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Abstract: Interaction of proteins with charged macromolecules is involved in many processes in cells.
Firstly, there are many naturally occurred charged polymers such as DNA and RNA, polyphosphates,
sulfated glycosaminoglycans, etc., as well as pronouncedly charged proteins such as histones or actin.
Electrostatic interactions are also important for “generic” proteins, which are not generally considered
as polyanions or polycations. Finally, protein behavior can be altered due to post-translational
modifications such as phosphorylation, sulfation, and glycation, which change a local charge of the
protein region. Herein we review molecular modeling for the investigation of such interactions,
from model polyanions and polycations to unfolded proteins. We will show that electrostatic
interactions are ubiquitous, and molecular dynamics simulations provide an outstanding opportunity
to look inside binding and reveal the contribution of electrostatic interactions. Since a molecular
dynamics simulation is only a model, we will comprehensively consider its relationship with the
experimental data.

Keywords: electrostatic interactions; molecular dynamics simulations; post-translational modification;
polyelectrolyte; protein-polyelectrolyte complex; sulfation; glycation

1. Introduction

The importance of electrostatic interaction for biological processes is clear since cells contain a lot of
charged molecules (Figure 1). First, literally all proteins are polyelectrolytes since they contain charged
amino acids, i.e., aspartate, glutamate, lysine, arginine, and histidine [1]. Depending on the pH of the
system, proteins are charged either positively or negatively, and many proteins such as actin, tubulin,
serum albumin, histones, lysozyme, cytochrome c, etc., are strongly charged under physiological
conditions [2]. Even if a net charge of the protein molecule is small, it usually has negatively and
positively charged areas on the surface, which are important for the interaction of the protein with
other macromolecules. A significant change in local charge can alter protein behavior. From this
point of view, post-translational modifications such as phosphorylation and polyphosphorylation [3],
sulfation [4,5], glycation [6,7], oxidation [8], and polysialylation [9] are of special interest since they
can strongly influence protein-protein interactions.

The second class of naturally occurred charged macromolecules is comprised of nucleic acids.
Electrostatic interactions are important for the interaction of DNA with histones and chromatin
condensation [10], interactions of ribosomal proteins with ribosomal RNA [11], as well as for the
formation of other protein-DNA and protein-RNA complexes [12,13]. Moreover, there are many
charged polysaccharides—sulfated or carboxylated glycosaminoglycans such as heparin, heparan
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sulfate, hyaluronic acid, etc.—which form the extracellular matrix, often being a component of
proteoglycans [14]. The list of similarly charged polysaccharides from plants includes sulfated
polymers such as carrageenan and fucoidan, carboxylated polymers such as alginic acid, pectin,
etc. Some of them are widely used in food chemistry [15,16] or suggested for medicinal use [17,18].
Finally, we must mention phosphate-containing macromolecules, which are widely present in live cells:
from ubiquitous molecules such as ATP and inositol trisphosphate to various linear polyphosphates
that are synthesized in prokaryotes and eukaryotes [19,20] and can be attached to proteins [3,21].

Many of the aforementioned systems are extremely difficult to study in vivo and even in vitro.
From this point of view, molecular modeling provides an outstanding opportunity to look at the protein
interaction, with numerous macromolecules moving to the atomistic level [22,23]. Classical molecular
dynamics (MD) simulations, which deal with all-atom structures and are limited by Newton’s laws of
motion, allow for studying molecular movements and interactions in terms of dynamics. In addition,
classical MD approach can be expanded to both directions: downstairs, i.e., a more detailed view,
using combined quantum mechanics/molecular mechanics (QM/MM) approach [24]; and upstairs,
i.e., a rougher investigation, using coarse-grained MD simulations [25,26]. In the present mini-review,
we consider the interaction of proteins with the aforementioned charged macromolecules, focusing on
the modeling of the electrostatic interactions. However, since realistic modeling of charged molecules
behavior is a challenge, we comprehensively compare the data from molecular dynamics simulations
with the experimental data throughout the review.
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2. Protein Interaction with Model Polymers and Nucleic Acids

Homopolymers and simple (from a biological point of view) copolymers of charged repeat units,
mainly synthetic polymers, can be considered as a simplified model to study electrostatic interactions
in experiments as well as in modeling according to the assumption that such interactions are generally
charge-driven. Computer modeling of such model systems can be performed on a different detailing
level, i.e., using different approaches: Monte Carlo [27–31], Brownian [32], or Langevin dynamics
simulations [33,34], as well as coarse-grained [35] and atomistic molecular dynamics simulations [36,37].
The use of these computational approaches is discussed in numerous reviews such as [38–40].

Several groups adopted molecular dynamics simulations approach to investigate protein
interaction with charged polysaccharides because of high biological impact of polysaccharides as
important components of extracellular matrix [41]. Thus, atomistic MD simulations were used
for investigation of the interaction of heparin, heparan sulfate, and other glycosaminoglycans
with interleukin 8 [42,43], cell growth factors [44], sclerostin [45], chemokine CCL5 [46], bone
morphogenetic protein 2 [47], and Aβ1-42 fibrils [48]. In addition, heparin and its analogues are of
special interest as anticoagulation agents [49,50], and therefore MD simulations of their interaction with
various coagulation factors [51] are necessary for new anticoagulation drug design. Technically, MD
simulations of such systems are usually relatively simple since a wide range of monomers (including
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sulfated ones) are already well parameterized in the GLYCAM force field, which contains parameters
for numerous carbohydrates [52]. For short polymers such as low-molecular-weight heparin or heparan
sulfate oligomers, an initial hypothesis on the binding site location can be made using docking [44,45]
or sometimes using the crystal structure of the protein complex with a similar polymer [53]. In addition
to accurate refinement of the binding site, the MD simulations approach is useful to compare different
glycasaminoglycans since this is a very diverse class of polymers. Thus, such a comparison study,
combined with experimental data, showed that the sulfation of glycasaminoglycans enhances the
binding with protein, and furthermore, not only the number of sulfate groups but also the sulfation
pattern is important for the binding specificity [43,45,46].

Computational studies of the protein interaction with polyphosphates, another class of natural
polyanions, are less numerous (apart from ATP, ADP, etc., which are sometimes called polyphosphates).
However, MD simulations were adopted to investigate atomistic details of specific [54] and
non-specific interactions [37,55]. In all cases, the binding was shown to be electrostatically driven.
The main conclusions (but not detailed interaction mechanism on the atomistic level) were indirectly
corroborated with the experiments.

Next, we should mention modeling of the cationic or anionic dendrimers, which are
extensively studied as multi-functional drug carriers [56,57] in complexes with different proteins:
immunoglobulins [58], amyloidogenic prion protein [59], actin [60], human serum albumin [61],
HIV-derived peptides [62,63], ferritin [64], and other proteins [65]. Interestingly, control of protonation
state (and therefore the net charge) of polyamidoamine (PAMAM) dendrimers allowed control of
their interaction with cytolysin A, a protein toxin forming pores in cell membrane and thus causing
membrane permeabilization [66]. The binding resulted in pore closure and inhibition of cytolysin toxic
activity, nicely illustrating the importance of electrostatic interactions.

