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Abstract: In this work, we investigate the role of folding/unfolding equilibrium in protein aggregation
and formation of a gel network. Near the neutral pH and at a low buffer ionic strength, the formation
of the gel network around unfolding conditions prevents investigations of protein aggregation.
In this study, by deploying the fact that in lysozyme solutions the time of folding/unfolding is much
shorter than the characteristic time of gelation, we have prevented gelation by rapidly heating the
solution up to the unfolding temperature (~80 ◦C) for a short time (~30 min.) followed by fast
cooling to the room temperature. Dynamic light scattering measurements show that if the gelation is
prevented, nanosized irreversible aggregates (about 10–15 nm radius) form over a time scale of 10
days. These small aggregates persist and aggregate further into larger aggregates over several weeks.
If gelation is not prevented, the nanosized aggregates become the building blocks for the gel network
and define its mesh length scale. These results support our previously published conclusion on the
nature of mesoscopic aggregates commonly observed in solutions of lysozyme, namely that aggregates
do not form from lysozyme monomers in their native folded state. Only with the emergence of
a small fraction of unfolded proteins molecules will the aggregates start to appear and grow.
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1. Introduction

Aggregation of proteins and peptides is a broad and complex phenomenon with several subsets,
each progressing via a distinct mechanism [1]. Neurodegenerative diseases such as Alzheimer’s disease
and Parkinson’s disease, caused by misfolding and aggregation of proteins followed by precipitation
of these aggregates in the central nerves system, are examples of indigenous protein aggregation [2].
Detailed understanding of the aggregation mechanism would help to gain insight into the origin of
diseases and their prevention [3]. Because some of the amyloidogenic proteins have a three-dimensional
folded structure [4], studying the difference between the driving forces for aggregation of finely folded
and partially unfolded proteins would help to elucidate the aggregation mechanisms of pathogenic
proteins responsible for amyloid diseases. In biopharmaceuticals protein-based drug formulations
may undergo reversible or irreversible aggregation at high concentrations, which negatively affects
their therapeutic efficiency and consequently introduces challenges in their production and clinical
administration [5]. The increase in the number of protein drugs and the obstacles, caused by
aggregation, in production and shelf-life of these drugs is another motivation for studying the
aggregation mechanisms [3].

There are several known mechanisms of aggregation in proteins [6]. Depending on the degree
of protein folding in the aggregate, the aggregates can be formed either reversible or irreversible [6].
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While primary and secondary structures of a protein are internal factors affecting the aggregation
propensity of a protein, external factors such as the temperature, pH, ionic strength, shear stress and
concentration can also affect the aggregation of proteins in solutions [7–9]. The reversible protein
oligomers arise from monomers in their native states [10]. As a next step, these oligomers can form
irreversible aggregates if the interactions in an oligomeric state favor the conformational change of
the monomers towards an aggregate prone state [5,11]. In aggregation through another mechanism,
originated from non-native contacts, alteration in conformation of proteins due to heat or physical stress
may lead to the formation of irreversible aggregates [6,12,13]. Depending on the pH and ionic strength
of solution and at high enough protein concentrations [14,15], by prolong heating, the aggregates
associate and eventually can form a gel network [16–18].

A clear mechanism of interplay between protein aggregation, phase separation and gelation,
is difficult to establish for several reasons—proteins show unique behavior depending on their amino
acid content and function. Additionally, aggregation comprises multiple steps depending on the
environment. Finally, detection of smaller aggregates with a short lifetime is experimentally nontrivial.
Lysozyme is a popular model protein, due to its structural and functional simplicity, extensive
documentation and commercial availability. However, there are several unresolved issues regarding
lysozyme aggregation. In particular, the nature of its folding/unfolding intermediates, transient
oligomerization and the role of gelation.

Several publications of lysozyme solutions mentioned the presence of mesoscopic aggregates or
so called “mesoscopic protein-rich clusters” [19,20]. It was found that these aggregates typically had
a diameter between 60–200 nm and a fraction of ~10−4 of total soluble protein [21]. The aggregates
were commonly thought to be reversible [22], undergoing dynamic molecular exchange with protein
in solution [23].

In our previous study [24] on the nature of mesoscopic aggregates in solutions of lysozyme, we
investigated the effects of concentration, filtration and temperature on the sizes and relative amount of
mesoscopic aggregates in solutions of lysozyme. We showed that systematic filtration through 20 nm
filters completely removed the aggregates from solution. Moreover, the aggregates did not reemerge.
This indicates that the aggregates of lysozyme are unlikely to be a result of reversible self-assembly
of unfolded lysozyme molecules. Therefore, the aggregates do not form from lysozyme monomers
in their native, biologically active folded state. However, the origin of the main driving forces of
aggregation in lysozyme solutions at moderate and low temperatures remain elusive.

