
molecules

Article

Protein Stability and Unfolding Following Glycine
Radical Formation

Michael C. Owen 1,*, Imre G. Csizmadia 2,3, Béla Viskolcz 2 and Birgit Strodel 1,4

1 Institute of Complex Systems: Structural Biochemistry (ICS-6) Forschungszentrum Jülich, 52425 Jülich,
Germany; b.strodel@fz-juelich.de

2 Institute of Chemistry, Faculty of Material Science, University of Miskolc, Egyetemváros 1, H-3529 Miskolc,
Hungary; icsizmad@rogers.com (I.G.C.); bela.viskolcz@uni-miskolc.hu (B.V.)

3 Department of Chemistry, University of Toronto, Toronto, ON M5S 3H6, Canada
4 Institute of Theoretical and Computational Chemistry, Heinrich Heine University Düsseldorf,

Universitätsstrasse 1, 40225 Düsseldorf, Germany
* Correspondence: m.owen@fz-juelich.de; Tel.: +49-2461-61-9486

Academic Editor: Roberta Galeazzi
Received: 15 March 2017; Accepted: 13 April 2017; Published: 19 April 2017

Abstract: Glycine (Gly) residues are particularly susceptible to hydrogen abstraction; which results in
the formation of the capto-dative stabilized Cα-centered Gly radical (GLR) on the protein backbone.
We examined the effect of GLR formation on the structure of the Trp cage; tryptophan zipper; and
the villin headpiece; three fast-folding and stable miniproteins; using all-atom (OPLS-AA) molecular
dynamics simulations. Radicalization changes the conformation of the GLR residue and affects both
neighboring residues but did not affect the stability of the Trp zipper. The stability of helices away
from the radical center in villin were also affected by radicalization; and GLR in place of Gly15 caused
the Trp cage to unfold within 1 µs. These results provide new evidence on the destabilizing effects of
protein oxidation by reactive oxygen species.

Keywords: protein oxidation; Trp cage; Trp zipper; villin headpiece; oxidative stress; molecular
dynamics simulations

1. Introduction

Due to its role in several pathological disorders and aging, radical-mediated protein oxidation
attracts ever-increasing attention [1,2]. The Cα radical is prevalent in peptides and proteins because
of the capto-dative effect, which occurs when the radical center is between electron-donating and
electron-withdrawing groups [3,4]. The hydroxy radical (OH), which can be produced in the cell
via the transition metal catalyzed Fenton reaction, is capable of abstracting hydrogen atoms in a
site-specific manner [5–8]. The low bond dissociation energy facilitates the preferential Hα abstraction
from the Cα by the OH radical and other reactive oxygen species (ROS) compared to other sites,
though OH addition can also occur [9,10]. The variation in the rate constant (k) of OH reactions
with amino acid residues range between 107 and 1010 M−1·s−1 [11]. Of the 20 naturally occurring
free amino acids, sulfur and aromatic-containing amino acids have the highest reactivity. However,
peptides generally react faster than their respective free amino acids, with k ranging between 108 and
109 M−1·s−1 [11]. Furthermore, less reactive ROS may have a higher reactivity to Gly and other Cα

sites of proteins, which can be attributed to the resulting aforementioned resonance stabilization of
the capto-dative effect [10]. Interestingly, the secondary Cα radical produced in the case of Gly seems
to be more stable than the analogous tertiary radical formed in the other amino acids [11]. Moreover,
less reactive radicals preferentially react with Gly and other Cα sites of proteins, presumably for
the formation of the thermodynamically favored Cα radical, as glycyl radicals have been shown to
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form selectively [12]. In physiology, glycyl radicals have been thought or have been shown to be
involved in the catalysis displayed by pyruvate formate lysase, ribonucleotide reductase and benzyl
succinate synthase [13–15]. Moreover, the production of glycine-extended precursors of peptide
hormones by peptidylglycine α-amidating monooxygenase proceeds through the formation of the
glycyl radical [16]. More intriguing is the possibility that protein oxidation may play a role in protein
misfolding diseases such as Alzheimer′s disease and Creutzfeld–Jakob disease, and that the glycyl
radical has been implicated in both of the diseases and may be involved in neurodegeneration [17,18].
Glycyl radicals belong to the a broader group of oxidatively damaged proteins that are usually
degraded and eliminated from the cell; however, this process is not efficient and damaged proteins
can still accumulate over time [19]. Levels of oxididized, misfolded, and aggregated proteins are also
elevated in age-related disorders, such as Alzheimer’s disease (amyloid-β) [20]. Parkinson′s disease
(α-synuclein), diabetes (islet amyloid polypeptide), atherosclerosis (apo-B 100) and cataractogenesis
(crystallin) [21–23]. As outlined in the ′form follows function′ principle of protein structure–function
relationships, understanding the structural changes induced by protein oxidation can shed light on
how the function of these proteins convert from physiological to pathological states [24].

Several groups have studied the effect of Cα radical formation on the structure of peptides and
proteins, with a consensus indicating that the planar conformations (φ and Ψ angles close to 0◦ or 180◦)
are most favored in residues containing this structure [25–28]. The glycine radical (GLR) is the most
common and forms selectively, as demonstrated in electron paramagnetic resonance and radiolysis
studies [4]. Moreover, this residue has been employed in the regioselective photoalkylation of peptides
and proteins [29,30]. The glycine radical has also been shown to comprise the active site of pyruvate
formate lyase, ribonucleotide reductase and hexylsuccinate synthase [31–33].

Despite the wealth of knowledge on the oxidative Hα abstraction of the glycine residue and its
effect on the structure of peptide analogues, little is known about the effect of hydrogen abstraction on
the structure and dynamics of proteins. Molecular dynamics (MD) simulations can provide insight
into the dynamic properties of a protein or other systems, by using a classical mechanical energy
description of the atoms (or particles) and their interactions as a function of their configuration by
means of a force field. These forces are integrated numerically over a time-step, usually on the order of
femtoseconds, to yield an atomistic description of the positions and energies of the system over time.
This approach is suitable for atomistic analysis of the structural changes that can occur over a relatively
short time interval, such as oxidation. A more detailed explanation of MD simulations can be found
in reviews [24,33]. Quantum mechanical studies have shown that the planar conformations favored
by the φ and Ψ angles of the Cα-centered radical distorts the potential energy surface of the GLR
diamide, which displays a barrier of 60 kJ·mol−1 that surrounds the global minimum conformation (φ,
Ψ = 180◦) [34]. Conversely, hydrogen abstraction from the Cβ of Ala residues has a negligible effect
on the conformation of this residue, as demonstrated in density functional theory (DFT) studies of a
penta-alanyl peptide in both the 310-helical and extended conformations [12]. The disparity between
the effects of hydrogen abstraction from the Cα of the peptide backbone and the Cβ of the peptide side
chain on the conformation of a peptide can be attributed to the proximity of the radical center between
the amide bonds which comprise the φ and Ψ angles. The use of the optimized potential for liquid
simulations (OPLS) parameters to describe the Cα-centered radical in Ala (ALR) in MD simulations
was used to determine the effect of radical formation on the stability of helical peptides [35,36]. This
study demonstrated that radical formation caused the α-helix to unfold in a solvent-dependent manner,
and also initiated an α-helix to β-sheet conversion within 250 ns [36]. Further studies of GLR in larger
systems, such the well-characterized protein structures used in this work, will continue to elucidate
the effects of hydrogen abstraction on protein misfolding and further our understanding on the ability
of ROS to denature proteins of physiological significance.

