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Abstract: Molecular dynamics (MD) simulations represent an essential tool in the toolbox of modern
chemistry, enabling the prediction of experimental observables for a variety of chemical systems and
processes and majorly impacting the study of biological membranes. However, the chemical diversity
of complex lipids beyond phospholipids brings new challenges to well-established protocols used in
MD simulations of soft matter and requires continuous assessment to ensure simulation reproducibility
and minimize unphysical behavior. Lipopolysaccharides (LPS) are highly charged glycolipids whose
aggregation in a lamellar arrangement requires the binding of numerous cations to oppositely charged
groups deep inside the membrane. The delicate balance between the fully hydrated carbohydrate
region and the smaller hydrophobic core makes LPS membranes very sensitive to the choice of
equilibration protocol. In this work, we show that the protocol successfully used to equilibrate
phospholipid bilayers when applied to complex lipopolysaccharide membranes occasionally leads to
a small expansion of the simulation box very early in the equilibration phase. Although the use of
a barostat algorithm controls the system dimension and particle distances according to the target
pressure, fluctuation in the fleeting pressure occasionally enables a few water molecules to trickle
into the hydrophobic region of the membrane, with spurious solvent buildup. We show that this
effect stems from the initial steps of NPT equilibration, where initial pressure can be fairly high.
This can be solved with the use of a stepwise-thermalization NVT/NPT protocol, as demonstrated
for atomistic MD simulations of LPS/DPPE and lipid-A membranes in the presence of different salts
using an extension of the GROMOS forcefield within the GROMACS software. This equilibration
protocol should be standard procedure for the generation of consistent structural ensembles of charged
glycolipids starting from atomic coordinates not previously pre-equilibrated. Although different
ways to deal with this issue can be envisioned, we investigated one alternative that could be readily
available in major MD engines with general users in mind.

Keywords: barostat effect; GROMACS; GROMOS force field; bacterial outer membranes;
lipopolysaccharide (LPS); lipid-A

1. Introduction

Molecular simulation methods provide the framework to bridge microscopic length and
timescales to the macroscopic experimental world. These methods supply a precise route to compute
thermodynamic and statistical properties, which can then be associated with molecular motions,
structure, and function. Molecular dynamics (MD) simulations and variations are the most important
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computational techniques used to describe time-dependent properties of molecular systems [1], play an
important role in the understanding of the physicochemical properties, structures, and functions
of molecular systems, and are enablers of predictive molecular design. MD is also conceptually
straightforward, simply requiring a particle-based description of the system of interest and the
deterministic propagation of position, velocity, and force by employing a finite timestep to generate a
collection of time-evolving configurations.

However, it is common sense that the devil is in the detail. Despite the consensus within
the computational chemistry community regarding the most (and least) reliable algorithms,
implementations, and simulation protocols underlying the MD method, system-specific issues are
rather common in molecular simulations, as exemplified by a recent round-robin assessment of “simple”
alkanes [2]. Regrettably, the increasingly larger scale computing resources are not sufficient to ensure
appropriate sampling of the desired phase-space or accurate estimation of the uncertainties associated
with a given molecular simulation protocol [3-6]. Another layer of intricacy lies in the adequacy of
potential functions to accurately represent chemically complex systems. Lipopolysaccharides (LPS)
are one class of complex materials for which not only simulations over longer timescales and
larger spatial scales are required, but also the inaccurate treatment of both weak interactions and
long-range interactions is detrimental [7,8]. Therefore, LPS membranes are expected to be particularly
influenced by small variations in atomic parameters and schemes to mitigate cutoff errors in molecular
simulations [9,10].

An illustrative example was recently provided for the effect of incorrect parametrization of the
protonation state of LPS [11]. The representation of LPS phosphate groups as deprotonated (i.e., charge of —2¢
per phosphate) resulted in less compact LPS membranes [12]. This issue was compounded by the choice of
parameter set for the ions, which led to LPS simulations with typically larger areas per lipid for divalent
ions compared to monovalent ones, in contrast to experimental measurements [13] and previous
atomistic simulations with different forcefields [14-17]. However, this attests to the fact that the
adequate treatment of ions is the everlasting Achilles” heel of classical forcefields [18]. Although more
experienced simulators should be mindful of this, in practice, many users are unaware of it [19].
The impact of the issue reported by Rice and coworkers on the reliability of previous simulations of
LPS membranes prepared via the webserver is unclear. However, this is a cautionary tale regarding
the difficulties underlying molecular simulations of this chemically complex class of glycolipids.

We would like to contribute to the efforts attempting to improve the reliability of MD simulations
of glycolipid aggregates through the assessment of equilibration protocols on the stability of LPS and
lipid-A membranes. We chose to use the Berendsen thermostat and barostat due to their prevalence
of use in molecular simulations [6], despite known artefacts associated with these algorithms [19].
However, we ascertained that the same equilibration issues occurred with the use of the Parrinello-Rahman
barostat and the Nose-Hoover thermostat. We observed that the protocol successfully used to equilibrate
phospholipid bilayers [20-30] when applied to glycolipid membranes using an extension of the
GROMOS force-field [31] for LPS [16,32-34] and GROMACS v.2016.4 [35] occasionally allowed a
few water molecules to trickle into the hydrophobic region of the membrane. Although neutron
diffraction measurements [13] and atomistic MD simulations [14,15] showed that LPS membranes
are greatly hydrated, when this behavior is associated with high pressure in the early phase of the
equilibration, it leads to destabilization of the membrane. In this work, we identify the source of the
leaky membrane effect in the equilibration protocol and recommend the inclusion of a short NVT
phase before NPT equilibration when starting MD simulations of charged glycolipids from atomic
coordinates not previously pre-equilibrated, ensuring consistent structural ensembles for the simulated
glycolipid membranes, as discussed hereafter.