In this work we investigate a connection between the formation of lysozyme aggregates and
protein unfolding triggered by heating. In particular, we clarify the effect of heating duration on the
formation and growth of lysozyme aggregates and a gel network. Formation of the gel network at
a nearly neutral pH and low ionic strength occurs in concentrated solutions of lysozyme at about
the same temperature as protein denaturation, which prevents direct studies of protein aggregation
without being affected by gelation. To block the formation of a gel, we used rapid heating to the protein
melting temperature following by quenching to the room temperature. This protocol enabled us to
monitor in real time the step-by-step formation of small aggregates, which originate from a certain
fraction of unfolded protein molecules, acting as nucleus of amyloid aggregates, by forming amorphous
nanoscale aggregates first. If gelation is prevented, nanoscale aggregates (about 10–15 nm radius) are
formed. At room temperature, when the samples are monitored for weeks, these clusters persist and
can further form larger aggregates. If gelation is not prevented, these clusters become the building
blocks of the gel network and define its mesh size.

2. Materials and Methods

Lyophilized powder of lysozyme (Mw = 14 kDa) was obtained from ThermoFisher Scientific
(20,000 units/mg solid). HEPES buffer (Sodium salt of 4-(2-hydroxyethyl)-1-piperazineethanesulfonic
acid, >99%) was supplied as a solid powder from VWR. All lysozyme samples for dynamic light
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scattering (DLS) studies were prepared in a 20 mM HEPES buffer at pH 7.8 and filtered through 100 nm
and 20 nm pore filters, according to the procedure explained in our previous work [24].

By DLS, we studied three concentrations of lysozyme, 18, 30 and 60 mg/mL. The concentration of
protein samples were measured by using the absorbance at 280 nm. The details the DLS techniques and
measurements are described in our previous work [24]. The lyophilized lysozyme powder was directly
dissolved in the buffer for the preparation of the concentrated stock solution. The concentrations were
measured after filtration with 200 nm filters. The samples with the desired concentrations were then
prepared by dilution. DLS measurements were taken using a multi-angle dynamic light scattering
complex from Photocor. Autocorrelation functions were generated for 600 s at each specific angle and
temperature. HEPES buffer has a temperature coefficient equal to −0.14, increasing the temperature
to 80 ◦C would decrease the pH less than by 10%, which that should not affect the aggregation.
Additionally, a sodium dodecyl sulfate–polyacrylamide gel electrophoresis (SDS-PAGE) gel analysis on
both heated and unheated 30 mg/mL samples was performed to investigate the possibility of protein’s
degradation. The unheated samples and the sample heated to 80 ◦C for 30 min were incubated at
room temperature for three weeks prior to running the SDS-PAGE gel. Also, the heated and unheated
samples were additionally incubated at 95 ◦C for 5 min right before running the gel.

3. Results

3.1. Apparent Monomer Size

Primarily, DLS measures the scattering intensity autocorrelation function, exponentially decaying
with the diffusive relaxation rate of optical inhomogeneities that exhibit Brownian motion in
solution [25],

Γ = Dq2, (1)

where D is the diffusion coefficient and q = (4π/λ)n sin(θ/2) is the scattering wave number (with λ
being the wavelength of light, n the refractive index, θ the scattering angle).

The hydrodynamic radius of inhomogeneities, such as the protein molecules or aggregates, is
obtained by assuming the validity of the Stokes-Einstein equation that relates the diffusion coefficient
(D), viscosity of the solvent (η) and hydrodynamic radius R [25]:

D =
kBT

6πηR
, (2)

where kB is Boltzmann’s constant and T is the temperature.
This assumption is fully justified only for dilute solutions of presumably spherical, noninteracting

inhomogeneities. Formal application of the Stokes-Einstein equation to semi-dilute and concentrated
protein (or, generally, polymer) solutions, results in obtaining a so-called “apparent” hydrodynamic
radius that is smaller than the actual hydrodynamic radius of noninteracting individual molecules
(moreover, decreasing with the increase of polymer concentration) [26]. The apparent hydrodynamic
radius as a function of lysozyme concentration, obtained in our new DLS measurements for
three concentrations of lysozyme, is in good agreement with our data reported previously [24].
As demonstrated in Figure 1, the apparent radius corresponds to the actual size of individual molecules
(“monomers”) only in dilute solutions of lysozyme (<10 mg/mL). One of the goals in making this
chart (Figure 1) was to track changes in sample concentrations using the apparent hydrodynamic
radius of lysozyme monomers. During the three weeks of measurements, no change in hydrodynamic
radius of lysozyme monomers where observed. This observation confirms that crystal growth and
sedimentation did not affect the solution concentrations. This assumption is in agree with the reported
phase diagram of lysozyme phase separation and crystallization in 20 mM HEPES and pH of 7.8
reported in Reference [21].
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autocorrelation function ( 2g ), presented in Figure 2b, which marks the onset of aggregation. Two 
characteristic sizes of the aggregates, of the order of ~30 and ~100 nm, were detected. After further 
heating and holding the sample for about 60 h at 62.5 °C, as shown in Figure 2b, the autocorrelation 
function demonstrated a dramatic shift from a double exponential to a broader spectrum of the size 
distribution (Figure 2c). The distribution reveals three characteristic length scales, one corresponding 
to apparent size of lysozyme monomers ~1.5 nm, another one to small number of ~100 nm aggregates 
and a third to inhomogeneities with a length scale of about 15 nm in size, which are dominant. 
Cooling the sample back to the room temperature did not change the DLS characteristics of the 
sample. Visual observation showed that the sample was in the gel state. Therefore, we interpret the 
length scale of about 15 nm as the gelation mesh size. 