The Trp cage is a 20-residue, fast folding mini-protein with an amino acid sequence of
NLYIQWLKDGGPSSGRPPPS (PDB code 1L2Y) [37,38]. The PDB structure of the Trp cage indicates
that residues 2 to 8 form an α-helix, residues 11 to 14 comprise a 310 helix, whereas residues 15 to
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20 adopt a polyproline II structure [38]. The Trp cage is stabilized by a hydrophobic core in which
tyrosine and proline surround a Trp residue and a salt bridge is present between Asp9 and Arg16. The
Trp zipper is a 12-residue peptide with the primary structure SWTWEGNKWTWK (PDB code 1LE0).
A β-hairpin structure is at the center of this protein between the two leafs of a β-pleated sheet [39]. The
villin headpiece is a protein domain consisting of three helices and folds on a microsecond timescale.
The primary structure of the villin headpiece is LSDEDFKAVFGMTRSAFANLPLWKQQHLKKEKGLF
(PDB code 1YRF) [40]. Residues Leu1, Phe6, Val9, Phe10, Ala16, Phe17, Gln25, Lys24, Leu28 and
Gly33 form a hydrophobic core with a solvent accessibility of less than 30% [41]. These mini-proteins
and their respective characteristics are illustrated in Figure 1. In this study, the effect of peptide
backbone radical formation on the structure of these mini-proteins will be studied using molecular
dynamics (MD) simulations, using force field parameters derived for the Cα-centered radical of a
Gly residue (GLR) [42]. These parameters were derived using the general method of Lifson and
Warshel and yielded energies that were in excellent agreement with those calculated by quantum
mechanical methods [42,43]. These proteins were chosen because their structures have been studied by
many, and they are stabilized by different structural elements, namely the tryptophan cage, β-sheets
and α-helices.

Figure 1. Cartoon representations of the NMR structures of the Trp cage (protein data bank [PDB]
code 1L2Y), Trp zipper (PDB code 1LE0), and villin headpiece (PDB code 1YRF). The interacting Tyr3,
Trp6 and Pro19 residues are shown in blue, whereas Asp9, Arg16 (shown in red) and the connected
salt bridge (dashed line) are also shown. The two leafs of the β-sheet are shown in yellow and the
connecting β-hairpin of the Trp zipper is shown in cyan. The residues that form the hydrophobic core
of the villin headpiece are shown in black.

We intend to study the effect of hydrogen abstraction from a single Gly residue from different
positions of these proteins. Since it has already been shown both theoretically and experimentally that
the Gly residue is easily oxidized and the resulting GLR structure is relatively stable, we endeavor to
evaluate how GLR affects the structure of these proteins within the first 100 ns of its formation and
compare it to its effect after 1 µs. This work will provide a useful starting point for future studies
on free radical initiated protein unfolding, which may include other oxidation sites, mechanisms,
and proteins.

2. Results

2.1. Short-Term Analysis

The dynamics of the first 100 ns of the trajectories of the Trp cage, Trp zipper, villin headpiece and
their respective protein radicals are presented as follows.

2.1.1. Cluster Analysis

The results of the cluster analysis of all of the simulated proteins are listed in Table 1. The structures
within each cluster were within an RMSD of 1.0 Å of each other. The largest cluster of the closed-shell
Trp cage contained 56.6% of the structures in its corresponding trajectory, whereas the largest cluster
of the closed-shell Trp zipper and villin contained 97.8% and 63.3% of the structures, respectively.
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The presence of GLR10 and GLR15 in the Trp cage reduced the cluster size by half, and GLR11 in the
villin headpiece led to a reduction by more than two-thirds. The reduction shown by GLR15 in the
Trp cage was less pronounced, whereas little change was observed in the size of the largest cluster
when GLR6 was introduced in the Trp zipper and GLR33 was introduced in the villin headpiece.
The representative Trp cage, Trp zipper and villin headpiece structures obtained from the cluster
analysis deviate from their respective NMR structure by 0.86 Å, 0.50 Å, and 2.60 Å, respectively.

Table 1. The number of clusters in each simulation of the closed-shell (CS) mini-proteins and the
respective radicalized forms resulting from a clustering cutoff of 1.0 Å, the proportion of structures in
the most populated cluster and the frame of the middle structure therein.

Structure Number of
Clusters

Proportion of Structures in
Most Populated Cluster/%

Frame of Middle Structure of
Largest Cluster/ns

CS Trp cage 77 56.6 44.5
Trp cage(GLR10) 81 24.4 89.1
Trp cage(GLR11) 51 43.3 4.0
Trp cage(GLR15) 170 20.7 46.8

CS Trp zipper 6 97.8 63.7
Trp zipper(GLR6) 7 92.6 84.5

CS Villin 71 63.3 44.7
Villin(GLR11) 218 18.3 28.6
Villin(GLR33) 70 68.4 66.3

GLR = Cα-centered radical of Gly.

The central structure of the largest cluster of each radicalized protein was compared to its
respective closed-shell structure. The aligned structures and their respective RMSD values are
shown in Figure 2. The RMSD of the radicalized Trp cage Gly residues, GLR10, GLR11 and GLR15,
and the RMSD of each radicalized protein with respect to the closed-shell Trp cage is 1.71 Å, 1.00 Å,
and 1.09 Å, respectively. In each case, the loop region was distorted; however, the relative positions
of the N-terminal helix and the disordered C-terminal region remained unchanged. The RMSD of
the radicalized Trp zipper from the structure of the closed-shell protein was only 0.36 Å. Neither
the integrity of the β-sheet nor of the turn appears to be disrupted by the radicalization of Gly6.
The radicalized villin miniproteins showed the largest deviations from the closed-shell structures. Both
the radical at Gly11 and at Gly33 disrupted the helicity of the residues near the radical center, and this
affected the relative position of the helices. As result, the villin containing GLR11 had an RMSD of
2.78 Å, whereas villin with GLR33 had an RMSD of 2.19 Å.

Figure 3 also compares the central structure of the largest cluster of the simulations; however, in
this plot, each GLR residue is aligned to its respective Gly residue. The adjacent amide bonds and the
respective Cα atoms of the neighboring residues towards the N-terminus (−Cα) and the C-terminus
(+Cα) are included in order to provide a closer view of the local (within residue) effect of radicalization.
The φ and Ψ angles of each Gly and GLR residue are also shown. The majority of the φ and Ψ angles
became planar. GLR10 of the Trp cage became fully extended to φ, Ψ = 180◦, 180◦. This conformation
is also known as anti, anti, with a reference to the Newman projection of dihedral angles, or βL, which
is most similar to the conformation of the β-pleated sheet. The GLR residues of the Trp zipper and
Villin headpiece each form the C7, or ring conformation, with the φ and Ψ angles close to 0◦. This ring
is comprised of -O, -C, N, Cα, C, N+, H+, where the negative sign indicates atoms belonging to the
neighboring residue towards the N-terminus and the positive sign indicates atoms belonging to the
neighboring residue towards the C-terminus (Figure 3). The conformation of GLR10 of the Trp cage,
GLR6 of the Trp zipper and GLR11 and GLR33 of the villin headpiece can all be described as planar, as
the atoms in the C7 ring lie (almost) in a plane. This planar conformation is made possible by the loss
of an Hα atom from Gly when GLR forms, allowing the remaining Hα to lie in the plane formed by
the C7 atoms.
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Figure 2. The central structure of the largest cluster in Trp cage Cα-centered Gly radical in place of Gly10
(GLR10) (in red, A), Trp cage(GLR11) (in blue, B), Trp cage (GLR15) (in green, C), Trp zipper(GLR6)
(in red, D), villin(GLR11) (in red, E), and villin(GLR33) (in blue, F). Proteins are aligned with those
of their respective closed-shell proteins (in black). The root-mean-squared deviation (RMSD) values
of the alignment is shown, whereas the RMSD of each representative structure from the respective
starting structure is shown in parentheses. Those of the closed-shell Trp cage, villin, and Trp zipper
are 0.86 Å, 0.50 Å, and 2.60 Å, respectively. The residue containing the radical center is shown in the
licorice representation, with the radical center represented by a black dot.

Figure 3. The aligned structures of the each GLR residue of the radicalized protein and its corresponding
Gly residue in the respective closed-shell protein. The unpaired electron of the radical center (shown
with a dot in the key) is delocalized due to its location between two amide bonds. The atoms with
a positive sign (+) belong to the neighboring residue towards the N-terminus, whereas those with
a negative sign (−) belong to the neighboring residues towards the C-terminus. The curly arrows
indicate the rotated bonds of the φ and Ψ torsional angles.
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2.1.2. RMSD and Radius of Gyration

The RMSD-Rgyr plot (Figure S1) of the entire closed-shell Trp cage protein indicates that the
compactness and structural deviations remained relatively constant during the simulation. The changes
to both parameters are less than 2 Å. Fifteen percent of these structures had an RMSD between 2.0
and 2.3 Å and a radius of gyration between 7.0 and 7.3 Å. The distribution of the radicalized Trp cage
mini-proteins were similar; however the Gly10 and Gly15 containing structures were divided into
two groups, suggesting a transition between two structures of similar stability. The density plot of the
radicalized Trp zipper was nearly identical to that of the closed-shell Trp zipper. The radicalization
of Gly11 in the villin headpiece reduced the changes in the RMSD of the structure (as shown by the
similar sizes of the contour lines), while the RMSD changes increased when Gly33 was radicalized
when compared to the closed-shell villin structure. The fact that the densest regions of the three plots
are within 0.5 Å of each other indicates that the structures were similar to each other.

