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Abstract: Intrinsically disordered proteins (IDPs) are molecules without a fixed tertiary structure,
exerting crucial roles in cellular signalling, growth and molecular recognition events. Due to their
high plasticity, IDPs are very challenging in experimental and computational structural studies.
To provide detailed atomic insight in IDPs’ dynamics governing their functional mechanisms, all-atom
molecular dynamics (MD) simulations are widely employed. However, the current generalist force
fields and solvent models are unable to generate satisfactory ensembles for IDPs when compared
to existing experimental data. In this work, we present a new solvation model, denoted as the
Charge-Augmented Three-Point Water Model for Intrinsically Disordered Proteins (CAIPi3P). CAIPi3P
has been generated by performing a systematic scan of atomic partial charges assigned to the widely
popular molecular scaffold of the three-point TIP3P water model. We found that explicit solvent MD
simulations employing CAIPi3P solvation considerably improved the small-angle X-ray scattering
(SAXS) scattering profiles for three different IDPs. Not surprisingly, this improvement was further
enhanced by using CAIPi3P water in combination with the protein force field parametrized for IDPs.
We also demonstrated the applicability of CAIPi3P to molecular systems containing structured as
well as intrinsically disordered regions/domains. Our results highlight the crucial importance of
solvent effects for generating molecular ensembles of IDPs which reproduce the experimental data
available. Hence, we conclude that our newly developed CAIPi3P solvation model is a valuable tool
for molecular simulations of intrinsically disordered proteins and assessing their molecular dynamics.
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1. Introduction

Atomistic molecular dynamics (MD) simulations can reliably assess dynamical properties in
equilibrium structures of molecular systems of interest, given an ergodic sampling and an accurate
force field. The force field parameters are calibrated to reproduce properties measured by experiments
or simulations. Considering the immense complexity of macromolecular systems, and the sensitivity
of weak (hydrogen-bonding and dispersion) non-covalent interactions in a liquid phase, contributing
to intra-solute, solute-solvent and solvent-solvent interactions, even modest inaccuracies in models
and their parameters can adversely impact the results of atomistic molecular simulations, especially of
challenging systems such as intrinsically disordered proteins (IDPs). IDPs are elusive to experimental
studies, thus atomistic simulations are a crucial tool to provide detailed insight into their complex
structure, dynamics, and function. Unfortunately, computational studies of IDPs are often found
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to disagree with experimental data. The free energy landscape of IDPs is inverted compared to
the structured proteins [1], which makes computational studies focusing on IDPs very challenging.
Discrepancies between theory and experiments are commonly attributed to either force field biases [2,3]
or insufficient sampling. This motivated the development of molecular force fields designed to handle
IDPs [4–6] and to apply enhanced sampling techniques [7–11] or restraints derived from experimental
data (e.g., solution NMR) in simulations of IDPs [10,12,13]. The outcomes of those efforts were successful
to various extents; however, IDP simulations still require parameter improvements [10,14–17]

IDPs have unordered structures in aqueous solution, and while either dehydrated or interacting
with lipid membranes, they exhibit increased amounts of ordered secondary structures [18]. This clearly
shows that IDPs are highly sensitive to solvation effects [19,20] and suggests that focusing on the
improvement of the water models used in the simulations may offer a more accurate yet computationally
feasible framework for reliable simulations of this class of proteins.

The complexity of the water properties, combined with multiple possible levels of approximation,
has led to the proposal of dozens of water models. Simplified classical water models, such as widely
popular three-point SPC [21] and TIP3P [22] models, are currently indispensable components of
atomistic MD toolkits. Yet, despite several decades of extensive research, these models are still far
from perfect. To start, none of them accurately reproduces the key properties of bulk water [23].
Alternative approaches, most notably the “optimal” three-charge, four-point rigid water model
(OPC) [24] have been developed and tested recently. OPC uses the optimised distribution of point
charges to best describe the electrostatics of the water molecule, in contrast to the ‘conventional’
approach to constructing the classical solvation models, which often imposes geometry constraints [25].
However, simplified classical water models, particularly the simplest, non-polarisable three-point
models, are still the most commonly used in the biomolecular simulations community, due to their
computational efficiency and simplicity.

In simulations of IDPs, the best-performing water models have a charge distribution with a large
dipole moment, a large quadrupole moment, and negative charge out of the molecular plane, to give
symmetrically ordered tetrahedral hydration [26]. We have observed that the dipole calculated for
the very popular TIP3P model is too low, resembling a dipole of an isolated water molecule in a
vacuum (2.36D), rather than of a dipole in the liquid bulk state (3D). The exact value of the liquid water
dipole is still debated; however, in this study, we rely on the results of most recent first-principles
simulations of liquid state water. Nevertheless, to improve the properties of the TIP3P water model,
it seemed crucial to adjust the dipole: we have done so by augmenting partial atomic charges of the
water molecule. The performance of such an improved model, denoted as the Charge-Augmented
Three-Point Water Model for Intrinsically Disordered Proteins (CAIPi3P), was subsequently tested
on model IDPs: histatin 5, R/S-peptide, partially disordered At2g23090 protein from A. thaliana,
and two domains of the La-related protein: RNA recognition Motif 1 (RRM1) and La-Motif (LaM).
We observed that the dipole adjustment dramatically improved the performance of the model, in terms
of the reproducibility of experimental data for IDPs, without negatively affecting the performance,
speed, and data reproducibility for the folded regions/domains of partially disordered systems or the
performance and data reproducibility for the folded regions/domains of partially disordered systems
or the ‘structured’ proteins.

2. Results

2.1. Parametrisation of CAIPI3P Water Model

Unlike globular proteins, intrinsically disordered proteins (IDPs) do not have a proper hydrophobic
core. As such, long-range electrostatic interactions play an important role in defining of IDP
behaviour [19,20]. Therefore, to accurately predict the dynamics of IDPs from the atomistic molecular
simulations, the water interactions with the environment and with the solute of interest need to
be re-calibrated.
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To develop an improved solvent model for simulations of IDPs, a systematic scan of dipole moment
and partial atomic charges assigned on the molecular scaffold of the popular TIP3P framework [22].
Different dipole moments were tested using histatin 5 as a reference system. The model that showed
the best agreement with experimental small-angle X-ray scattering (SAXS) pair distance distribution
function (PDDF) was selected for CAIPi3P. The atomic charges and the value for the dipole moment
are shown in Table 1. The CAIPi3P model was developed to scale electrostatic interactions between
all molecular components interacting with the solvent. Nonetheless, CAIPi3P modifies the charge
values, primarily affecting only the coulombic interactions, for both solvent–solvent and solvent–solute
interactions. This approach is based on a similar idea to that of solute–solvent interactions through
Lennard-Jones parameters, which was the basis for the creation of the AMBER03ws force field,
which was developed for IDPs simulations and was designed to be fully compatible with the four-point
TIP4P/2005 water model [27,28]. The optimisation curve for different values of dipole moment is
shown in Figure S1.

Table 1. Partial atomic charges and resulting dipole moments for CAIPi3P, TIP3P, and TIP4P/2005
water models.

