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Abstract: Polysaccharides, being biocompatible and biodegradable polymers, are highly attractive
as materials for protein delivery systems. However, protein–polysaccharide interactions may lead
to protein structural transformation. In the current study, we analyze the structural adjustment of a
homotetrameric protein, glyceraldehyde-3-phosphate dehydrogenase (GAPDH), upon its interactions
with both flexible coil chain and the rigid helix of κ-carrageenan. FTIR spectroscopy was used to
probe the secondary structures of both protein and polysaccharide. Electrostatically driven protein–
polysaccharide interactions in dilute solutions resulted in an insoluble complex formation with a
constant κ-carrageenan/GAPDH ratio of 0.2, which amounts to 75 disaccharide units per mole of
protein tetramer. Upon interactions with both coiled and helical polysaccharides, a weakening of
the intersubunit interactions was revealed and attributed to a partial GAPDH tetramer dissociation.
In turn, protein distorted the helical conformation of κ-carrageenan when co-gelled. Molecular
modeling showed the energy favorable interactions between κ-carrageenan and GAPDH at different
levels of oligomerization. κ-Carrageenan binds in the region of the NAD-binding groove and the
S-loop in OR contact, which may stabilize the OP dimers. The obtained results highlight the mutual
conformational adjustment of oligomeric GAPDH and κ-carrageenan upon interaction and the
stabilization of GAPDH’s dissociated forms upon immobilization in polysaccharide gels.

Keywords: glyceraldehyde-3-phosphate dehydrogenase; κ-carrageenan; protein-polysaccharide
interactions; immobilization; FTIR spectroscopy; molecular docking

1. Introduction

Glyceraldehyde-3-phosphate dehydrogenase (GAPDH, EC 1.2.1.12) is a housekeeping
protein associated with both human health and diseases [1,2]. GAPDH is mostly known as
an energy-metabolism-related enzyme. As one of the key enzymes of glycolysis, it catalyzes
the oxidative phosphorylation of glyceraldehyde-3-phosphate to 1,3-diphosphoglycerate,
coupled with the reduction of the cofactor NAD+ to NAD(H). The protein is also involved
in a wide range of cellular functions [3,4], including the induction of apoptosis [5] and the
development of neurodegenerative diseases, e.g., Alzheimer’s disease and Parkinson’s
disease [6].

GAPDH is a tetrameric protein consisting of four identical subunits. It has three axes
with double symmetry (Figure 1) and can be represented as a dimer of dimers with respect
to the Q axis. Each of its subunits consists of two domains, catalytic (aa 151–316) and
NAD-binding (aa 1–150 and 317–335). The NAD-binding groove is located between the O-
and R- (P- and Q-) subunits, which interact mainly through the S-loop. Such oligomeric
organization stabilizes the protein and regulates the GAPDH activity. The strengthening of
intersubunit interactions was shown to provide enhanced thermostability [7]. In contrast,
the destabilization of intersubunit interactions and the dissociation of the GAPDH tetramer
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into smaller units is important for the processes related to transcytosis and the modulation
of aggregation of other proteins [8,9].
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Figure 1. GAPDH oligomeric (a) and domain structure (b).

For example, GAPDH is translocated to the nucleus during apoptosis [10] in non-native
dimeric, monomeric, and denatured forms [11]. Modifications, such as oxidation, may
assist with the dissociation of the tetramer into subunits, which move to the nucleus due
to passive transport [12]. Other factors affecting the GAPDH tetramer dissociation under
physiological conditions are interactions with either negatively charged membranes [13,14]
or the polysaccharides of the extracellular matrix [15]. A similar effect was described upon
denaturing conditions: in the presence of guanidine hydrochloride (GdnHCl), the enzyme
also first dissociated into dimers or monomers and then aggregated and precipitated. In the
presence of small quantities of GdnHCl, the dissociated GAPDH intermediate was stable
for hours [16]. However, in the presence of charged surfaces, the dissociation of GAPDH
was followed by the accumulation of amyloid-like β-sheet conformation [13,15].

Several studies demonstrated that GAPDH is colocated with amyloid beta (Aβ) protein
in the amyloid plaques [17,18], where it is colocalized with glycosaminoglycans (GAGs) [9].
The role of the sulfated polysaccharides of the extracellular matrix in amyloid formation is
well-documented [19]. However, it is still unclear to what extent the type of polysaccharide
chain and the pattern of sulfation destabilize the protein structure. Heparan sulfate (HS)
was capable of inducing GAPDH aggregation, but chondroitin sulphates (CS) A, B and C
and dextran sulphate revealed almost no effect [15]. It is assumed that the position of the
sulfate groups on the polymeric sugar chain is more important than their density regarding
GAPDH aggregation [15].

In the current study, we analyze how κ-carrageenan, a sulfated seaweed polysac-
charide, influences the GAPDH conformation upon its complexation in gels. A major
emphasis is placed on the effect of the polysaccharide’s secondary structure on the GAPDH
structure’s adjustment. Carrageenans are linear-sulfated galactans from red seaweeds
(Rhodophyta). Their molecules consist of galactose repeat units, where one ring per dis-
accharide can be (3,6)-anhydro, connected by alternating α-(1,3)- and β-(1,4)-glycosidic
links. One to three sulfate groups can be attached to a carrageenan chain per monomeric
unit. Similar to other sulfated polysaccharides [20], carrageenans can be considered as
GAG mimetics, revealing their potential for drug delivery and tissue engineering [21–23].
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κ-Carrageenan demonstrates a controllable coil-to-helix transition upon gelation depend-
ing on the salt type and content and temperature variations. It is generally accepted that
κ-carrageenan chains associate into a parallel inter-twisted double helix [24]. This double
helix was deduced from the refinement of the X-ray pattern of the oriented fibers of its
near analogue, ι-carrageenan [25]. As derived from theoretical calculations, the spatial
motif of a κ-carrageenan chain is a threefold right-handed helix [26]. At low concentrations
or upon heating, the polysaccharide chain acquires flexibility and adopts a random coil
conformation. Therefore, along with variations in the sulfation pattern, carrageenans offer
a way to vary chain conformation/rigidity and the accessibility of the sulfate groups. Re-
cently, using multivariate analysis, we reported the clearly distinct orthogonal FTIR spectra
of the helix and coil conformations of κ-carrageenan [27], which allows for probing the
polysaccharide conformation in situ.