2.1.3. Secondary Structure Analysis

The frequency at which secondary structural elements appear at each residue of the three mini
proteins is plotted in Figure 4A. The type of secondary structure recorded depends on its prevalence in
each protein, and frequency values greater than 1% are presented. The Trp cage and villin headpiece
was comprised of α-helices, 310-helices, β-bends, β-turns, and random coil. The Trp zipper contained
a β-sheet but contained no helices. The first and last residue of all three proteins was assigned as a
random coil. From the N-terminus to the C-terminus, residue two of the closed-shell Trp cage was also
a random coil; however, residues Tyr3 to Gln5 showed greater than 80% α-helicity, which subsequently
decreased from 30% to 15% from Trp6 to Lys8. The protein was a mixture of β-turn and β-bend from
Lys8 to Gly15, whereas Arg16 to Ser20 were in a random coil.

The helical, turn/bend, and random coil sections observed in the closed-shell Trp cage was also
present in the radicalized Trp cage (Figure 4A); however, therein the distribution of the structural
elements changes slightly. The presence of GLR10 and GLR11 increased the α-helicity and decreased
the β-turn content present in the helical region. Moreover, the radicalization of Gly15 to GLR15 caused
the 310-helicity in this region to increase. All three of the GLR residues are within the turn/bend region,
and, in each case, the two residues adjacent to GLR were designated as random coil. GLR10 introduced
about 8% 310-helicity to this region, but it largely remained a mixture of β-turn and β-bend.

Figure 4A also indicates that the first and last residues of the closed-shell Trp zipper were in
the random coil conformation. A β-sheet united Trp2, Thr3, Trp4 with Trp9, Thr10, Trp11, and these
regions were on either side of a β-bend. The first residue of the bend (Glu5) was in a random coil,
whereas the next three residues were in a β-bend more than 80% of the time, with Gly6 and Asn7
also displaying β-sheet characteristics, and Lys8 showing some random coil properties. When Gly6 is
converted to GLR6, the outer residues of the β-sheet (Trp2 and Trp11) converts to a random coil 20%
of the time, whereas the β-bridge region is re-assigned to the random coil secondary structure.

The first two and last two residues of the villin headpiece, as shown in Figure 4A, have also been
assigned the random coil conformation. The most prominent features of the DSSP assignment of
the villin headpiece are the three helical regions, spanning from Ser2 to Phe10, Arg14 to Phe17, and
from Leu22 to Glu31. In each region, the α-helicity is highest towards the N-terminus, and decreases
towards the C-terminus. The three residues between α-helices one and two are in a β-bend and
in a random coil conformation, whereas the four residues between helices two and three are in a
β-turn, β-bend and random coil conformation. Both GLR11 and GLR13 reduced the α-helicity of helix
one, particularly towards the C-terminus, whilst only GLR33 affected helix three, causing the α-helix
content to decrease therein.
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Figure 4. The frequency of secondary structure occurrence at each residue of the closed-shell and
radicalized Trp cage, Trp zipper and villin headpiece after 100 ns (A) and 1 µs (B).

2.1.4. Dihedral Angles of Gly and GLR Residues

The φ and Ψ density plots in Figure 5 show the regions of the Ramachandran surface that were
the most heavily populated by the GLR residues and the respective residue of the closed-shell protein.
As a reference, the areas of the surface that correspond to the α-helix (αL) and β-sheet (β) are shown.
Position two of the classic (γL) and inverted (γL

′) γ-turns and position three of type-one (I) and
type-two (II) β-turns are often occupied by glycine residues, so these regions are also labeled. In the
closed-shell Trp cage, the densest clusters of the φ and Ψ angles of Gly10 were at +120◦, −130◦, which
became 90◦, 60◦ after radicalization. The corresponding angles of Gly11 were +120◦, +170◦ and became
0◦, −50◦ when converting to GLR, whereas the φ and Ψ angles of Gly15 went from a single maximum
at +100◦, −20◦, to a bimodal distribution centered near 0◦, +140◦. The φ and Ψ angles of Gly6 in
the Trp zipper contained a double maximum centered near +100◦, −30◦, which converted to a single
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maximum density at +20◦, −15◦. In the villin headpiece, Gly11 went from +100◦, −15◦ to +60◦, +170◦,
whereas the densest cluster in Gly33 went from −120◦, +150◦ to +60◦, +150◦.

Figure 5. The φ and Ψ density plots for (A): Gly10, (B): Gly11, (C): Gly15 and containing Gly radicals
(GLR) at their respective Gly positions (A′, B′, and C′) of Trp cage; (D): Gly6 and (D′): GLR6 of Trp
zipper; along with (E): Gly11, (F): Gly33 and the respective radicals, (E′) and (F′) of the villin headpiece.
As a reference, the areas of the surface that correspond to the α-helix (αL) and β-sheet (β), position
two of the classic (γL) and inverted (γL

′) γ-turns and position three of type-one (I) and type-two (II)
β-turns are are also labeled.

2.1.5. Hydrogen Bonding

The change in φ and Ψ angles of the affected residues did not have a large effect on the overall
structure of the mini-proteins, as judged by the hydrogen bonding observed within the proteins and
between the proteins and the solvent water molecules (Figure S2). Seven intrapeptide hydrogen bonds
were formed within the closed-shell Trp cage most frequently, which only increased by one when
Gly10 and Gly11 were radicalized. A similar difference was observed between the closed-shell and
radicalized Trp zipper. However, the largest discrepancy was observed in the villin headpiece, which
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showed three additional intrapeptide hydrogen bonds when Gly11 was radicalized, and three fewer
hydrogen bonds than when Gly33 was radicalized.

2.2. Long-Term Effects

Exposure of the Trp cage and villin headpiece to the radicalized state for 1 µs further destabilized
the protein structure, whereas the 1 µs exposure of the Trp zipper to the radical state had little effect.
The backbone RMSD of the closed-shell Trp cage remained within 1 to 2 Å from the starting structure
during the first 900 ns (Figure 6) of the trajectory until it subsequently increased to 3.89 Å after 1 µs.
This large increase is due to the dissociation of the Asp9-Arg16 salt bridge that stabilized the wild-type
Trp Cage dissociated after 920 ns, which caused the broadening of the loop region between the α-helix
and polyproline helix. Figure 6 also shows how the structure of the Trp cage containing GLR10 and
GLR15 deviated by a larger degree and earlier than the closed-shell structure did, with both structures
approaching an RMSD of 4 Å after 250 ns, and 5.49 Å and 6.88 Å after 1 µs, respectively. The deviation
of the Trp cage with GLR11 remained similar to that of the closed-shell Trp cage. The final structures
for these simulations are shown in Figure 7.

Figure 6. The backbone RMSD as a function of time of the closed-shell and radicalized Trp cage, Trp
zipper and villin headpiece.