O Charge (e) Dummy Atom Charge (e) H Charge (e) Dipole Moment (D)

CAIPi3P −0.954 - 0.477 2.69

TIP3P −0.834 [25] - 0.417 [25] 2.36 [25]

TIP4P/2005 - −1.128 [29] 0.5564 [29] 2.30 [29]

Experimental - - 2.5−3 [25]

2.2. MD Simulations of a Full-Length IDP: Histatin 5

Histatin 5 belongs to a family of well-characterised antimicrobial peptides secreted in human
salivary (submandibular) glands [2,30]. It is a highly water-soluble IDP that has been used as a
model in many computational studies [3,30]. Although there is no experimental structure of histatin 5
available to date, two research groups: Henriques and coworkers [30] and Cragnell and coworkers [31]
published its SAXS data. In their studies, the best agreement between simulations and experimental
results was achieved using the AMBER03ws force field with the TIP4P/2005 water model.

Our simulations employing AMBER03ws resulted in more accurate sampling than
when using AMBER99SB-ILDN when compared to the experimental SAXS scattering profile
(Figure 1). This improved even further when combined with the CAIPi3P solvation model
(Figure 1). The combination of AMBER03ws (protein) and CAIPi3P (solvent) outperformed
AMBER03ws+TIP4P/2005: the root-mean-square difference (RMSD) between experimental and
calculated PDDF RMSDexp-calc was = 0.01, with a χ2 for the I(q) of 1.1 for AMBER03ws+TIP4P/2005, in
comparison with RMSDexp-calc = 0.007 and a χ2 for the I(q) of 0.4 for the AMBER03ws+CAIPi3P. It is
important to remark that AMBER03ws+TIP4P/2005 is considered a highly accurate combination of
water model and force field for simulating histatin 5 [30].

Simulations using the AMBER99SB-ILDN+OPC combination resulted in a scattering profile
comparable to AMBER99SB-ILDN+TIP3P (Figure 1, orange and blue curves respectively). With χ2

for the I(q) of 3.1 for AMBER99SB-ILDN+OPC, the most accessed conformation was a collapsed
conformation with a radius of gyration of 0.9 nm, underperforming in comparison to the
AMBER99SB-ILDN+CAIPI3P combination. Even though the AMBER03ws+CAIPi3P combination
yielded the best agreement with the experimental data, the improvement resulting from the application
of CAIPi3P was apparent, regardless of the protein force field used (Figure 1; red and purple curves).
These results are very encouraging in the context of the transferability of the CAIPi3P model and its
applicability to studies of intrinsically disordered macromolecules.
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Figure 1. (Left panel) Small-angle X-ray scattering (SAXS) intensities, with a focus on the low angle
region. (Right panel) Pair distance distribution function for histatin 5 SAXS.

As shown in Table 2, both the AMBER03ws and AMBER99SB-ILDN force fields attained reasonable
sampling of the experimental radii of gyration. The AMBER03ws combined with CAIPi3P had its
distribution peak around 1.4 nm, sampling more expanded conformations than any of the combined sets.

Table 2. Radius of gyration [in nm] for all macromolecules with all used force field and solvent
combinations. The error values are the average standard deviation of the replicas. A99SB represents
AMBER99SB-ILDN and A03ws represents AMBER03ws.

A99SB+
TIP3P

A99SB+
CAIPi3P A99S+OPC A03ws+

TIP3P
A03ws+

TIP4P/2005
A03ws+
CAIPi3P EXP

Histatin 5 0.7 ± 0.1 1.2 ± 0.2 0.9 ± 0.1 0.9 ± 0.2 1.4 ± 0.2 1.4 ± 0.1 1.3 ± 0.05
R/S-pep 0.9 ± 0.1 0.9 ± 0.2 1.1 ± 0.1 0.9 ± 0.2 1.2 ± 0.1 1.3 ± 0.2 1.3 ± 0.05

At2g23090 1.8 ± 0.2 2.1 ± 0.1 1.9 ± 0.2 1.7 ± 0.3 2.6 ± 0.2 1.9 ± 0.2 1.8 ± 0.2
LaRP6-RRM1 1.4 ± 0.05 1.4 ± 0.05 - - 1.4 ± 0.05 1.4 ± 0.05 1.4 + 0.1
LaRP6-LaM 1.4 ± 0.1 1.7 ± 0.1 - - 1.8 ± 0.2 1.6 ± 0.1 1.7 + 0.2

The solute–solvent and solvent–solvent long-range electrostatic interactions play a significant role
in defining of the conformational landscape of IDPs. The solvation model is, therefore, crucial for the
sufficient sampling of the IDPs. Figure 2 shows that two clusters obtained by the simulations using
CAIPi3P, calculated from the RMSD matrix, are a very similar one to another. TIP4P/2005, on the other
hand, sampled two sparse conformations, with the system collapsed on itself for nearly half of the
simulation time. The most compact (self-collapsed) conformation affected the PDDF, which resulted in
the ensemble with the radial distribution resembling that of a globular protein, which directly affects
the calculated sample, resulting in the Gaussian-like distribution for the SAXS PDDF. (Figure 1).

The internal potential energy for the histatin 5 increased when using CAIPi3P (Figure 3),
showing that protein intramolecular interactions should be disrupted, and the solute–solvent
interactions should be increased (Figure 3). Although AMBER03ws can increase the radius of gyration
by increasing the solute–solvent contribution, CAIPi3P simulations resulted in correct configurations
by increasing the Coulombic solute–solvent and solvent–solvent interactions, increasing the structural
potential energy, as can be seen in the red cluster in Figure 3, which has both a high value of structural
energy and radius of gyration.
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Figure 2. RMSD matrices and their respective clusters obtained by AMBER03ws. (A) CAIPi3P matrix.
(B) TIP4P/2005 matrix. Red and blue molecular representations show the ensembles at the beginning
and the end of the trajectory, respectively. The polypeptide chain did not collapse during the simulation
using CAIPi3P water model (blue cluster in the top panel), in contrast to the clusters obtained from
the simulations using TIP4P, which for the part of the trajectory remained collapsed (red cluster in the
lower panel).
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2.3. The CAIPi3P Effect on the Sampling of the Charged Repeats of R/S-Peptide

Arginine–serine repeats (R/S repeats) play an essential role in cellular signalling since the
phosphorylation of the serine residues is crucial for the regulation of many enzymes and receptors.
Because of the accumulation of highly polar arginine and serine residues, intrinsically disordered
R/S-peptide is highly polar itself. As such, it presents a challenging IDP to be correctly modelled.
Several studies on its dynamics have been performed, using solution NMR and SAXS [32,33].
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The calculated SAXS parameters and radii of gyration for the R/S peptide and their comparison
to the experimental data available are shown in Figure 4. The choice of the protein force field
played a critical role in reproducing the experimental data (Figure 4). Application of both TIP4P and
CAIPi3P water models reproduced the experimental SAXS PDDF and scattering profile (Figure 4),
but simulations performed using the CAIPi3P model achieved an average radius of gyration in better
agreement with the experimental values (Table 2).Int. J. Mol. Sci. 2020, 21, x FOR PEER REVIEW 6 of 18 
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Regardless of the solvation model used, the R/S peptide simulated with the AMBER99SB-ILDN
force field collapsed on itself after 30 ns of simulation, resulting in a very different distribution when
compared to the experimental data. (CAIPi3P PDDF RMSDexp-calc = 0.033, I(q) χ2 = 5.6; and TIP3P
RMSDexp-calc = 0.034, I(q) χ2 = 5.7 respectively; Figure 4). AMBER99SB-ILDN sampled conformations
with a better agreement with the experimental curve states when used combined with the OPC
water model (I(q) χ2 = 3.3). Employing AMBER03ws force field improved the agreement with the
experimental data, regardless of the water model (TIP4P/2005 RSMDexp-calc = 0.005, I(q) χ2 = 1.4 and
CAIPi3P RMSDexp-calc = 0.003, I(q) χ2 = 1.3). Nevertheless, the production trajectories obtained with
CAIPi3P water showed an average radius of gyration within the experimental range of the radius of
gyration (Table 2), resulting in a predicted average radius of gyration of 1.3 nm.