The electrostatically driven interactions between protein and negatively charged polysac-
charides result in a coacervation and the formation of macromolecular complexes [28–30].
When the polysaccharide is of a high molecular weight, such interactions lead to phase
separation and the formation of gels enriched with both protein and polysaccharides. Re-
cently, we demonstrated that coiled carrageenan being mixed with lysozyme forms gels at
a stoichiometry 1:3 mass ratio of polysaccharide to protein (or 12 disaccharide units per
protein molecule). In such gels, the carrageenan remained a coil, but the protein adjusted
its conformation toward an increase in the intramolecular β-structure, as revealed by FTIR
spectroscopy. Strikingly, the helical conformation of the polysaccharide did not influence
the protein structure so drastically [31]. In the present study, we address the question of
structural changes in GAPDH—κ-carrageenan gels by using FTIR spectroscopy to simul-
taneously follow the structural changes of both the protein and polysaccharides. This is
possible, since most of the informative bands of the protein and polysaccharides do not
overlap. Further, to provide an atomistic model of complexes, molecular docking was
applied.

The results of the current research expand our knowledge about the interaction-
induced structural transformations that occur upon protein immobilization in polysaccha-
ride matrixes and highlight the role of the polysaccharide’s secondary structure and its
rigidity, together with the charge distribution in controllable structural transitions.

2. Materials and Methods
2.1. Materials and Sample Preparation

GAPDH (G2267) and κ-carrageenan (BCBT9953, 2204-25G-F) were purchased from
Sigma-Aldrich. GAPDH was dialyzed against milliQ water for 24 h to wash out the excess
of salt. κ-carrageenan was used without additional purification. The viscosity average
molecular weight amounted to Mη = 4.3·105 Da, as reported previously [32].

Aqueous solution of κ-carrageenan was allowed to swell for one hour at 20 ◦C and then
dissolved by steering for two hours at 70 ◦C. The pH of κ-carrageenan solution amounted to
9.0 and was brought to 7.1 by HCl addition. The stock aqueous solutions of κ-carrageenan
and GAPDH (pH 7.1) were mixed at 25 ◦C to obtain the desired polysaccharide/protein
ratio (q) between 0.1 and 1, with a step of 0.1. The portions of stock solutions of GAPDH
(20 mg/mL) and κ-carrageenan (5,5 mg/mL) were mixed, and then the volume was brought
to 500 mkL by adding milliQ water. The concentration of protein in the resultant mixtures
was kept constant at 5 mg/mL.

To have mixtures of GAPDH with κ-carrageenan prone to form helical structure, more
concentrated κ-carrageenan solution was prepared (40 mg/mL) as described above. The
GAPDH solution was added to two vials containing the polysaccharide, either cool or
heated up to 45 ◦C (temperature of helix-to-coil transition). The samples were kept for 4 h
before spectra registration.

The amount of protein in solution or in water soluble fraction above gel after cen-
trifugation (supernatant) was calculated from the intensity of UV spectra at 280 nm using
εGAPDH = 30.4 mM−1cm−1 [33].
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2.2. ATR-FTIR Spectroscopy

The FTIR spectra were recorded using IRAffinity-I spectrometer (Shimadzu, Europa
GmbH) equipped with the attenuated total reflection (ATR) accessory and a ZnSe crystal.
The spectra were recorded at 4 cm−1 resolution, in the range of 4000–800 cm−1. For each
spectrum, 256 scans were accumulated. The samples of solutions and gels were placed
on the surface of ATR sensing element and were thermostated at 25 ◦C. The spectra of
the samples, including stock solutions of GAPDH and κ-carrageenan, were also recorded.
From all spectra, both water vapor and liquid water absorbance were subtracted.

2.3. Molecular Docking

The coordinates from protein data bank (1ZNQ) were used to construct four types
of GAPDH assembly in apo form (as in Ref. [34]): 1. tetramer, 2. OP dimer, 3. OR dimer,
and 4. monomer. The coordinates of ι-carrageenan (1CAR) were used to construct the
initial geometry of both single and double chain of κ-carrageenan (as in Ref. [32]). The
sulfate group of ι-carrageenan at O2 position of anhydrogalactose unit was replaced with
a hydroxyl group. The obtained structures were energy-minimized before the docking
procedure. To mimic a flexible chain, the κ-carrageenan was reduced to a hexamer fragment
to avoid the conformational sampling problem in such a highly flexible polymer. The
efficiency of fragment-based docking approach for the polysaccharide binding mode search
was demonstrated previously [35,36]. During docking, all torsions were flexible to mimic
a flexible chain in a coil conformation. The resultant docking poses were checked for the
allowed values of glycoside torsion angles (the phi-psi maps are available in Supplemental
Materials to Ref. [32]). In double helix, only hydroxyl groups were allowed to rotate to
maximize the hydrogen bonds with the protein.

In the blind docking using AutoDock4.2 program [37], the grid covered the entire
protein molecule, so the ligand could bind to any part of the protein surface. To navigate the
orientation of polar groups in the protein binding site, the solvent-biased docking approach
was applied. This approach takes into consideration the solvent structure (calculated in
the course of molecular dynamics simulations) and demonstrated its efficiency to improve
the prediction of both specific carbohydrate binding (e.g., by lectins [38]) and non-specific
polysaccharide binding (e.g., by RNAse [35]). Further, the grid map was modified using
WATCLUST [39], which calculates the water clusters over the protein surface based on
the 20 ns molecular dynamics trajectories of each of four types of GAPDH assembly in
water and introduces this information for the particular interaction of ligand oxygen atoms.
For consistency, the protocol of molecular dynamics calculation is described below. In
the docking runs, the protein molecule was kept rigid, whereas in ligand, it was fully
relaxed. Lamarckian genetic algorithm was used for the sampling. For each protein system,
100 independent docking runs were carried out, and 1000 best positions were obtained for
the analysis. The docking poses were ranked using the binding energy, which included
electrostatic and van der Waals interactions, hydrogen bonding, solvation effects and
conformational entropy. The cluster analysis was performed with the positional rmsd
cut-off of 15 Å, to obtain the population at a local spot, irrespective of the orientation of the
polysaccharide fragment. The plot of population (i.e., the number of docking poses in one
cluster) versus binding energy was used to distinguish between true positives and false
positives.