After 1 µs, the Trp, Tyr and Pro residues that from the ‘cage’, after which the protein was named,
remained intact in the closed-shell Trp cage (Figure 8). The distance between Trp6 and Pro18, Tyr3
and Pro18, and between Tyr3 and Trp6 in the closed-shell Trp cage was 3.84 Å, 3.72 Å, and 3.92 Å,
respectively. However, the distance between Asp9 and Arg16 was 11.6 Å, which indicates that the salt
bridge between these residues dissociated.
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Secondary structure analysis with the DSSP algorithm indicated no significant changes in the
secondary structure of the closed-shell Trp cage when this was compared before and after the 100 ns
time point. As shown in Figure 4B, the conformation of residues Tyr3 to Trp6 are more than 80%
α-helical, which drops to below 40% after Leu7 and below 20% after Asp9 in the direction of the
C-terminus. The residues from Gly10 to Ser13 are largely in the β-bend or β-turn conformation,
whereas the latter residues that comprise the polyproline II helix were assigned as a random coil.
Despite its deviations, the Trp cage structure remained relatively compact, with the N-terminal
α-helix and the C-terminal polyproline II helix remaining largely conserved. The N-terminal α-helical
region of the GLR10 Trp cage differed after prolonged exposure to radicalization, which showed an
approximately 20% increase in 310-helix propensity at the expense of α-helical structures. This also
caused the random coil content of residues 8 and 12 to increase to more than 90%. In the Trp ‘cage’,
the distance between between Trp6 and Pro18, Tyr3 and Pro18, and between Tyr3 and Trp6 was
5.16 Å, 3.84 Å, and 5.75 Å, respectively, in Trp cage(GLR10), whereas the same distances were 4.74 Å,
3.98 Å, and 5.04 Å in the Trp cage(GLR11), as shown in Figure 8. The distance between Asp9 and
Arg16 in the Trp cage (GLR10) was 7.35 Å, whereas it was 4.86 Å in the Trp cage(GLR11). After
1 µs, the radicalization of Gly11 had no significant effect on the secondary structure of the Trp cage;
however, exposure at Gly15 did induce structural changes. The prolonged exposure of Gly15 to
radicalization caused an increase in the random coil content of the N-terminal helical region and in the
β-bridge/β-turn region. As shown in Figure 7, after 1 µs, the Trp cage(GLR15) is completely unfolded,
whereas, in Figure 8, it is shown that all contacts that form the ‘cage’ were lost.

Figure 7. The final structure of Trp cage(GLR10) (in red, A), Trp cage(GLR11) (in blue, B),
Trp cage(GLR15) (in green, C), Trp zipper(GLR6) (in red, D), villin(GLR11) (in red, E), and villin(GLR33)
(in blue, F). Proteins are aligned with those of their respective closed-shell proteins (in black). The RMSD
values of the alignment are shown, whereas the RMSD of each representative structure from the
respective starting structure is shown in parentheses. Those of the closed-shell Trp cage, villin, and
Trp zipper are 3.885 Å, 1.044 Å, and 4.248 Å, respectively. The residue containing the radical center is
shown in the licorice representation, with the radical center.

The RMSD of both the closed-shell Trp zipper and Trp zipper(GLR6) remained at approximately
2 Å from that of the starting structure (Figure 6), thus displaying no significant structural changes.
After 1 µs, the backbone RMSD between the closed-shell Trp zipper and Trp zipper(GLR6) was only
0.74 Å, with the backbone of the radicalized Trp zipper deviating less from that of the starting structure
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(0.80 Å) than the closed-shell Trp cage did (1.04 Å), as shown in Figure 7. The exposure of the Trp zipper
to radicalization at Gly6 after 1 µs did not result in significant changes to the secondary structures
(Figure 4B) that were present during the first 100 ns.

The prolonged exposure of the villin headpiece to radicalization at Gly11 and Gly33 induced more
significant changes to those that occurred in either the Trp cage or Trp zipper. After 1 µs, the backbone
of the closed-shell villin, villin(GLR11), and villin(GLR33) deviated from the starting structure by
4.23 Å, 5.43 Å, and 4.45 Å, respectively. During the respective simulations, the RMSD of each structure
gradually increased until about 450 ns. From then on, villin(GLR11) had the largest RMSD, which
remained relatively constant, whereas those of the closed-shell villin and villin(GLR33) oscillated until
they reached the aforementioned values after 1 µs. The unfolding of the wild-type villin was initiated
by the conversion of the secondary structure from α-helices to β-turns and 310 helices after 420 ns,
followed by further displacement of the relative position of the (former) helices, i.e., tertiary structure
after 700 ns. (Figure 4B). The exposure of Gly11 to radicalization until 1 µs increased the α-helicity of
residues Asp3 to Phe6 and those in the central helical region, whereas Lys7 to Val9 formed a β-turn.
On the other hand, the exposure of Gly33 to radicalization until 1 µs elicited a larger decrease in
α-helicity than that which occurred in the two other villin structures. The residues adjacent to the
radical center in all three mini-proteins was exclusively in the random coil conformation.

Figure 8. The final structure of the Trp cage-wt (in black, A) Trp cage(GLR10) (in red, B),
Trp cage(GLR11) (in blue, C), Trp cage(GLR15) (in green, D). The hydrophobic pocket formed by
Tyr3, Trp6, and Pro18 remains intact in Trp cage-wt, Trp cage(GLR10), and Trp cage(GLR11), but not in
Trp cage(GLR15). The salt bridge between residues Asp9 and Arg16 remains intact in Trp cage-wt and
Trp cage(GLR15) but not in Trp cage(GLR10) and in Trp cage(GLR11).

3. Discussion

The abstraction of hydrogen from amino acid residues is a common mechanism of oxidation by
free radicals. Recent studies computed the thermodynamic properties of this reaction for various amino
acid residues. Considering the multiple locations from where hydrogen can be abstracted, the ∆E for
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the reactions can vary. The lowest ∆E for the hydrogen abstraction from the side chain of methionine
is −138.7 kJ·mol−1, serine is −167.3 kJ·mol−1, and asparagine is −183.8 kJ·mol−1 [44–46]. The ∆E for
the reaction of the Cα from glycine is comparable to these residues at −144.7 kJ·mol−1 [34]. However,
hydrogen abstraction from the backbone of Gly has the added consequence of the conformational
changes that it causes in peptides, as it has been shown to cause the unfolding of peptide helices and
favor the planar (C7 and extended) conformations. The effects of H abstraction on the conformation
of residues have been done extensively on amino acid diamides [25–28]. However, to follow-up on
a previous study where force field parameters of an alanine radical caused the α-helix to β-sheet
conversion of a peptide, this study demonstrated the effect of backbone radicals (GLR) on the structure
of proteins for the for the first time [36].

3.1. Early Stage Radicalization

As demonstrated by the φ and Ψ angles shown in Figure 5 of the Gly and GLR residues during
the first 100 ns of the respective trajectory, the radicalization of Gly11 and Gly15 in the Trp cage and
Gly6 in the Trp zipper caused these residues to prefer the planar φ angles of 0◦. The Ψ angle of Gly10
residue in the Trp cage, Gly11 of the villin headpiece also converted to planar conformations, whereas
the remaining residue, Gly33 of the villin headpiece converted to the εD conformation, which is the
preferred conformation of a D-amino acid residue in the polyproline II helix [47]. Previous DFT studies
have shown that the extended βL and the C7 ring conformations, both of which are planar, are the
most stable conformations of radicals of amino acid diamides [25–28]. The DSSP analysis indicated
that the residues adjacent to GLR residue were unfolded, showing that GLR unfolded the residues of
neighboring residues.

Radicalization also had an effect on the secondary structures of residues away from the radical
center. As shown in the DSSP analysis during the first 100 ns of the respective trajectory, the
radicalization of Gly10 and Gly11 in the β-bend region of the Trp cage caused decreased the helicity
of Trp6, Leu7 and Lys8 of the Trp cage helix, whereas the radicalization of GLR15 destabilized the
entire helix. The radicalization of both the GLR11 and GLR33 reduced the α-helix content of the
N-terminal helix of villin, despite the fact that only GLR11 was adjacent to this helix. Likewise, GLR33
also destabilized the C-terminal helix, wherein this residue is located. The effect of GLR6 on the Trp
zipper was less pronounced, though the radicalization of the central residue of the β-hairpin did affect
the stability of the outer residues of the β-sheet found in this protein.