Figure 1. Apparent hydrodynamic radius of lysozyme monomers, obtained by DLS, as a function
of concentration at 25 ◦C [10]. In dilute solutions (<10 mg/mL) it represents the actual size of the
lysozyme monomers. Upon the increase of concentration, the apparent radius (blue crosses) sharply
decreases because of the interactions between lysozyme molecules. Red circles are the results of our
new measurements.

It is important to note that the Stokes-Einstein equation remains valid for mesoscopic lysozyme
aggregates even in concentrated solutions. This is because the number of the aggregates are relatively
small. Therefore, with respects to the aggregates, the concentrated solution of lysozyme can be regarded
as dilute. The hydrodynamic radius of the aggregates thus characterizes their actual size, provided
that the actual viscosity of the solution is used in the equation.

3.2. Continuous Heating

We first studied an 18 mg/mL lysozyme solution heated from 25 ◦C to 62.5 ◦C. Using the protocol
outlined in Figure 2a. After holding the solution for 8 h at 55 ◦C, we observed a change in the
DLS autocorrelation function (g2), presented in Figure 2b, which marks the onset of aggregation.
Two characteristic sizes of the aggregates, of the order of ~30 and ~100 nm, were detected. After further
heating and holding the sample for about 60 h at 62.5 ◦C, as shown in Figure 2b, the autocorrelation
function demonstrated a dramatic shift from a double exponential to a broader spectrum of the size
distribution (Figure 2c). The distribution reveals three characteristic length scales, one corresponding to
apparent size of lysozyme monomers ~1.5 nm, another one to small number of ~100 nm aggregates and
a third to inhomogeneities with a length scale of about 15 nm in size, which are dominant. Cooling the
sample back to the room temperature did not change the DLS characteristics of the sample. Visual
observation showed that the sample was in the gel state. Therefore, we interpret the length scale of
about 15 nm as the gelation mesh size.
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Figure 2. Heating protocol (a) and DLS analysis (b) and (c) demonstrating the process of aggregation 
and gelation in the 18 mg/mL lysozyme solution, gradually heated to 62.5 °C and kept at this 

temperature for 60 h. (b) DLS autocorrelation function ( 45θ =  ) before and after gel formation; (c) 
size distribution of the apparent inhomogeneities before and after gelation. 

We performed another experiment on a lysozyme solution of about the same concentration (20 
mg/mL) but with a different protocol. The sample was heated to 60 °C and the DLS correlation 
function was measured after 18, 42 and 90 h while held at this temperature. The results are presented 
in Figure 3. We observe the formation of inhomogeneities of a radius growing from ~17 nm after 18 
h (with a significant dominance of the nano-sized monomers and oligomers) to ~40 nm after 42 h and 
to 80–90 nm after 90 h. Remarkably, after 90 h at 60 °C, a meso-size (~20–25 nm) reemerges, while the 
size distribution of the larger aggregates becomes narrower. Qualitatively, this experiment shares 
features with the results presented in Figure 2; the growth of aggregates (a faster process) starts before 
gelation (a slower process of formation of network with a mesh size of about 15–25 nm). 

Figure 2. Heating protocol (a) and DLS analysis (b) and (c) demonstrating the process of aggregation and
gelation in the 18 mg/mL lysozyme solution, gradually heated to 62.5 ◦C and kept at this temperature
for 60 h. (b) DLS autocorrelation function (θ = 45◦) before and after gel formation; (c) size distribution
of the apparent inhomogeneities before and after gelation.