To compare different systems, the binding energies were recalculated per disaccharide,
dividing the value by a consistent number of dimers directly interacting with the protein
(e.g., 3 for hexameric fragment and 10 for the double helical fragment of κ-carrageenan).

The molecular dynamics simulations were performed in AMBER12SB force field using
AMBER12 program package [40]. Each protein system was immersed into TIP3P water
box with periodical boundary conditions. The edges of box were 10 Å apart from the
solute molecule. Atoms of Cl- were used to neutralize the total charge of molecular system.
Particle mesh Ewald (PME) [41] was used for the long-range electrostatic interactions, with
cut-off of 8 Å. Temperature and pressure were kept constant using the Langevin thermostat,
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with a collision frequency of 2 ps−1. Integration time of step 2 fs was used with the SHAKE
algorithm [42]. The system was first energy-minimized and then equilibrated in NPT
heated to 300 K, and the pressure was kept equal to 1 bar. In production run, the trajectory
of 20 ns long was accumulated.

3. Results and Discussion
3.1. FTIR Spectroscopy Analysis
3.1.1. Gels of GAPDH and κ-carrageenan in Coil Conformation

Mixing GAPDH and κ-carrageenan solutions resulted in a simultaneous insoluble
complex formation. Within the panel of mixtures that were varied by the polysaccharide—
protein mass ratio, from 0.1 to 1 by an increment of 0.1, a stoichiometric amount of GAPDH
and κ-carrageenan precipitated in the form of gels. Stoichiometry was achieved at q = 0.2.
Below this ratio, the protein concentration in precipitate increased and then was retained at
the same amount. The protein concentration in the sediment was calculated as the difference
between the initial protein amount and the protein amount in the supernatant, which was
estimated using UV spectrophotometry. This observation is in line with the conclusion
from the FTIR spectra, where an excess of protein, without κ-carrageenan bands, appeared
in the spectra of the supernatant at values below q = 0.2. Above this value, only bands
of κ-carrageenan were visible in the FTIR spectra of the supernatant. A similar behavior
was described for the mixtures of lysozyme and κ-carrageenan [31]. The stoichiometry can
be explained by the charge compensation between protein and κ-carrageenan [28,30]. In
these complexes, the ratio amounts to 75 disaccharide units per GAPDH tetramer molecule.
Note that at the used concentrations and conditions κ-carrageenan itself does not gel, but it
can gel in the presence of proteins. Our results indicate that GAPDH may cross-link the
flexible κ-carrageenan chains, similar to lysozyme [31].

The gel spectra revealed the constant ratio of the protein and polysaccharides in the
sediments (Figure 2). Two intense bands, Amide I and Amide II, are distinctive protein
vibration bands. The Amide I band results from the peptide C=O stretching vibrations. The
Amide II band results from a combination of N–H bending and C–N stretching vibrations.
The absorbance of polysaccharides appears below 1300 cm−1. The complex band in the
region 1200–1300 cm−1 is attributed to the sulfate groups stretching. The absorbance at
1200–1000 cm−1 is called the fingerprint region, due to a high number of overlapping
bands. The bands arise from the collective vibrations of pyranose rings νC–C, νC–OH
and δCOH [43–45]. Despite the precise assignment of band components being difficult,
a correlation was found between the relative intensities of the components in the range
1000–1100 cm−1 and the conformation of the polysaccharide chain [27,46]. The protein
absorbance in this range is weak and could be readily subtracted. The contour shape of the
polysaccharide’s absorbance bands in the range of 1000–1100 cm−1 undoubtedly allows for
attributing it to the polysaccharide’s coil state.

As seen from Figure 2, the protein bands that are sensitive to peptide conforma-
tion, Amide I and II, are free from carrageenan absorbance. The only interference comes
from the δOH of residual water at 1640 cm−1, which appears as a broad incurvature of
the baseline but does not contribute to the second derivative spectra. The fact that the
conformation-sensitive bands of the GAPDH and κ-carrageenan do not overlap allows us
to simultaneously analyze the structural rearrangements of both the protein and polysac-
charide upon complex formation.

Figure 3a shows the second derivative spectra in the Amide I region. The band consists
of a series of components resulting from the different elements of the protein’s secondary
structure [47,48]. For native GAPDH, the component at 1655 cm−1 was assigned to a α-helix,
and the components at 1624 and 1639 cm−1 were assigned to a β-structure [16,47]. The high
frequency bands at 1674–1696 cm−1 are due to the various types of β-turns. In addition,
the absorbance of side groups appears around 1610–1630 cm−1 [49]. Upon binding to
κ-carrageenan, the second derivative spectra of GAPDH revealed a change in the spectral
contour shape. The intensity at 1624 cm−1 decreased, while the intensity at 1639 cm−1
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increased. The intensity at 1655 cm−1 remained the same, as in the GAPDH solution.
The decrease in the intensity at 1624 cm−1 was reported during GAPDH treatment with
0.1 M GdnHCl and was attributed to the tetramer dissociation. The following aggregation
was associated with the appearance of a sharp band at 1620 cm−1. It should be noted
that, in contrast to GdnHCl denaturation or amyloid formation in the presence of lipid
membranes [13] or heparin [15], no further steps of GAPDH denaturation were detectable
in the gels with κ-carrageenan, and only partial tetramer dissociation was detected.
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second derivative spectra of GAPDH solution (b) and the mixture at the ratio 0.2 (c) with Gaussian
peaks in Amide 1 region.