These changes in structure were reflected in the cluster analysis completed during the first 100 ns
of the trajectory. The size of the clusters were quite large despite the fact that a relatively small
clustering cutoff of 1.0 Å was used, which indicated that a high proportion of the structures were
within this distance of the central structure. Radicalization reduced the size of these clusters in all but
two cases, and yielded clusters of similar as those of the closed-shell protein. However, taking into
account the effect of radicalization on the hydrogen bonding, RMSD and the radius of gyration, the
tertiary structure of the radicalized mini-proteins remain comparable to their respective closed-shell
structure within 100 ns. For example, the structure of the radicalized Trp zipper deviated little from that
of the closed-shell structure, as demonstrated by the small RMSD of 0.36 Å. In line with the changes
seen in the DSSP plots, radicalization affected the RMSD of the representative structures in the order
of Trp zipper < Trp cage < villin headpiece. Moreover, the density plot of the radicalized Trp zipper
was nearly identical to that of the closed-shell Trp zipper, with a large overlap between the populated
RMSD-Rgyr values. This agrees with the structural similarity of these structures demonstrated in
the cluster analysis, DSSP analysis and φ and Ψ angle plots. The radicalization of the individual Gly
residues in each mini-protein caused the conformation of the residue to change, however, the overall
tertiary structure of the Trp cage and Trp zipper was conserved after each of the Gly residues were
sequentially converted to GLR.
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3.2. Prolonged Radical Exposure

Radicalizaton of the Gly residues of the Trp cage indicated the stabilizing effect of the ‘cage’,
formed by the Tyr3, Trp6 and Pro18, and the salt bridge between Asp9 and Arg16. The three structures
with the most compact cage, i.e., those with Tyr3, Trp6 and Pro18 distances of approximately 5 Å or
less, had the lowest RMSD values, and were able to retain the N-terminal helical, and C-terminal
polyproline II structures. Trp cage(GLR15) was the only exception, where the radicalization of Gly15
for 1 µs dissociated the ‘cage’ and unfolded the protein. The salt bridge had a similar stablizing effect,
where radicalization of Gly10 made the Trp cage more stable than the closed-shell Trp cage over 1 µs,
Moreover, the rise in RMSD of the closed-shell Trp cage after 900 ns corresponded with the dissociation
of the Asp9 Arg16 salt bridge. Another example of radicalizaton stabilizing the conformation of a
residue can be found in the Trp zipper, where the reduced conformational freedom of the GLR, as
shown in quantum chemical studies, stabilized the protein when the φ and Ψ angles of the residue
were not far from those of the Gly residue, as shown in Figure 3. Nevertheless, radicalization of the
peptide backbone generally destabilized the Trp cage and caused the structure to deviate from its
native fold. The effect of Gly radicalization on the destabilization of the Trp cage was in the order of
Gly15 > Gly10 > Gly11. It can be seen in Figure 3 that this relation correlates with the deviation of the
φ and Ψ angles of each GLR radical from those of its respective Gly residue, with the φ and Ψ angles
in Gly15 deviating the most, and those in Gly11 deviating the least. The results were slightly different
in the case of the villin headpiece, where the effect of the protein RMSD was greater at Gly11 than at
Gly33, but the φ and Ψ angles deviated more at Gly33 than at Gly11 after radicalization. However, the
φ and Ψ density plots in Figure 5 show that Gly11 in the closed-shell villin forms a γ-turn (along with
Met12), and is also characterized as a turn by DSSP. This turn seems to be important to the structure of
the closed-shell villin, as it is disrupted by radical formation and caused large conformational changes
in the protein.

3.3. General Effects of Gly Residue Radicalization on Stability

The ∆G◦ of unfolding of Trp cage is +3.2 kJ·mol−1, whereas the melting temperature is 317.1 K [48].
The Trp zipper has an unfolding free energy between +2.5 and +7.1 kJ·mol−1, and a melting temperature
of 323.1 K [42]. The villin headpiece is considered to be ′moderately′ stable in terms of its unfolding
free energy (∆G◦ = +13.0 kJ·mol−1), although it has an experimentally determined melting temperature
of 342.1 K and a melting temperature of 325.1 K, as determined in simulations [49,50]. Despite the
relatively high melting point with respect to the other two proteins of this study, villin is capable of
unfolding and refolding spontaneously [51]. This can account for the large RMSD (4.25 Å) shown
by the closed-shell villin in this study. The dissociation of the Asp9-Arg16 salt bridge can account
for the relatively large RMSD of the closed-shell Trp cage (3.89 Å); however, the hydrophobic core
remained intact and this salt bridge has also been shown to dissociate in simulations with various
force fields [52]. The radicalization of the Gly residues affects the RMSD of each protein in the order of
villin > Trp cage > Trp zipper, despite the fact that villin has largest ∆G◦ of unfolding and the highest
melting temperature. Only in the case of villin did radicalization cause the RMSD of the respective
radical to differ from the closed-shell protein by greater than 2.0 Å after 100 ns; however, the RMSD of
radicalized forms of Trp cage and villin increased to almost 7 Å after 1 µs.

After 1 µs, radicalization of GLR15 in the Trp cage and GLR11 in the villin headpiece caused
significant unfolding (greater than 5 Å RMSD from the starting experimental structure), whereas
radicalization of GLR11 in the Trp cage and GLR33 in villin caused changes that were similar to those
observed in the respective closed-shell proteins. Radicalization of GLR10 in Trp cage appeared to
stabilize the Trp cage, due to the conservation of the Asp9-Arg16 salt bridge, and also stabilized the
Trp zipper when the Gly6 on the hairpin formed a radical. Due to the effects of radicalization on the
conformation of the radical center and on neighboring residues, the radicalization of Gly residues has
the potential to influence protein function, and initiate complete unfolding within 1 µs as in the case of
Trp cage (GLR15).



Molecules 2017, 22, 655 14 of 18

Experiments have shown that hydrogen bonds contribute 2.1 to 7.5 kJ·mol−1 to the energy,
whereas theoretical studies say that the energy is closer to zero, due to the canceling out with the
hydrogen bond between the protein and water [53]. In this study, radicalization of the protein backbone
altered the number of protein–protein hydrogen bonds in each structure, which demonstrates how the
removal of one atom can affect the structure of a protein. The removal of a Hα from the backbone of
Gly6 of the Trp zipper had the lowest effect on the number of hydrogen bonds observed in any of the
mini proteins within 100 ns, whereas an increasing number of bonds were affected when an Hα was
removed from the Trp cage and villin. Using RMSD as a measure of stability, the degree to which the
intra-protein hydrogen bonds of each protein were disrupted also shows that these hydrogen bonds
affect the stability of these proteins.

4. Methods

The molecular dynamics simulations were carried out with the GROMACS 4.5.5 program package
(Department of Biophysical Chemistry, University of Groningen. Nijenborgh 4, Groningen, The
Netherlands) for the OPLS-AA force field, TIP4P water molecules, and the requisite parameters for the
Cα-centered radical of the glycine residue [42,54–58]. The NMR-determined structures of Trp cage [38].
Trp zipper and the villin headpiece were used as the starting structures for the closed-shell proteins,
whereas Na+ and Cl− were used as counter ions [39,40]. Each system was energy-minimized by the
steepest descent method until the maximum force was less than 100.0 kJ·mol−1·nm−1. The temperature
of the systems was coupled to a modified Berendsen thermostat at 310 K to mimic physiological
conditions [59]. Simulations under constant number of particles, volume and temperature (NVT)
conditions of the positionally-restrained proteins were performed for 100 ps, followed by a 2 ns
simulation under constant number of particles, pressure and temperature (NPT) conditions, at a
pressure of 1.0 bar using the Parrinello–Rahman method [60]. These conditions were subsequently
employed in each production run, one for each protein, which were 1 µs in duration with a time step
of 2 fs. The coordinates of the simulations were saved every 10 ps.

The trajectories were subjected to cluster analysis using the algorithm of Daura et al. with a
backbone root-mean-square deviation (RMSD) clustering cutoff of 1.0 Å [61]. The central structure
of the largest cluster in each simulation served as the representative structure, which was used to
compare the radicalized proteins to its respective closed-shell structure. The structure of each radical
center residue (GLR), and its corresponding Gly residue in the respective closed-shell protein were
also compared. The occurrence of random coil, bend, turn, α-helix, and 310-helix secondary structure
elements during the trajectory was determined using the define secondary structure of proteins (DSSP)
algorithm [62]. The frequency at which these elements occurred in each residue was plotted for each
of the proteins. The φ and Ψ Ramachandran angles of the GLR residue and those of the corresponding
Gly residue of the closed-shell protein were plotted on the Ramachandran surface, which was divided
into 10◦ by 10◦ subsections. As a reference, the regions of the Ramachandran surface that correspond to
the prevalent secondary structures of the Gly residue are also included. The population of the sampled
structures were plotted on the RMSD vs the radius of gyration (Rgyr) surface. The backbone of the
respective starting structure was used as a reference for the RMSD calculation. The peptide backbone
was used for the Rgyr calculation. Finally, the intramolecular and protein-solvent hydrogen bonds of
the radicalized and closed-shell mini-proteins were compared.