Comprehensive investigations of the protein complexes with charged model polymers revealed
the regularities and key factors of these interactions. The first lesson learned from the study of such
model systems is a deep understanding of patch-based interaction of similarly charged macromolecules.
Indeed, proteins have both negatively and positively charged patches on the surface in a wide pH
range, which can interact with oppositely charged regions of the polymers even if total charges of
the protein and the polymer are the same [39,59,67]. The patch-based interaction model helped us to
explain the chaperone-like activity of synthetic polyelectrolytes [68–71], which can be higher in the
case of similarly charged proteins and polyelectrolytes [67]. Using MD simulations, we suggested
that long polyelectrolyte chains bind the protein via only a part of the monomers, and the unbound
monomers form charged loops and tails around the protein surface, providing stability for the complex.
Thus, protective efficiency increased in the case of similarly charged proteins and polymers since the
oppositely charged patches on the protein surface are smaller (Figure 2). The suggested model was
corroborated by experiments [37,67].

Some technical caution is required to obtain a realistic model of protein interaction with highly
charged polymers. In principle, electrostatic interactions are handled as non-bonded interactions of
charged atoms (or atom groups). Long-range electrostatic interactions can be expressed using the
particle mesh Ewald (PME) technique [72], which is a gold standard for highly charged molecules
such as nucleic acids [73,74] and sulfated polysaccharides. Obviously, accurate parametrization of
charged monomers (residues), especially atom partial charges values, is of special importance for
realistic modeling of the aforementioned systems. There are many popular force fields designed
for nucleic acids; the GLYCAM force field provides parametrization of numerous polysaccharide
monomers including sulfated glycosaminoglycans [52]. However, the choice of the force field for
mixed systems can be difficult. For some protein post-translational modification products (reviewed
below), the parameters for GROMOS and AMBER force fields were developed [75–77]. For other
non-standard monomers and residue modifications, accurate determination of partial atom charges
using RED III tools [78], PRODRG server [79], ATB tools [80] or other tools is required.
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According to experimental data and theoretical calculations, one of the key factors in the formation
of inter-polyelectrolyte complexes is counterion release [81–85], in addition to other factors [86–89].
In the case of polymers with high charge density, low-molecular-weight counterions are partially
bound with a charged chain, but the binding with an oppositely charged polymer results in the release
of counterions bound with both polymers, associated with entropy gain [40,81,90]. This effect was
obtained in atomistic MD simulation of the polymers with counterions [91]. Unfortunately, its realistic
modeling in complex multicomponent systems is difficult since popular small molecular ions models
were shown to overestimate Coulomb interactions (the same might be true for all ionic interactions [92]),
which results in an artificial crystallization in the solution of ions (probably because of the polymer
molecule overcharging, similar to the charge inversion observed in a polyelectrolyte solution with
multivalent counterions [93]). Enhanced ion models by Joung and Cheatham seem to solve this problem
in the case of pure salt solutions and probably for “generic” biomolecules [94]. Unfortunately, even this
model does not provide a realistic simulation in the case of molecules with high charge density. Indeed,
testing of both ion models (i.e., standard one from AMBER99-parmbsc0 force field and Joung-Cheatham
model) for poly(methacrylic acid) gave the same artificial aggregation of the polyelectrolyte in solution
with counterions [95]. The same was true for the simulation of polyphosphate using two different ion
models, the standard from GROMOS 54a7 force field and the Joung-Cheatham model [37], but not for
DNA, poly(styrene sulfonate), and pyridinium polycations, in which the distance between charged
groups is higher and therefore the charge density is lower [37,67,95].

However, there are many good examples of realistic modeling of the inter-polyelectrolyte interaction
accompanied by counterion release or binding, and even attempts to compare different counterions [96].
As an example, we can mention simulations of DNA complexation and decomplexation with polycations
in a salt solution [97,98]. Summarizing the above, we conclude that, despite some problems with
realistic parametrization of low-molecular weight ions requiring some care, the overall behavior of
common systems can be simulated realistically.

Nucleic acids belong to one more important class of polyanions present in a cell. Obviously,
the binding of proteins with nucleic acids is determined by many of the following factors, but
electrostatic interactions are important for the binding [99]. Generally, electrostatic interactions
provide non-specific binding with backbone phosphate groups, but sequence-specific binding can
also partly arise from electrostatic interactions [12] since AT-rich and GC-rich sequences display the
difference in electrostatic potential value and polarity of minor and major grooves [100]. As for protein
structure, positive charge distribution can be important for DNA-binding proteins, not only the value
of the charge [101]. In addition, electrostatic interactions indirectly influence protein-DNA binding,
associated with DNA bending or kinking [12], since they partially determine double-stranded DNA
rigidity [102]. Therefore, careful handling of electrostatic interactions is of special importance for
modeling the protein interaction with DNA and RNA. There are two ways to obtain the complex:
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MD simulation of individual protein and the addition of nucleic acid molecules until the binding is
achieved (this way may require some sampling), and the improvement of the docking results using
MD simulation, which is of special importance for protein complexes with flexible RNA molecules [99].
Because of numerous reviews on the MD simulations of RNA and DNA protein complexes, we do not
focus on them here and only suggest a few excellent reviews [13,73,103,104] for further reading.

3. Interaction with Other Charged Proteins

Electrostatics plays a significant role in protein-protein interactions [105,106]. Among the most
famous examples, we can mention glyceraldehyde-3-phosphate dehydrogenase (GAPDH), which has
positively charged groove and interacts with tubulin [107], alpha-synuclein [108], membrane transport
proteins [109,110], and other acidic proteins. Interaction of serine proteases with inhibitors is also
electrostatically driven [105]. Electrostatic interaction can also be important for protein recognition.
Thus, translocation of negatively charged residues from the non-binding interface of membrane
channel inhibitor BmP05 to the binding one resulted in switching of the binding site to a former
non-binding interface [111,112]. The widely used barnase-barstar system is also based on electrostatic
interaction, which determines extremely high binding constant [113,114]. Electrostatic interactions can
also play a role in an unfolded protein interaction with chaperones: for example, negatively charged
GroEL interacts more efficiently with positively charged proteins [115]; the acidic region of small heat
shock proteins is important for chaperone function [50].