For the R/S peptide sampling assessment, two clusters of each combination of protein force
field/water molecule were selected to visual inspection. CAIPi3P clusters remained in an opened,
extended conformation for approximately 85% of the simulation run (white area around the red
square, Figure 5A). Both solvent models enabled interactions between the N-terminal region and the 16
residues R/S repeat region. In the TIP4P/2005 model, a partial collapse occurred early in the simulation,
and it is highlighted by the TIP4P/2005 red ensemble in Figure 5 (lower panel).

Since the R/S repeat region is highly polar (Figure 5; highlighted regions in yellow), it might be
expected for this region to interact with water favourably. The glycine residue, which is adjacent
to the R/S repeat, acts as a “hinge”, partially collapsing the ensemble (blue clusters in Figure 5) in
simulations using both solvent models. Considering this structural peculiarity, R/S peptide presents
itself a challenge for modelling and suffers more from the force-field selection from the solvation
model, since the force-fields are known to be directly affected by the accuracy of the calculated charges.
The results show that there are improvements still to be made on the AMBER force field and CAIPi3P
parameters, yet the sampling achieved by the application of CAIPi3P model outperformed that of
TIP4P/2005, as shown with the sampled SAXS curves.



Int. J. Mol. Sci. 2020, 21, 6166 7 of 18

Int. J. Mol. Sci. 2020, 21, x FOR PEER REVIEW 7 of 18 

 

 
Figure 5. RMSD matrices for the R/S peptide and their respective clusters for AMBER03ws. (A) 
CAIPi3P matrix (B) TIP4P/2005 matrix. R/S repeat is circled and highlighted yellow. 

Since the R/S repeat region is highly polar (Figure 5; highlighted regions in yellow), it might be 
expected for this region to interact with water favourably. The glycine residue, which is adjacent to 
the R/S repeat, acts as a “hinge”, partially collapsing the ensemble (blue clusters in Figure 5) in 
simulations using both solvent models. Considering this structural peculiarity, R/S peptide presents 
itself a challenge for modelling and suffers more from the force-field selection from the solvation 
model, since the force-fields are known to be directly affected by the accuracy of the calculated 
charges. The results show that there are improvements still to be made on the AMBER force field and 
CAIPi3P parameters, yet the sampling achieved by the application of CAIPi3P model outperformed 
that of TIP4P/2005, as shown with the sampled SAXS curves.  

2.4. The Effects of CAIPi3P on Partially Disordered Structures 

The solution NMR structure of the partially disordered protein At2g23090 from Arabidopsis 
thaliana has been deposited in the RCSB PDB Data Bank (PDB code: 1VWK [34]). It was used to assess 
the accuracy of the CAIPi3P water model for very flexible and partially disordered proteins since it 
has a C-terminal globular region and a long loop formed by 46 residues. While At2g23090 presents 
itself as a challenging benchmarking test, the NMR ensemble was used to study the possible 
dynamics. The AMBER99SB-ILDN protein force field combined either with CAIPi3P or OPC water 
models outperformed all other combinations of protein force fields and solvent models (Figure 6), 
with an I(q) RMSDexp-calc = 0.08 and an I(q) χ2 = 1.1 for AMBER99SB-ILDN+CAIPi3P, and I(q) 
RMSDexp-calc = 0.02 and an I(q) χ2 = 0.4 for AMBER99SB-ILDN+OPC, respectively. This shows that 
both the CAIPi3P and OPC models obtain accurate ensembles for partially disordered 
macromolecules (Figure 6, and Tables 2 and 3) and both models are suitable for simulations for IDPs. 
This also confirms that the OPC model can accurately sample disordered regions, as shown 
previously by Shabane and coworkers [24].  

Figure 5. RMSD matrices for the R/S peptide and their respective clusters for AMBER03ws. (A) CAIPi3P
matrix (B) TIP4P/2005 matrix. R/S repeat is circled and highlighted yellow.

2.4. The Effects of CAIPi3P on Partially Disordered Structures

The solution NMR structure of the partially disordered protein At2g23090 from Arabidopsis
thaliana has been deposited in the RCSB PDB Data Bank (PDB code: 1VWK [34]). It was used to
assess the accuracy of the CAIPi3P water model for very flexible and partially disordered proteins
since it has a C-terminal globular region and a long loop formed by 46 residues. While At2g23090
presents itself as a challenging benchmarking test, the NMR ensemble was used to study the possible
dynamics. The AMBER99SB-ILDN protein force field combined either with CAIPi3P or OPC water
models outperformed all other combinations of protein force fields and solvent models (Figure 6),
with an I(q) RMSDexp-calc = 0.08 and an I(q) χ2 = 1.1 for AMBER99SB-ILDN+CAIPi3P, and I(q)
RMSDexp-calc = 0.02 and an I(q) χ2 = 0.4 for AMBER99SB-ILDN+OPC, respectively. This shows that
both the CAIPi3P and OPC models obtain accurate ensembles for partially disordered macromolecules
(Figure 6, and Tables 2 and 3) and both models are suitable for simulations for IDPs. This also confirms
that the OPC model can accurately sample disordered regions, as shown previously by Shabane and
coworkers [24].Int. J. Mol. Sci. 2020, 21, x FOR PEER REVIEW 8 of 18 
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Table 3. Reduced χ2 and RMSD metric for I/I0 distribution for all tested molecules.

AMBER99SB-ILDN+TIP3P AMBER99SB-ILDN+CAIPi3P AMBER99SB-ILDN+OPC AMBER03ws+TIP3P AMBER03ws+TIP4P/2005 AMBER03ws+CAIPi3P

χ2 RMSD χ2 RMSD χ2 RMSD χ2 RMSD χ2 RMSD χ2 RMSD

Histatin 5 3.4 0.30 0.4 0.02 3.1 0.3 1.4 0.08 1.1 0.03 0.4 0.02
R/S-pep 5.6 0.10 5.7 0.14 3.5 0.07 2 0.05 1.45 0.03 1.3 0.03

At2g23090 3 0.06 1.0 0.1 0.4 0.01 5.3 0.10 20.6 0.42 3.7 0.08
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The AMBER03ws+CAIPi3P combination (Table 2) showed an average of 1.9 nm for its radius
of gyration. The protein collapsed on itself, resulting in a Gaussian PDDF with experimental
RMSDexp-calc = 0.014, with I(q) χ2 = 3.8 for the scattering profile. In contrast, application of
the TIP4P/2005 model with the AMBER03ws force field resulted in the unfolding of the globular
C-terminal domain (Figure 7), with a radius of gyration centred around 2.6 nm, which is higher
than the experimental range. This demonstrates the limitations of applicability of the AMBER03ws
force field in the simulations of multi-domain proteins containing globular domains connected by
intrinsically disordered regions (IDRs). The C-terminal domain remained folded in simulations using
AMBER99SBN-ILDN (Figure 7). The opposite happened for AMBER03ws+TIP4P/2005: the radii of
gyration were outside of the experimental range, resulting in average conformations that were too
stretched in comparison to the experimental data.
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The unfolding of the globular C-terminal domain causes an increase in the structural
potential energy in all AMBER03ws simulations (Figure 8). This indicates that AMBER03ws
may require improvements for more accurate simulations of proteins containing globular domains.
The AMBER99SB-ILDN+CAIPi3P simulation shows sampled values for Rg within the experimental
range, with higher potential energy than AMBER99SB-ILDN+TIP3P, which indicates that the protein
+CAIPi3P solvent–solute interactions were more favourable, avoiding the self-collapse.