We performed another experiment on a lysozyme solution of about the same concentration
(20 mg/mL) but with a different protocol. The sample was heated to 60 ◦C and the DLS correlation
function was measured after 18, 42 and 90 h while held at this temperature. The results are presented
in Figure 3. We observe the formation of inhomogeneities of a radius growing from ~17 nm after 18 h
(with a significant dominance of the nano-sized monomers and oligomers) to ~40 nm after 42 h and to
80–90 nm after 90 h. Remarkably, after 90 h at 60 ◦C, a meso-size (~20–25 nm) reemerges, while the size
distribution of the larger aggregates becomes narrower. Qualitatively, this experiment shares features
with the results presented in Figure 2; the growth of aggregates (a faster process) starts before gelation
(a slower process of formation of network with a mesh size of about 15–25 nm).
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cooling to room temperature. The samples were then kept at room temperature and monitored with 
DLS for over two weeks. The DLS results are shown in Figures 5 and 6. 

Figure 3. DLS analysis in the 20 mg/mL lysozyme solution gradually heated to 60 ◦C and kept at
this temperature for 18, 42 and 90 h. (a) DLS autocorrelation function (θ = 90◦) before and after
gel formation; (b) size distribution of the apparent inhomogeneities. Note an increase in apparent
monomer size due to oligomerization.

We have also found that, for this sample, despite gelation occurring after 90 h of incubation,
the decay rates for the both inhomogeneities, 20–25 and 80–90 nm, exhibit a q2 linear dependence that
is characteristic for diffusive relaxation (Figure 4).
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Figure 4. Wave number dependence for three scattering angles (30◦, 60◦ and 90◦, q ∝ sin(θ/2) of
the two decay rates in the 20 mg/mL sample after 90 h of holding at 60 ◦C (see Figure 3b). Blue line:
fast mode (smaller aggregates), orange line: slow mode (larger aggregates).

3.3. Preventing Gelation and Long-Time Monitoring

Our other heating experiments included the rapid heating of two lysozyme samples (18 mg/mL
and 30 mg/mL) to the projected unfolding temperature, 80 ◦C. We explored the finding that the
emergence and growth of aggregates is significantly faster that the time of gelation. To prevent gelation,
the sample was kept at this temperature for a short period of time (30 min) following fast cooling to
room temperature. The samples were then kept at room temperature and monitored with DLS for over
two weeks. The DLS results are shown in Figures 5 and 6.
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Figure 5. Long-term monitoring of the 18 mg/mL lysozyme solution via DLS. Solution was rapidly
heated to the unfolding temperature of 80 ◦C and held there for 30 min at this temperature to
trigger aggregation.
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Figure 6. Long-term monitoring of the 30 mg/mL lysozyme solution via DLS. The solution rapidly
heated to the unfolding temperature of 80 ◦C and held there for 30 min at this temperature to
trigger aggregation.

In these figures the sequence of the line colors corresponds the sequence of monitoring days.
One can see the formation of polydisperse nanoscale aggregates with gradual increase of the contribution
of aggregates with the size of 10–15 nm. Note that this value is close to the length scale that we interpret
as a mesh size of the gel network.

The average size of aggregates for the 18 mg/mL (Sample 1) and 30 mg/mL (Sample 2) lysozyme
solutions heated for 30 min in 80 ◦C, cooled down and monitored at room temperature as a function of
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the monitoring time is presented in Figure 7. The results are well described by the diffusion-limited
aggregation law [27,28]:

R = R0 + At1/d f , (3)

where R0 is the initial radius of aggregates/monomers (1.6 and 1.5 nm, respectively), t is time, A is
a constant and d f is the fractal dimension of aggregates (Table 1). For both samples Equation (3) was
fitted to the experimental data on the aggregate size as a function of time, with using the MATLAB
Levenberg-Marquardt algorithm. The data are consistent with the maximum fractal dimension, d f = 3,
indicating that the lysozyme aggregates can be viewed as relatively compact spherical objects [29]. We
find it not surprising that the ratio A2/A1 = 1.65 is almost equal to the sample concentration ratio,
namely 1.66.
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Figure 7. Average hydrodynamic radius of lysozyme aggregates in solutions of 18 mg/mL and
30 mg/mL samples, as a function of time. The solid curves are approximations with Equation (3).

Table 1. Fitting parameters in the diffusion-limited aggregation law, with d f = 3.

Concentration (mg/mL) Amplitude (A) Standard Deviation

18 3.68 ±0.37
30 6.07 ±0.36

3.4. Formation of Polydisperse Aggregates

We used the same protocol of measurements for a more concentrated solution, 60 mg/mL but
observed a different pattern of aggregation phenomena. In addition to monomeric-like and mesoscopic
(~10 nm) inhomogeneities, the sample reveals of formation of a broader spectrum of large aggregates
growing from 200 nm to almost a micron (Figure 8). However, these aggregates are so large that their
growth is accompanied by gradual sedimentation, thus, upon a time, resulting in decreasing their
contribution in the DLS correlation function.
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Figure 8. DLS size distribution analysis of a 60 mg/mL lysozyme sample heated for 30 min at 80 ◦C to
trigger aggregation and monitored for 24 days.