5. Conclusions

In conclusion, these MD simulations have demonstrated that the abstraction of an Hα from the
backbone of a Gly residue changes the φ and Ψ angles of the residue as well as the conformation of
neighboring residues within 100 ns. Radicalization also affected the stability of helices and β-sheets
away from the radical center. The hydrogen bonds of the protein backbone are also disrupted, but the
changes to the RMSD reveals that the overall fold of the protein generally remains intact during the
initial 100 ns. Larger structural changes occurred within 1 µs, including the complete unfolding of
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the Trp cage when Gly15 was radicalized. In general, the effect of Gly residue radicalization varied
and depended on the protein and the position of the radical. There, the β-sheet-containing protein
was less susceptible to structural changes, whereas the protein comprised mostly of α-helices was the
most susceptible.

These results indicate that a protein that has undergone hydrogen abstraction from Gly residues
can exhibit conformational changes, and depending on the position of the Gly residue, this can cause
a protein to unfold completely within 1 µs. These structural changes could affect the function of a
protein, and perhaps precede prion-like fibril formation, as observed in the aforementioned diseases
in which amyloid formation has been linked with oxidative stress. Future studies involving glycyl
radical formation on amyloidogenic proteins under aggregation conditions would further support
this hypothesis. This work complements the structural changes shown by glycine radicals’ quantum
mechanical (QM) calculations and experimental studies and offers new insight into the timescale of
the subsequent conformational changes.

Supplementary Materials: Figures S1 and S2 are available online.

Acknowledgments: This work was supported by the project “New functional material and their biological and
environmental answers”, project ID: TAMOP-4.2.2.A-11/1/KONV-2012-0047, the German Research Foundation
(DFG), Grant No.: STR 1247/1-1, and the Helmholtz Postdoctoral Program.

Author Contributions: M.O. and B.S. chose the research topic. M.O carried out and analyzed the simulations.
M.O., B.S., I.G.C., and B.V. wrote and revised the manuscript.

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

References

1. Stadtman, E.R. Protein oxidation and aging. Free Radic. Res. 2006, 40, 1250–1258. [CrossRef] [PubMed]
2. Zuo, L.; Motherwell, M.S. The impact of reactive oxygen species and genetic mitochondrial mutations in

Parkinson’s disease. Gene 2013, 10, 18–23. [CrossRef] [PubMed]
3. Viehe, H.G.; Merényi, R.; Stella, L.; Janousek, Z. Capto-dative substituent effects in syntheses with radicals

and radicophiles. Angew. Chem. Int. Ed. Engl. 1979, 18, 917–932. [CrossRef]
4. Hawkins, C.L.; Davies, M.J. EPR studies on the selectivity of hydroxyl radical attack on amino acids and

peptides. J. Chem. Soc. Perkin Trans. 1998, 2, 2617–2622. [CrossRef]
5. Stadtman, E.R.; Oliver, C. Metal-catalyzed oxidation of proteins. Physiological consequences. J. Biol. Chem.

1991, 266, 2005–2008. [PubMed]
6. Lu, H.-F.; Li, F.-Y.; Lin, S.-H. Site specificity of α-H abstraction reaction among secondary structure motif—An

ab initio study. J. Comput. Chem. 2007, 28, 783–794. [CrossRef] [PubMed]
7. Farber, J.M.; Levine, R.L. Sequence of a peptide susceptible to mixed-function oxidation. Probable cation

binding site in glutamine synthetase. J. Biol. Chem. 1986, 261, 4574–4578. [PubMed]
8. Galano, A.; Alvarez-Idaboy, J.R.; Montero, L.A.; Vivier-Bunge, A. OH hydrogen abstraction reactions from

alanine and glycine: A quantum mechanical approach. J. Comput. Chem. 2001, 22, 1138–1153. [CrossRef]
9. Easton, C.J.; Hay, M.P. Preferential reactivity of glycine residues in free radical reactions of amino acid

derivatives. J. Chem. Soc. Chem. Commun. 1986, 1, 55–57. [CrossRef]
10. Garrison, W.M. Reaction mechanisms in the radiolysis of peptides, polypeptides, and proteins. Chem. Rev.

1987, 87, 381–396. [CrossRef]
11. Sharma, V.K. Oxidation of Amino Acids, Peptides and Proteins: Kinetics and Mechanism; Wiley and Sons, Inc.:

Hoboken, NJ, USA, 2013; pp. 162–204.
12. Owen, M.C.; Viskolcz, B.; Csizmadia, I.G. Quantum chemical analysis of the unfolding of a penta-alanyl

310-Helix Initiated by HO•, HO2
• and O2

–•. J. Phys. Chem. B 2011, 115, 8014–8023. [CrossRef] [PubMed]
13. Becker, A.; Fritz-Wolf, K.; Kabsch, W.; Knappe, J.; Schultz, S.; Wagner, A.F.V. Structure and mechanism of the

glycyl radical enzyme pyruvate formate-lyase. Nat. Struct. Biol. 1999, 6, 969–975. [PubMed]
14. Logan, D.T.; Andersson, J.; Sjöberg, B.-M.; Nordlund, P. A glycyl radical site in the crystal structure of a class

III ribonucleotide reductase. Science 1999, 283, 1499–1504. [CrossRef] [PubMed]
15. Krieger, C.J.; Roseboom, W.; Albracht, S.P.J.; Spormann, A.M. A stable organic free radical in anaerobic

benzylsuccinate synthase of Azoarcus sp. strain T. J. Biol. Chem. 2001, 276, 12924–12927. [CrossRef] [PubMed]

http://dx.doi.org/10.1080/10715760600918142
http://www.ncbi.nlm.nih.gov/pubmed/17090414
http://dx.doi.org/10.1016/j.gene.2013.07.085
http://www.ncbi.nlm.nih.gov/pubmed/23954870
http://dx.doi.org/10.1002/anie.197909171
http://dx.doi.org/10.1039/a806666c
http://www.ncbi.nlm.nih.gov/pubmed/1989966
http://dx.doi.org/10.1002/jcc.20605
http://www.ncbi.nlm.nih.gov/pubmed/17226837
http://www.ncbi.nlm.nih.gov/pubmed/2870062
http://dx.doi.org/10.1002/jcc.1073
http://dx.doi.org/10.1039/c39860000055
http://dx.doi.org/10.1021/cr00078a006
http://dx.doi.org/10.1021/jp202345p
http://www.ncbi.nlm.nih.gov/pubmed/21598923
http://www.ncbi.nlm.nih.gov/pubmed/10504733
http://dx.doi.org/10.1126/science.283.5407.1499
http://www.ncbi.nlm.nih.gov/pubmed/10066165
http://dx.doi.org/10.1074/jbc.M009453200
http://www.ncbi.nlm.nih.gov/pubmed/11278506


Molecules 2017, 22, 655 16 of 18

16. Prigge, S.T.; Kolhekar, A.S.; Eipper, B.A.; Mains, R.E.; Amzel, L.M. Substrate-mediated electron transfer in
peptidylglycine alpha-hydroxylating monooxygenase. Nat. Struct. Biol. 1999, 6, 976–983. [PubMed]

17. Rauk, A.; Armstrong, D.A.; Fairlie, D.P. Is oxidative damage by β-amyloid and prion peptides mediated by
hydrogen atom transfer from glycine α-carbon to methionine sulfur within β-sheets? J. Am. Chem. Soc. 2000,
122, 9761–9767. [CrossRef]

18. Sayre, L.M.; Zagorski, M.G.; Surewicz, W.K.; Krafft, G.A.; Perry, G. Mechanisms of neurotoxicity associated
with amyloid β deposition and the role of free radicals in the pathogenesis of Alzheimer’s disease: A critical
appraisal. Chem. Res. Toxicol. 1997, 10, 518–526. [CrossRef] [PubMed]

19. Dunlop, R.A.; Brunk, U.T.; Rodgers, K.J. Oxidized proteins: Mechanisms of removal and consequences of
accumulation. IUBMB Life 2009, 61, 522–527. [CrossRef] [PubMed]

20. Sultana, R.; Perluigi, M.; Butterfield, D.A. Protein oxidation and lipid peroxidation in brain of subjects
with Alzheimer’s disease: Insights into mechanism of neurodegeneration from redox proteomics.
Antioxid. Redox Signal. 2006, 8, 2021–2037. [CrossRef] [PubMed]