Fitting the second derivative spectrum [47] of native GAPDH with five Gaussian
components (Figure 3b) revealed the presence of 45% β-sheets, 34% α-helices and 21%
β-turns. These values are close to those from the X-ray structure, which were 40% β-
sheets and 36% α-helices, respectively [50]. Minor variations from the X-ray data are
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possible when FTIR spectroscopy is used for such estimation (around an 8% mismatch
was reported in [16]). Fitting the second derivative spectrum of GAPDH in gels with κ-
carrageenan revealed a change in the area, mainly under two Gaussian components, when
compared to the pure GAPDH spectrum. The decrease in the component at 1624 cm−1

was compensated for by the increase in the component at 1635 cm−1 (Figure 3c). The
content of the α-helices remained around 30%. A minor variation in the area of the
component at 1655 cm−1 was due a slight band narrowing in the gel spectra. To avoid
arbitrariness, when possible, the bandwidth was kept constant in the course of contour
fitting. Previously, it was reported [16] that upon denaturation the band attributed to the
helical structure at 1655 cm−1 did not change. In addition, the authors claimed the only
band at 1624 cm−1 disappeared. However, provided that the area of the whole Amide
I band is 100%, diminishing the band at 1624 cm−1 occurs at the expense of the band at
1635 cm−1, which becomes more intense. A similar rise of the β-sheets absorbance upon
interactions with κ-carrageen was observed in lysozyme [31].

3.1.2. Gels of GAPDH and κ-carrageenan in Helical Conformation

To further explore the influence of a rigid helical polysaccharide conformation on the
GAPDH intersubunit interactions, the experiment was performed with higher concentra-
tions. At the conditions and concentrations used, κ-carrageenan forms elastic gels that
melt, starting at ~40 ◦C [27]. Upon admixing the protein solution to κ-carrageenan gel at
room temperature, the polysaccharide retained a helical conformation with sharp bands
in the 1000–1100 cm−1 region, as evidenced by the FTIR spectra (Figure 4a). In contrast,
when GAPDH solution was added to κ-carrageenan at 45 ◦C and then cooled down, the
spectral contour of κ-carrageenan was rather smoother, and the components were less
distinguishable. Such a contour shape remained a rather typical one for coil conformation
(Figure 4b). However, the second derivative spectra showed that the components are
located at the same position as in the spectrum of helical κ-carrageenan. The broadening of
the components indicated a decrease in the helix quality. This implies that the interactions
of a carrageenan chain with GAPDH perturbed the κ-carrageenan’s interchain interactions.
This behavior differed from when a small globular protein, lysozyme, was mixed with a
warm κ-carrageenan solution. In the latter case, κ-carrageenan formed a helical structure
and gelled upon cooling down, which extracted an excess of protein. Despite some amount
of lysozyme being entrapped into the gel, the spectral features of polysaccharide were the
same as those in pure κ-carrageenan gel [31]. In contrast, the unwinding of the carrageenan
double helix was reported to be induced by β-casein [51].

The Amide I in the GAPDH spectra is characterized by a reduced absorbance at
1624 cm−1 and a dominant band at 1635 cm−1, for both types of mixing with concentrated
κ-carrageenan. Other bands overcome only minor changes. Such spectral deviations are
due to direct interactions of GAPDH with κ-carrageenan and should not be attributed to
temperature effects. Differential scanning calorimetry (DSC) showed that GAPDH structure
was stable below 45 ◦C. The first DSC peak attributed to the intersubunit dissociation
spanned 45–70 ◦C, with a maximum at 58 ◦C [7].

Thus, GAPDH tends to interact with κ-carrageenan as a partially dissociated tetramer
(into dimers or monomers) rather than as a whole tetramer. Such interactions are favorable
upon interactions with both the coil and helical chains of κ-carrageenan.
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the region of Amide I and Amide II (b).

3.2. Computer Modeling of Interactions between GAPDH in Different Oligomeric States
and κ-carrageenan

Based on our experimental data, we hypothesize that the distortion of the GAPDH
tetrameric structure in κ-carrageenan gels can result from the stabilization of the protein
dimers by direct interactions with the polysaccharide chains. To estimate which interactions
of κ-carrageenan with GAPDH can prevent tetramer assembly, the question was further
addressed by computer modeling. To analyze the molecular basis of these interactions, we
performed molecular docking on four types of receptor molecules: 1. GAPDH tetramer,
2. OP-dimer, 3. OR-dimer, and 4. monomer. The OQ type of dimer was not taken
into consideration, since it is the weakest type of GAPDH dimer and is least probable in
solution [7].

All four receptors shared a highly populated binding site located in the region of the
NAD-binding sites, as illustrated on the structure of the tetramer in Figure 5. Over all
poses, this one was the most favorable, gaining −3.3 kcal/mol per disaccharide unit. The
interactions mainly involve the polar and basic residues of the S-loop: T184, K186, P191,
S192 and K194.

In the OP-dimer, two other epitopes are occupied with true positive docking poses.
They comprise the helix L40–Y49, namely aromatic and non-polar residues F37, Y42 and
M46, and parts of the S-loop: P191, K194, W196 and R200. Three docking hits illustrate
the favorable modes of interactions with these two epitopes (Figure 6a). In tetramers,
these two epitopes come into direct contact with each other, stabilizing the interactions
of the two dimers of the OP type. The binding energy is −3.0 kcal/mol per disaccharide.
When GAPDH is exposed to κ-carrageenan, the protein–polysaccharide interactions may
screen the OP dimer from protein–protein interactions, thus stabilizing the dimer state. The
binding of the double helix of κ-carrageenan occurs in the region of the NAD-binding site
and crosses the inner part of the OP dimer (Figure 6b), which is buried in the tetramer. The
binding of the rigid helix is less favorable compared to the flexible chain and amounts to
0.9 kcal/mol per disaccharide unit.



Polymers 2023, 15, 676 9 of 13

Polymers 2023, 15, x FOR PEER REVIEW  9  of  14 
 

 

poses, this one was the most favorable, gaining −3.3 kcal/mol per disaccharide unit. The 

interactions mainly involve the polar and basic residues of the S‐loop: T184, K186, P191, 

S192 and K194. 

