluoresc. 2023, 33,
1−11.
(235) Zhou, H.-X. Influence of Crowded Cellular Environments on
Protein Folding, Binding, and Oligomerization: Biological Con-
sequences and Potentials of Atomistic Modeling. FEBS Lett. 2013,
587, 1053−1061.
(236) Kuznetsova, I. M.; Turoverov, K. K.; Uversky, V. N. What
Macromolecular Crowding Can Do to a Protein. Int. J. Mol. Sci. 2014,
15, 23090−23140.
(237) Mittal, S.; Chowhan, R. K.; Singh, L. R. Macromolecular
Crowding: Macromolecules Friend or Foe. Biochim. Biophys. Acta
BBA - Gen. Subj. 2015, 1850, 1822−1831.
(238) Yeung, P. S.-W.; Axelsen, P. H. The Crowded Environment of
a Reverse Micelle Induces the Formation of β-Strand Seed Structures
for Nucleating Amyloid Fibril Formation. J. Am. Chem. Soc. 2012, 134,
6061−6063.
(239) Mittal, S.; Singh, L. R. Macromolecular Crowding Decelerates
Aggregation of a β-Rich Protein, Bovine Carbonic Anhydrase: A Case
Study. J. Biochem. (Tokyo) 2014, 156, 273−282.
(240) Zhou, B.-R.; Liang, Y.; Du, F.; Zhou, Z.; Chen, J. Mixed
Macromolecular Crowding Accelerates the Oxidative Refolding of
Reduced, Denatured Lysozyme: Implications For Protein Folding In
Intracellular Environments. J. Biol. Chem. 2004, 279, 55109−55116.
(241) Ma, Q.; Fan, J.-B.; Zhou, Z.; Zhou, B.-R.; Meng, S.-R.; Hu, J.-
Y.; Chen, J.; Liang, Y. The Contrasting Effect of Macromolecular
Crowding on Amyloid Fibril Formation. PloS One 2012, 7,
No. e36288.
(242) Dobson, C. M. Protein Misfolding, Evolution and Disease.

Trends Biochem. Sci. 1999, 24, 329−332.
(243) Nakajima, K.; Yamaguchi, K.; Noji, M.; Aguirre, C.; Ikenaka,
K.; Mochizuki, H.; Zhou, L.; Ogi, H.; Ito, T.; Narita, I.; Gejyo, F.;
Naiki, H.; Yamamoto, S.; Goto, Y. Macromolecular Crowding and
Supersaturation Protect Hemodialysis Patients from the Onset of
Dialysis-Related Amyloidosis. Nat. Commun. 2022, 13, 5689.
(244) Uversky, V. N.; Cooper, E. M.; Bower, K. S.; Li, J.; Fink, A. L.
Accelerated α-Synuclein Fibrillation in Crowded Milieu. FEBS Lett.
2002, 515, 99−103.
(245) Horvath, I.; Kumar, R.; Wittung-Stafshede, P. Macromolecular
Crowding Modulates α-Synuclein Amyloid Fiber Growth. Biophys. J.
2021, 120, 3374−3381.
(246) Biswas, S.; Bhadra, A.; Lakhera, S.; Soni, M.; Panuganti, V.;
Jain, S.; Roy, I. Molecular Crowding Accelerates Aggregation of α-
Synuclein by Altering Its Folding Pathway. Eur. Biophys. J. 2021, 50,
59−67.
(247) Ray, S.; Singh, N.; Kumar, R.; Patel, K.; Pandey, S.; Datta, D.;
Mahato, J.; Panigrahi, R.; Navalkar, A.; Mehra, S.; Gadhe, L.;
Chatterjee, D.; Sawner, A. S.; Maiti, S.; Bhatia, S.; Gerez, J. A.;
Chowdhury, A.; Kumar, A.; Padinhateeri, R.; Riek, R.;
Krishnamoorthy, G.; Maji, S. K. α-Synuclein Aggregation Nucleates
through Liquid-Liquid Phase Separation. Nat. Chem. 2020, 12, 705−
716.
