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ABSTRACT: We present a multiresolution simulation scheme for the solvent environment
where four atomistic water molecules are mapped onto one coarse-grained bead. Soft
restraining potentials are used to allow a resolution exchange of four water molecules into a
single coarse-grained site. We first study the effect of adding restraining potentials in liquid
water using full all-atom simulations. The usage of very soft restraining potentials to bundle
four nearest neighbor water molecules does not disrupt the hydrogen bonding patterns in the
liquid water. The structural properties of the first solvation shell around hydrophobic,
hydrophilic, and ionic solutes are well preserved when soft restraining potentials are added. By
modeling a bundle of four water molecules as a single molecule, a smooth transition and free
exchange between coarse-grained and all-atom resolution is possible by using the adaptive
resolution scheme (AdResS).

1. INTRODUCTION

Molecular dynamics simulations of biological macromolecules
have provided many insights about the internal motions of
these systems for over 35 years. Starting from a very short
simulation of 9.2 ps of BPTI in a vacuum in 1977,1 major
computational advancement in recent years has enabled
exploration of systems on the microsecond time scale.2,3 The
gains of greater computational power are used in studying
larger and more complex systems.4−6 One of the major
challenges that the molecular dynamics community faces today
is the ability to access long time scales for large protein systems,
which is critical to characterize protein function. This
computational inaccessibility partly comes from the require-
ment of an accurate description of the aqueous environment
that is important to biomolecular simulations.7−10 To fulfill this
requirement, even for a medium-sized protein, thousands of
explicit water molecules need to be placed in its vicinity. The
computational cost of simulating these extra thousands of water
molecules far exceeds that of simulating the protein alone.
Sampling through the possible conformations of proteins
already presents a computer intensive calculation but the
enormous challenge in studying these properties is the size of
the system due to the representation of the aqueous
environment. Achieving longer time scales in all-atom
simulations of proteins is critical to computationally character-
ize protein function.
One way to overcome this challenge is to use the implicit or

continuum solvent models11−13 where the bulk solvent is
represented as a continuous region with a dielectric constant.
This method helps overcome the need for explicit representa-
tion of the solvent but has its disadvantages as well. A
consequence of the approximations involved in the implicit

representation of the solvent is that the energy landscape in the
vicinity of the protein is altered and may cause structural
distortions.14,15 Ideally, explicit representation of the solvent
through atomistic simulations gives us accurate insights about
the properties and interactions in the system,16,17 but the
computational cost of simulating big systems with explicit
solvation is very high, and accessing longer time scales becomes
challenging. Coarse-grained models18−20 are an attractive
alternative to explicit models, allowing for simulations of larger
systems and longer time scales, while still providing realistic
structural details.21−24 The most common approach encom-
passes the removal of nonrelevant degrees of freedom from the
simulated system. As a consequence of reducing the number of
interaction sites in the system upon coarse-graining, the
trajectories calculated with these types of models are several
orders of magnitude faster than all-atom models. However, the
main drawback of coarse-grained approaches lies in the lack of
an atomistically detailed description.25,26

Multiscale modeling techniques aim to bridge the gap
between the microscopic and mesoscopic time and length
scales.27−30 In these techniques, different levels of theory are
combined to describe a system at varying scales or resolutions.
Multiscale methods can be classified as serial or parallel
depending on if the different resolutions interact with each
other or not.27,30

In all-atom/coarse-grained parallel multiscale methods, the
all-atom and coarse-grained representations of the systems are
modeled concurrently.31,32,28,30,33−35 These methods combine
all-atom models of a given subsystem with coarse-grained
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representations characterized by adaptive or rigid boundaries.
High- and low-resolution models directly interact in these
approaches. In particular, the adaptive resolution scheme
(AdResS)31,36−38 allows one to interface regions with different
molecular representations while maintaining a free exchange of
particles and equilibrium between resolutions. Recently, some
of us have applied this approach to simulate liquid water with
two resolutions using a one-to-one mapping36,39 (one water
molecule:one coarse-grained bead) and to solvate hydrophobic
solutes.37

Increasing the mapping from one-to-one to “n water”
molecules to a single coarse-grained bead will reduce the
number of interaction sites in the system and thus enable us to
achieve longer time scales. The mapping of several small
molecules into a single coarse-grained site brings new
challenges in adaptive resolution simulations. Since all-atom
water molecules diffuse too far away, “on-the-fly” bundling and
mapping of nearest neighbor water molecules is computation-
ally expensive and challenging. The key methodological issue in
implementing the AdResS approach with an “n water
molecule”: one CG bead is how to do the mapping. We have
chosen to restrain the motion of water molecules within a
cluster of “n water” molecules in the atomistic region.40 To
avoid introducing artifacts into the hydrogen bonding network
of liquid water, it is desirable that the bundles can keep the
nearest neighbor water structure tetrahedral, which can be
achieved by using three to five water molecules. This would
enable water molecules to exist in the atomistic representation,
but because they are bundled together, the mapping to a
coarse-grained bead becomes much simpler. We have chosen
the four-to-one mapping in the present work since many
coarse-grained models of proteins and lipids with explicit
solvation use such mapping scheme,41,42 and it has been shown
to have the optimal balance between computational efficiency
and accurate solvation properties.64