 

Figure 5. The superimposition of  the most  favorable binding poses  located  in  the OR groove of 

tetramer (carbon atoms in yellow), OR‐dimer (carbon atoms in green) and OP‐dimer (carbon atoms 

in blue) (a). A representative of the binding mode to GAPDH tetramer (b). The plot of cluster size 

versus its binding energy (c). 

In the OP‐dimer, two other epitopes are occupied with true positive docking poses. 

They comprise the helix L40–Y49, namely aromatic and non‐polar residues F37, Y42 and 

M46, and parts of the S‐loop: P191, K194, W196 and R200. Three docking hits illustrate the 

favorable modes of interactions with these two epitopes (Figure 6a). In tetramers, these 

two epitopes come into direct contact with each other, stabilizing the interactions of the 

two dimers of the OP type. The binding energy is −3.0 kcal/mol per disaccharide. When 

GAPDH is exposed to κ‐carrageenan, the protein–polysaccharide interactions may screen 

the OP dimer  from  protein–protein  interactions,  thus  stabilizing  the dimer  state. The 

binding of the double helix of κ‐carrageenan occurs in the region of the NAD‐binding site 

and crosses the inner part of the OP dimer (Figure 6b), which is buried in the tetramer. 

The binding of the rigid helix is less favorable compared to the flexible chain and amounts 

to 0.9 kcal/mol per disaccharide unit. 

Figure 5. The superimposition of the most favorable binding poses located in the OR groove of
tetramer (carbon atoms in yellow), OR-dimer (carbon atoms in green) and OP-dimer (carbon atoms
in blue) (a). A representative of the binding mode to GAPDH tetramer (b). The plot of cluster size
versus its binding energy (c).

Polymers 2023, 15, x FOR PEER REVIEW  10  of  14 
 

 

 

Figure 6. Docking poses of  flexible  κ‐carrageenan chain  in OP‐dimer  that may prevent  tetramer 

formation (a). The most favorable binding pose of κ‐carrageenan double helix in the OP dimer (b). 

In the OR‐dimer, the binding poses that may interfere with the tetramer formation 

are located at β‐strands N239–G247 and A232–P236, which are located at the edge of the 

large  β‐sheet  involved  in  the  intersubunit  interactions  in  the  OP‐dimer.  The  closest 

contacts are formed with residues N205, I206, P208 and F233 (Figure 7a). The complexes 

are stabilized by the interactions with the basic residues of the S‐loop, namely, R197 and 

R200 (Figure 7a). The binding energy  is −3.1 kcal/mol per disaccharide unit. Despite κ‐

carrageenan offering both hydrophobic and hydrophilic patches to interact with protein 

and probably interacting with both the basic residues of the S‐loop and the hydrophobic 

residues of the OP contacts, the destabilization of the OP dimer seems to be less probable 

due to the vast hydrophobic interactions across the OP intersubunit’s contact. However, 

the quality of these contacts can be distorted due to the favorable  interactions with the 

polysaccharide The double helix of the carrageenan binds to the groove (Figure 7b), with 

an energy of −1.4 kcal/mol per disaccharide unit. 

Figure 6. Docking poses of flexible κ-carrageenan chain in OP-dimer that may prevent tetramer
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In the OR-dimer, the binding poses that may interfere with the tetramer formation are
located at β-strands N239–G247 and A232–P236, which are located at the edge of the large
β-sheet involved in the intersubunit interactions in the OP-dimer. The closest contacts are
formed with residues N205, I206, P208 and F233 (Figure 7a). The complexes are stabilized
by the interactions with the basic residues of the S-loop, namely, R197 and R200 (Figure 7a).
The binding energy is −3.1 kcal/mol per disaccharide unit. Despite κ-carrageenan offering
both hydrophobic and hydrophilic patches to interact with protein and probably interacting
with both the basic residues of the S-loop and the hydrophobic residues of the OP contacts,
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the destabilization of the OP dimer seems to be less probable due to the vast hydrophobic
interactions across the OP intersubunit’s contact. However, the quality of these contacts
can be distorted due to the favorable interactions with the polysaccharide The double helix
of the carrageenan binds to the groove (Figure 7b), with an energy of −1.4 kcal/mol per
disaccharide unit.
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In agreement with our results, positively charged grooves, located between the O
and R (P and Q) subunits and spanning ~70 Å, were proposed as a probable binding site
for other negatively charged biopolymers, including heparin [15], DNA and RNA [52,53].
However, the results of the available modeling were obtained on the GAPDH tetramer.
Dealing with the constituent parts of the tetramer allows us to reveal new binding sites in
the intersubunit contacts, as exemplified by κ-carrageenan. The competitive interactions
with polymers in intersubunit contacts may stabilize GAPDH in a particular oligomeric
state. The understanding of the factors that bias the equilibrium of the protein assembly and
regulate the enzyme properties upon their immobilization is crucial for biotechnological
tasks and creates a platform for the design of “smart polymers” [54,55].

4. Conclusions

In the present article, we report a study on the conformational alternations in a
GAPDH tetramer upon immobilization in κ-carrageenan gels. The conformation of the
stock polysaccharides varied from a coil to a rigid helix. The conformational adjustment of
the interacting protein and polysaccharide was controlled using FTIR spectroscopy. The
complex formation was accompanied with changes in the protein spectra that were assigned
to the GAPDH tetramer dissociation. This dissociation was observed in both cases, when
the polysaccharides were in coil and helix conformations. This implies that κ-carrageenan
interacts with non-native forms of GAPDH more favorably than with its native tetrameric
form. To test the hypothesis that direct interactions with the polysaccharide may shift the
association–dissociation equilibrium in GAPDH, molecular modeling of different GAPDH
oligomers was carried out. Molecular docking revealed that κ-carrageenan favorably binds
to the epitopes that form protein–protein contacts in the tetramer. The most interfering
interactions were found in the contacts between the OP and QR dimers. Therefore, it
was concluded that, in κ-carrageenan gels, GAPDH is stabilized as an OP (OR) dimer.
Furthermore, the results of our study demonstrate that the incorporation of GAPDH
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perturbs the κ-carrageenan gel network, degrading the quality of the polysaccharide
helices. The obtained results highlight the mutual conformational adjustment of oligomeric
GAPDH and κ-carrageenan upon interaction and the stabilization of GAPDH’s dissociated
forms upon immobilization in the polysaccharide gels.