2.5. LaRP6-LaM and LaRP6-RRM1

La-related proteins (LaRPs) form a large family of RNA-binding eukaryotic proteins, involved in
cell growth and proliferation primarily through the regulation of protein synthesis [35]. All LaRPs
are comprised of seven distinct protein families. Other than LaRP6, investigated in this chapter, are
LaRP1, LaRP1B, LaRP3 (aka genuine La or SSB), LaRP4A, LaRP4B, and LaRP7 [36,37]. All LaRPs
contain the La module, which is a conserved domain for RNA binding. The La module is assembled
by two domains: the RNA recognition motif 1 (RRM1) and the La motif (LaM). Their synergistic work
regulates the interaction with RNA and the dimer-nucleotide configuration.
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Figure 8. At2g23090 structural energy versus radius of gyration. The increase in structural energy
gained by using AMBER03ws unfolded the structured region, stretching the average configuration.
When using AMBER99SB-ILDN with CAIPi3P, the energy has been kept within the collapsed
AMBER99SB-ILDN+TIP3P. The solvent model stabilised the unstructured sequences, and a structured
biased force-field stabilised the intramolecular interactions sufficiently.

Martino and collaborators resolved the structures of both domains of LaRP6 separately using
solution NMR. The percentage of residues with a well-defined secondary structure within LaRP6-LaM
is 34% and 52% for LaRP6-RRM1 [38].

LaRP6-RRM1 has two intra-domain short unstructured loops: one located between A199 and
G206, and another one between residues Y250 and E257. LaRP6-RRM1 was less prone to unfold,
and it maintained a stable radius of gyration in simulations using AMBER03ws combined with
CAIPi3P water model, as shown in Figure 9. AMBER03ws with TIP4P/2005 showed an expanded
radius of gyration in comparison to the other three combinations, mainly sampling conformations
outside the experimental range (dashed lines in Figure 9). The simulations using CAIPi3P resulted in
conformation sampled within the experimental range, and a scattering profile χ2 = 0.15 and χ2 = 0.2
for AMBER99SB-ILDN+CAIPi3P and AMBER03ws+CAIPi3P, respectively, when compared to the
experimental curve (Table 4). The region between A199 and G206 expanded after 60 ns of simulation
(Figure S2), which resulted in a more extended radius of gyration distribution.

Table 4. Reduced χ2 and RMSD metric for I/I0 distribution for LaRP6 LAM and LaRP6 RRM1.

AMBER99SB-ILDN+
TIP3P

AMBER99SB-ILDN+
CAIPi3P

AMBER03ws+
TIP4P/2005

AMBER03ws+
CAIPi3P

χ2 RMSD χ2 RMSD χ2 RMSD χ2 RMSD

LaRP6-LaM 1.6 0.02 0.3 0.01 4.4 0.03 1.1 0.01
LaRP6-RRM1 0.3 0.01 0.2 0.01 0.7 0.02 0.2 0.01
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Figure 9. (Left panel) LaRP6-RRM1 radius of gyration violin plots; the experimental radius of gyration
range is shown as dashed lines. (Right panel) Scattering profile for the LaRP6-RRM1 for simulations
with different force field-water model combinations.

LaRP6-LaM has a long C-terminal IDR, containing 30 residues length located between T70-E90.
Given this long IDR, AMBER99SB-ILDN simulations result in a collapsed conformation (average
Rg = 1.44 nm), far from the experimental range. On the other hand, both simulations with CAIPi3P
achieved radius of gyration distributions within the expected values (average Rg = 1.7 nm for
AMBER99SB-ILDN+CAIPi3P and 1.69 nm for AMBER03ws+CAIPi3P). This also reflects on theχ2 values
obtained for LaRP6-LaM simulations (Table 4), which show that only CAIPi3P simulations obtained
values under the critical value for this protein (Figure 10, χ2 = 0.3 for AMBER99SB-ILDN+CAIPi3P and
1.1 for AMBER03ws+CAIPi3P). This difference comes from the sassed conformation of both C-Terminal
and N-terminal loops, as shown in Figure S3.Int. J. Mol. Sci. 2020, 21, x FOR PEER REVIEW 12 of 18 
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2.6. Applicability of CAIPi3P Solvation Model to Globular Proteins

To benchmark the CAIPi3P model, we simulated two model globular proteins; lysozyme and
ubiquitin, using the same protocol as previously described for IDPs and partially unfolded At2g23090.
For lysozyme and ubiquitin, the residual root mean square fluctuations (RMSF) obtained for both
water models when applying established AMBER99SB-ILDN force field are shown in Figures S4 and
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S5, respectively. Simulations with both water models achieved very similar results, with only one
region (loop 40–50) with markedly increased RMSF when applying the TIP3P model compared to
CAIPi3P. Again, we attribute this difference to stronger electrostatic solvent–solute interactions in
CAIPi3P, which increased the stability of the protein region, decreasing its overall per-residue RMSF.
Yet the effect was much less pronounced for ubiquitin than for lysozyme.

3. Discussion

This work focused on the development of the novel three-point solvation model, denoted as
CAIPi3P. Compared to the established and popular TIP3P model, CAIPi3P, which is based on the
same framework, considerably improved the sampling of intrinsically disordered model peptides.
All-atom MD simulations using CAIPi3P improved the SAXS scattering profile for two model IDPs:
R/S peptide and histatin 5, and partially disordered At2g23090 from A. thaliana with the central IDR.
The improvement was evident for all force fields used for the protein, although the selection of the
most appropriate force field plays a vital role in the sampling improvement.

For the R/S peptide, the improvement was evident in simulations with the AMBER03ws force
field. Application of the CAIPi3P model resulted in a better agreement for the radius of gyration
since the framework prevented the artificial collapse of the polypeptide chain, which is a common
pitfall of atomistic simulations of IDPs. CAIPI3P, due to modified electrostatics, maintained the
generated stretched conformation, which resulted in better agreement with the experimental data.
In the interpretation of the results, it is essential to focus on the differences in primary sequence
between these two model IDPs. Histatin 5 has several polar residues dispersed throughout the length
of the peptide, resulting in an overall uniform polar distribution. This homogeneous distribution
helps the polypeptide chain to maintain favourable interactions with the solvent, resulting in the
overall expanded structure. The R/S peptide is polar and charged, with the charged residues located
within the eight C-terminal arginine–serine (R/S) repeats Figure 5, highlighted regions in the right
panel). The obtained ensemble was affected by the C-terminal charge distribution, which facilitated
the collapse of the polypeptide chain. Such a collapse was reduced when the AMBER03ws force field
was applied. The sampling was further improved when CAIPi3P water was used, since it favoured
the solute–solvent electrostatic interactions due to increased dipole moment of the water molecule.
Solvent–solute interactions thus competed with excessive intramolecular solute–solute interactions,
which led to the collapse.

In this work, only AMBER force fields were tested. Rauscher and co-workers [32] used R/S peptide
to assess the accuracy of the CHARMM36m, obtaining accurate results for SAXS scattering profile.