2. Results and Discussion

It was observed that equilibration of glycolipid membranes from scratch using NPT-only conditions led
to a small expansion of the simulation box very early in the equilibration. Although this behavior was often
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inconsequential, occasionally it allowed for the fast entry of a few water molecules into the hydrophobic
region of the membrane with spurious solvent buildup in that region (Figure 1). This behavior is hereafter
referred to as the leaky membrane effect. In the following discussion, we identify the main factor accountable
for the effect through multiple short simulations of (very charged) LPS/DPPE membranes. The choice of
benchmark system was justified by the highly charged nature and complex hydration of LPS membranes so
that it was very responsive to subtleties in the equilibration protocol. Subsequently, we demonstrate the
appropriateness of a modified protocol to generate compatible structural ensembles from a series of longer
MD simulations of lipid-A membranes in the presence of different salts.
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Figure 1. The effect of temperature, barostat coupling constant, and long-range electrostatic treatment
on the (a) initial pressure and (b) Vi, for lipopolysaccharide (LPS)/DPPE bilayers equilibrated under
NVT/NPT conditions. The two long-range electrostatics approximations are shown in black (PME) and
red (RF). The barostat coupling constants are represented by filled (0.1 ps) or dotted (1.0 ps) symbols and
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bars. Simulations performed at 200 K and 300 K are shown in circles and triangles, respectively. The inset
shows pressure averages at the first step of the NPT phase for direct comparison. (c) Representative
configuration of the LPS/DPPE bilayer with the largest value of volume per lipid (dotted black triangles).
Only water molecules inside the hydrophobic region of the membrane are shown and near clipping of
LPS molecules was applied to improve visualization. Ca" is shown in green and oxygen and hydrogen
in water molecules are in red and white, respectively. Symbols correspond to lps1 (dotted black circles),
Ips2 (filled black circles), Ips3 (dotted red circles), Ips4 (filled red circles), Ips5 (dotted black triangles),
Ips6 (filled black triangles), Ips7 (dotted red triangles), and lps8 (filled red triangles).

2.1. The Matter with Standard Equilibration Protocols for Glycolipid Membranes

The leaky membrane effect was observed for all LPS/DPPE and lipid-A membranes equilibrated
under NPT-only conditions, regardless of the choice of barostat and thermostat. Therefore, this protocol
is not recommended for simulations of highly charged glycolipid membranes using the atomic
parameters, simulation conditions, and MD engine described in the methods section (Figure S3). On the
other hand, preceding the NPT equilibration by a short equilibration under NVT conditions provided
a general, yet efficient solution. However, this may also lead to the leaky membrane effect in glycolipid
membranes if certain setup choices are made. Hence, variations in the NVT/NPT protocol were used to
equilibrate the LPS/DPPE membrane (Table 1), starting from the same configuration in all simulations.
The leaky membrane effect could be traced back to the first step of the equilibration where the initial
pressure was very high, more so at higher temperatures (Figure 1). Context around this statement is
given below.

Table 1. Molecular dynamics (MD) simulations of LPS/DPPE membranes using the NVT/NPT
equilibration protocol and different barostats, thermostats, and long-range electrostatic (LRE)
approximations. Pressure (T,) and temperature (tr) coupling constants in ps. Simulations were
performed in duplicate.

Systems NVT Step NPT Step Tp TT LRE
Ipsl 300 K 200K 1.0 0.4 PME
Ips2 300K 200K 0.1 0.4 PME
Ips3 300 K 200K 1.0 0.4 RF
Ips4 300 K 200K 0.1 0.4 RF
Ips5 300K 300K 1.0 0.4 PME
Ips6 300 K 300 K 0.1 0.4 PME
Ips7 300K 300K 1.0 0.4 RF
Ips8 300K 300K 0.1 0.4 RF
Ips9 - 100 K—200 K—300 K 0.1 0.4 PME
Ips10 100 K 100 K—200 K—300 K 0.1 0.4 PME

Ips11* - 100 K—200 K—300 K 5.0 0.5 PME
Ips12* 100 K 100 K—200 K—300 K 5.0 0.5 PME

* All simulations were performed using the Berendsen thermostat and barostat, except Ips11 and Ips12 simulations,
which were performed using the Parrinello-Rahman barostat and the Nose-Hoover thermostat. PME (Particle-Mesh
Ewald). RF (Reaction Field).

The pressure of an isolated system is composed of the kinetic energy and the intermolecular forces
between particles, i.e., nonbonded interactions. Intramolecular interactions contribute negligibly to
the system total pressure [36,37]. In MD simulations, the intermolecular forces contribute to the total
pressure according to the virial Equation (1) [38].

1
P= v Z miviviT + Z 1",']'1:3; 1)
i i<j

where P is the pressure tensor, V is the volume, m; is the mass of the i*! particle, v; is the velocity vector
of the it particle, rj; is the distance between the ith and jt particles (or the nearest image of particle §),
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and F;; is the force exerted on the particle i by the particle j due to pair-additive potentials. The pressure
can be controlled by the means of a barostat algorithm, which scales the system dimension and particle
distances so that the former increases or decreases as the pressure fluctuates above or below a target
pressure, respectively. An example of such algorithm is the Berendsen barostat, which uses an external
constant pressure bath (Equations (2)-(4)) [38].

. PBAt
P—I—E(Po—l’) )
1‘;- = ur; (3)
V' = (detu)V (4)

where p is the scaling matrix, f is the isothermal compressibility (which can be treated as a tensor), At is
the timestep, 7, is the time constant of the coupling, Py, is the target pressure, #’; is the rescaled position
of i particle, and V’ is the rescaled volume of the system. For systems with semi-isotropic pressure
coupling, x and y axes are scaled isotropically, while the z-axis is scaled independently. The larger the
pressure deviates from the target value, the greater the rescaling of the system size. Hence, if the initial
configuration of a MD simulation in the NPT ensemble has regions of abnormally high forces between
particles, significant pressure deviation from the target value is expected. As the scaling factor is
applied to all particles in the system, drastic system size rescaling occurs, which generates nonrealistic
configurations. In the case of highly charged systems (e.g., LPS membranes), where interparticle forces
are of great magnitude, these nonphysical configurations may occur more often.

After the NVT phase at 100 K, the pressure in LPS/DPPE simulations remained high during
the first step of the NPT phase (Figure 1). Because the pressure is calculated as the contributions
of the kinetic energy and the virial (Equation (1)) defined by the intermolecular forces, the pressure
is directly associated with a given configuration. Hence, the initial high pressure was linked to the
final configuration sampled in the previous NVT phase and used in the subsequent NPT phase of
the equilibration. The system pressure is also influenced by the temperature and the treatment of
long-range electrostatics (Figure 1). Comparatively, the effect of the temperature on the pressure is
small because it is controlled by the use of a thermostat. The influence of the choice of long-range
electrostatics approximation is also noticeable as it derives from method-inherent differences in the
calculation of electrostatics forces between particles beyond a given cutoff (Figure 1), exerting an
addictive effect on the intermolecular forces and thus on the virial. The use of a barostat ensures
that the anomalous pressure rapidly converges to the reference value (within less than 10 ps) in all
simulated systems (Figure 1). In our simulations, the treatment of long-range electrostatics did not
lead to significant differences in pressure values after 10 ps of equilibration (Figure 1a), consistent with
previously published simulations of LPS/DPPE membranes using Reaction Field (RF) and Particle-Mesh
Ewald) PME approximations to treat long-range electrostatics [39].