How can MD simulations help in a study of electrostatically driven protein-protein interactions?
A “simple” (providing fewer quantitative atomistic details than MD) analysis of electrostatic potential
can suggest potential binding sites [99,116,117]. For the complexes with a known structure, it can
provide a rough estimation of the binding energy, and combined with point mutagenesis of charged
residues, help to reveal the contribution of each residue to the binding [118,119]. However, in both
cases, the MD simulations approach is the method of choice since it allows for an analysis of the
optimized complex structure. Furthermore, quantitative analysis of MD simulations’ trajectories
provides an accurate estimation of the binding energy, including energy decomposition [120–122].
In the aforementioned example of the barnase-barstar complex, the analysis of rigid body complex is
reasonable [123] but MD simulations provide much more detailed information about the formation
of the complex, the contribution of different type of interactions, and the importance of each
residue [124]. Since the structure of the barnase-barstar complex is known, binding energy can
also be estimated using steered MD simulations [125]. Then, MD simulations can provide insight
into molecular mechanism of complicated processes if experimental investigation is hampered. This
can be illustrated by computational studies of nascent protein release from ribosomal tunnel, which
proposed the mechanism of the polypeptide chain movement and the role of charged residues of
ribosomal proteins [126–128]. Finally (and maybe most importantly), MD simulation is a powerful
approach for comparative investigation of similar proteins’ interaction and drug design. It is especially
important if the binding is determined not only by electrostatic interactions. Thus, pro-apoptotic
Bak peptide binds to anti-apoptotic proteins such as Bcl-2 through hydrophobic and electrostatic
interactions [129], and the use of MD simulations allows for accurate comparison of the binding with
different anti-apoptotic proteins and provides a basis for the detailed understanding of the mechanism
of apoptosis regulation [130].

There are a lot of other examples of MD simulations’ utilization for modeling of charged
protein behavior since electrostatic interactions are important for almost all systems. In the next
two sections, we focus on two specific cases, where the impact of electrostatic interactions is very high:
intrinsically disordered proteins and proteins undergoing post-translational modifications associated
with charge changes.
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4. Unfolded Proteins

MD simulations are a powerful approach to study unfolded proteins (especially intrinsically
disordered proteins) and their complexes with other proteins [131] because of the difficulty of obtaining
atomistic details from experimental methods. Furthermore, since intrinsically disordered proteins are
known to have more charged residues (and therefore a higher net charge) in comparison with natively
folded proteins [132], the modeling of electrostatic interactions is of special interest [133].

Thus, electrostatic interactions and the formation of intra-molecular and inter-molecular salt
bridges is an important factor for amyloid aggregation [134]. This type of aggregation is associated
with the formation of β-structured fibrils and is considered to be a reason for the development and
progression of many human diseases [135]. Many amyloidogenic proteins are intrinsically disordered,
and the mechanism of their amyloid conversion and aggregation is unclear. Numerous papers on MD
simulations of amyloidogenic proteins at different levels (atomistic, coarse-grained, lattice simulations)
are reviewed in [131,136–139]. Using MD simulations, electrostatics and formation of salt bridges
were shown to influence the stability of the prion protein [140–142] as well as amyloid fibrils [143].
The role of familial mutations of α-synuclein charged residues was attributed to changes in fibril
stability arising from alterations in electrostatic interactions [144]. A high impact of salt bridges was
also shown for Aβ peptides, fibrils, and oligomer formation through β-turn stabilization [145–147];
the destabilization of intra-molecular salt bridges was suggested as a key factor in the copper ions’
binding effect on amyloid β fibrillization [148,149].

Formation of salt bridges is also important for the interaction of intrinsically disordered proteins with
other proteins. Thus, α-synuclein and Aβ peptide are known to interact and form co-aggregates [150],
and electrostatic interactions were suggested to be a key factor of the interaction [151,152]. The same was
true for α-synuclein and β-synuclein co-oligomerization [153]. Electrostatically-driven binding was
also shown for α-synuclein and GAPDH: the positively charged groove comprising substrate-binding
site of GAPDH was predicted to be the binding site for α-synuclein, which was corroborated by
experimental analysis of the α-synuclein effect on GAPDH enzymatic activity [108]. This interaction
may be involved in Parkinson’s disease development via glycolysis efficiency decrease due to GAPDH
inactivation [154].

To conclude, MD simulations can provide a detailed model of the interaction, aggregation,
and sometimes folding of the unfolded proteins, which can then be experimentally verified. It is useful,
for example, in comparative investigation of point mutations effect, which is important in the case of
amyloidogenic peptides associated with neurodegenerative diseases [144,147]. Notably, modeling of
the unfolded protein (or flexible peptide) interactions requires multiple simulations, replica-exchange
MD simulations, umbrella sampling, Markov state models, or other techniques to obtain reliable
information about the conformational ensemble [133]. In addition, the “usual” force fields do not
describe unfolded proteins’ behavior properly, so force fields designed specifically for unfolded
proteins should be used: for example, full-atom force fields CHARMM36m [155], ff14IDPSFF [156],
and a99SB-disp [157].

5. Effect of Post-Translational Modifications

5.1. Phosphorylation

Phosphorylation is one of the most common protein post-translational modification, and it
is associated with charge change [158]. Though hundreds of papers describe the mechanism of
phosphorylation-mediated regulation of protein behavior and protein-protein interactions on the
basis of experimental data [159–161], MD simulations often help to reveal atomistic details of the
mechanism [162,163]. Since the number of such papers is very large (almost 700 papers are indexed in
PubMed with the keywords “MD simulation” and “protein phosphorylation”), we discuss only some
examples of successful usage of MD to study the role of phosphorylation.
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The related papers can be separated into two groups according to the mechanism of the
phosphorylation contribution revealed by MD simulations. The first one is direct modulation of
protein-protein interaction via changes in local electrostatics and formation or disruption of new
inter-molecular contacts. Phosphorylation can lead to a significant change in the protein surface’s
properties [164] and therefore in its behavior. Thus, electrostatic repulsion between phosphorylated
site of transcription factor p53 and a negatively charged patch of ubiquitin ligase MDM2 (mouse
double minute 2 homolog) was suggested to be a reason for the complex dissociation, which occurs
due to p53 phosphorylation [165]. The same can be true in the case of other charged biological
macromolecules. For example, phosphorylation of the transmembrane peptide phospholamban
is known to regulate the activity of the sarcoplasmic reticulum calcium pump in cardiac muscle.
MD simulations suggested that phosphorylation enhances the interaction of the cytoplasmic part
of phospholamban with the phospholipid bilayer via the formation of contacts between the protein
phosphate group and a lipid ammonium group, thus inhibiting its interaction with other calcium
pump proteins and inhibiting the action of the pump [166]. However, another work suggested
a different mechanism: formation of new intra-molecular bonds between phosphate group and
positively charged residues stabilizes specific conformation of the phospholamban [167]. This second
mechanism, i.e., changes in protein conformation induced by the formation of new intra-molecular contacts
(usually salt bridges), was proposed to be a key factor in many cases and seems to be much more
widespread. Thus, electrostatic interaction between phosphorylated serine and arginine located in
different domains destabilizes the closed conformation of DNA polymerase β and consequently
inhibits its activity, as was suggested using MD simulations and corroborated with experiments [168].
On the contrary, phosphorylation was shown to lock active conformation of c-Src kinase, thus providing
allosteric regulation of the enzyme functionality [169]. Phosphorylation can stabilize α-helices by the
formation of additional intra-helical bonds with neighboring positively charged arginine or lysine [170].
Phosphorylation of the Shc adaptor protein changes its flexibility and thus indirectly influences the
interaction with the receptor without direct interaction of the phosphorylated tyrosine with the receptor
protein [171]. Phosphorylation is also important for the behavior of unfolded proteins, including
those associated with neurodegenerative diseases [172]. According to the results of modeling, the role
of phosphorylation can arise from the formation of new intra-molecular contacts that stabilize the
secondary or tertiary structure of the protein, as was shown for tau peptide [173] and initiation factor
4E-binding protein 2 [174].