(248) Dada, S. T.; Hardenberg, M. C.; Toprakcioglu, Z.; Mrugalla,
L. K.; Cali, M. P.; McKeon, M. O.; Klimont, E.; Michaels, T. C. T.;
Knowles, T. P. J.; Vendruscolo, M. Spontaneous Nucleation and Fast
Aggregate-Dependent Proliferation of α-Synuclein Aggregates within
Liquid Condensates at Neutral pH. Proc. Natl. Acad. Sci. U. S. A. 2023,
120, No. e2208792120.
(249) Vetri, V.; Fodera,̀ V. The Route to Protein Aggregate
Superstructures: Particulates and Amyloid-like Spherulites. FEBS Lett.
2015, 589, 2448−2463.

Chemical Reviews pubs.acs.org/CR Review

https://doi.org/10.1021/acs.chemrev.3c00615
Chem. Rev. XXXX, XXX, XXX−XXX

AC

https://doi.org/10.1021/bi020412f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/bi020412f?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1093/nar/gky250
https://doi.org/10.1093/nar/gky250
https://doi.org/10.1093/nar/gky250
https://doi.org/10.1021/acs.biochem.0c00346?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.biochem.0c00346?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.biochem.0c00346?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1096/fj.10-161208
https://doi.org/10.1096/fj.10-161208
https://doi.org/10.1074/jbc.M105720200
https://doi.org/10.1074/jbc.M105720200
https://doi.org/10.1074/jbc.M105720200
https://doi.org/10.1021/bi8008399?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.bbapap.2013.11.004
https://doi.org/10.1016/j.bbapap.2013.11.004
https://doi.org/10.1016/j.ijbiomac.2017.12.001
https://doi.org/10.1016/j.ijbiomac.2017.12.001
https://doi.org/10.1016/j.ijbiomac.2017.12.001
https://doi.org/10.1016/j.molstruc.2022.133385
https://doi.org/10.1016/j.molstruc.2022.133385
https://doi.org/10.1016/j.molstruc.2022.133385
https://doi.org/10.1074/jbc.M110429200
https://doi.org/10.1074/jbc.M110429200
https://doi.org/10.1074/jbc.M110429200
https://doi.org/10.1021/acs.jpcb.0c07175?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jpcb.0c07175?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jpcb.0c07175?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1016/j.jcis.2021.09.132
https://doi.org/10.1016/j.jcis.2021.09.132
https://doi.org/10.1039/C4CP04682J
https://doi.org/10.1039/C4CP04682J
https://doi.org/10.1002/chem.202000113
https://doi.org/10.1002/chem.202000113
https://doi.org/10.1002/chem.202000113
https://doi.org/10.1002/syst.202000051
https://doi.org/10.1002/syst.202000051
https://doi.org/10.1073/pnas.1006760107
https://doi.org/10.1073/pnas.1006760107
https://doi.org/10.1073/pnas.1006760107
https://doi.org/10.1016/j.crmeth.2022.100184
https://doi.org/10.1016/j.crmeth.2022.100184
https://doi.org/10.1016/j.crmeth.2022.100184
https://doi.org/10.1021/acs.jpcb.9b05467?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/acs.jpcb.9b05467?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1038/s41467-021-26532-0
https://doi.org/10.1038/s41467-021-26532-0
https://doi.org/10.1038/s42004-020-0328-8
https://doi.org/10.1038/s42004-020-0328-8
https://doi.org/10.1038/s42004-020-0328-8
https://doi.org/10.1515/hsz-2015-0161
https://doi.org/10.1515/hsz-2015-0161
https://doi.org/10.1007/s10895-022-03082-2
https://doi.org/10.1007/s10895-022-03082-2
https://doi.org/10.1016/j.febslet.2013.01.064