Although the rapid pressure convergence suggested that the simulations underwent normal
equilibration, some of the membrane configurations associated with the initial high-pressure values in
the NPT phase of NVT/NPT equilibration underwent volume expansion (Figure 1b,c). These alterations
in membrane packing could be probed through time-dependent variation of the volume per lipid
(Figure 1b,c). While the pressure converged to the reference value, the corresponding volume per
lipid for the LPS/DPPE membranes differed significantly from each other, even with a common
initial configuration for all the simulations. The increase in the volume per lipid could be influenced,
to a greater or lesser extent, by increase in temperature (200 K versus 300 K), choice of long-range
electrostatics treatment (RF versus PME), and larger barostat coupling constants (0.1 ps versus 1 ps)
(Figure 1a,b). Moreover, increase in volume per lipid also occurred consistently for the NPT-only
equilibration, regardless of the thermostat/barostat tested (Table 1), ultimately leading to spurious
water penetration in the hydrophobic region of the membrane (Figure 2). Therefore, the equilibration
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issue appears to be inherent to the chemical nature of charged glycolipid membranes rather than to
previously reported artefacts associated with thermostat/barostat algorithms [40].
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Figure 2. The effect of the equilibration protocols (NPT-only and stepwise thermalization
NVT/NPT protocols), barostat (Berendsen and Parrinello-Rahman), and thermostat (Berendsen and
Nose-Hoover) on the (a) initial pressure and (b) molecular volume of LPS/DPPE bilayers. Symbols are
NPT-only (black) and stepwise-thermalization NVI/NPT (red) protocols, Berendsen/Berendsen (circles),
and Parrinello-Rahman/Nose-Hoover (triangles) barostats/thermostats, respectively. (c) Representative
conformations from lipid-A simulations using the single-temperature NVI/NPT protocol. Systems are
Ips9 (black circle), Ips10 (red circle), Ips11 (black triangle), and lps12 (red triangle). Only water molecules
inside the hydrophobic region of the membrane are shown and near clipping of LPS molecules was
applied to improve visualization.

2.2. Validation of the Modified Equilibration Protocol for Glycolipid Membranes

Comparison of the three equilibration protocols for simulation of the LPS/DPPE reference systems
demonstrated that NPT-only invariably yielded leaky membranes, while the single-temperature
NVT/NPT often (but not always) yielded leaky membranes and the stepwise-thermalization NVT/NPT
consistently yielded stable membranes (Figure 2). Therefore, we recommend the use of the stepwise
NVT/NPT equilibration protocol with low values for the pressure coupling constant when using the
Berendsen barostat (Figure 2) to damp lower initial pressures and avoid spurious conformations
leading to inconsistent, and incorrect, structural ensembles. We also performed simulations of the
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membranes using the NPT-only protocol and different pressure coupling times for the z-axis and the
xy-plane. This alternative was expected to allow for the equilibration of the polysaccharide chains in
the water phase while retaining the intended area per lipid until the system was ready to go full-NPT.
However, it also led to water trickling and buildup in the membrane (Figure S4), possibly because of
the assumption that the initial configuration of the membrane had the correct area per lipid, which was
intentionally not ensured in our initial configurations. Indeed, equilibration protocols should be robust
enough to bring the area per lipid of a bilayer to equilibrium. Hereafter, we assess the responsiveness
of structural properties commonly used in the analysis of MD simulations of membranes to distinguish
between leaky and stable lipid-A membranes over timescales of 400 ns after equilibration.

We applied the stepwise-thermalization NVT/NPT protocol to a series of Al**-containing lipid-A
membranes in different concentration regimes to contrast with the NPT-only protocol (Table 2). As seen
for the LPS/DPPE systems, the high initial pressure at the beginning of the NPT phase (and after the
NVT phase) was a signature for potential membrane instability that may have led to the water leakage
and buildup in the hydrophobic region observed in the lipid-A membrane simulations. The outcome
was the same as for LPS/DPPE membranes, i.e., the NPT-only often yielded leaky membranes and the
stepwise-thermalization NVT/NPT consistently yielded stable membranes (Figure 2). Hence, we also
assessed the structural properties of the lipid-A membranes after the equilibration using the two
protocols to ensure the generated structural ensembles were stable at longer timescales. MD simulations
of A13+—containing lipid-A membranes in 0 mM, 150 mM of AlCl3, and 150 mM of NaCl were performed
in duplicate for 400 ns (Table 2). Although the initial high pressure in the NPT-only protocol rapidly
converged to the target pressure, it did lead to a decrease in the membrane molecular volume (Figure 3).
Conversely, the stepwise-thermalization NVT/NPT protocol generated structural ensembles which
were stable at the nanosecond timescale (Figure 4). Furthermore, there were no significant differences
between the structural properties calculated from simulations using the two long-range electrostatic
approximations (Figures 3 and 5) as long as the optimal conditions associated with the respective
approaches were enforced.

Table 2. MD simulations of lipid-A membranes in the presence of A1** counterions treated via different
equilibration protocols, long-range electrostatic (LRE) approximations, and concentration regimes
(no additional salt, 150 mM of NaCl, 150 mM of AlCl3). A pressure coupling constant tp of 0.4 ps
was applied to during the production phase for the simulations. The simulations were performed
in duplicate.

Svst Ions

ystems Protocol LRE AP Na* -
lipl NpT RF 108 0 0
lip2 NpT RF 219 0 333
lip3 NpT RF 108 111 111
lip4 NVT/NpT RF 108 0 0
lip5 NVT/NpT PME 108 0 0
lip6 NVT/NpT RF 219 0 333
lip7 NVT/NpT PME 219 0 333
lip8 NVT/NpT RF 108 111 111

lip9 NVT/NpT PME 108 111 111




Molecules 2020, 25, 5120

3000 —

2500

2000

Pressure [bar]

1500

1000~

NNy
G L O

Volume per Lipid [nm3]

1 | L | L | L

l 1 l 1 1
100 125 150
Time [ns]

AreaL [nm

1
0.8
0.6

¢ lip3 -
F lip2 B ]
- 1 . 5 —
I —Ip— i lip8 lip9

B lip4 lip5

lip6 lLip7

0.4

8 of 16

Figure 3. The effect of the equilibration protocols on the initial pressure and structural properties of

lipid-A membranes in the presence of AI3* counterions without additional salts (black), 150 mM of
AlCI; (red), and 150 mM of NaCl (blue). (a) Initial pressure for equilibration with NPT-only (triangles)
and stepwise-thermalization NVT/NPT using reaction field (squares) or PME (circles). (b) Volume per

lipid, V1. (c) Area per lipid, Ay . Averages were calculated over the last 100 ns of simulation.