In conclusion, phosphorylation usually leads to “cosmetic” changes such as the formation of a
salt bridge, which is nevertheless important for the protein behavior. It suggests a high capability of
the MD simulations to provide insights into the mechanism of such signal transduction from the local
protein area to the overall structure and function. The main conclusions (but usually not atomistic
details) obtained using MD simulations can and should be experimentally verified.

5.2. Sulfation

The appearance of a charged group is of special importance for sulfated proteins. Protein sulfation
usually occurs at tyrosine [175] and sometimes at threonine or serine [176] residues. It is a relatively
rare (compared to phosphorylation) post-translational modification: sulfation and phosphorylation
were confirmed experimentally for fewer than 200 and more than 15,000 proteins, respectively [177].
Typically, the sulfation site is located in the acidic area of the protein surface, and the insertion
of the sulfate group leads to an increase of the negative charge [178]. As a result, sulfation alters
protein-protein interaction. Thus, sulfation of some neuropeptides and toxins activates or inhibits
their activity [178,179]; the sulfation of proteins involved in blood coagulation systems significantly
enhances the respective binding constants [4,5].

Unfortunately, the atomistic details of the role of sulfation in the behavior of the aforementioned
proteins and peptides are scant. Based on our data about protein affinity to sulfate- and
phosphate-based polymers, we hypothesized that sulfation occurs when a strong interaction is



Int. J. Mol. Sci. 2019, 20, 1252 8 of 20

required, whilst phosphorylation is preferable for less tight but reversible interactions [177]. This
hypothesis agrees with the data on the MD simulations of tyrosine-sulfated V2 peptide corroborated
with experiments [180]. Two more papers [181,182] directly compare the behavior of sulfated and
unmodified proteins as well as sulfated and phosphorylated peptides, but the conclusions seem to be
questionable because of unclear analysis and interpretation. Finally, we should mention the second
hypothesis on the role of protein sulfation, suggested using the MD simulations approach: facilitating
intra-molecular contacts by sulfation restricts the flexibility of the protein region. This hypothesis was
corroborated experimentally for a particular case: the difference in flexibility was proven by NMR
spectroscopy, and interaction of sulfate group with the receptor protein was not observed in the crystal
structure of the complex [183].

Summarizing this scarce information, we suggest MD simulations as a powerful tool to
understand the role of sulfation in particular cases of protein-protein interaction. We wonder why
the use of this approach is so rare and expect that the growing usage of MD simulations will provide
insight into the role of protein sulfation in other numerous cases.

5.3. Glycation

Glycation of positively charged residues (lysine and arginine) is a common non-enzymatic
process occurring in living cells [184] as well as under artificial conditions such as food processing and
cooking [185]. Glycation of proteins involved in the development and the progression of human
diseases—diabetes mellitus and neurodegenerative diseases—is of special interest [184,186,187].
Various end-products appearing due to glycation by sugars and aldehydes (glucose, methylglyoxal,
glyceraldehyde-3-phosphate, etc.) change the protein charge and can influence protein functionality
and interaction with other biological macromolecules [188,189]. The progression of neurodegenerative
diseases such as Alzheimer’s and Parkinson’s diseases in diabetes seems to be associated with these
processes [154,188,190,191].

Modeling of glycated proteins is very complicated because of a large diversity of probable
intermediate and end products (so-called advanced glycation end products) for each residue and almost
statistical distribution of the glycation sites among lysine and arginine residues [6,7]. Furthermore,
some of them involve intra-molecular or inter-molecular cross-linking. On the other hand, the same
reasons together with the difficulty of the controlled preparation of the particular glycation end
product in vitro make experimental investigation of glycated proteins very complex and suggest
molecular modeling of probable glycation products as the method of choice. Firstly, MD simulations
can be used together with docking (or solely) to predict the binding site for the glycation agent or
compare the binding of different glycation agents and to analyze conformational changes of the protein
structure [192–195]. Then, MD simulations can also be used to analyze conformational changes caused
by glycation, i.e., formation of the advanced glycation end product [196–201]. Generally, glycation
of positively charged residues (lysine and arginine) results in the formation of negatively charged
(carboxymethyl lysine or carboxyethyl lysine), neutral (pyrraline), or cross-linked group with the +1
charge instead of two positively charged residues (pentosidine, glyoxal lysine dimer) [6,7,187,191].
Therefore, the analysis of electrostatic interaction changes is of special importance for understanding
the effect of glycation on the protein structure and behavior. For example, the ligand/substrate
binding can be influenced by the disappearance of the salt bridge between the ligand and the
modified arginine [202] or local changes in electrostatic potential in the case of a negatively charged
ligand [203], as well as glycation-driven conformational changes of the protein structure [197,204].
Finally, simulation of the intra-molecular [197] and inter-molecular [205] cross-linked advanced
glycation end products is also possible, but prediction of the preferred cross-linking sites is a key
point of such modeling. In case of a lack of experimental information, the lysine glycation prediction
server NetGlycate can be used [206]. As an alternative, the most biologically important residues can be
considered as glycation sites. Notably, the last approach suggests a hypothesis for how glycation might
influence protein function, but cannot prove how it actually does influence it.
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Intrinsically disordered amyloidogenic proteins are a beautiful example of the glycation effect
on charge-based interactions revealed using MD simulations. For example, according to the
results of modeling of Aβ peptide self-oligomerization [207], glycation (carboxymethyl lysine
modification was used) resulted in an increase of the beta sheet content and formation of stronger
oligomers due to an enhanced salt bridging between the monomers as compared to non-modified
peptide. Furthermore, electrostatic interactions were also attributed to an increased stability of
glycated pre-formed protofibrils. The enhanced amyloidogenic aggregation level was corroborated
experimentally. The second example is an effect of glycation of α-synuclein on its interaction with
GAPDH, which was significantly enhanced by glycation [208]. Substitution of positively charged lysine
residues with negatively charged carboxymethyl lysine in the N-terminal region induced the binding
by almost entire α-synuclein molecule, while non-modified α-synuclein interacted with the GAPDH
anion-binding groove only by the negatively charged C-terminal region (Figure 3). The change in the
α-synuclein charge, i.e., the applicability of the used model, as well as the increase in the protein-protein
interaction efficiency, was proven by experimental approaches. Notably, only indirect experimental
examination of the overall effect of glycation was performed in both discussed examples, whereas the
specific glycation end products were not determined.

1 
 

 

Figure 3. MD simulations of GAPDH binding with α-synuclein: five typical position of intact (A)
and glycated (B) α-synuclein shown in cartoon on GAPDH surface colored according to electrostatics;
binding residues (C); binding profiles on α-synuclein sequence (D); number of ion pairs formed
between GAPDH and different forms of α-synuclein (E) [208]. Red and green colors in C–E represent
the data for native and glycated forms of α-synuclein, respectively.