Author Contributions: Conceptualization, O.M. and D.F.; methodology, O.M. and D.F.; formal
analysis, M.A. and L.B.; resources, Y.Z.; writing—original draft preparation, O.M.; writing—review
and editing, O.M. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data in this study are available on reasonable request from the
corresponding author.

Acknowledgments: All authors are appreciative of the financial support from the government as-
signment for the FRC Kazan Scientific Center of RAS. Calculations were carried out using equipment
from the shared research facilities of the HPC computing resources at Lomonosov Moscow State
University and the Joint Supercomputer Center at the Russian Academy of Sciences.

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

References
1. Panina, Y.; Germond, A.; Masui, S.; Watanabe, T.M. Validation of Common Housekeeping Genes as Reference for qPCR Gene

Expression Analysis During iPS Reprogramming Process. Sci. Rep. 2018, 8, 8716. [CrossRef] [PubMed]
2. Sirover, M. Glyceraldehyde-3-Phosphate Dehydrogenase (GAPDH): The Quintessential Moonlighting Protein in Normal Cell Function and

in Human Disease; Academic Press: Cambridge, MA, USA, 2017; pp. 1–306.
3. Zheng, L.; Roeder, R.G.; Luo, Y. S phase activation of the histone H2B promoter by OCA-S, a coactivator complex that contains

GAPDH as a key component. Cell 2003, 114, 255–266. [CrossRef] [PubMed]
4. Kim, S.; Lee, J.; Kim, J. Regulation of oncogenic transcription factor hTAF(II)68-TEC activity by human glyceraldehyde-3-

phosphate dehydrogenase (GAPDH). Biochem. J. 2007, 404, 197–206. [CrossRef] [PubMed]
5. Tatton, W.G.; Chalmers-Redman, R.M.; Elstner, M.; Leesch, W.; Jagodzinski, F.B.; Stupak, D.P.; Sugrue, M.M.; Tatton, N.A.

Glyceraldehyde-3-phosphate dehydrogenase in neurodegeneration and apoptosis signaling. J. Neural. Transm. Suppl. 2000, 60,
77–100. [CrossRef]

6. Muronetz, V.I.; Barinova, K.V.; Stroylova, Y.Y.; Semenyuk, P.I.; Schmalhausen, E.V. Glyceraldehyde-3-phosphate dehydrogenase:
Aggregation mechanisms and impact on amyloid neurodegenerative diseases. Int. J. Biol. Macromol. 2017, 100, 55–66. [CrossRef]

7. Makshakova, O.N.; Semenyuk, P.I.; Kuravsky, M.L.; Ermakova, E.A.; Zuev, Y.F.; Muronetz, V.I. Structural basis for regulation of
stability and activity in glyceraldehyde-3-phosphate dehydrogenases. Differential scanning calorimetry and molecular dynamics.
J. Struct. Biol. 2015, 190, 224–235. [CrossRef]

8. Chaudhary, S.; Dhiman, A.; Patidar, A.; Malhotra, H.; Talukdar, S.; Dilawari, R.; Chaubey, G.K.; Modanwal, R.; Raje, C.I.; Raje, M.
Moonlighting glyceraldehyde-3-phosphate dehydrogenase (GAPDH) modulates protein aggregation. Biochim. Biophys. Acta. Mol.
Basis. Dis. 2021, 1867, 166202. [CrossRef]

9. Ávila, C.L.; Torres-Bugeau, C.M.; Barbosa, L.R.; Sales, E.M.; Ouidja, M.O.; Socías, S.B.; Celej, M.S.; Raisman-Vozari, R.; Papy-
Garcia, D.; Itri, R.; et al. Structural characterization of heparin-induced glyceraldehyde-3-phosphate dehydrogenase protofibrils
preventing α-synuclein oligomeric species toxicity. J. Biol. Chem. 2014, 289, 13838–13850. [CrossRef]

10. Hara, M.R.; Agrawal, N.; Kim, S.F.; Cascio, M.B.; Fujimuro, M.; Ozeki, Y.; Takahashi, M.; Cheah, J.H.; Tankou, S.K.; Hester, L.D.;
et al. S-nitrosylated GAPDH initiates apoptotic cell death by nuclear translocation following Siah1 binding. Nat. Cell Biol. 2005, 7,
665–674. [CrossRef]

11. Arutyunova, E.I.; Domnina, L.V.; Chudinova, A.A.; Makshakova, O.N.; Arutyunov, D.Y.; Muronetz, V.I. Localization of non-native
D-glyceraldehyde-3-phosphate dehydrogenase in growing and apoptotic HeLa cells. Biochemistry 2013, 78, 91–95. [CrossRef]

12. Muronetz, V.I.; Medvedeva, M.V.; Sevostyanova, I.A.; Schmalhausen, E.V. Modification of Glyceraldehyde-3-Phosphate Dehydro-
genase with Nitric Oxide: Role in Signal Transduction and Development of Apoptosis. Biomolecules 2021, 11, 1656. [CrossRef]
[PubMed]

13. Cortez, L.M.; Avila, C.L.; Bugeau, C.M.; Farías, R.N.; Morero, R.D.; Chehín, R.N. Glyceraldehyde-3-phosphate dehydrogenase
tetramer dissociation and amyloid fibril formation induced by negatively charged membranes. FEBS Lett. 2010, 584, 625–630.
[CrossRef] [PubMed]