Molecules 2020, 25, 5120 9of 16

Figure 4. Representative conformations from MD simulations of lipid-A membranes in the presence of
AI%* counterions using the stepwise-thermalization NVT/NPT protocol and two long-range electrostatic
approximations. Lipid-A bilayers without (a,b) addition of salts, (c,d) with addition of 150 mM of AICl3,
and (e,f) with addition of 150 mM NaCl. Long-range electrostatic interactions were approximated
using reaction-field (first column) or particle-mesh Ewald (second column). Simulations were run in
duplicate for 400 ns after the equilibration phase with the stepwise thermalization protocol. Al3*, Na*,
and C1™ are shown in yellow, magenta, and green van der Waals spheres, respectively.
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Figure 5. The effect of the equilibration protocols on the dynamical properties of the lipid-A membranes
in the presence of AP+ counterions without additional salts (black), 150 mM of AICl; (red), and 150 mM
of NaCl (blue). Equilibration with NPT-only (triangles) and stepwise-thermalization NVI/NPT using
the reaction field (squares) or PME (circles) approximations. (a) Average deuterium order parameters
Scp for acyl chains. (b) Distribution of the time-averaged surface curvature angle, Sc. Averages were
calculated over the last 100 ns of simulation.

The area per lipid (Ar) for the simulated lipid-A membranes did not reflect the major structural
differences associated with the use of two equilibration protocols (Figure 3). On average, the A, differed
by ca. 0.2 nm? between stable and leaky membranes (Figure 3), which was within the same value for the
difference between Ay, for lipid-A membranes with different representations of protonation states [11].
Experimentally, Ay can differ between the gel and liquid crystalline states of a given LPS chemotype
in 0.03 to 0.3 nm? depending on the experimental setup [41,42]. Therefore, the increase in molecular
volume due to the leaky membrane effect may not be easily detected through A values, even after full
equilibration. Although Ay is widely used to compare membrane simulations to experimental data,
caution should be exerted in cases where local changes may not reflect on Ay, which is averaged over
the total number of lipids in the membrane. This issue may be more troublesome for LPS and lipid-A
due to the high number of acyl chains per molecule, and potentially larger dispersion of average
Aj values.
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On the other hand, the carbon-deuterium order parameter (Scp) revealed a clear distinctive
pattern between simulations generated with the two equilibration protocols (Figure 5a). The Scp values
decreased severely for the systems equilibrated with the NPT-only protocol. The salt-free simulations
displayed a reduction in Scp from ca. 0.33 to ¢ 0.08, while the decreases for simulations in saline
solutions of AlCl3 and NaCl were in the range of ca. 0.25 to 0.02. and ca. 0.30 to 0.02, respectively.
The abnormally small values of Scp values indicated that the acyl chains rotated almost freely in the lip1,
lip2, and lip3 simulations, implying a severe loss of structure. This was confirmed through the analysis
of the distribution frequencies for the surface curvature angle (Figure 5b). The stepwise-thermalization
NVT/NPT protocol generated structural ensembles for which the surface angle distributions increased
steeply for low angle values, reaching the maximum at ca. 7.5°. The probability of curvature angles
with values equal to or larger than 30° was considerably low, indicating a “well-behaved” bilayer
and occurrence of only low-amplitude bilayer fluctuations (Figure 5b). In contrast, the NPT-only
protocol yielded structural ensembles with angle distribution maximum peaks shifting from low to
high curvature values (>30°), indicating loss of lamellarity of the bilayer.

3. Materials and Methods

MD simulations were performed for two different glycolipids. One system was composed of LPS
and 1,2-dipalmitoyl-sn-glycerol-3-diphosphatidylethanolamine (DPPE) arranged in separate leaflets,
and the other type corresponded to diphosphorylated lipid-A bilayers. The LPS/DPPE bilayers were
composed of 100 LPS and 250 DPPE molecules, so that the total numbers of acyl chains were equal
between the two leaflets (Table 1), whereas the lipid-A bilayers were made of 162 lipids equally
distributed in a 9 X 9 arrangement per layer (Table 2). An extension of the GROMOS force field
was used [32,34], which builds up from previously validated glucosamine residues and encompasses
standard bonded parameters between the sugar moiety and the acyl chains compatible with the
GROMOS 53A6 lipid parameter set [43,44].

This parameter set was previously tested for LPS and the lipid-A bilayers [16,34,39]. Ca®*, Na*,
and Cl~ ions parameters were also taken from the GROMOS 53A6 forcefield, whereas interaction
potentials for the AI>* ion, an important vaccine adjuvant, were taken from [45]. By default, the classical
treatment of these ions neglected electronic effects. The SPC water model and periodic boundary
conditions were used throughout the simulations [46]. A total of 51,365 water molecules were added
to the LPS-DPPE bilayers and 40,172 molecules to the lipid-A ones. LPS and lipid-A at neutral pH
have total charges of —8e and —2e, respectively. The charges were neutralized through the addition
of 400 Ca®* and 108 AI** counterions to the former and latter systems, respectively. The simulations
of Al**-containing lipid-A membranes were performed at three different salt concentration regimes,
namely, no added salt (except for the AI>* counterions required to ensure the electroneutrality of the
system), 150 mM AICl3, and 150 mM NaCl (Table 2). The salt concentration was calculated based on
the solvent box volume, excluding the bilayer volume.