21. Rodgers, K.J.; Hume, P.M.; Morris, J.G.; Dean, R.T. Evidence for L-dopa incorporation into cell proteins in
patients treated with levodopa. J. Neurochem. 2006, 98, 1061–1067. [CrossRef] [PubMed]

22. Baynes, J.W.; Thorpe, S.R. Role of oxidative stress in diabetic complications: A new perspective on an old
paradigm. Diabetes 1999, 48, 1–9. [CrossRef] [PubMed]

23. Dean, R.T.; Dunlop, R.; Hume, P.; Rodgers, K.J. Proteolytic ‘defences’ and the accumulation of oxidized
peptides in cataractogenesis and atherogenesis. Biochem. Soc. Symp. 2003, 70, 135–146. [CrossRef]

24. Bermudez, M.; Mortier, J.; Rakers, C.; Sydow, D.; Wolber, G. More than a look into a crystal ball: Protein
structure elucidation guided by molecular dynamics simulations. Drug Discov. Today 2016, 21, 1799–1805.
[CrossRef] [PubMed]

25. Lin, R.-J.; Jang, S.; Wu, C.-C.; Liu, Y.-L.; Li, F.-Y. Site specificity of OH α-H abstraction reaction for a β-hairpin
peptide: An ab initio study. J. Comput. Chem. 2011, 32, 3409–3422. [CrossRef] [PubMed]

26. Nauser, T.; Casi, G.; Koppenol, W.H.; Schöneich, C. Reversible intramolecular hydrogen transfer between
cysteine thiyl radicals and glycine and alanine in model peptides: Absolute rate constants derived from
pulse radiolysis and laser flash photolysis. J. Phys. Chem. B 2008, 112, 15034–15044. [CrossRef] [PubMed]

27. Tarabek, P.; Bonifacic, M.; Beckert, D. Oxidation of cyclic dipeptides by photoinduced H-atom abstraction.
a laser flash FT EPR and Optical Spectroscopy Study. J. Phys. Chem. A 2007, 111, 4958–4964. [CrossRef]
[PubMed]

28. Croft, A.; Easton, C.J.; Radom, L. Design of radical-resistant amino acid residues: A combined theoretical
and experimental investigation. J. Am. Chem. Soc. 2003, 125, 4119–4124. [CrossRef] [PubMed]

29. Sperling, J. Elad, D. Photoalkylation of proteins. J. Am. Chem. Soc. 1971, 93, 3839–3840.
30. Schwarzberg, M.; Sperling, J.; Elad, D. Photoalkylation of peptides. Visible light-induced conversion of

glycine residues into branched alpha-amino acids. J. Am. Chem. Soc. 1973, 95, 6418–6426. [CrossRef]
[PubMed]

31. Knappe, J.; Wagner, A.F.V. Glycyl free radical in pyruvate formate-lyase: Synthesis, structure characteristics,
and involvement in catalysis. Methods Enzymol. 1995, 258, 343–362. [PubMed]

32. Rabus, R.; Wilkes, H.; Behrends, A.; Armstroff, A.; Fischer, T.; Pierik, A.J.; Widdel, F. Anaerobic initial reaction
of n-alkanes in a denitrifying bacterium: Evidence for (1-methylpentyl)succinate as initial product and for
involvement of an organic radical in n-hexane metabolism. J. Bacteriol. 2001, 183, 1707–1715. [CrossRef]
[PubMed]

33. Freddolino, P.L.; Harrison, C.B.; Liu, L.; Schulten, K. Challenges in protein-folding simulations. Nature Phys.
2010, 6, 751–758. [CrossRef] [PubMed]

34. Owen, M.C.; Szori, M.; Csizmadia, I.G.; Viskolcz, B. Conformation-dependent ·OH/H2O2 hydrogen
abstraction reaction cycles of Gly and Ala residues: A comparative theoretical study. J. Phys. Chem. B
2012, 116, 1143–1154. [CrossRef] [PubMed]

35. Owen, M.C.; Toth, L.; Jojart, B.; Komaromi, I.; Csizmadia, I.G.; Viskolcz, B. The effect of newly developed
OPLS-AA alanyl radical parameters on peptide secondary structure. J. Chem. Theory Comput. 2012, 8,
2569–2580. [CrossRef] [PubMed]

36. Owen, M.C.; Strodel, B.; Csizmadia, I.G.; Viskolcz, B. Radical formation initiates solvent-dependent unfolding
and β-sheet formation in a model helical peptide. J. Phys. Chem. B 2016, 120, 4878–4889. [CrossRef] [PubMed]

http://www.ncbi.nlm.nih.gov/pubmed/10504734
http://dx.doi.org/10.1021/ja994436u
http://dx.doi.org/10.1021/tx970009n
http://www.ncbi.nlm.nih.gov/pubmed/9168248
http://dx.doi.org/10.1002/iub.189
http://www.ncbi.nlm.nih.gov/pubmed/19391165
http://dx.doi.org/10.1089/ars.2006.8.2021
http://www.ncbi.nlm.nih.gov/pubmed/17034347
http://dx.doi.org/10.1111/j.1471-4159.2006.03941.x
http://www.ncbi.nlm.nih.gov/pubmed/16771833
http://dx.doi.org/10.2337/diabetes.48.1.1
http://www.ncbi.nlm.nih.gov/pubmed/9892215
http://dx.doi.org/10.1042/bss0700135
http://dx.doi.org/10.1016/j.drudis.2016.07.001
http://www.ncbi.nlm.nih.gov/pubmed/27417339
http://dx.doi.org/10.1002/jcc.21920
http://www.ncbi.nlm.nih.gov/pubmed/21898467
http://dx.doi.org/10.1021/jp805133u
http://www.ncbi.nlm.nih.gov/pubmed/18973367
http://dx.doi.org/10.1021/jp0709914
http://www.ncbi.nlm.nih.gov/pubmed/17516635
http://dx.doi.org/10.1021/ja029674v
http://www.ncbi.nlm.nih.gov/pubmed/12670233
http://dx.doi.org/10.1021/ja00800a044
http://www.ncbi.nlm.nih.gov/pubmed/4733395
http://www.ncbi.nlm.nih.gov/pubmed/8524160
http://dx.doi.org/10.1128/JB.183.5.1707-1715.2001
http://www.ncbi.nlm.nih.gov/pubmed/11160102
http://dx.doi.org/10.1038/nphys1713
http://www.ncbi.nlm.nih.gov/pubmed/21297873
http://dx.doi.org/10.1021/jp2089559
http://www.ncbi.nlm.nih.gov/pubmed/22168541
http://dx.doi.org/10.1021/ct300059f
http://www.ncbi.nlm.nih.gov/pubmed/26592103
http://dx.doi.org/10.1021/acs.jpcb.6b00174
http://www.ncbi.nlm.nih.gov/pubmed/27169334


Molecules 2017, 22, 655 17 of 18

37. Qiu, L.; Pabit, S.A.; Roitberg, A.E.; Hagen, S.J. Smaller and faster: The 20-residue Trp-cage protein folds in 4
µs. J. Am. Chem. Soc. 2002, 124, 12952–12953. [CrossRef] [PubMed]

38. Neidigh, J.W.; Fesinmeyer, R.M.; Andersen, N.H. Designing a 20-residue protein. Nat. Struct. Biol. 2002, 9,
425–430. [CrossRef] [PubMed]

39. Cochran, A.G.; Skelton, N.J.; Starovasnik, M.A. Tryptophan zippers: Stable, monomeric β-hairpins. Proc. Natl.
Acad. Sci. USA 2001, 98, 5578–5583. [CrossRef] [PubMed]

40. Kubelka, J.; Hofrichter, J.; Eaton, W.A. The protein folding ‘speed limit’. Curr. Opin. Struct. Biol. 2004, 14,
76–88. [CrossRef] [PubMed]

41. McNight, C.J.; Matsudaira, P.T.; Kim, P.S. NMR structure of the 35-residue villin headpiece subdomain.
Nat. Struct. Biol. 1997, 4, 180–184. [CrossRef]

42. Komáromi, I.; Owen, M.C.; Murphy, R.; Lovas, S. Development of glycyl radical parameters for the
OPLS-AA/L force field. J. Comput. Chem. 2008, 29, 1999–2009. [CrossRef] [PubMed]