For At2g23090, MD simulations showed a good agreement with experimental data when using
the CAIPi3P water model in combination with the AMBER99SB-ILDN protein force field. Differences
between AMBER99SB-ILDN and AMBER03ws lay within the side chain charge distribution and
how certain residues interact with the solvents [28,39]. Consequently, in the At2g23090 simulations,
the compact globular C-terminal domain unfolded, increasing the interactions with the solvent
molecules and the internal structural energy. In contrast, AMBER99SB-ILDN force field held the
globular domains folded. This resulted in a similar SAXS pair distance distribution function (PDDF)
between the resulting ensemble and the experimental data when using the CAIPi3P model. CAIPi3P
water molecules interacted with the polar regions of the protein, improving the local sampling within
the intrinsically disordered region and shielding the long-range interactions, avoiding the artificial
collapse of the polypeptide chain. It is important to remark that At2g23090 was solved by NMR using
the ARIA [40] with explicit water refinement [41]. This method of refinement, albeit reliable, may bias
the final ensemble towards a conformation towards states sampled with TIP3P. However, this structure
was based not only on ARIA, but also NMR restraints, which should reduce bias on the final NMR
ensemble and in our simulations. An evidence that the ARIA bias is not substantial is the fact that
At2g23090 TIP3P simulations self-collapsed, resulting in an ensemble that differed significantly form
the NMR conformations.
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The average radius of gyration was also closer to the experimental value when CAIPi3P was
used. Table 2 shows all the calculated and experimental values for all tested systems. Given the
high structural fluctuations in IDPs, the error bars have a significant intersection. Hence, there is no
statistical difference in this subject when TIP4P/2005 and CAIPi3P are compared for both histatin 5 and
R/S peptide.

For the LaRP6-LaM and LaRP6-RRM1, we decided to focus on the most known
combinations of force-field and water models used in this work, AMBER99SB-ILDN+TIP3P and
AMBER03ws+TIP4P/2005, and how these force fields would be affected by CAIPi3P. Given the low
extent of the disordered loops within LaRP6-RRM1, the usage of CAIPi3P did not cause a substantial
improvement in comparison to TIP3P. However, simulations employing CAIPi3P sampled Rg values
more accurately when combined with the AMBER03ws force field. LaRP6-LaM has a long IDR in
its C-terminus, and because of this, CAIPi3P significantly improved the accuracy of the obtained
conformations for both force fields, since it avoided the self-collapse of the C-terminal regions χ2 when
used with AMBER99SB-ILDN and stabilized the structured scaffold of the core region when combined
with AMBER03ws.

Nonetheless, there is a considerable improvement in the accuracy of the sampled conformations
when simulations were carried out with the CAIPi3P solvation model. Table 4 shows that systems
simulated with CAIPi3P resulted in the lowest difference between the calculated and experimental
SAXS scattering profile, with the root mean square difference between the calculated and experimental
PDDF shown in Table 4.

The bulk water parameters calculated for CAIPi3P are summarised in Table 5. By changing
the dipole moment of the TIP3P water model most of the bulk water parameters were improved for
CAIPi3P in comparison to the standard TIP3P model. However, several significant changes need to be
addressed, such as the average oxygen-oxygen radial density distance (RO-O) and the density. The RO-O

distance for CAIPi3P was lower than the experimental distance, resulting in a higher density of 1.06
g/cm3. This results in a more compact water configuration, increasing the water-water correlation and
decreasing the overall potential energy of the bulk water, and deeply affecting the density temperature
dependence (Figure S6). Therefore, the usage of a higher dipole yields higher barriers to reorganise the
solvent surrounding the solute, which contributes to the better sampling of the protein observed in
CAIPi3P simulations.

Table 5. Root-mean-square difference between experimental SAXS and calculated SAXS pair
distance distribution.

AMBER99SB-ILDN+
TIP3P

AMBER99SB-ILDN+
CAIPi3P

AMBER03ws+
TIP3P

AMBER03ws+
TIP4P/2005

AMBER03ws+
CAIPi3P

Histatin 5 0.01 0.01 0.01 0.01 0.006
R/S-pep 0.03 0.03 0.01 0.008 0.007

At2g23090 0.01 0.005 0.01 0.014 0.014

The differences between experimental and CAIPI3P bulk water parameters shows that the latter
require improvements. These modifications may come in tuning the vibrational frequency of the H-O-H
angle to modify water-water interactions to decrease the magnitude of hydrogen bonds, which should
yield better agreement with experimental data. CAIPi3P improved several different parameters when
compared to the standard TIP3P model; however, it still less accurate in comparison to OPC and
TIP4P/2005. Future work needs to address the bulk water issues of CAIPi3P model, which should
further increase the applicability of CAIPi3P to different systems.

4. Materials and Methods

To assess the role solvation effects have in reproducing the experimental parameters of IDPs,
and to evaluate the applicability of the CAIPi3P model to studies of “mixed” ordered–disordered
systems, we selected model IDPs (histatin 5 [30] and R/S peptide [32]) and At2g23090, which is partially
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disordered. To determine the performance of the model, simulations were made for a comparison
between CAIPi3P and established water models.

Fully extended conformations of histatin 5 (sequence: DSHAKRHHGYKRKFHEKHHSHRGY) and
R/S-peptide (sequence: GAMGPSYGRSRSRSRSRSRSRSRS) were built using the UCSF Chimera [42]
package since their experimental atomistic structures were not available. The conformational ensemble
of A. thaliana At2g23090 (PDB code: 1WVK), obtained by solution NMR, was used to calculate the
small-angle X-ray scattering (SAXS) distribution and radius of gyration. The lowest-energy conformer
was selected as a starting point for all-atom molecular dynamics (MD) simulations.

For all systems investigated, missing hydrogen atoms were added, and several combinations
of protein and water parametrisations were chosen, as summarised in Table 6. All simulations were
performed using the Gromacs 5.3 suite [43]. The combinations of the force field and water models
used are summarised in Table 7. For each combination, a 1 nm cubic box was centred on the structure.

Table 6. Bulk water parameters calculated for CAIPi3P. These were calculated using the methods
explained in Izadi and coworkers [25].

CAIPi3P TIP3P TIP4P/2005 OPC Experimental

Dipole moment (µ (D)) 2.69 2.34 2.305 2.48 2.5–3
Density (g/cm3) 1.05 ± 0.05 0.980 0.993 0.997 0.997
∆Hvap[kcal/mol] 10.6 ± 0.05 10.26 10.89 10.57 10.52

Isobaric Heat Capacity Cp [cal/(K mol)] 23.7 ± 0.5 18.7 18.9 18 18
Thermal expansion α[10ˆ−4*Kˆ−1] 5.4 ± 0.1 9.2 2.8 2.7 2.56

O-O first peak distance [Å] 2.7 2.77 2.78 2.8 2.8
Static dielectric constant [ε0] 74.5 ± 1 94 60 78 78.4

Self-diffusion coefficient [m2/s] 4.67±0.2 5.5 2.08 2.3 2.3
Shear viscosity [cP] 1.1±0.1 0.321 0.855 - 0.896

Table 7. Macromolecules simulated and their respective force field/solvent combinations.