Initial configurations of the membrane were built by replicating previously equilibrated membranes
of 4 x 4 LPS/10 DPPE and 4 X 4 lipid-A molecules. These pre-equilibrated membranes were generated
by placing geometry-optimized, randomly rotated, lipid units on a regularly spaced grid, an approach
similar to the one originally proposed in [47]. During the solvation phase of this setup, the van der
Waals radii of atoms in the acyl chains were temporarily increased to ensure that water molecules were
added exclusively in the carbohydrate region. Neutralizing counterions were placed in the vicinity of
the negatively charged groups of the glycolipid unit previous to the addition of concentration salts.
After replication of the pre-equilibrated membranes to create the simulated systems listed in Tables 1
and 2, all systems were geometry-optimized using the steepest descent algorithm without constraints
for 5000 steps, subsequently followed by the equilibration phase. Snapshots of the initial configuration
of LPS/DPPE and lipid-A membranes used in the simulations are presented in the supplementary
information (Figures S1 and S2). Three equilibration protocols were considered based on the simplicity
of use with the GROMACS software, to which our atomic parameters were originally ported. In the



Molecules 2020, 25, 5120 12 of 16

NPT-only protocol, the temperature was kept at 300 K, starting from an initial distribution at 10 K, via the
Berendsen thermostat [38], with a coupling constant of 0.4 ps. The pressure was also kept constant via
the Berendsen barostat [38] in a semi-isotropic scheme at 1 bar with a coupling constant of either 0.1 ps
or 1.0 ps and compressibility of 4.5 x 107> bar~!. In the single-temperature NVT/NPT protocol, a 500 ps
relaxation was performed in the NVT ensemble at 300 K using the Berendsen thermostat [38], with a
coupling constant of 0.4 ps. Upon temperature convergence, the simulation conditions were shifted
from NVT to NPT using the same conditions as in the NPT-only protocol. The stepwise-thermalization
NVT/NPT protocol was the same as the single-temperature one, except that the temperature in the
NPT phase increased in a stepwise manner from 100 K to 300 K. Furthermore, we replicated the
LPS/DPPE benchmark simulations but used the Nose-Hoover thermostat [48] (coupling constant of
0.5 ps) and the Parrinello-Rahman barostat [49] (coupling constant of 5.0 ps). These latter simulations
intended to ascertain that the observed equilibration issue was not related to known deficiencies
of weak-coupling thermostats, but rather inherent to the chemical nature of the lipopolysaccharide
membranes [6]. We did not address thermostat-related artefacts extensively reported in the last
20 years [6,40]. However, because weak-coupling thermostats remain the most popular choice by
general users of biomolecular simulation engines [6], we sought to conceive a protocol that would also
be effective when using the Berendsen thermostat.

After the equilibration phase, duplicates were run in the NPT ensemble for 400 ns using the
leapfrog algorithm, with a timestep of 2 fs. Hydrogen bond lengths within the solute were constrained
using the LINCS algorithm [50]. The geometry of the water molecules was constrained using the
SETTLE algorithm [51]. Pressure was kept at 1 bar using a semi-isotropic scheme and the Berendsen
barostat [38], with the pressure coupling frequency adjusted to 0.4 ps. A cutoff of 1.4 nm for both
electrostatics and van der Waals interactions was used throughout the equilibration and production
phases. Two long-range electrostatic schemes were used during the production phase to ensure
that the observed behavior was independent of the approximation used to treat the interactions.
The generalized reaction-field (RF) [52], with a relative dielectric permittivity constant of 66 [53],
was conventionally used with the GROMOS forcefield and the particle mesh Ewald summation
(PME) [54]. In the PME simulations, the charges were projected onto a 0.16 nm grid using a cubic
interpolation for the calculation of long-range electrostatic interactions in reciprocal space. Pair lists
were updated every 10 fs with the use of RF. The Verlet cutoff scheme [55] was applied to the PME
simulations, and as result of its implementation in GROMACS v.2016.4 [35], the nstlist and rlist values
were code-adjusted from 5 to 40 and from 1.4 to 1.422 nm, respectively. The full simulations of the
LPS-DPPE membranes using the NVT/NPT protocol were published ref [39]. MD simulations were
performed using GROMACS v.2016.4 [35] and analyzed using GROMACS v.2016.4 [35] and SUAVE
software [56].

4. Conclusions

In this work, we show that the equilibration protocol successfully applied to phospholipid
membranes may lead to a small expansion of the simulation box very early in the equilibration
phase when applied to complex lipopolysaccharide membranes. Since the use of a barostat algorithm
scales the system dimension and particle distances so that the former increases or decreases as the
pressure fluctuates above or below a target pressure, the anomalous pressure is not easily noticed.
However, the box expansion associated with this fleeting pressure fluctuation occasionally enabled a
few water molecules to trickle into the hydrophobic region of the membrane with spurious solvent
buildup. This leaky membrane effect could be ascertained to the initial steps of the NPT equilibration,
where initial pressure can be fairly high, more so if not combined with a stepwise increase in temperature.
We recommend users to adhere to a double-step equilibration protocol shown to generate consistent
structural ensembles for complex glycolipid membranes, even when starting from less than optimal
initial configurations of the systems. The consistency of the two-step versus single-step protocols was
demonstrated for MD simulations of LPS/DPPE and lipid-A membranes in the presence of different
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salts. The use of the stepwise-thermalization NVT/NPT protocol is recommended when starting
atomistic MD simulations of charged glycolipids using the extension of the GROMOS force-field [31] for
LPS [16,32-34] and GROMACS v.2016.4 [35] from atomic coordinates not previously pre-equilibrated.

Supplementary Materials: The following are available online, Figure S1: Initial configuration of the LPS + DPPE
membrane used in the simulations indicated in Table 1; Figure S2: Initial configuration of the lipid-A membrane
used in the simulations indicated in Table 2; Figure S3: Representative conformations from MD simulations

of the lipid-A membranes in the presence of Al3* counterions using the NPT-only protocol (first column) or
stepwise-thermalization NVT/NPT protocol (second column); Figure S4: Representation of 50-ns conformations
from MD simulations of the LPS/DPPE membrane equilibrated under NPT-only conditions with different pressure
coupling along the z-axis and the xy-plane of the membrane. Compressibility of zero along the a) z-axis and
b) xy-plane.

Author Contributions: Conceptualization: A.M., T.A.S; Data curation: A.M., E].S.P, D.ES.S; Investigation: A.M.,
D.ESS., E]J.S.P, ES.L.; Methodology: A.M., D.ES.S., T.A.S.; Supervision: E].S.P,, T A.S.; Writing—original draft:
AM.,, DESS., T.AS.; Writing-review & editing: All authors. All authors have read and agreed to the published
version of the manuscript.

Funding: FACEPE (APQ-0732-1.06/14), CNPq-SNF (402681/2019-3), CNPq (INCT-FCx 465259/2014-6).