Proteins may undergo oxidative or enzymatic degradation over a long time of incubation. This is an
important issue that we have considered seriously. Indeed, according to the work of Avanti et al. [30],
a heat stressed lysozyme loses about 60% of its activity after 3 weeks of incubation due to degradation.
While it is certainly probable that our samples undergo degradation, while being kept at room
temperature during a long period of time, we tried to minimize this effect by filtering samples by
a 20 nm pore size filter to remove any bacteria from the solution. Buffers were degassed prior to use,
so the amount of oxygen in the solution was minimized. However, some degradation was still possible.
Therefore, to test the effect of lysozyme’s degradation on the aggregation, a 60 mg/mL sample was
kept at 80 ◦C for 10 min, quickly cooled down to room temperature and was monitored over three
weeks. The amount of aggregates formed during that period, was so small that was hardly detectable
(Figure 9). Additionally, an SDS-PAGE gel analysis (illustrated in Figure 10) on both heated and
unheated 30 mg/mL samples confirmed the absence of protein’s degradation during the experiments,
as no lower molecular weight fragments was observed, while some protein dimers and trimers were
detected in heated samples. We conclude that the aggregation mechanism in our study is insignificantly
affected by lysozyme degradation.
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Figure 9. DLS distribution analysis of a 60 mg/mL lysozyme sample heated for 10 min at 80 ◦C to
screen the effect of heating on the aggregation process.
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2. Sample unheated. 3. Sample heated to 80 ◦C. 4. Sample unheated, then incubated at 95 ◦C for 5 min
prior running the gel. 5. Sample heated to 80 ◦C, then incubated at 95 ◦C for 5 min prior running
the gel.

4. Discussion

Globular proteins may undergo structural changes due to partial unfolding when being exposed
to a higher temperature, even below its true denaturation point. As a result, normally buried
hydrophobic residues may act as a crosslinker for intermolecular beta-sheet structures and lead to
formation of aggregates of different shapes, globular or amyloid like, depending on the solution
conditions [16,31,32]. Continuous heating leads to association of aggregates and subsequent formation
of a gel network [16–18,32,33].

Based on our findings, we can qualitatively suggest a mechanism of aggregation that we observed
in lysozyme samples treated under different heating protocols. Lysozyme at low ionic strength (20 mM)
and nearly neutral pH unfolds at a temperature around 80 ◦C [22].

We estimate the fraction of unfolded lysozyme molecules, φ, as a function of temperature through
the enthalpy of folding/unfolding, ∆H0 (kJ/mol), at the “melting” temperature T0, defined to be the
temperature at which the fraction of folded and unfolded lysozyme is equal. In the first approximation,
we obtain:

∆H0

kB

(
1
T
−

1
T0

)
= ln

φ

1−φ
. (4)

According to References [22,34,35], the enthalpy of lysozyme unfolding varies between 200
and 600 kJ/mol, depending on experimental techniques and buffer conditions. In Figure 11 we
present the fraction of unfolded lysozyme, calculated from Equation (4), with adopted values of
∆H0 = 540 kJ/mol and T0 = 80 ◦C [34]. In this adoption we neglect a dependence of ∆H0 and T0 on
lysozyme concentration.Biomolecules 2020, 10, x FOR PEER REVIEW 11 of 14 
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In the hierarchy of times scales, the lysozyme interconversion rate is fastest (overall folding time
is of the order of 1 s) [36,37], while characteristic times of the motion of molecular segments could be of
the order of 1 µs [38]. Then a relatively lower rate of aggregation follows. The rate of gelation is the
slowest and strongly depends on concentration and temperature. Our experiments on a 20 mg/mL
sample showed that at 60 ◦C it took up to 90 h to observe a distinct gel state. The lower the temperature,
the smaller the fraction of unfolded lysozyme molecules, the smaller the probability of aggregation
and larger the time of gelation. As estimated with Equation (4), the fraction of the unfolded molecules
at 60 ◦C could be as small as 2× 10−3%. Nevertheless, these molecules serve as seeds of nucleation to
form growing aggregates and eventually a gel network. We must note that even an extremely small
number of mesoscopic aggregates could make a significant contribution to the DLS correlation function
because light scattering intensity strongly depends on the size, especially at small scattering angles.
The reaction coordinate, the fraction of unfolded protein molecules, exhibit thermal fluctuations around
its “chemical reaction” equilibrium value. The average amplitude and lifetime of these fluctuations
depend on the thermodynamic conditions and can be found by statistical thermodynamics. However,
because the distribution of the fluctuations in space and time is Gaussian, occasionally, during a long
observation time, the deviations in concentration of the unfolded protein from the equilibrium value,
could become significant and hence initiate the gelation process.