https://doi.org/10.1016/j.febslet.2013.01.064
https://doi.org/10.1016/j.febslet.2013.01.064
https://doi.org/10.3390/ijms151223090
https://doi.org/10.3390/ijms151223090
https://doi.org/10.1016/j.bbagen.2015.05.002
https://doi.org/10.1016/j.bbagen.2015.05.002
https://doi.org/10.1021/ja3004478?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja3004478?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1021/ja3004478?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as
https://doi.org/10.1093/jb/mvu039
https://doi.org/10.1093/jb/mvu039
https://doi.org/10.1093/jb/mvu039
https://doi.org/10.1074/jbc.M409086200
https://doi.org/10.1074/jbc.M409086200
https://doi.org/10.1074/jbc.M409086200
https://doi.org/10.1074/jbc.M409086200
https://doi.org/10.1371/journal.pone.0036288
https://doi.org/10.1371/journal.pone.0036288
https://doi.org/10.1016/S0968-0004(99)01445-0
https://doi.org/10.1038/s41467-022-33247-3
https://doi.org/10.1038/s41467-022-33247-3
https://doi.org/10.1038/s41467-022-33247-3
https://doi.org/10.1016/S0014-5793(02)02446-8
https://doi.org/10.1016/j.bpj.2021.06.032
https://doi.org/10.1016/j.bpj.2021.06.032
https://doi.org/10.1007/s00249-020-01486-1
https://doi.org/10.1007/s00249-020-01486-1
https://doi.org/10.1038/s41557-020-0465-9
https://doi.org/10.1038/s41557-020-0465-9
https://doi.org/10.1073/pnas.2208792120
https://doi.org/10.1073/pnas.2208792120
https://doi.org/10.1073/pnas.2208792120
https://doi.org/10.1016/j.febslet.2015.07.006
https://doi.org/10.1016/j.febslet.2015.07.006
pubs.acs.org/CR?ref=pdf
https://doi.org/10.1021/acs.chemrev.3c00615?urlappend=%3Fref%3DPDF&jav=VoR&rel=cite-as


(250) Shi, Y.; Zhang, W.; Yang, Y.; Murzin, A. G.; Falcon, B.;
Kotecha, A.; van Beers, M.; Tarutani, A.; Kametani, F.; Garringer, H.
J.; et al. Structure-Based Classification of Tauopathies. Nature 2021,
598, 359−363.
(251) Fichou, Y.; Vigers, M.; Goring, A. K.; Eschmann, N. A.; Han,
S. Heparin-Induced Tau Filaments Are Structurally Heterogeneous
and Differ from Alzheimer’s Disease Filaments. Chem. Commun. 2018,
54, 4573−4576.
(252) Zhang, W.; Falcon, B.; Murzin, A. G.; Fan, J.; Crowther, R. A.;
Goedert, M.; Scheres, S. H. Heparin-Induced Tau Filaments Are
Polymorphic and Differ from Those in Alzheimer’s and Pick’s
Diseases. eLife 2019, 8, No. e43584.
(253) Lövestam, S.; Koh, F. A.; van Knippenberg, B.; Kotecha, A.;
Murzin, A. G.; Goedert, M.; Scheres, S. H. Assembly of Recombinant
Tau into Filaments Identical to Those of Alzheimer’s Disease and
Chronic Traumatic Encephalopathy. eLife 2022, 11, No. e76494.
(254) Gremer, L.; Schölzel, D.; Schenk, C.; Reinartz, E.; Labahn, J.;
Ravelli, R. B. G.; Tusche, M.; Lopez-Iglesias, C.; Hoyer, W.; Heise,
H.; Willbold, D.; Schröder, G. F. Fibril Structure of Amyloid-β(1−42)
by Cryo-Electron Microscopy. Science 2017, 358, 116−119.
(255) Yang, Y.; Zhang, W.; Murzin, A. G.; Schweighauser, M.;
Huang, M.; Lövestam, S.; Peak-Chew, S. Y.; Saito, T.; Saido, T. C.;
Macdonald, J.; Lavenir, I.; Ghetti, B.; Graff, C.; Kumar, A.; Nordberg,
A.; Goedert, M.; Scheres, S. H. W. Cryo-EM Structures of Amyloid-β
Filaments with the Arctic Mutation (E22G) from Human and Mouse
Brains. Acta Neuropathol. (Berl.) 2023, 145, 325−333.