43. Lifson, S.; Warshel, A. Consistent force field for calculations of conformations, vibrational spectra, and
enthalpies of cycloalkane and n-alkane molecules. J. Chem. Phys. 1968, 49, 5116–5129. [CrossRef]

44. Galano, A.; Alvarez-Idaboy, J.R.; Cruz-Torres, A.; Ruiz-Santoyo, E. Kinetics and mechanism of the gas-phase
OH hydrogen abstraction reaction from methionine: A quantum mechanical approach. Int. J. Chem. Kinet.
2003, 35, 212–221. [CrossRef]

45. Galano, A.; Alvarez-Idaboy, J.R.; Cruz-Torres, A.; Ruiz-Santoyo, E. Rate coefficients and mechanism of
the gas phase OH hydrogen abstraction reaction from serine: A quantum mechanical approach. J. Mol.
Struct. (Theochem) 2003, 629, 165–174. [CrossRef]

46. Galano, A.; Alvarez-Idaboy, J.R.; Bravo-Pérez, G.; Ruiz-Santoyo, E. Mechanism and rate coefficients of the
gas phase OH hydrogen abstraction reaction from asparagine: A quantum mechanical approach. J. Mol.
Struct. (Theochem) 2002, 617, 77–86. [CrossRef]

47. Beke, T.; Czajlik, A.; Csizmadia, I.G.; Perczel, A. Determining suitable lego-structures to estimate stability of
larger nanostructures using computational methods. Phys. Biol. 2006, 3, S26–S39. [CrossRef] [PubMed]

48. Streicher, W.W.; Makhatadze, G.I. Unfolding thermodynamics of Trp-cage, a 20 residue miniprotein, Studied
by differential scanning calorimetry and circular dichroism spectroscopy. Biochemistry 2007, 46, 2876–2880.
[CrossRef] [PubMed]

49. Kubelka, J.; Eaton, W.A.; Hofrichter, J. Experimental tests of villin subdomain folding simulations. J. Mol. Biol.
2003, 329, 625–630. [CrossRef]

50. Piana, S.; Lindorff-Larsen, K.; Shaw, D.E. How robust are protein folding simulations with respect to force
field parameterization? Biophys. J. 2011, 100, L47–L49. [CrossRef] [PubMed]

51. Piana, S.; Lindorff-Larsen, K.; Shaw, D.E. Protein folding kinetics and thermodynamics from atomistic
simulation. Proc. Natl. Acad. Sci. USA 2012, 109, 17845–17850. [CrossRef] [PubMed]

52. Kannan, S.; Zacharias, M. Role of tryptophan side chain dynamics on the Trp-cage mini-protein folding
studied by molecular dynamics simulations. PLoS ONE 2014, 9, e88383. [CrossRef] [PubMed]

53. Sippl, M.J.; Ortner, M.; Jaritz, M.; Lackner, P.; Flöckner, H. Helmholtz free energies of atom pair interactions
in proteins. Fold Des. 1996, 1, 289–298. [CrossRef]

54. Van Der Spoel, D.; Lindahl, E.; Hess, B.; Groenhof, G.; Mark, A.E.; Berendsen, H.J. GROMACS: Fast, flexible,
and free. J. Comp. Chem. 2005, 26, 1701–1719. [CrossRef] [PubMed]

55. Hess, B.; Kutzner, C.; van der Spoel, D.; Lindahl, E. GROMACS 4: Algorithms for highly efficient,
load-balanced, and scalable molecular simulation. J. Chem. Theory Comput. 2008, 4, 435–447. [CrossRef]
[PubMed]

56. Lindahl, E.; Hess, B.; van der Spoel, D. GROMACS 3.0: A package for molecular simulation and trajectory
analysis. J. Mol. Mod. 2001, 7, 306–317. [CrossRef]

57. Kaminski, G.A.; Friesener, R.A.; Tirado-Rives, J.; Jorgensen, W.L. Evaluation and reparametrization of the
OPLS-AA force field for proteins via comparison with accurate quantum chemical calculations on peptides.
J. Phys. Chem. B 2001, 105, 6474–6487. [CrossRef]

58. Jorgensen, W.L.; Madura, J.D. Temperature and size dependence for Monte Carlo simulations of TIP4P water.
Mol. Phys. 1985, 56, 1381–1392. [CrossRef]

59. Berendsen, H.J. C.; Postma, J.P. M. van Gunsteren, W.F.; DiNola, A.; Haak, J.R. Molecular dynamics with
coupling to an external bath. J. Chem. Phys. 1984, 81, 3684–3690. [CrossRef]

http://dx.doi.org/10.1021/ja0279141
http://www.ncbi.nlm.nih.gov/pubmed/12405814
http://dx.doi.org/10.1038/nsb798
http://www.ncbi.nlm.nih.gov/pubmed/11979279
http://dx.doi.org/10.1073/pnas.091100898
http://www.ncbi.nlm.nih.gov/pubmed/11331745
http://dx.doi.org/10.1016/j.sbi.2004.01.013
http://www.ncbi.nlm.nih.gov/pubmed/15102453
http://dx.doi.org/10.1038/nsb0397-180
http://dx.doi.org/10.1002/jcc.20962
http://www.ncbi.nlm.nih.gov/pubmed/18366017
http://dx.doi.org/10.1063/1.1670007
http://dx.doi.org/10.1002/kin.10117
http://dx.doi.org/10.1016/S0166-1280(03)00140-4
http://dx.doi.org/10.1016/S0166-1280(02)00388-3
http://dx.doi.org/10.1088/1478-3975/3/1/S04
http://www.ncbi.nlm.nih.gov/pubmed/16582463
http://dx.doi.org/10.1021/bi602424x
http://www.ncbi.nlm.nih.gov/pubmed/17295518
http://dx.doi.org/10.1016/S0022-2836(03)00519-9
http://dx.doi.org/10.1016/j.bpj.2011.03.051
http://www.ncbi.nlm.nih.gov/pubmed/21539772
http://dx.doi.org/10.1073/pnas.1201811109
http://www.ncbi.nlm.nih.gov/pubmed/22822217
http://dx.doi.org/10.1371/journal.pone.0088383
http://www.ncbi.nlm.nih.gov/pubmed/24563686
http://dx.doi.org/10.1016/S1359-0278(96)00042-9
http://dx.doi.org/10.1002/jcc.20291
http://www.ncbi.nlm.nih.gov/pubmed/16211538
http://dx.doi.org/10.1021/ct700301q
http://www.ncbi.nlm.nih.gov/pubmed/26620784
http://dx.doi.org/10.1007/s008940100045
http://dx.doi.org/10.1021/jp003919d
http://dx.doi.org/10.1080/00268978500103111
http://dx.doi.org/10.1063/1.448118


Molecules 2017, 22, 655 18 of 18

60. Parrinello, M.; Rahman, A. Polymorphic transitions in single crystals: A new molecular dynamics method.
J. Appl. Phys. 1981, 52, 7182–7190. [CrossRef]

61. Daura, X.; Gademann, K.; Juan, B.; Seebach, D.; van Gunsteren, W.F.; Mark, A.E. Peptide folding: When
simulation meets experiment. Angew. Chem. Int. Ed. 1999, 38, 236–240. [CrossRef]

62. Kabsch, W.; Sander, C. Dictionary of protein secondary structure: Pattern recognition of hydrogen-bonded
and geometrical features. Biopolymers 1983, 22, 2577–2637. [CrossRef] [PubMed]

Sample Availability: Not available.

© 2017 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1063/1.328693
http://dx.doi.org/10.1002/(SICI)1521-3773(19990115)38:1/2&lt;236::AID-ANIE236&gt;3.0.CO;2-M
http://dx.doi.org/10.1002/bip.360221211
http://www.ncbi.nlm.nih.gov/pubmed/6667333
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Short-Term Analysis 
	Cluster Analysis 
	RMSD and Radius of Gyration 
	Secondary Structure Analysis 
	Dihedral Angles of Gly and GLR Residues 
	Hydrogen Bonding 

	Long-Term Effects 

	Discussion 
	Early Stage Radicalization 
	Prolonged Radical Exposure 
	General Effects of Gly Residue Radicalization on Stability 

	Methods 
	Conclusions 