14. Zhao, H.; Tuominen, E.K.; Kinnunen, P.K. Formation of amyloid fibers triggered by phosphatidylserine-containing membranes.
Biochemistry 2004, 43, 10302–10307. [CrossRef] [PubMed]

http://doi.org/10.1038/s41598-018-26707-8
http://www.ncbi.nlm.nih.gov/pubmed/29880849
http://doi.org/10.1016/S0092-8674(03)00552-X
http://www.ncbi.nlm.nih.gov/pubmed/12887926
http://doi.org/10.1042/BJ20061297
http://www.ncbi.nlm.nih.gov/pubmed/17302560
http://doi.org/10.1007/978-3-7091-6301-6_5
http://doi.org/10.1016/j.ijbiomac.2016.05.066
http://doi.org/10.1016/j.jsb.2015.04.004
http://doi.org/10.1016/j.bbadis.2021.166202
http://doi.org/10.1074/jbc.M113.544288
http://doi.org/10.1038/ncb1268
http://doi.org/10.1134/S0006297913010112
http://doi.org/10.3390/biom11111656
http://www.ncbi.nlm.nih.gov/pubmed/34827652
http://doi.org/10.1016/j.febslet.2009.12.012
http://www.ncbi.nlm.nih.gov/pubmed/20006611
http://doi.org/10.1021/bi049002c
http://www.ncbi.nlm.nih.gov/pubmed/15301528


Polymers 2023, 15, 676 12 of 13

15. Torres-Bugeau, C.M.; Avila, C.L.; Raisman-Vozari, R.; Papy-Garcia, D.; Itri, R.; Barbosa, L.R.; Cortez, L.M.; Sim, V.L.; Chehin,
R.N. Characterization of heparin-induced glyceraldehyde-3-phosphate dehydrogenase early amyloid-like oligomers and their
implication in alpha-synuclein aggregation. J. Biol. Chem. 2012, 287, 2398–2409. [CrossRef]

16. Li, X.-F.; Zhou, J.-M. Unfolding and aggregation-associated changes in the secondary structure of D-glyceraldehyde-3-phosphate
dehydrogenase during denaturation by guanidine hydrochloride as monitored by FTIR. Biospectroscopy 1997, 3, 121–129. [Cross-
Ref]

17. Sunaga, K.; Takahashi, H.; Chuang, D.M.; Ishitani, R. Glyceraldehyde-3-phosphate dehydrogenase is over-expressed during
apoptotic death of neuronal cultures and is recognized by a monoclonal antibody against amyloid plaques from Alzheimer’s
brain. Neurosci. Lett. 1995, 200, 133–136. [CrossRef] [PubMed]

18. Tamaoka, A.; Endoh, R.; Shoji, S.; Takahashi, H.; Hirokawa, K.; Teplow, D.B.; Selkoe, D.J.; Mori, H. Antibodies to amyloid
beta protein (A beta) crossreact with glyceraldehyde-3-phosphate dehydrogenase (GAPDH). Neurobiol. Aging 1996, 17, 405–414.
[CrossRef]

19. Maïza, A.; Chantepie, S.; Vera, C.; Fifre, A.; Huynh, M.B.; Stettler, O.; Ouidja, M.O.; Papy-Garcia, D. The role of heparan sulfates
in protein aggregation and their potential impact on neurodegeneration. FEBS Lett. 2018, 592, 3806–3818. [CrossRef]

20. Delbarre-Ladrat, C.; Sinquin, C.; Lebellenger, L.; Zykwinska, A.; Colliec-Jouault, S. Exopolysaccharides produced by marine
bacteria and their applications as glycosaminoglycan-like molecules. Front. Chem. 2014, 2, 85. [CrossRef]

21. Yegappan, R.; Selvaprithiviraj, V.; Amirthalingam, S.; Jayakumar, R. Carrageenan based hydrogels for drug delivery, tissue
engineering and wound healing. Carbohydr. Polym. 2018, 198, 385–400. [CrossRef]

22. Makshakova, O.N.; Zuev, Y.F. Interaction-Induced Structural Transformations in Polysaccharide and Protein-Polysaccharide Gels
as Functional Basis for Novel Soft-Matter: A Case of Carrageenans. Gels 2022, 8, 287. [CrossRef] [PubMed]

23. Pacheco-Quito, E.M.; Ruiz-Caro, R.; Veiga, M.D. Carrageenan: Drug Delivery Systems and Other Biomedical Applications. Mar.
Drugs 2020, 18, 583. [CrossRef] [PubMed]

24. Morris, E.R.; Rees, D.A.; Robinson, G. Cation-specific aggregation of carrageenan helices: Domain model of polymer gel structure.
J. Mol. Biol. 1980, 138, 349–362. [CrossRef] [PubMed]

25. Anderson, N.S.; Campbell, J.W.; Harding, M.M.; Rees, D.A.; Samuel, J.W. X-ray diffraction studies of polysaccharide sulphates:
Double helix models for k- and l-carrageenans. J. Mol. Biol. 1969, 45, 85–99. [CrossRef]

26. Le Questel, J.Y.; Cros, S.; Mackie, W.; Perez, S. Computer modelling of sulfated carbohydrates: Applications to carrageenans. Int.
J. Biol. Macromol. 1995, 17, 161–175. [CrossRef]

27. Makshakova, O.N.; Faizullin, D.A.; Zuev, Y.F. Interplay between secondary structure and ion binding upon thermoreversible
gelation of kappa-carrageenan. Carbohydr. Polym. 2020, 227, 115342. [CrossRef]

28. Antonov, Y.A.; Zhuravleva, I.L.; Cardinaels, R.; Moldenaers, P. Macromolecular complexes of lysozyme with kappa carrageenan.
Food Hydrocoll. 2018, 74, 227–238. [CrossRef]

29. van de Weert, M.; Andersen, M.B.; Frokjaer, S. Complex coacervation of lysozyme and heparin: Complex characterization and
protein stability. Pharm. Res. 2004, 21, 2354–2359. [CrossRef]

30. Souza, C.J.F.; da Costa, A.R.; Souza, C.F.; Tosin, F.F.S.; Garcia-Rojas, E.E. Complex coacervation between lysozyme and pectin:
Effect of pH, salt, and biopolymer ratio. Int. J. Biol. Macromol. 2018, 107, 1253–1260. [CrossRef]