(256) Yang, Y.; Arseni, D.; Zhang, W.; Huang, M.; Lövestam, S.;
Schweighauser, M.; Kotecha, A.; Murzin, A. G.; Peak-Chew, S. Y.;
Macdonald, J.; Lavenir, I.; Garringer, H. J.; Gelpi, E.; Newell, K. L.;
Kovacs, G. G.; Vidal, R.; Ghetti, B.; Ryskeldi-Falcon, B.; Scheres, S. H.
W.; Goedert, M. Cryo-EM Structures of Amyloid-β 42 Filaments from
Human Brains. Science 2022, 375, 167−172.
(257) Yang, Y.; Shi, Y.; Schweighauser, M.; Zhang, X.; Kotecha, A.;
Murzin, A. G.; Garringer, H. J.; Cullinane, P. W.; Saito, Y.; Foroud,
T.; Warner, T. T.; Hasegawa, K.; Vidal, R.; Murayama, S.; Revesz, T.;
Ghetti, B.; Hasegawa, M.; Lashley, T.; Scheres, S. H. W.; Goedert, M.
Structures of α-Synuclein Filaments from Human Brains with Lewy
Pathology. Nature 2022, 610, 791−795.
(258) Schweighauser, M.; Shi, Y.; Tarutani, A.; Kametani, F.;
Murzin, A. G.; Ghetti, B.; Matsubara, T.; Tomita, T.; Ando, T.;
Hasegawa, K.; Murayama, S.; Yoshida, M.; Hasegawa, M.; Scheres, S.
H. W.; Goedert, M. Structures of α-Synuclein Filaments from
Multiple System Atrophy. Nature 2020, 585, 464−469.
(259) Iadanza, M. G.; Silvers, R.; Boardman, J.; Smith, H. I.;
Karamanos, T. K.; Debelouchina, G. T.; Su, Y.; Griffin, R. G.; Ranson,
N. A.; Radford, S. E. The Structure of a Β2-Microglobulin Fibril
Suggests a Molecular Basis for Its Amyloid Polymorphism. Nat.
Commun. 2018, 9, 4517.
(260) Liberta, F.; Loerch, S.; Rennegarbe, M.; Schierhorn, A.;
Westermark, P.; Westermark, G. T.; Hazenberg, B. P. C.; Grigorieff,
N.; Fändrich, M.; Schmidt, M. Cryo-EM Fibril Structures from
Systemic AA Amyloidosis Reveal the Species Complementarity of
Pathological Amyloids. Nat. Commun. 2019, 10, 1104.
(261) Bansal, A.; Schmidt, M.; Rennegarbe, M.; Haupt, C.; Liberta,
F.; Stecher, S.; Puscalau-Girtu, I.; Biedermann, A.; Fändrich, M. AA
Amyloid Fibrils from Diseased Tissue Are Structurally Different from
in Vitro Formed SAA Fibrils. Nat. Commun. 2021, 12, 1013.
(262) Radamaker, L.; Lin, Y.-H.; Annamalai, K.; Huhn, S.;
Hegenbart, U.; Schönland, S. O.; Fritz, G.; Schmidt, M.; Fändrich,
M. Cryo-EM Structure of a Light Chain-Derived Amyloid Fibril from
a Patient with Systemic AL Amyloidosis. Nat. Commun. 2019, 10,
1103.
(263) Swuec, P.; Lavatelli, F.; Tasaki, M.; Paissoni, C.; Rognoni, P.;
Maritan, M.; Brambilla, F.; Milani, P.; Mauri, P.; Camilloni, C.;
Palladini, G.; Merlini, G.; Ricagno, S.; Bolognesi, M. Cryo-EM
Structure of Cardiac Amyloid Fibrils from an Immunoglobulin Light
Chain AL Amyloidosis Patient. Nat. Commun. 2019, 10, 1269.
(264) Madine, J.; Jack, E.; Stockley, P. G.; Radford, S. E.; Serpell, L.