Protein PDB Code Force Field Water Model

Histatin 5 - AMBER99SB-ILDN [39] TIP3P; CAIPi3P; OPC [25]
AMBER03ws [27] TIP3P; CAIPi3P; TIP4P/2005 [28]

R/S peptide - AMBER99SB-ILDN TIP3P; CAIPi3P; OPC
AMBER03ws TIP3P; CAIPi3P; TIP4P/2005

At2g23090 1WVK
AMBER99SB-ILDN TIP3P; CAIPi3P; OPC

AMBER03ws TIP3P; CAIPi3P; TIP4P/2005

LaRP6-RRM1 2MTG
AMBER99SB-ILDN TIP3P; CAIPi3P

AMBER03ws CAIPi3P; TIP4P/2005
LaRP6-RRM1 2MTF AMBER99SB-ILDN TIP3P; CAIPi3P

AMBER03ws CAIPi3P; TIP4P/2005

The system was solvated with the necessary number of water molecules to fill the protein
simulation box. Next, sodium and chloride ions were added to the system at a concentration of 0.1
M to neutralise the simulation unit and to mimic the “physiological” salt concentration. The bonds
were constrained using the LINCS algorithm [44], setting a 2 fs time step. The electrostatic interactions
were calculated using the particle-mesh Ewald method [45], with a non-bonded cut-off set at 1
nm. All structures were energy minimised using the steepest descent algorithm for 20,000 steps.
The minimisation was stopped when the maximum force fell below 1000 kJ/mol/nm using the Verlet
cutoff scheme. This was followed by an equilibration run (NVT ensemble) of 20 ps with a time step of
2 fs and position restraints applied to the backbone, where the system was heated from 0 to 300 K;
and another equilibration (NPT ensemble) at the constant temperature (300 K, 20 ps, 2 fs step) with
backbone position restraints applied, and the constant pressure (1 bar). The temperature was set
constant at 300 K by using an alternative Berendsen [46] thermostat (τ = 0.1 ps). The pressure was
kept constant at 1 bar by using a Parrinelo–Rahman barostat with isotropic coupling (τ = 2.0 ps) to a



Int. J. Mol. Sci. 2020, 21, 6166 15 of 18

pressure bath [47]. Finally, three production runs (NPT ensemble) of 100 ns were run for each system,
using every force field–solvation model combination.

Ubiquitin (PDB code: 1UBQ) and lysozyme (PDB code: 253L) were selected for comparative
runs to assess the effect of CAIPi3P water model on globular proteins with no IDRs. The simulation
methodology was the same as the one described for the IDPs, with the exception that only the
AMBER99SB-ILDN force field was used in combination with either the TIP3P or CAIPi3P solvation
model. To check the convergence of simulation, the average radius of gyration and the radius of
gyration standard deviation through time were plotted and analysed for histatin 5 (Figures S7 and S8),
R/S Pep (Figures S9 and S10), At2g23090 (Figures S11 and S12), LaRP6-RRM1 (Figures S13 and S14)
and LaRP6-LaM (Figures S15 and S16). Since most of the simulations achieved a plateau within 100 ns,
the sampled ensembles were used for the SAXS calculations.

CRYSOL [48,49] software was used to calculate the SAXS scattering patterns, along with the
GNOM [48] software to calculate radial density distributions. The root square difference (RMSDexp-calc)
between the experimental and the calculated were SAXS density made using an in-house script. The gmx
gyrate module from the Gromacs suite was used to calculate the radii of gyration from the obtained
trajectories. RMSF and RMSD values were calculated using the Gromacs suite (gmx rms and gmx
rmsf, respectively). To evaluate the similarity between the distribution curves, their root square
deviation (RMSDexp-calc) was calculated. To evaluate the accuracy for the sampled conformation
in comparison to the experimental SAXS scattering, the reduced χ2 were calculated between the
interpolated experimental dataset and the calculated scattering profiles for each simulation. The errors
used to calculate χ2 values were based on the normalised average experimental error of 0.02.

The internal energy calculated in this work was made using GROMACS gmx energy, by calculating
all bonded energy potentials (bonds, angles, dihedrals and improper dihedrals) a and non-bonded
potentials (Coulombic potential and Lennard-Jones potential) for intramolecular interactions for
each protein.

The bulk water properties were calculated using the protocols used by Izadi and co-workers [25].

5. Conclusions

To summarise, the parametrised dipole moment and partial atomic charges for the TIP3P water
model generated a new solvation model denoted Charge-Augmented Three-Point Water Model for
Intrinsically-Disordered Proteins (CAIPi3P). This model is transferrable, robust, and suitable for
the atomistic MD simulations of IDPs, resulting in ensembles with a considerably better agreement
with experimental data (SAXS). For the IDP models (histatin 5 and R/S peptide), simulations using
CAIPi3P resulted in better agreement between calculated SAXS PDDFs and scattering profiles with
experimental data than other simplified classical water models. CAIPi3P is also applicable to studies of
globular proteins and—most importantly—functionally relevant multidomain proteins bearing globular
domains and intrinsically disordered regions. The major shortcoming of CAIPI3P, which requires
improvement, is its bulk water parameters. Although CAIPi3P model improved several different
parameters when compared to the standard TIP3P framework, it still less accurate in comparison to
OPC and TIP4P/2005. Future work needs to address it, which should further improve the model and
increase its transferability.
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Abbreviations

IDP Intrinsically Disordered Protein

CAIPi3P
Charge-Augmented Three-Point Water Model for
Intrinsically-Disordered Proteins

MD Molecular dynamics
SAXS Small angle X-ray scattering
PDDF Pair distance distribution function
Rg Radius of gyration
LaRP La-Related protein
LaM La-Motif
RRM RNA Recognition Motif
OPC “Optimal” three-charge, four-point rigid water model
IDR Intrinsically Disordered Region
RMSD Root Mean Square Deviation

References

1. Granata, D.; Baftizadeh, F.; Habchi, J.; Galvagnion, C.; De Simone, A.; Camilloni, C.; Laio, A.; Vendruscolo, M.
The inverted free energy landscape of an intrinsically disordered peptide by simulations and experiments.
Sci. Rep. 2015, 5, 15449. [CrossRef] [PubMed]

2. Smith, M.D.; Rao, J.S.; Segelken, E.; Cruz, L. Force-Field induced bias in the structure of Aβ 21–30: A comparison
of OPLS, AMBER, CHARMM, and GROMOS force fields. J. Chem. Inf. Model. 2015, 55, 2587–2595. [CrossRef]

3. Henriques, J.; Skepö, M. Molecular dynamics simulations of intrinsically disordered proteins: On the
accuracy of the TIP4P-D water model and the representativeness of protein disorder models. J. Chem. Theory
Comput. 2016, 12, 3407–3415. [CrossRef] [PubMed]

4. Ye, W.; Ji, D.; Wang, W.; Luo, R.; Chen, H.-F. Test and evaluation of ff99IDPs force field for intrinsically
disordered proteins. J. Chem. Inf. Model. 2015, 55, 1021–1029. [CrossRef] [PubMed]

5. Song, D.; Luo, R.; Chen, H.-F. The IDP-specific force field ff14IDPSFF improves the conformer sampling of
intrinsically disordered proteins. J. Chem. Inf. Model. 2017, 57, 1166–1178. [CrossRef] [PubMed]

6. Liu, H.; Song, D.; Lu, H.; Luo, R.; Chen, H.-F. Intrinsically disordered protein-specific force field
CHARMM36IDPSFF. Chem. Biol. Drug Des. 2018, 92, 1722–1735. [CrossRef]

7. Bernetti, M.; Masetti, M.; Pietrucci, F.; Blackledge, M.; Jensen, M.R.; Recanatini, M.; Mollica, L.; Cavalli, A.
Structural and kinetic characterization of the intrinsically disordered protein SeV NTAIL through enhanced
sampling simulations. J. Phys. Chem. B 2017, 121, 9572–9582. [CrossRef]

8. Do, T.N.; Choy, W.-Y.; Karttunen, M. Binding of disordered peptides to kelch: Insights from enhanced
sampling simulations. J. Chem. Theory Comput. 2016, 12, 395–404. [CrossRef]