5.4. Cysteine Oxidation

Thiol groups of cysteine can be subjects of oxidation up to formation of charged groups such
as sulfenic and sulfonic acids [209–211]. In most cases, such non-enzymatic modification has one of
two outcomes: disulfide bond breakage or inactivation of a key catalytic residue that strongly affects
the protein functionality [212]. However, deep oxidation of cysteine residues can also influence
protein interaction with other biological macromolecules, and this effect can arise from charge
changes [213,214]. According to computational studies, cysteine oxidation may result in the formation
of new H-bonds as well as new electrostatic interactions [215], and influence protein structure [216,217].
Unfortunately, information about MD simulation of such systems is very scarce, probably because
of the diversity and high reactivity of intermediate products, which requires simulation of different
modifications and comprehensive usage of QM/MM approach [218], especially if the modified cysteine
is located in the active site of the enzyme.

6. Concluding Remarks

Summarizing the reviewed data, we conclude that electrostatic interactions are critically
important for protein behavior since they control interaction with other protein, glycosaminoglycans,
polyphosphates, and nucleic acids. The molecular dynamics simulations approach provides an
outstanding opportunity to probe the atomistic details of these interactions. Furthermore, it is
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the method of choice for comparative study of the role of point mutations and post-translational
modifications, as well as for drug design. It is of special interest for intrinsically disordered
protein, including amyloidogenic proteins and peptides, since many amyloidosis-related diseases
are associated with point mutations. Notably, electrostatic interactions and the formation of intra-
or inter-molecular salt bridges are important to the behavior of amyloidogenic proteins. In addition,
these unfolded proteins do not have a rigid structure involved in molecular recognition. Hence,
the modeling of electrostatic interactions helps to elucidate the mechanism of their interaction with
other macromolecules present in cells. There are still challenges to modeling the aforementioned
systems, including proper sampling and development of realistic force fields. Finally, many important
post-translational modifications associated with changes in the protein local charge are difficult to
study using experimental approaches, and molecular dynamics simulations of such systems will
elucidate the role of these modifications on protein-protein interactions. In the case of phosphorylation,
molecular modeling can be considered a routine approach, while in the case of sulfation, glycation,
or polyphosphorylation, it should provide insight into the molecular mechanism of the unclear impact
of the modification. We expect that the number of papers employing molecular dynamics simulations
for post-translational modifications investigation will increase. Specifically, this approach should force
an understanding of the role of intrinsically disordered proteins post-translational modifications in
human pathologies such as diabetes, aging, neurodegenerative diseases, etc. There is a large body
of evidence for the interconnection of the listed diseases’ development and progression and protein
post-translational modifications, but the mechanism underlying this relation is unclear. Notably,
this combination, i.e., unfolded proteins and non-enzymatic post-translational modifications, is the
most complicated for in vivo study, and therefore the capabilities of molecular modeling would be
outstandingly useful.

Funding: This work was supported by the Russian Science Foundation (project no. 16-14-10027).

Acknowledgments: The authors thank A. Melnikova for proofreading the manuscript.

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

Abbreviations

ATP Adenosine triphosphate
ADP Adenosine diphosphate
DNA Deoxyribonucleic acid
GAPDH Glyceraldehyde-3-phosphate dehydrogenase
MD Molecular dynamics
QM/MM Quantum mechanics/Molecular mechanics
RNA Ribonucleic acid

References

1. Nelson, D.L.; Cox, M.M. Lehninger Principles of Biochemistry; W.H. Freeman: New York, NY, USA, 2005; ISBN
978-0-7167-4339-2.

2. Kozlowski, L.P. Proteome-pI: Proteome isoelectric point database. Nucleic Acids Res. 2017, 45, D1112–D1116.
[CrossRef] [PubMed]

3. Azevedo, C.; Livermore, T.; Saiardi, A. Protein Polyphosphorylation of Lysine Residues by Inorganic
Polyphosphate. Mol. Cell 2015, 58, 71–82. [CrossRef] [PubMed]

4. Niehrs, C.; Beisswanger, R.; Huttner, W.B. Protein tyrosine sulfation, 1993–an update. Chem. Biol. Interact.
1994, 92, 257–271. [CrossRef]

5. Moore, K.L. The Biology and Enzymology of Protein Tyrosine O-Sulfation. J. Biol. Chem. 2003, 278,
24243–24246. [CrossRef] [PubMed]

6. Salahuddin, P.; Rabbani, G.; Khan, R. The role of advanced glycation end products in various types of
neurodegenerative disease: A therapeutic approach. Cell. Mol. Biol. Lett. 2014, 19. [CrossRef]

http://dx.doi.org/10.1093/nar/gkw978
http://www.ncbi.nlm.nih.gov/pubmed/27789699
http://dx.doi.org/10.1016/j.molcel.2015.02.010
http://www.ncbi.nlm.nih.gov/pubmed/25773596
http://dx.doi.org/10.1016/0009-2797(94)90068-X
http://dx.doi.org/10.1074/jbc.R300008200
http://www.ncbi.nlm.nih.gov/pubmed/12730193
http://dx.doi.org/10.2478/s11658-014-0205-5


Int. J. Mol. Sci. 2019, 20, 1252 11 of 20

7. Sadowska-Bartosz, I.; Bartosz, G. Effect of glycation inhibitors on aging and age-related diseases.
Mech. Ageing Dev. 2016, 160, 1–18. [CrossRef]

8. Muronetz, V.I.; Melnikova, A.K.; Saso, L.; Schmalhausen, E.V. Influence of Oxidative Stress on Catalytic
and Non-glycolytic Functions of Glyceraldehyde-3-phosphate dehydrogenase. Curr. Med. Chem. 2018.
[CrossRef]

9. Mühlenhoff, M.; Rollenhagen, M.; Werneburg, S.; Gerardy-Schahn, R.; Hildebrandt, H. Polysialic Acid: Versatile
Modification of NCAM, SynCAM 1 and Neuropilin-2. Neurochem. Res. 2013, 38, 1134–1143. [CrossRef]

10. Cameron, I.L.; Jeter, J.R. Acidic Proteins of the Nucleus; Cell Biology; Academic Press: New York, NY, USA,
1974; ISBN 978-0-12-156930-3.