31. Makshakova, O.N.; Bogdanova, L.R.; Faizullin, D.A.; Ermakova, E.A.; Zuev, Y.F.; Sedov, I.A. Interaction-induced structural
transformation of lysozyme and kappa-carrageenan in binary complexes. Carbohydr. Polym. 2021, 252, 117181. [CrossRef]

32. Derkach, S.R.; Voron’ko, N.G.; Kuchina, Y.A.; Kolotova, D.S.; Gordeeva, A.M.; Faizullin, D.A.; Gusev, Y.A.; Zuev, Y.F.; Makshakova,
O.N. Molecular structure and properties of kappa-carrageenan-gelatin gels. Carbohydr. Polym. 2018, 197, 66–74. [CrossRef]
[PubMed]

33. Hannibal, L.; Collins, D.; Brassard, J.; Chakravarti, R.; Vempati, R.; Dorlet, P.; Santolini, J.; Dawson, J.H.; Stuehr, D.J. Heme
binding properties of glyceraldehyde-3-phosphate dehydrogenase. Biochemistry 2012, 51, 8514–8529. [CrossRef]

34. Koshkarov, A.A.; Makshakova, O.N. The Influence of Cofactor Binding on the Intramolecular Dynamics of Glyceraldehyde-3-
Phosphate Dehydrogenase. Biophysics 2021, 66, 192–201. [CrossRef]

35. Makshakova, O.N.; Safarova, E.R.; Zuev, Y.F. Structural insights in interactions between RNase from Bacillus Intermedius and
rhamnogalacturonan I from potato. Carbohydr. Polym. 2021, 251, 117038. [CrossRef] [PubMed]

36. Samsonov, S.A.; Zacharias, M.; Chauvot de Beauchene, I. Modeling large protein–glycosaminoglycan complexes using a fragment-
based approach. J. Comput. Chem. 2019, 40, 1429–1439. [CrossRef]

37. Morris, G.M.; Huey, R.; Lindstrom, W.; Sanner, M.F.; Belew, R.K.; Goodsell, D.S.; Olson, A.J. AutoDock4 and AutoDockTools4:
Automated docking with selective receptor flexibility. J. Comput. Chem. 2009, 30, 2785–2791. [CrossRef]

38. Gauto, D.F.; Petruk, A.A.; Modenutti, C.P.; Blanco, J.I.; Di Lella, S.; Martí, M.A. Solvent structure improves docking prediction in
lectin-carbohydrate complexes. Glycobiology 2013, 23, 241–258. [CrossRef]

39. López, E.D.; Arcon, J.P.; Gauto, D.F.; Petruk, A.A.; Modenutti, C.P.; Dumas, V.G.; Marti, M.A.; Turjanski, A.G. WATCLUST: A tool
for improving the design of drugs based on protein-water interactions. Bioinformatics 2015, 31, 3697–3699. [CrossRef]

40. Case, D.A.; Cheatham III, T.E.; Darden, T.; Gohlke, H.; Luo, R.; Merz Jr., K.M.; Onufriev, A.; Simmerling, C.; Wang, B.; Woods, R.J.
The Amber biomolecular simulation programs. J. Comput. Chem. 2005, 26, 1668–1688. [CrossRef]

41. Essmann, U.; Perera, L.; Berkowitz, M.; Darden, T.; Lee, H.; Pedersen, L. A Smooth Particle Mesh Ewald Method. J. Chem. Phys.
1995, 103, 8577. [CrossRef]

http://doi.org/10.1074/jbc.M111.303503
http://doi.org/10.1002/(SICI)1520-6343(1997)3:2&lt;121::AID-BSPY5&gt;3.0.CO;2-A
http://doi.org/10.1002/(SICI)1520-6343(1997)3:2&lt;121::AID-BSPY5&gt;3.0.CO;2-A
http://doi.org/10.1016/0304-3940(95)12098-O
http://www.ncbi.nlm.nih.gov/pubmed/8614562
http://doi.org/10.1016/0197-4580(96)00031-0
http://doi.org/10.1002/1873-3468.13082
http://doi.org/10.3389/fchem.2014.00085
http://doi.org/10.1016/j.carbpol.2018.06.086
http://doi.org/10.3390/gels8050287
http://www.ncbi.nlm.nih.gov/pubmed/35621585
http://doi.org/10.3390/md18110583
http://www.ncbi.nlm.nih.gov/pubmed/33238488
http://doi.org/10.1016/0022-2836(80)90291-0
http://www.ncbi.nlm.nih.gov/pubmed/7411612
http://doi.org/10.1016/0022-2836(69)90211-3
http://doi.org/10.1016/0141-8130(95)92682-G
http://doi.org/10.1016/j.carbpol.2019.115342
http://doi.org/10.1016/j.foodhyd.2017.07.022
http://doi.org/10.1007/s11095-004-7689-z
http://doi.org/10.1016/j.ijbiomac.2017.09.104
http://doi.org/10.1016/j.carbpol.2020.117181
http://doi.org/10.1016/j.carbpol.2018.05.063
http://www.ncbi.nlm.nih.gov/pubmed/30007659
http://doi.org/10.1021/bi300863a
http://doi.org/10.1134/S0006350921020111
http://doi.org/10.1016/j.carbpol.2020.117038
http://www.ncbi.nlm.nih.gov/pubmed/33142596
http://doi.org/10.1002/jcc.25797
http://doi.org/10.1002/jcc.21256
http://doi.org/10.1093/glycob/cws147
http://doi.org/10.1093/bioinformatics/btv411
http://doi.org/10.1002/jcc.20290
http://doi.org/10.1063/1.470117


Polymers 2023, 15, 676 13 of 13

42. Ryckaert, J.-P.; Ciccotti, G.; Berendsen, H.J.C. Numerical integration of the cartesian equations of motion of a system with
constraints: Molecular dynamics of n-alkanes. J. Comput. Phys. 1977, 23, 327–341. [CrossRef]
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