9. Han, M.; Xu, J.; Ren, Y. Sampling conformational space of intrinsically disordered proteins in explicit solvent:
Comparison between well-tempered ensemble approach and solute tempering method. J. Mol. Graph. Model.
2017, 72, 136–147. [CrossRef]

10. Duong, V.T.; Chen, Z.; Thapa, M.T.; Luo, R. Computational studies of intrinsically disordered proteins.
J. Phys. Chem. B 2018, 122, 10455–10469. [CrossRef]

11. Cukier, R.I. Generating Intrinsically disordered protein conformational ensembles from a database of
ramachandran space pair residue probabilities using a markov chain. J. Phys. Chem. B 2018, 122, 9087–9101.
[CrossRef] [PubMed]

12. Salvi, N.; Abyzov, A.; Blackledge, M. Multi-Timescale dynamics in intrinsically disordered proteins from
nmr relaxation and molecular simulation. J. Phys. Chem. Lett. 2016, 7, 2483–2489. [CrossRef]

13. Papaleo, E.; Camilloni, C.; Teilum, K.; Vendruscolo, M.; Lindorff-Larsen, K. Molecular dynamics ensemble
refinement of the heterogeneous native state of NCBD using chemical shifts and NOEs. PeerJ 2018, 6, e5125.
[CrossRef] [PubMed]

14. Kang, W.; Jiang, F.; Wu, Y.-D. Universal implementation of a residue-specific force field based on CMAP
potentials and free energy decomposition. J. Chem. Theory Comput. 2018, 14, 4474–4486. [CrossRef] [PubMed]

http://dx.doi.org/10.1038/srep15449
http://www.ncbi.nlm.nih.gov/pubmed/26498066
http://dx.doi.org/10.1021/acs.jcim.5b00308
http://dx.doi.org/10.1021/acs.jctc.6b00429
http://www.ncbi.nlm.nih.gov/pubmed/27243806
http://dx.doi.org/10.1021/acs.jcim.5b00043
http://www.ncbi.nlm.nih.gov/pubmed/25919886
http://dx.doi.org/10.1021/acs.jcim.7b00135
http://www.ncbi.nlm.nih.gov/pubmed/28448138
http://dx.doi.org/10.1111/cbdd.13342
http://dx.doi.org/10.1021/acs.jpcb.7b08925
http://dx.doi.org/10.1021/acs.jctc.5b00868
http://dx.doi.org/10.1016/j.jmgm.2016.12.014
http://dx.doi.org/10.1021/acs.jpcb.8b09029
http://dx.doi.org/10.1021/acs.jpcb.8b05797
http://www.ncbi.nlm.nih.gov/pubmed/30204435
http://dx.doi.org/10.1021/acs.jpclett.6b00885
http://dx.doi.org/10.7717/peerj.5125
http://www.ncbi.nlm.nih.gov/pubmed/30013831
http://dx.doi.org/10.1021/acs.jctc.8b00285
http://www.ncbi.nlm.nih.gov/pubmed/29906395


Int. J. Mol. Sci. 2020, 21, 6166 17 of 18

15. Bhattacharya, S.; Lin, X. Recent advances in computational protocols addressing intrinsically disordered
proteins. Biomolecules 2019, 9, 146. [CrossRef]

16. Zerze, G.H.; Zheng, W.; Best, R.B.; Mittal, J. Evolution of all-atom protein force fields to improve local and
global properties. J. Phys. Chem. Lett. 2019, 10, 2227–2234. [CrossRef]

17. Robustelli, P.; Piana, S.; Shaw, D.E. Developing a molecular dynamics force field for both folded and
disordered protein states. Proc. Natl. Acad. Sci. USA 2018, 115, E4758–E4766. [CrossRef]

18. Uversky, V.N. A decade and a half of protein intrinsic disorder: Biology still waits for physics. Protein Sci.
2013, 22, 693–724. [CrossRef]

19. Xie, M.; Li, D.-W.; Yuan, J.; Hansen, A.L.; Brüschweiler, R. Quantitative binding behavior of intrinsically
disordered proteins to nanoparticle surfaces at individual residue level. Chemistry 2018, 24, 16997–17001.
[CrossRef]

20. Mercadante, D.; Wagner, J.A.; Aramburu, I.V.; Lemke, E.A.; Gräter, F. Sampling long- versus short-range
interactions defines the ability of force fields to reproduce the dynamics of intrinsically disordered proteins.
J. Chem. Theory Comput. 2017, 13, 3964–3974. [CrossRef]

21. Berendsen, H.J.C.; Postma, J.P.M.; Van Gunsteren, W.F.; Hermans, J. Interaction Models for water in relation
to protein hydration. In Intermolecular Forces; Springer: Dordrecht, The Netherlands, 1981; Volume 14,
pp. 331–342.

22. Jorgensen, W.L.; Chandrasekhar, J.; Madura, J.D.; Impey, R.W.; Klein, M.L. Comparison of simple potential
functions for simulating liquid water. J. Chem. Phys. 1983, 79, 926–935. [CrossRef]

23. Mark, P.; Nilsson, L. Structure and dynamics of the TIP3P, SPC, and SPC/E water models at 298 K. J. Phys.
Chem. A 2001, 105, 9954–9960. [CrossRef]

24. Shabane, P.S.; Izadi, S.; Onufriev, A.V. General purpose water model can improve atomistic simulations of
intrinsically disordered proteins. J. Chem. Theory Comput. 2019, 15, 2620–2634. [CrossRef] [PubMed]

25. Izadi, S.; Anandakrishnan, R.; Onufriev, A.V. Building water models: A different approach. J. Phys. Chem.
Lett. 2014, 5, 3863–3871. [CrossRef] [PubMed]

26. Niu, S.; Tan, M.-L.; Ichiye, T. The large quadrupole of water molecules. J. Chem. Phys. 2011, 134, 134501.
[CrossRef] [PubMed]

27. Best, R.B.; Zheng, W.; Mittal, J. Balanced protein–water interactions improve properties of disordered proteins
and non-specific protein association. J. Chem. Theory Comput. 2014, 10, 5113–5124. [CrossRef]

28. Best, R.B.; Mittal, J. Protein Simulations with an Optimized Water Model: Cooperative Helix Formation and
Temperature-Induced Unfolded State Collapse. J. Phys. Chem. B 2010, 114, 14916–14923. [CrossRef]

29. Abascal, J.L.F.; Vega, C. A general purpose model for the condensed phases of water: TIP4P/2005. J. Chem.
Phys. 2005, 123, 234505. [CrossRef]

30. Henriques, J.; Cragnell, C.; Skepö, M. Molecular dynamics simulations of intrinsically disordered proteins:
Force field evaluation and comparison with experiment. J. Chem. Theory Comput. 2015, 11, 3420–3431.
[CrossRef]

31. Cragnell, C.; Durand, D.; Cabane, B.; Skepö, M. Coarse-Grained modeling of the intrinsically disordered
protein Histatin 5 in solution: Monte Carlo simulations in combination with SAXS. Proteins Struct. Funct.
Bioinforma. 2016, 84, 777–791. [CrossRef]

32. Rauscher, S.; Gapsys, V.; Gajda, M.J.; Zweckstetter, M.; de Groot, B.L.; Grubmüller, H. Structural ensembles
of intrinsically disordered proteins depend strongly on force field: A comparison to experiment. J. Chem.
Theory Comput. 2015, 11, 5513–5524. [CrossRef] [PubMed]

33. Xiang, S.; Gapsys, V.; Kim, H.-Y.; Bessonov, S.; Hsiao, H.-H.; Möhlmann, S.; Klaukien, V.; Ficner, R.; Becker, S.;
Urlaub, H.; et al. Phosphorylation drives a dynamic switch in serine/arginine-rich proteins. Structure 2013,
21, 2162–2174. [CrossRef] [PubMed]

34. Tyler, R.C.; Tonelli, M.; Lee, M.; Markley, J.L. NMR solution structure of the partially disordered protein
At2g23090 from Arabidopsis thaliana. Available online: https://www.rcsb.org/structure/1WVK (accessed on
23 July 2020).