11. Klein, D.J.; Moore, P.B.; Steitz, T.A. The Roles of Ribosomal Proteins in the Structure Assembly, and Evolution
of the Large Ribosomal Subunit. J. Mol. Biol. 2004, 340, 141–177. [CrossRef]

12. Rohs, R.; Jin, X.; West, S.M.; Joshi, R.; Honig, B.; Mann, R.S. Origins of Specificity in Protein-DNA Recognition.
Annu. Rev. Biochem. 2010, 79, 233–269. [CrossRef]

13. Jones, S. Protein–RNA interactions: Structural biology and computational modeling techniques. Biophys. Rev.
2016, 8, 359–367. [CrossRef]

14. Seyrek, E.; Dubin, P. Glycosaminoglycans as polyelectrolytes. Adv. Colloid Interface Sci. 2010, 158, 119–129.
[CrossRef]

15. de Kruif, C.G.; Tuinier, R. Polysaccharide protein interactions. Food Hydrocoll. 2001, 15, 555–563. [CrossRef]
16. Van Haver, L.; Nayar, S. Polyelectrolyte flocculants in harvesting microalgal biomass for food and feed

applications. Algal Res. 2017, 24, 167–180. [CrossRef]
17. Kusaykin, M.; Bakunina, I.; Sova, V.; Ermakova, S.; Kuznetsova, T.; Besednova, N.; Zaporozhets, T.;

Zvyagintseva, T. Structure, biological activity, and enzymatic transformation of fucoidans from the brown
seaweeds. Biotechnol. J. 2008, 3, 904–915. [CrossRef]

18. de Kruif, C.G.; Weinbreck, F.; de Vries, R. Complex coacervation of proteins and anionic polysaccharides.
Curr. Opin. Colloid Interface Sci. 2004, 9, 340–349. [CrossRef]

19. Kulaev, I.S.; Vagabov, V.; Kulakovskaya, T. The Biochemistry of Inorganic Polyphosphates; John Wiley & Sons:
Hoboken, NJ, USA, 2005; ISBN 978-0-470-85818-9.

20. Schröder, H.C.; Müller, W.E.G. Inorganic Polyphosphates: Biochemistry, Biology, Biotechnology; Springer Science
& Business Media: Berlin/Heidelberg, Germany, 2012; ISBN 978-3-642-58444-2.

21. Bentley-DeSousa, A.; Downey, M. From underlying chemistry to therapeutic potential: Open questions in
the new field of lysine polyphosphorylation. Curr. Genet. 2018. [CrossRef]

22. Karplus, M.; McCammon, J.A. Molecular dynamics simulations of biomolecules. Nat. Struct. Mol. Biol. 2002,
9, 646–652. [CrossRef]

23. Warshel, A. Multiscale Modeling of Biological Functions: From Enzymes to Molecular Machines
(Nobel Lecture). Angew. Chem. Int. Ed. 2014, 53, 10020–10031. [CrossRef]

24. Gao, J.; Truhlar, D.G. Quantum mechanical methods for enzyme kinetics. Annu. Rev. Phys. Chem. 2002, 53,
467–505. [CrossRef]

25. Dror, R.O.; Dirks, R.M.; Grossman, J.P.; Xu, H.; Shaw, D.E. Biomolecular Simulation: A Computational
Microscope for Molecular Biology. Annu. Rev. Biophys. 2012, 41, 429–452. [CrossRef]

26. Takada, S. Coarse-grained molecular simulations of large biomolecules. Curr. Opin. Struct. Biol. 2012, 22,
130–137. [CrossRef]

27. Wallin, T.; Linse, P. Monte Carlo Simulations of Polyelectrolytes at Charged Micelles. 1. Effects of Chain
Flexibility. Langmuir 1996, 12, 305–314. [CrossRef]

28. Carlsson, F.; Linse, P.; Malmsten, M. Monte Carlo Simulations of Polyelectrolyte−Protein Complexation.
J. Phys. Chem. B 2001, 105, 9040–9049. [CrossRef]

29. de Vries, R. Monte Carlo simulations of flexible polyanions complexing with whey proteins at their isoelectric
point. J. Chem. Phys. 2004, 120, 3475–3481. [CrossRef]

30. Kayitmazer, A.B.; Quinn, B.; Kimura, K.; Ryan, G.L.; Tate, A.J.; Pink, D.A.; Dubin, P.L. Protein specificity of
charged sequences in polyanions and heparins. Biomacromolecules 2010, 11, 3325–3331. [CrossRef]

31. Hofzumahaus, C.; Hebbeker, P.; Schneider, S. Monte Carlo simulations of weak polyelectrolyte microgels:
pH-dependence of conformation and ionization. Soft Matter 2018. [CrossRef]

32. Harrison, R.E.S.; Morikis, D. Molecular Mechanisms of Macular Degeneration Associated with the
Complement Factor H Y402H Mutation. Biophys. J. 2018. [CrossRef]

http://dx.doi.org/10.1016/j.mad.2016.09.006
http://dx.doi.org/10.2174/0929867325666180530101057
http://dx.doi.org/10.1007/s11064-013-0979-2
http://dx.doi.org/10.1016/j.jmb.2004.03.076
http://dx.doi.org/10.1146/annurev-biochem-060408-091030
http://dx.doi.org/10.1007/s12551-016-0223-9
http://dx.doi.org/10.1016/j.cis.2010.03.001
http://dx.doi.org/10.1016/S0268-005X(01)00076-5
http://dx.doi.org/10.1016/j.algal.2017.03.022
http://dx.doi.org/10.1002/biot.200700054
http://dx.doi.org/10.1016/j.cocis.2004.09.006
http://dx.doi.org/10.1007/s00294-018-0854-4
http://dx.doi.org/10.1038/nsb0902-646
http://dx.doi.org/10.1002/anie.201403689
http://dx.doi.org/10.1146/annurev.physchem.53.091301.150114
http://dx.doi.org/10.1146/annurev-biophys-042910-155245
http://dx.doi.org/10.1016/j.sbi.2012.01.010
http://dx.doi.org/10.1021/la950362y
http://dx.doi.org/10.1021/jp010360o
http://dx.doi.org/10.1063/1.1641003
http://dx.doi.org/10.1021/bm1008074
http://dx.doi.org/10.1039/C7SM02528A
http://dx.doi.org/10.1016/j.bpj.2018.12.007


Int. J. Mol. Sci. 2019, 20, 1252 12 of 20

33. Yu, S.; Xu, X.; Yigit, C.; van der Giet, M.; Zidek, W.; Jankowski, J.; Dzubiella, J.; Ballauff, M. Interaction
of human serum albumin with short polyelectrolytes: A study by calorimetry and computer simulations.
Soft Matter 2015, 11, 4630–4639. [CrossRef]

34. Yigit, C.; Heyda, J.; Ballauff, M.; Dzubiella, J. Like-charged protein-polyelectrolyte complexation driven by
charge patches. J. Chem. Phys. 2015, 143, 064905. [CrossRef]

35. Perlmutter, J.D.; Drasler, W.J.; Xie, W.; Gao, J.; Popot, J.-L.; Sachs, J.N. All-Atom and Coarse-Grained
Molecular Dynamics Simulations of a Membrane Protein Stabilizing Polymer. Langmuir 2011, 27, 10523–10537.
[CrossRef]

36. Schneider, C.P.; Shukla, D.; Trout, B.L. Effects of Solute-Solute Interactions on Protein Stability Studied Using
Various Counterions and Dendrimers. PLoS ONE 2011, 6. [CrossRef]

37. Sofronova, A.A.; Evstafyeva, D.B.; Izumrudov, V.A.; Muronetz, V.I.; Semenyuk, P.I. Protein-polyelectrolyte
complexes: Molecular dynamics simulations and experimental study. Polymer 2017, 113, 39–45. [CrossRef]