The analysis of the correlation function of gel formed by heating lysozyme solutions ~20 ◦C below
the melting temperature over a long period of time indicates the presence of diffusion relaxation in
the gel. In this work we did not address the interesting dynamic properties of gels, which would
require a more detailed DLS experiments and analysis. We just note that the correlation function
of density/concentration fluctuations in gel can exhibit a compressed exponential decay [16,33].
The observed relaxation modes can be attributed to concentration fluctuations of the aggregates which
are not a part of gel network, branching points, segments and restructuring of the gel [31,32,39].
In case of the extremely fragile lysozyme gel, the diffusive inhomogeneities with the sizes ~15–20 and
~100 nm (Figure 2c, red curves), could be interpreted as a branch/mesh pattern forming the gel network
(smaller size) and separate aggregates (larger size) diffusing across the network.

5. Conclusions

In this work, the role of equilibrium unfolding as the main driving force for protein aggregation
at elevated temperatures is clarified. While monomeric lysozyme molecules do not have a propensity
to form detectable aggregates for a long period of time [24], increasing the temperature and shifting
the equilibrium to marginally unfolded protein leads to the emergence of aggregate seeds. These seeds
can either rapidly grow if heated continuously or undergo a slow diffusion limited aggregation over
a long time of monitoring.

Our results resonate with the observations of previous investigators on aggregation phenomena
in lysozyme solutions. The importance of driving forces for aggregation at physiological temperatures
was emphasized in the work of Vekilov et al. [23], where the presence of transient dimers of lysozyme
was found. Also, according to Strander et al. [10], at the same ionic strength and pH, the presence
of short-range attractions and long-range repulsions leads to the formation of dense liquid phases in
lysozyme solutions. The reported clusters have an aggregation number between 2–7 monomers per
cluster at the range of concentrations of 50–100 mg/mL. DLS was not able to detect the presence of
such clusters. The lack of DLS ability for the detection of these clusters can be because of the short
lifetime of the clusters and/or their small population. However, although these clusters have a very
small population, they may be involved in the formation of larger observed aggregates.

According to References [40–42], amyloid aggregates can eventually form a viscoelastic gel solution.
Since the time scale of gel formation is much longer than the folding/unfolding interconversion and
aggregation, the aggregation is a required step for the gel formation. A fundamental, yet unexplored
problem that could be addressed in further experimental and theoretical studies, would be a possible
role of fluctuations of unfolded molecular states near the interconversion equilibrium. Protein molecules
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can fluctuate between their alternative states and eventually bind to each other and form aggregates.
Fluctuation-induced aggregation [43] and, more recently, fluctuation-induced phase transitions [44]
have been discussed with respect to the phase behavior of classical colloids. It would be interesting to
investigate this effect with respect to aggregation of proteins.
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11. Šarić, A.; Chebaro, Y.C.; Knowles, T.P.J.; Frenkel, D. Crucial role of nonspecific interactions in amyloid
nucleation. Proc. Natl. Acad. Sci. USA 2014, 111, 17869–17874. [CrossRef] [PubMed]

12. Wang, W. Protein aggregation and its inhibition in biopharmaceutics. Int. J. Pharm. 2005, 289, 1–30. [CrossRef]
[PubMed]

13. Roberts, C.J. Therapeutic protein aggregation: Mechanisms, design, and control. Trends Biotechnol. 2014, 32,
372–380. [CrossRef] [PubMed]

14. Takata, S.; Norisuye, T.; Tanaka, N.; Shibayama, M. Heat-Induced Gelation of β-Lactoglobulin.
1. Time-Resolved Dynamic Light Scattering. Macromolecules 2000, 33, 5470–5475. [CrossRef]

15. Mine, Y. Recent advances in the understanding of egg white protein functionality. Trends Food Sci. Technol.
1995, 6, 225–232. [CrossRef]

http://dx.doi.org/10.1002/jps.22790
http://www.ncbi.nlm.nih.gov/pubmed/21989781
http://dx.doi.org/10.1038/nrm1742
http://www.ncbi.nlm.nih.gov/pubmed/16167052
http://dx.doi.org/10.1021/la053528w
http://www.ncbi.nlm.nih.gov/pubmed/17042523
http://dx.doi.org/10.1038/nrd4593
http://www.ncbi.nlm.nih.gov/pubmed/26338154
http://dx.doi.org/10.1016/j.ijpharm.2018.08.043
http://www.ncbi.nlm.nih.gov/pubmed/30145245
http://dx.doi.org/10.2174/138920109788488932
http://www.ncbi.nlm.nih.gov/pubmed/19519409
http://dx.doi.org/10.1023/A:1015851228163
http://dx.doi.org/10.1002/(SICI)1097-0290(19980805)59:3&lt;281::AID-BIT3&gt;3.0.CO;2-7
http://dx.doi.org/10.1002/(SICI)1097-0290(19970620)54:6&lt;503::AID-BIT1&gt;3.0.CO;2-N
http://dx.doi.org/10.1038/nature03109
http://dx.doi.org/10.1073/pnas.1410159111
http://www.ncbi.nlm.nih.gov/pubmed/25453085
http://dx.doi.org/10.1016/j.ijpharm.2004.11.014
http://www.ncbi.nlm.nih.gov/pubmed/15652195
http://dx.doi.org/10.1016/j.tibtech.2014.05.005
http://www.ncbi.nlm.nih.gov/pubmed/24908382
http://dx.doi.org/10.1021/ma0003295
http://dx.doi.org/10.1016/S0924-2244(00)89083-4