35. Wolin, S.L.; Cedervall, T. The La protein. Annu. Rev. Biochem. 2002, 71, 375–403. [CrossRef] [PubMed]
36. Koso, H.; Yi, H.; Sheridan, P.; Miyano, S.; Ino, Y.; Todo, T.; Watanabe, S. Identification of RNA-Binding Protein

LARP4B as a Tumor Suppressor in Glioma. Cancer Res. 2016, 76, 2254–2264. [CrossRef]

http://dx.doi.org/10.3390/biom9040146
http://dx.doi.org/10.1021/acs.jpclett.9b00850
http://dx.doi.org/10.1073/pnas.1800690115
http://dx.doi.org/10.1002/pro.2261
http://dx.doi.org/10.1002/chem.201804556
http://dx.doi.org/10.1021/acs.jctc.7b00143
http://dx.doi.org/10.1063/1.445869
http://dx.doi.org/10.1021/jp003020w
http://dx.doi.org/10.1021/acs.jctc.8b01123
http://www.ncbi.nlm.nih.gov/pubmed/30865832
http://dx.doi.org/10.1021/jz501780a
http://www.ncbi.nlm.nih.gov/pubmed/25400877
http://dx.doi.org/10.1063/1.3569563
http://www.ncbi.nlm.nih.gov/pubmed/21476758
http://dx.doi.org/10.1021/ct500569b
http://dx.doi.org/10.1021/jp108618d
http://dx.doi.org/10.1063/1.2121687
http://dx.doi.org/10.1021/ct501178z
http://dx.doi.org/10.1002/prot.25025
http://dx.doi.org/10.1021/acs.jctc.5b00736
http://www.ncbi.nlm.nih.gov/pubmed/26574339
http://dx.doi.org/10.1016/j.str.2013.09.014
http://www.ncbi.nlm.nih.gov/pubmed/24183573
https://www.rcsb.org/structure/1WVK
http://dx.doi.org/10.1146/annurev.biochem.71.090501.150003
http://www.ncbi.nlm.nih.gov/pubmed/12045101
http://dx.doi.org/10.1158/0008-5472.CAN-15-2308


Int. J. Mol. Sci. 2020, 21, 6166 18 of 18

37. Küspert, M.; Murakawa, Y.; Schäffler, K.; Vanselow, J.T.; Wolf, E.; Juranek, S.; Schlosser, A.; Landthaler, M.;
Fischer, U. LARP4B is an AU-rich sequence associated factor that promotes mRNA accumulation and
translation. RNA 2015, 21, 1294–1305. [CrossRef]

38. Martino, L.; Pennell, S.; Kelly, G.; Busi, B.; Brown, P.; Atkinson, R.A.; Salisbury, N.J.H.; Ooi, Z.-H.; See, K.-W.;
Smerdon, S.J.; et al. Synergic interplay of the La motif, RRM1 and the interdomain linker of LARP6 in the
recognition of collagen mRNA expands the RNA binding repertoire of the La module. Nucleic Acids Res.
2015, 43, 645–660. [CrossRef]

39. Lindorff-Larsen, K.; Piana, S.; Palmo, K.; Maragakis, P.; Klepeis, J.L.; Dror, R.O.; Shaw, D.E. Improved
side-chain torsion potentials for the Amber ff99SB protein force field. Proteins 2010, 78, 1950–1958. [CrossRef]

40. Nilges, M.; MacIas, M.J.; O’Donoghue, S.I.; Oschkinat, H. Automated NOESY interpretation with ambiguous
distance restraints: The refined NMR solution structure of the pleckstrin homology domain from β-spectrin.
J. Mol. Biol. 1997, 269, 408–422. [CrossRef]

41. Linge, J.P.; Williams, M.A.; Spronk, C.A.E.M.; Bonvin, A.M.J.J.; Nilges, M. Refinement of protein structures in
explicit solvent. Proteins Struct. Funct. Genet. 2003, 50, 496–506. [CrossRef]

42. Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF
Chimera—A visualization system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605–1612.
[CrossRef]

43. Abraham, M.J.; Murtola, T.; Schulz, R.; PÃ¡ll, S.; Smith, J.C.; Hess, B.; Lindahl, E. GROMACS:
High performance molecular simulations through multi-level parallelism from laptops to supercomputers.
SoftwareX 2015, 1, 19–25. [CrossRef]

44. Hess, B. P-LINCS: A parallel linear constraint solver for molecular simulation. J. Chem. Theory Comput. 2008,
4, 116–122. [CrossRef] [PubMed]

45. Darden, T.; York, D.; Pedersen, L. Particle mesh Ewald: An N·log(N) method for Ewald sums in large systems.
J. Chem. Phys. 1993, 98, 10089–10092. [CrossRef]

46. Bussi, G.; Donadio, D.; Parrinello, M. Canonical sampling through velocity rescaling. J. Chem. Phys. 2007,
126, 014101. [CrossRef] [PubMed]

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

48. Petoukhov, M.V.; Franke, D.; Shkumatov, A.V.; Tria, G.; Kikhney, A.G.; Gajda, M.; Gorba, C.; Mertens, H.D.T.;
Konarev, P.V.; Svergun, D.I. New developments in the ATSAS program package for small-angle scattering
data analysis. J. Appl. Crystallogr. 2012, 45, 342–350. [CrossRef]

49. Svergun, D.; Barberato, C.; Koch, M.H.J. CRYSOL—A program to evaluate X-ray solution scattering of
biological macromolecules from atomic coordinates. J. Appl. Crystallogr. 1995, 28, 768–773. [CrossRef]

© 2020 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/10.1261/rna.051441.115
http://dx.doi.org/10.1093/nar/gku1287
http://dx.doi.org/10.1002/prot.22711
http://dx.doi.org/10.1006/jmbi.1997.1044
http://dx.doi.org/10.1002/prot.10299
http://dx.doi.org/10.1002/jcc.20084
http://dx.doi.org/10.1016/j.softx.2015.06.001
http://dx.doi.org/10.1021/ct700200b
http://www.ncbi.nlm.nih.gov/pubmed/26619985
http://dx.doi.org/10.1063/1.464397
http://dx.doi.org/10.1063/1.2408420
http://www.ncbi.nlm.nih.gov/pubmed/17212484
http://dx.doi.org/10.1063/1.328693
http://dx.doi.org/10.1107/S0021889812007662
http://dx.doi.org/10.1107/S0021889895007047
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Parametrisation of CAIPI3P Water Model 
	MD Simulations of a Full-Length IDP: Histatin 5 
	The CAIPi3P Effect on the Sampling of the Charged Repeats of R/S-Peptide 
	The Effects of CAIPi3P on Partially Disordered Structures 
	LaRP6-LaM and LaRP6-RRM1 
	Applicability of CAIPi3P Solvation Model to Globular Proteins 

	Discussion 
	Materials and Methods 
	Conclusions 
	References