38. Tian, W.; Ma, Y. Theoretical and computational studies of dendrimers as delivery vectors. Chem. Soc. Rev.
2012, 42, 705–727. [CrossRef]

39. Kayitmazer, A.B.; Seeman, D.; Minsky, B.B.; Dubin, P.L.; Xu, Y. Protein-polyelectrolyte interactions. Soft Matter
2013, 9, 2553–2583. [CrossRef]

40. Xu, X.; Angioletti-Uberti, S.; Lu, Y.; Dzubiella, J.; Ballauff, M. Interaction of Proteins with Polyelectrolytes:
Comparison of Theory to Experiment. Langmuir 2018. [CrossRef]

41. Capila, I.; Linhardt, R.J. Heparin–Protein Interactions. Angew. Chem. Int. Ed. 2002, 41, 390–412. [CrossRef]
42. Gandhi, N.S.; Mancera, R.L. Molecular Dynamics Simulations of CXCL-8 and Its Interactions with a Receptor

Peptide, Heparin Fragments, and Sulfated Linked Cyclitols. J. Chem. Inf. Model. 2011, 51, 335–358. [CrossRef]
43. Pichert, A.; Samsonov, S.A.; Theisgen, S.; Thomas, L.; Baumann, L.; Schiller, J.; Beck-Sickinger, A.G.;

Huster, D.; Pisabarro, M.T. Characterization of the interaction of interleukin-8 with hyaluronan, chondroitin
sulfate, dermatan sulfate and their sulfated derivatives by spectroscopy and molecular modeling.
Glycobiology 2012, 22, 134–145. [CrossRef]

44. Sapay, N.; Cabannes, E.; Petitou, M.; Imberty, A. Molecular modeling of the interaction between heparan
sulfate and cellular growth factors: Bringing pieces together. Glycobiology 2011, 21, 1181–1193. [CrossRef]

45. Salbach-Hirsch, J.; Samsonov, S.A.; Hintze, V.; Hofbauer, C.; Picke, A.-K.; Rauner, M.; Gehrcke, J.-P.;
Moeller, S.; Schnabelrauch, M.; Scharnweber, D.; et al. Structural and functional insights into
sclerostin-glycosaminoglycan interactions in bone. Biomaterials 2015, 67, 335–345. [CrossRef]

46. Singh, A.; Kett, W.C.; Severin, I.C.; Agyekum, I.; Duan, J.; Amster, I.J.; Proudfoot, A.E.I.; Coombe, D.R.;
Woods, R.J. The Interaction of Heparin Tetrasaccharides with Chemokine CCL5 Is Modulated by Sulfation
Pattern and pH. J. Biol. Chem. 2015, 290, 15421–15436. [CrossRef]

47. Hintze, V.; Samsonov, S.A.; Anselmi, M.; Moeller, S.; Becher, J.; Schnabelrauch, M.; Scharnweber, D.;
Pisabarro, M.T. Sulfated Glycosaminoglycans Exploit the Conformational Plasticity of Bone Morphogenetic
Protein-2 (BMP-2) and Alter the Interaction Profile with Its Receptor. Biomacromolecules 2014, 15, 3083–3092.
[CrossRef]

48. Valle-Delgado, J.J.; Alfonso-Prieto, M.; de Groot, N.S.; Ventura, S.; Samitier, J.; Rovira, C.;
Fernàndez-Busquets, X. Modulation of Aβ42 fibrillogenesis by glycosaminoglycan structure. FASEB J.
2010, 24, 4250–4261. [CrossRef]

49. Björk, I.; Lindahl, U. Mechanism of the anticoagulant action of heparin. Mol. Cell. Biochem. 1982, 48, 161–182.
[CrossRef]

50. Jones, L.S.; Yazzie, B.; Middaugh, C.R. Polyanions and the proteome. Mol. Cell Proteom. 2004, 3, 746–769.
[CrossRef]

51. Pol-Fachin, L.; Verli, H. Structural glycobiology of heparin dynamics on the exosite 2 of coagulation cascade
proteases: Implications for glycosaminoglycans antithrombotic activity. Glycobiology 2014, 24, 97–105.
[CrossRef]

52. Singh, A.; Tessier, M.B.; Pederson, K.; Wang, X.; Venot, A.P.; Boons, G.-J.; Prestegard, J.H.; Woods, R.J.
Extension and validation of the GLYCAM force field parameters for modeling glycosaminoglycans. Can. J.
Chem. 2016, 94, 927–935. [CrossRef]

53. Carter, W.J.; Cama, E.; Huntington, J.A. Crystal Structure of Thrombin Bound to Heparin. J. Biol. Chem. 2005,
280, 2745–2749. [CrossRef]

http://dx.doi.org/10.1039/C5SM00687B
http://dx.doi.org/10.1063/1.4928078
http://dx.doi.org/10.1021/la202103v
http://dx.doi.org/10.1371/journal.pone.0027665
http://dx.doi.org/10.1016/j.polymer.2017.02.047
http://dx.doi.org/10.1039/C2CS35306G
http://dx.doi.org/10.1039/c2sm27002a
http://dx.doi.org/10.1021/acs.langmuir.8b01802
http://dx.doi.org/10.1002/1521-3773(20020201)41:3&lt;390::AID-ANIE390&gt;3.0.CO;2-B
http://dx.doi.org/10.1021/ci1003366
http://dx.doi.org/10.1093/glycob/cwr120
http://dx.doi.org/10.1093/glycob/cwr052
http://dx.doi.org/10.1016/j.biomaterials.2015.07.021
http://dx.doi.org/10.1074/jbc.M115.655845
http://dx.doi.org/10.1021/bm5006855
http://dx.doi.org/10.1096/fj.09-153551
http://dx.doi.org/10.1007/BF00421226
http://dx.doi.org/10.1074/mcp.R400008-MCP200
http://dx.doi.org/10.1093/glycob/cwt095
http://dx.doi.org/10.1139/cjc-2015-0606
http://dx.doi.org/10.1074/jbc.M411606200


Int. J. Mol. Sci. 2019, 20, 1252 13 of 20

54. Boetsch, C.; Aguayo-Villegas, D.R.; Gonzalez-Nilo, F.D.; Lisa, Á.T.; Beassoni, P.R. Putative binding mode of
Escherichia coli exopolyphosphatase and polyphosphates based on a hybrid in silico/biochemical approach.
Arch. Biochem. Biophys. 2016, 606, 64–72. [CrossRef]

55. Sánchez-Moreno, I.; Bordes, I.; Castillo, R.; Ruiz-Pernía, J.J.; Moliner, V.; García-Junceda, E. Tuning the
Phosphoryl Donor Specificity of Dihydroxyacetone Kinase from ATP to Inorganic Polyphosphate. An Insight
from Computational Studies. Int. J. Mol. Sci. 2015, 16, 27835–27849. [CrossRef]

56. Svenson, S.; Tomalia, D.A. Dendrimers in biomedical applications—Reflections on the field. Adv. Drug
Deliv. Rev. 2005, 57, 2106–2129. [CrossRef]