Biomolecules 2020, 10, 1262 13 of 14

16. Aymard, P.; Gimel, J.C.; Nicolai, T.; Durand, D. Experimental evidence for a two-step process in the
aggregation of β-lactoglobulin at pH 7. J. Chim. Phys. 1996, 93, 987–997. [CrossRef]

17. Nicolai, T.; Urban, C.; Schurtenberger, P. Light Scattering Study of Turbid Heat-Set Globular Protein Gels
Using Cross-Correlation Dynamic Light Scattering. J. Colloid Interface Sci. 2001, 240, 419–424. [CrossRef]

18. Mezzenga, R.; Fischer, P. The self-assembly, aggregation and phase transitions of food protein systems in one,
two and three dimensions. Rep. Prog. Phys. 2013, 76, 046601. [CrossRef]

19. Li, Y.; Lubchenko, V.; Vorontsova, M.A.; Filobelo, L.; Vekilov, P.G. Ostwald-Like Ripening of the Anomalous
Mesoscopic Clusters in Protein Solutions. J. Phys. Chem. B 2012, 116, 10657–10664. [CrossRef]

20. Vorontsova, M.A.; Chan, H.Y.; Lubchenko, V.; Vekilov, P.G. Lack of Dependence of the Sizes of the Mesoscopic
Protein Clusters on Electrostatics. Biophys. J. 2015, 109, 1959–1968. [CrossRef]

21. Pan, W.; Vekilov, P.G.; Lubchenko, V. Origin of Anomalous Mesoscopic Phases in Protein Solutions.
J. Phys. Chem. B 2010, 114, 7620–7630. [CrossRef] [PubMed]

22. Safari, M.S.; Byington, M.C.; Conrad, J.C.; Vekilov, P.G. Polymorphism of Lysozyme Condensates.
J. Phys. Chem. B 2017, 121, 9091–9101. [CrossRef] [PubMed]

23. Vekilov, P.G.; McCabe, J.W.; Angel, L.A.; Hawke, D.H.; Byington, M.C.; Safari, M.S.; Lubchenko, V.;
Conrad, J.C. Weakly-bound Dimers that Underlie the Crystal Nucleation Precursors in Lysozyme Solutions.
bioRxiv 2018, 275222. [CrossRef]

24. Nikfarjam, S.; Ghorbani, M.; Adhikari, S.; Karlsson, A.J.; Jouravleva, E.V.; Woehl, T.J.; Anisimov, M.A.
Irreversible Nature of Mesoscopic Aggregates in Lysozyme Solutions. Colloid J. 2019, 81, 546–554. [CrossRef]

25. Pecora, R. Dynamic Light Scattering Measurement of Nanometer Particles in Liquids. J. Nanoparticle Res.
2000, 2, 123–131. [CrossRef]

26. Zheng, X.; Anisimov, M.A.; Sengers, J.V.; He, M. Mesoscopic Diffusion of Poly(ethylene oxide) in Pure and
Mixed Solvents. J. Phys. Chem. B 2018, 122, 3454–3464. [CrossRef]

27. Weitz, D.A.; Huang, J.S.; Lin, M.Y.; Sung, J. Limits of the Fractal Dimension for Irreversible Kinetic Aggregation
of Gold Colloids. Phys. Rev. Lett. 1985, 54, 1416–1419. [CrossRef]

28. Breure, B.; Subramanian, D.; Leys, J.; Peters, C.J.; Anisimov, M.A. Modeling Asphaltene Aggregation with
a Single Compound. Energy Fuels 2013, 27, 172–176. [CrossRef]

29. Kryven, I.; Lazzari, S.; Storti, G. Population Balance Modeling of Aggregation and Coalescence in Colloidal
Systems. Macromol. Theory Simul. 2014, 23, 170–181. [CrossRef]

30. Avanti, C.; Saluja, V.; van Streun, E.L.P.; Frijlink, H.W.; Hinrichs, W.L.J. Stability of Lysozyme in Aqueous
Extremolyte Solutions during Heat Shock and Accelerated Thermal Conditions. PLoS ONE 2014, 9, e86244.
[CrossRef]