Acknowledgments: This work was supported by the Brazilian funding agencies FACEPE (APQ-0732-1.06/14),
CNPq-SNF (402681/2019-3), and CNPq (INCT-FCx 465259/2014-6). Computational resources were provided by the
High-Performance Computing Center North (HPC2N). TAS acknowledges CNPq for a productivity fellowship.
FJSP acknowledges FACEPE for a postdoctoral scholarship BFP-0098-1.06/15. AMS acknowledges FACEPE for a
Masters scholarship IBPG-0332-1.06/18.

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

References

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

2. Schappals, M.; Mecklenfeld, A.; Kroger, L.; Botan, V.; Koster, A.; Stephan, S.; Garcia, E.J.; Rutkai, G.; Raabe, G.;
Klein, P; et al. Round robin study: Molecular simulation of thermodynamic properties from models with
internal degrees of freedom. |. Chem. Theory Comput. 2017, 13, 4270-4280. [CrossRef]

3. Shirts, M.R.; Mobley, D.L.; Chodera, ].D.; Pande, V.S. Accurate and efficient corrections for missing dispersion
interactions in molecular simulations. J. Phys. Chem. B 2007, 111, 13052-13063. [CrossRef]

4. Mobley, D.L.; Bayly, C.I.; Cooper, M.D.; Shirts, M.R.; Dill, K.A. Small molecule hydration free energies in
explicit solvent: An extensive test of fixed-charge atomistic simulations. . Chem. Theory Comput. 2009,
5,350-358. [CrossRef]

5. Basconi, J.E.; Shirts, M.R. Effects of temperature control algorithms on transport properties and kinetics in
molecular dynamics simulations. J. Chem. Theory Comput. 2013, 9, 2887-2899. [CrossRef]

6.  Braun, E.; Moosavi, S.M.; Smit, B. Anomalous effects of velocity rescaling algorithms: The flying ice cube
effect revisited. J. Chem. Theory Comput. 2018, 14, 5262-5272. [CrossRef]

7. Soares, T.A.; Vanni, S.; Milano, G.; Cascella, M. Toward chemically resolved computer simulations of
dynamics and remodeling of biological membranes. J. Phys. Chem. Lett. 2017, 8, 3586-3594. [CrossRef]
[PubMed]

8.  Khalid, S.; Piggot, T.J.; Samsudin, F. Atomistic and coarse grain simulations of the cell envelope of
gram-negative bacteria: What have we learned? Acc. Chem. Res. 2019, 52, 180-188. [CrossRef]

9.  Enkavi, G.; Javanainen, M.; Kulig, W.; Rég, T.; Vattulainen, I. Multiscale simulations of biological membranes:
The challenge to understand biological phenomena in a living substance. Chem. Rev. 2019, 119, 5607-5774.
[CrossRef]

10. Marrink, S.J.; Corradi, V.; Souza, P.C.T.; Ingélfsson, H.I; Tieleman, D.P.; Sansom, M.S.P. Computational
modeling of realistic cell membranes. Chem. Rev. 2019, 119, 6184-6226. [CrossRef] [PubMed]

11.  Rice, A.; Rooney, M.T.; Greenwood, A.L; Cotten, M.L.; Wereszczynski, J. Lipopolysaccharide simulations
are sensitive to phosphate charge and ion parameterization. J. Chem. Theory Comput. 2020, 16, 1806-1815.
[CrossRef] [PubMed]


http://dx.doi.org/10.1038/nsb0902-646
http://dx.doi.org/10.1021/acs.jctc.7b00489
http://dx.doi.org/10.1021/jp0735987
http://dx.doi.org/10.1021/ct800409d
http://dx.doi.org/10.1021/ct400109a
http://dx.doi.org/10.1021/acs.jctc.8b00446
http://dx.doi.org/10.1021/acs.jpclett.7b00493
http://www.ncbi.nlm.nih.gov/pubmed/28707901
http://dx.doi.org/10.1021/acs.accounts.8b00377
http://dx.doi.org/10.1021/acs.chemrev.8b00538
http://dx.doi.org/10.1021/acs.chemrev.8b00460
http://www.ncbi.nlm.nih.gov/pubmed/30623647
http://dx.doi.org/10.1021/acs.jctc.9b00868
http://www.ncbi.nlm.nih.gov/pubmed/32023054

Molecules 2020, 25, 5120 14 of 16

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

Wu, E.L.; Engstrom, O.; Jo, S.; Stuhlsatz, D.; Yeom, M.S.; Klauda, J.B.; Widmalm, G.; Im, W. Molecular
dynamics and NMR spectroscopy studies of E. Coli lipopolysaccharide structure and dynamics. Biophys. J.
2013, 105, 1444-1455. [CrossRef]

Kucerka, N.; Papp-Szabo, E.; Nieh, M.P; Harroun, T.A.; Schooling, S.R.; Pencer, J.; Nicholson, E.A;
Beveridge, T.].; Katsaras, J. Effect of cations on the structure of bilayers formed by lipopolysaccharides
isolated from pseudomonas aeruginosa PAOL. J. Phys. Chem. B 2008, 112, 8057-8062. [CrossRef]
Kirschner, K.N.; Lins, R.D.; Maass, A.; Soares, T.A. A Glycam-based force field for simulations of
lipopolysaccharide membranes: Parametrization and validation. J. Chem. Theory Comput. 2012, 8, 4719-4731.
[CrossRef] [PubMed]

Nascimento, A.; Pontes, F].S.; Lins, R.D.; Soares, T.A. Hydration, ionic valence and cross-linking propensities
of cations determine the stability of lipopolysaccharide (LPS) membranes. Chem. Commun. 2014, 50, 231-233.
[CrossRef]

Pontes, EJ.S.; Rusu, V.H,; Soares, T.A.; Lins, R.D. The effect of temperature, cations, and number of Acyl
chains on the lamellar to non-lamellar transition in lipid-A membranes: A microscopic view. J. Chem.
Theory Comput. 2012, 8, 3830-3838. [CrossRef]

Piggot, T.J.; Holdbrook, D.A.; Khalid, S. Electroporation of the E. Coli and S. Aureus membranes:
Molecular dynamics simulations of complex bacterial membranes. J. Phys. Chem. B 2011, 115, 13381-13388.
[CrossRef]