57. Martinho, N.; Florindo, H.; Silva, L.; Brocchini, S.; Zloh, M.; Barata, T. Molecular Modeling to Study
Dendrimers for Biomedical Applications. Molecules 2014, 19, 20424–20467. [CrossRef]

58. Moiani, D.; Salvalaglio, M.; Cavallotti, C.; Bujacz, A.; Redzynia, I.; Bujacz, G.; Dinon, F.; Pengo, P.; Fassina, G.
Structural Characterization of a Protein A Mimetic Peptide Dendrimer Bound to Human IgG. J. Phys. Chem. B
2009, 113, 16268–16275. [CrossRef]

59. Sorokina, S.; Semenyuk, P.; Stroylova, Y.; Muronetz, V.; Shifrina, Z. Complexes between cationic
pyridylphenylene dendrimers and ovine prion protein: Do hydrophobic interactions matter? RSC Adv. 2017,
7, 16565–16574. [CrossRef]

60. Shen, Z.; Tian, W.; Chen, K.; Ma, Y. Molecular dynamics simulation of G-actin interacting with PAMAM
dendrimers. J. Mol. Graph. Model. 2018, 84, 145–151. [CrossRef]

61. Giri, J.; Diallo, M.S.; Simpson, A.J.; Liu, Y.; Goddard, W.A.; Kumar, R.; Woods, G.C. Interactions
of Poly(amidoamine) Dendrimers with Human Serum Albumin: Binding Constants and Mechanisms.
ACS Nano 2011, 5, 3456–3468. [CrossRef]

62. Nandy, B.; Saurabh, S.; Sahoo, A.K.; Dixit, N.M.; Maiti, P.K. The SPL7013 dendrimer destabilizes the HIV-1
gp120–CD4 complex. Nanoscale 2015, 7, 18628–18641. [CrossRef]

63. Sepúlveda-Crespo, D.; Vacas-Córdoba, E.; Márquez-Miranda, V.; Araya-Durán, I.; Gómez, R.; Mata, F.J.D.L.;
González-Nilo, F.D.; Muñoz-Fernández, M.Á. Effect of Several HIV Antigens Simultaneously Loaded
with G2-NN16 Carbosilane Dendrimer in the Cell Uptake and Functionality of Human Dendritic Cells.
Bioconjugate Chem. 2016, 27, 2844–2849. [CrossRef]

64. Camarada, M.B.; Márquez-Miranda, V.; Araya-Durán, I.; Yévenes, A.; González-Nilo, F. PAMAM G4
dendrimers as inhibitors of the iron storage properties of human L-chain ferritin. Phys. Chem. Chem. Phys.
2015, 17, 19001–19011. [CrossRef]

65. Stroylova, Y.; Sorokina, S.; Stroylov, V.; Melnikova, A.; Gaillard, C.; Shifrina, Z.; Haertlé, T.; Muronetz, V.I.
Spontaneous formation of nanofilms under interaction of 4th generation pyrydylphenylene dendrimer with
proteins. Polymer 2018, 137, 186–194. [CrossRef]

66. Mandal, T.; Kanchi, S.; Ayappa, K.G.; Maiti, P.K. pH controlled gating of toxic protein pores by dendrimers.
Nanoscale 2016, 8, 13045–13058. [CrossRef] [PubMed]

67. Sofronova, A.A.; Izumrudov, V.A.; Muronetz, V.I.; Semenyuk, P.I. Similarly charged polyelectrolyte can be
the most efficient suppressor of the protein aggregation. Polymer 2017, 108, 281–287. [CrossRef]

68. Shalova, I.N.; Asryants, R.A.; Sholukh, M.V.; Saso, L.; Kurganov, B.I.; Muronetz, V.I.; Izumrudov, V.A.
Interaction of polyanions with basic proteins, 2(a): Influence of complexing polyanions on the
thermo-aggregation of oligomeric enzymes. Macromolar Biosci. 2005, 5, 1184–1192. [CrossRef]

69. Shalova, I.N.; Naletova, I.N.; Saso, L.; Muronetz, V.I.; Izumrudov, V.A. Interaction of polyelectrolytes
with proteins, 3. Influence of complexing polycations on the thermoaggregation of oligomeric enzymes.
Macromol. Biosci. 2007, 7, 929–939. [CrossRef] [PubMed]

70. Semenyuk, P.I.; Moiseeva, E.V.; Stroylova, Y.Y.; Lotti, M.; Izumrudov, V.A.; Muronetz, V.I. Sulfated and
sulfonated polymers are able to solubilize efficiently the protein aggregates of different nature. Arch. Biochem.
Biophys. 2015, 567, 22–29. [CrossRef]

71. Semenyuk, P.I.; Kurochkina, L.P.; Gusev, N.B.; Izumrudov, V.A.; Muronetz, V.I. Chaperone-like activity
of synthetic polyanions can be higher than the activity of natural chaperones at elevated temperature.
Biochem. Biophys. Res. Commun. 2017, 489, 200–205. [CrossRef] [PubMed]

72. Sagui, C.; Darden, T.A. MOLECULAR DYNAMICS SIMULATIONS OF BIOMOLECULES: Long-Range
Electrostatic Effects. Annu. Rev. Biophys. Biomol. Struct. 1999, 28, 155–179. [CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.abb.2016.07.005
http://dx.doi.org/10.3390/ijms161126073
http://dx.doi.org/10.1016/j.addr.2005.09.018
http://dx.doi.org/10.3390/molecules191220424
http://dx.doi.org/10.1021/jp909405b
http://dx.doi.org/10.1039/C6RA26563D
http://dx.doi.org/10.1016/j.jmgm.2018.06.012
http://dx.doi.org/10.1021/nn1021007
http://dx.doi.org/10.1039/C5NR04632G
http://dx.doi.org/10.1021/acs.bioconjchem.6b00623
http://dx.doi.org/10.1039/C5CP02594J
http://dx.doi.org/10.1016/j.polymer.2018.01.015
http://dx.doi.org/10.1039/C6NR02963A
http://www.ncbi.nlm.nih.gov/pubmed/27328315
http://dx.doi.org/10.1016/j.polymer.2016.11.073
http://dx.doi.org/10.1002/mabi.200500142
http://dx.doi.org/10.1002/mabi.200700052
http://www.ncbi.nlm.nih.gov/pubmed/17582803
http://dx.doi.org/10.1016/j.abb.2014.12.021
http://dx.doi.org/10.1016/j.bbrc.2017.05.128
http://www.ncbi.nlm.nih.gov/pubmed/28551403
http://dx.doi.org/10.1146/annurev.biophys.28.1.155
http://www.ncbi.nlm.nih.gov/pubmed/10410799


Int. J. Mol. Sci. 2019, 20, 1252 14 of 20

73. Šponer, J.; Bussi, G.; Krepl, M.; Banáš, P.; Bottaro, S.; Cunha, R.A.; Gil-Ley, A.; Pinamonti, G.; Poblete, S.;
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