31. Lesturgeon, V.; Nicolai, T.; Durand, D. Dynamic and static light scattering study of the formation of
cross-linked PMMA gels. Eur. Phys. J. B 1999, 9, 71–82. [CrossRef]

32. Martin, J.E.; Wilcoxon, J.; Odinek, J. Decay of density fluctuations in gels. Phys. Rev. A 1991, 43, 858–872.
[CrossRef] [PubMed]

33. Tsurusawa, H.; Leocmach, M.; Russo, J.; Tanaka, H. Direct link between mechanical stability in gels and
percolation of isostatic particles. Sci. Adv. 2019, 5, eaav6090. [CrossRef] [PubMed]

34. Haynie, D.T. Biological Thermodynamics; Cambridge University Press: Cambridge, UK, 2001;
ISBN 978-0-521-79549-4.

35. Li-Blatter, X.; Seelig, J. Thermal and Chemical Unfolding of Lysozyme. Multistate Zimm–Bragg Theory
Versus Two-State Model. J. Phys. Chem. B 2019, 123, 10181–10191. [CrossRef] [PubMed]

36. Lindorff-Larsen, K.; Piana, S.; Dror, R.O.; Shaw, D.E. How Fast-Folding Proteins Fold. Science 2011, 334,
517–520. [CrossRef]

37. Matagne, A.; Radford, S.E.; Dobson, C.M. Fast and slow tracks in lysozyme folding: Insight into the role of
domains in the folding process. J. Mol. Biol. 1997, 267, 1068–1074. [CrossRef]

38. Chung, H.S.; Eaton, W.A. Protein folding transition path times from single molecule FRET.
Curr. Opin. Struct. Biol. 2018, 48, 30–39. [CrossRef]

39. Weijers, M.; Barneveld, P.A.; Cohen Stuart, M.A.; Visschers, R.W. Heat-induced denaturation and aggregation
of ovalbumin at neutral pH described by irreversible first-order kinetics. Protein Sci. 2003, 12, 2693–2703.
[CrossRef]

40. Woodard, D.; Bell, D.; Tipton, D.; Durrance, S.; Cole, L.; Li, B.; Xu, S. Gel Formation in Protein Amyloid
Aggregation: A Physical Mechanism for Cytotoxicity. PLoS ONE 2014, 9, e94789. [CrossRef]

http://dx.doi.org/10.1051/jcp/1996930987
http://dx.doi.org/10.1006/jcis.2001.7672
http://dx.doi.org/10.1088/0034-4885/76/4/046601
http://dx.doi.org/10.1021/jp303316s
http://dx.doi.org/10.1016/j.bpj.2015.09.025
http://dx.doi.org/10.1021/jp100617w
http://www.ncbi.nlm.nih.gov/pubmed/20423058
http://dx.doi.org/10.1021/acs.jpcb.7b05425
http://www.ncbi.nlm.nih.gov/pubmed/28881129
http://dx.doi.org/10.1101/275222
http://dx.doi.org/10.1134/S1061933X19050090
http://dx.doi.org/10.1023/A:1010067107182
http://dx.doi.org/10.1021/acs.jpcb.7b10420
http://dx.doi.org/10.1103/PhysRevLett.54.1416
http://dx.doi.org/10.1021/ef3016766
http://dx.doi.org/10.1002/mats.201300140
http://dx.doi.org/10.1371/journal.pone.0086244
http://dx.doi.org/10.1007/s100510050743
http://dx.doi.org/10.1103/PhysRevA.43.858
http://www.ncbi.nlm.nih.gov/pubmed/9905103
http://dx.doi.org/10.1126/sciadv.aav6090
http://www.ncbi.nlm.nih.gov/pubmed/31172025
http://dx.doi.org/10.1021/acs.jpcb.9b08816
http://www.ncbi.nlm.nih.gov/pubmed/31686511
http://dx.doi.org/10.1126/science.1208351
http://dx.doi.org/10.1006/jmbi.1997.0963
http://dx.doi.org/10.1016/j.sbi.2017.10.007
http://dx.doi.org/10.1110/ps.03242803
http://dx.doi.org/10.1371/journal.pone.0094789


Biomolecules 2020, 10, 1262 14 of 14

41. Renkema, J.M.S.; van Vliet, T. Heat-Induced Gel Formation by Soy Proteins at Neutral pH. J. Agric. Food Chem.
2002, 50, 1569–1573. [CrossRef]

42. Ako, K.; Nicolai, T.; Durand, D. Salt-induced gelation of globular protein aggregates: Structure and kinetics.
Biomacromolecules 2010, 11, 864–871. [CrossRef] [PubMed]
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