C.; Middleton, D. A. Structural Insights into the Polymorphism of

Amyloid-Like Fibrils Formed by Region 20−29 of Amylin Revealed
by Solid-State NMR and X-Ray Fiber Diffraction. J. Am. Chem. Soc.
2008, 130, 14990−15001.
(265) Radovan, D.; Smirnovas, V.; Winter, R. Effect of Pressure on
Islet Amyloid Polypeptide Aggregation: Revealing the Polymorphic
Nature of the Fibrillation Process. Biochemistry 2008, 47, 6352−6360.
(266) Fields, C. R.; Dicke, S. S.; Petti, M. K.; Zanni, M. T.; Lomont,
J. P. A Different hIAPP Polymorph Is Observed in Human Serum
Than in Aqueous Buffer: Demonstration of a New Method for
Studying Amyloid Fibril Structure Using Infrared Spectroscopy. J.
Phys. Chem. Lett. 2020, 11, 6382−6388.
(267) Pellarin, R.; Schuetz, P.; Guarnera, E.; Caflisch, A. Amyloid
Fibril Polymorphism Is under Kinetic Control. J. Am. Chem. Soc.
2010, 132, 14960−14970.
(268) Meyer, V.; Holden, M. R.; Weismiller, H. A.; Eaton, G. R.;
Eaton, S. S.; Margittai, M. Fracture and Growth Are Competing
Forces Determining the Fate of Conformers in Tau Fibril
Populations. J. Biol. Chem. 2016, 291, 12271−12281.
(269) White, D. A.; Buell, A. K.; Knowles, T. P. J.; Welland, M. E.;
Dobson, C. M. Protein Aggregation in Crowded Environments. J. Am.
Chem. Soc. 2010, 132, 5170−5175.
(270) Fichou, Y.; Schiro,̀ G.; Gallat, F.-X.; Laguri, C.; Moulin, M.;
Combet, J.; Zamponi, M.; Härtlein, M.; Picart, C.; Mossou, E.; Lortat-
Jacob, H.; Colletier, J.-P.; Tobias, D. J.; Weik, M. Hydration Water
Mobility Is Enhanced around Tau Amyloid Fibers. Proc. Natl. Acad.
Sci. U. S. A. 2015, 112, 6365−6370.
(271) Camino, J. D.; Gracia, P.; Cremades, N. The Role of Water in
the Primary Nucleation of Protein Amyloid Aggregation. Biophys.
Chem. 2021, 269, 106520.
(272) Camino, J. D.; Gracia, P.; Chen, S. W.; Sot, J.; de la Arada, I.;
Sebastian, V.; Arrondo, J. L. R.; Goni, F. M.; Dobson, C. M.;
Cremades, N. The Extent of Protein Hydration Dictates the
Preference for Heterogeneous or Homogeneous Nucleation Generat-
ing Either Parallel or Antiparallel β-Sheet α-Synuclein Aggregates.
Chem. Sci. 2020, 11, 11902−11914.
(273) Doke, A. A.; Jha, S. K. Effect of In Vitro Solvation Conditions
on Inter- and Intramolecular Assembly of Full-Length TDP-43. J.
Phys. Chem. B 2022, 126, 4799−4813.
(274) Sawaya, M. R.; Hughes, M. P.; Rodriguez, J. A.; Riek, R.;
Eisenberg, D. S. The Expanding Amyloid Family: Structure, Stability,
Function, and Pathogenesis. Cell 2021, 184, 4857−4873.
(275) Siri, M.; Herrera, M.; Moyano, A. J.; Celej, M. S. Influence of
the Macromolecular Crowder Alginate in the Fibrillar Organization of
the Functional Amyloid FapC from Pseudomonas Aeruginosa. Arch.
Biochem. Biophys. 2021, 713, 109062.
(276) Banani, S. F.; Lee, H. O.; Hyman, A. A.; Rosen, M. K.
Biomolecular Condensates: Organizers of Cellular Biochemistry. Nat.
Rev. Mol. Cell Biol. 2017, 18, 285−298.
(277) Brangwynne, C. P.; Eckmann, C. R.; Courson, D. S.; Rybarska,
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