Li, P; Merz, K. M. Metal ion modeling using classical mechanics. Chem. Rev. 2017, 117, 1564-1686. [CrossRef]
Wong-ekkabut, ].; Karttunen, M. The good, the bad and the user in soft matter simulations. Biochim. Biophys.
Acta Biomembr. 2016, 1858, 2529-2538. [CrossRef]

Baron, R.; de Vries, A.H.; Hiinenberger, PH.; van Gunsteren, W.F. Configurational entropies of lipids in pure
and mixed bilayers from atomic-level and coarse-grained molecular dynamics simulations. |. Phys. Chem. B
2006, 110, 15602-15614. [CrossRef] [PubMed]

Gu, RX,; Ingélfsson, HI; de Vries, AH,; Marrink, SJ.; Tieleman, D.P. Ganglioside-lipid and
ganglioside-protein interactions revealed by coarse-grained and atomistic molecular dynamics simulations.
J. Phys. Chem. B 2017, 121, 3262-3275. [CrossRef]

Hughes, Z.E.; Mark, A.E.; Mancera, R.L. Molecular dynamics simulations of the interactions of DMSO with
DPPC and DOPC phospholipid membranes. J. Phys. Chem. B 2012, 116, 11911-11923. [CrossRef]
Pluhackova, K.; Kirsch, S.A.; Han, J.; Sun, L; Jiang, Z.; Unruh, T.; Bockmann, R.A. A critical comparison
of biomembrane force fields: Structure and dynamics of model DMPC, POPC, and POPE bilayers. J. Phys.
Chem. B 2016, 120, 3888-3903. [CrossRef]

van den Bogaart, G.; Hermans, N.; Krasnikov, V.; de Vries, A.H.; Poolman, B. On the decrease in lateral
mobility of phospholipids by sugars. Biophys. J. 2007, 92, 1598-1605. [CrossRef]

Falck, E.; Rég, T.; Karttunen, M.; Vattulainen, I. Lateral diffusion in lipid membranes through collective flows.
J. Am. Chem. Soc. 2008, 130, 44-45. [CrossRef]

Siwko, M.E.; de Vries, A.H.; Mark, A.E.; Kozubek, A.; Marrink, S.J. Disturb or stabilize? A molecular
dynamics study of the effects of resorcinolic lipids on phospholipid bilayers. Biophys. J. 2009, 96, 3140-3153.
[CrossRef]

Anézo, C.; de Vries, A.H.; Holtje, H.D.; Tieleman, D.P,; Marrink, S.J. Methodological issues in lipid bilayer
simulations. J. Phys. Chem. B 2003, 107, 9424-9433. [CrossRef]

Poger, D.; Mark, A E. Lipid bilayers: The effect of force field on ordering and dynamics. J. Chem. Theory Comput.
2012, 8, 4807-4817. [CrossRef]

Poger, D.; Mark, A.E. On the validation of molecular dynamics simulations of saturated and cis
-monounsaturated phosphatidylcholine lipid bilayers: A comparison with experiment. ]. Chem.
Theory Comput. 2010, 6, 325-336. [CrossRef] [PubMed]

Jarerattanachat, V.; Karttunen, M.; Wong-ekkabut, J. Molecular dynamics study of oxidized lipid bilayers in
NaCl solution. J. Phys. Chem. B 2013, 117, 8490-8501. [CrossRef]

Schmid, N.; Eichenberger, A.P.; Choutko, A.; Riniker, S.; Winger, M.; Mark, A.E.; van Gunsteren, W.F.
Definition and testing of the GROMOS force-field versions 54A7 and 54B7. Eur. Biophys. ]. 2011, 40, 843-856.
[CrossRef]

Lins, R.D.; Hiinenberger, PH. A new GROMOS force field for hexopyranose-based carbohydrates.
J. Comput. Chem. 2005, 26, 1400-1412. [CrossRef]


http://dx.doi.org/10.1016/j.bpj.2013.08.002
http://dx.doi.org/10.1021/jp8027963
http://dx.doi.org/10.1021/ct300534j
http://www.ncbi.nlm.nih.gov/pubmed/26605626
http://dx.doi.org/10.1039/C3CC46918B
http://dx.doi.org/10.1021/ct300084v
http://dx.doi.org/10.1021/jp207013v
http://dx.doi.org/10.1021/acs.chemrev.6b00440
http://dx.doi.org/10.1016/j.bbamem.2016.02.004
http://dx.doi.org/10.1021/jp061627s
http://www.ncbi.nlm.nih.gov/pubmed/16884285
http://dx.doi.org/10.1021/acs.jpcb.6b07142
http://dx.doi.org/10.1021/jp3035538
http://dx.doi.org/10.1021/acs.jpcb.6b01870
http://dx.doi.org/10.1529/biophysj.106.096461
http://dx.doi.org/10.1021/ja7103558
http://dx.doi.org/10.1016/j.bpj.2009.01.040
http://dx.doi.org/10.1021/jp0348981
http://dx.doi.org/10.1021/ct300675z
http://dx.doi.org/10.1021/ct900487a
http://www.ncbi.nlm.nih.gov/pubmed/26614341
http://dx.doi.org/10.1021/jp4040612
http://dx.doi.org/10.1007/s00249-011-0700-9
http://dx.doi.org/10.1002/jcc.20275

Molecules 2020, 25, 5120 15 of 16

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

Pol-Fachin, L.; Rusu, V.H.; Verli, H,; Lins, R D. GROMOS 53A6 GLYC, an improved GROMOS force field for
hexopyranose-based carbohydrates. J. Chem. Theory Comput. 2012, 8, 4681-4690. [CrossRef] [PubMed]
Santos, D.E.S.; Pol-Fachin, L.; Lins, R.D.; Soares, T.A. Polymyxin binding to the bacterial outer membrane
reveals cation displacement and increasing membrane curvature in susceptible but not in resistant
lipopolysaccharide chemotypes. J. Chem. Inf. Modeling 2017, 57, 2181-2193. [CrossRef]

Abraham, M.J.; Murtola, T.; Schulz, R.; P4ll, S.; Smith, ].C.; Hess, B.; Lindahl, E. GROMACS: High performance
molecular simulations through multi-level parallelism from laptops to supercomputers. SoftwareX 2015,
1, 19-25. [CrossRef]

Adcock, S.A.; McCammon, J.A. Molecular dynamics: Survey of methods for simulating the activity of
proteins. Chem. Rev. 2006, 106, 1589-1615. [CrossRef]

Allen, M.P. Introduction to molecular dynamics simulation. In Computational Soft Matter: From Synthetic
Polymers to Proteins; Lecture Notes; Gustav-Stresemann-Institut: Bonn, Germany, 2004; Volume 23, pp. 1-28.
Berendsen, H.J.C.; Postma, ].PM.; van Gunsteren, W.F,; DiNola, A.; Haak, ].R. Molecular dynamics with
coupling to an external bath. J. Chem. Phys. 1984, 81, 3684-3690. [CrossRef]

Lima, M.; Nader, M.; Santos, D.; Soares, T. Compatibility of GROMOS-derived atomic parameters for
lipopolysaccharide membranes with the SPC/E water model and alternative long-range electrostatic
treatments using single nonbonded cutoff and atom-based charge schemes. . Braz. Chem. Soc. 2019,
30, 2219-2230. [CrossRef]

Harvey, S.C.; Tan, R.K.-Z.; Cheatham, T.E. The flying ice cube: Velocity rescaling in molecular dynamics
leads to violation of energy equipartition. . Comput. Chem. 1998, 19, 726-740. [CrossRef]

Snyder, S.; Kim, D.; McIntosh, T.J. Lipopolysaccharide bilayer structure: Effect of chemotype, core mutations,
divalent cations, and temperature. Biochemistry 1999, 38, 10758-10767. [CrossRef]

Brandenburg, K.; Funari, S.S.; Koch, M.H.; Seydel, U. Investigation into the Acyl chain packing of endotoxins
and phospholipids under near physiological conditions by WAXS and FTIR spectroscopy. J. Struct. Biol.
1999, 128, 175-186. [CrossRef] [PubMed]

Chandrasekhar, I.; Kastenholz, M.; Lins, R.D.; Oostenbrink, C.; Schuler, L.D.; Tieleman, D.P;
van Gunsteren, W.F. A consistent potential energy parameter set for lipids: Dipalmitoylphosphatidylcholine
as a benchmark of the GROMOS96 45A3 force field. Eur. Biophys. ]. 2003, 32, 67-77. [CrossRef]
Oostenbrink, C.; Soares, T.A.; van der Vegt, N.E.A.; van Gunsteren, W.F. Validation of the 53A6 GROMOS
Force Field. Eur. Biophys. ]. 2005, 34, 273-284. [CrossRef]

Faro, TM.C.; Thim, G.P,; Skaf, M.S. A Lennard-Jones plus Coulomb potential for A" ions in aqueous
solutions. J. Chem. Phys. 2010, 132, 114509. [CrossRef]

Berendsen, H.J.C.; Postma, ].P.M.; van Gunsteren, W.E,; Hermans, J. Intermolecular Forces; Pullman, B., Ed.; D.
Reidel: Dordrecht, The Netherlands, 1981.

Soares, T.A.; Straatsma, T.P. Assessment of the convergence of molecular dynamics simulations of
lipopolysaccharide membranes. Mol. Simul. 2008, 34, 295-307. [CrossRef]

Martyna, G.J.; Klein, M.L.; Tuckerman, M. Nosé-Hoover chains: The canonical ensemble via continuous
dynamics. J. Chem. Phys. 1992, 97, 2635-2643. [CrossRef]

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

Hess, B.; Bekker, H.; Berendsen, H.J.C.; Fraaije, ].G.E.M. LINCS: A linear constraint solver for molecular
simulations. J. Comput. Chem. 1997, 18, 1463-1472. [CrossRef]

Miyamoto, S.; Kollman, P.A. Settle: An analytical version of the SHAKE and RATTLE algorithm for rigid
water models. J. Comput. Chem. 1992, 13, 952-962. [CrossRef]

Tironi, I.G.; Sperb, R.; Smith, P.E.; Van Gunsteren, W.F. A generalized reaction field method for molecular
dynamics simulations. J. Chem. Phys. 1995, 102, 5451-5459. [CrossRef]

Essex, ].W. The application of the reaction-field method to the calculation of dielectric constants. Mol. Simul.
1998, 20, 159-178. [CrossRef]

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


http://dx.doi.org/10.1021/ct300479h
http://www.ncbi.nlm.nih.gov/pubmed/26605624
http://dx.doi.org/10.1021/acs.jcim.7b00271
http://dx.doi.org/10.1016/j.softx.2015.06.001
http://dx.doi.org/10.1021/cr040426m
http://dx.doi.org/10.1063/1.448118
http://dx.doi.org/10.21577/0103-5053.20190119
http://dx.doi.org/10.1002/(SICI)1096-987X(199805)19:7&lt;726::AID-JCC4&gt;3.0.CO;2-S
http://dx.doi.org/10.1021/bi990867d
http://dx.doi.org/10.1006/jsbi.1999.4186
http://www.ncbi.nlm.nih.gov/pubmed/10600571
http://dx.doi.org/10.1007/s00249-002-0269-4
http://dx.doi.org/10.1007/s00249-004-0448-6
http://dx.doi.org/10.1063/1.3364110
http://dx.doi.org/10.1080/08927020701829880
http://dx.doi.org/10.1063/1.463940
http://dx.doi.org/10.1063/1.328693
http://dx.doi.org/10.1002/(SICI)1096-987X(199709)18:12&lt;1463::AID-JCC4&gt;3.0.CO;2-H
http://dx.doi.org/10.1002/jcc.540130805
http://dx.doi.org/10.1063/1.469273
http://dx.doi.org/10.1080/08927029808024175
http://dx.doi.org/10.1063/1.464397

Molecules 2020, 25, 5120 16 of 16

55. Pronk, S.; Pall, S.; Schulz, R.; Larsson, P.; Bjelkmar, P.; Apostolov, R.; Shirts, M.R.; Smith, J.C.; Kasson, PM.;
van der Spoel, D.; et al. GROMACS 4.5: A high-throughput and highly parallel open source molecular
simulation toolkit. Bioinformatics 2013, 29, 845-854. [CrossRef]

56. Santos, D.E.S.; Pontes, F; Lins, R.D.; Coutinho, K.; Soares, T.A. SUAVE: A tool for analyzing
curvature-dependent properties in chemical interfaces. J. Chem. Inf. Modeling 2019. [CrossRef]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

@ © 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/10.1093/bioinformatics/btt055
http://dx.doi.org/10.1021/acs.jcim.9b00569
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results and Discussion 
	The Matter with Standard Equilibration Protocols for Glycolipid Membranes 
	Validation of the Modified Equilibration Protocol for Glycolipid Membranes 

	Materials and Methods 
	Conclusions 
	References