In this paper, we first discuss the addition of very soft
restraining potentials to constrain the relative motion of four
water molecules within a bundle. We then examine the effect of
bundling in the structural and solvation properties of the
solvent. In particular, we present a comparison of the ion,
hydrophobic and hydrophobic hydration properties with and
without the addition of soft restraining potentials. We then
present the results of the adaptive resolution simulation of
liquid water using a four-to-one mapping. Finally, we present
the main conclusions as well as possible extensions of the
method and these studies.

2. METHODS
2.1. Multiscale Simulation. For the multiscale simulation,

GROMACS version 4.643 with AdResS implementation was
used.37,39 This method allows for smooth coupling and
interchange between different degrees of resolutions. A water
box is spatially partitioned with two resolutions, all-atom and
coarse-grained as depicted in Figure 1a, using a spherical
geometry for the atomistic region. The small region with higher
resolution (atomistic) is coupled to a low-resolution model
(coarse-grained) by the introduction of a hybrid region. This
transition region contains hybrid molecules that are composed
of a bundled water molecule with an additional center-of-mass
virtual site (see Figure 1b) that serves as an interaction site
(green region). This transition region allows the particles to
change their resolution from atomistic to coarse-grained and
vice versa. The smooth transition in resolution is achieved by a

weighting function that allows for mixing of forces between the
two regimes. The weighting function λ = 1 corresponds to the
atomistic region, and λ = 0 corresponds to the coarse-grained
region. Any value in between corresponds to the interface
region. A molecule in the atomistic region is defined as the four
water molecules that belong to a bundle as seen in Figure 1b.
The forces acting between the center of mass of molecules α
and β is given as

λ λ λ λ= + −α β α βαβ αβ αβF X X F X X F( ) ( ) [1 ( ) ( )]atom cg
(1)

where Fαβ
atom is the sum of all intermolecular atom interactions

between explicit atoms of the molecules α and β, and Fαβ
cg is the

sum of all coarse-grained intermolecular interactions. λ(r) is a
function of the center of mass and goes smoothly from 1
(atomistic) to 0 (coarse-grained).36 Water molecules will have
different resolutions depending on the distance to the center of
the all-atom region. By this choice of interactions, the hybrid
and all-atom molecules interact with molecules in the coarse-
grained region on a coarse-grained level. The coarse-grained
particles “see” the fully atomistically resolved bundles as coarse-
grained molecules. On the other hand, the interactions of the
hybrid molecules with the molecules in the explicit region will
be a combination of explicit−explicit and CG−CG interactions
to smoothly and efficiently equilibrate additional degrees of
freedom upon moving toward the explicit regime.

2.2. Virtual Sites Construction. The center of mass of the
four water molecules which are restrained by soft potentials act
as the mapping points for the coarse-grained beads in the
multiresolution simulation. The virtual site is located on the
center of mass of the bundled water molecule. The virtual site
does not have any mass or charge.

Figure 1. (a) Snapshot of the multiscale system. The central sphere is
the atomistic region with radius = 2 nm. The region between two
concentric shells with radii of 2 and 4 nm serves as the hybrid region
(green). The rest of the system (blue) is in coarse-grained
representation. (b) The coarse-grained molecules are represented at
the right and the all-atom water bundle at the left. The middle hybrid
molecule interpolates between the two. Individual water bundles in
atomistic resolution are held together by soft restraints (dotted lines).
Each molecule has a virtual site at its center of mass for easy mapping
to a coarse-grained bead.
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2.3. Coarse-Graining of Bundled Water. A single-site
isotropic coarse-grained potential was obtained by matching the
corresponding center of mass distribution function of a bundled
water system using the inverse Boltzmann method with the
VOTCA package.44,45 The coarse-grained interaction potentials
are centered on the center of mass of a water bundle. We
performed 283 iterations of Inverse Boltzmann,46 each iteration
of 0.5 ns length. The effective potential was set to zero after 2
nm, which is well beyond the second hydration shell in the
radial distribution function.
2.4. Thermodynamic Force. The hybrid region where the

force interpolation is applied is known to lead to artifacts in
density.32 Recently, the thermodynamic force (TF) method
was used to correct for density anomalies in the hybrid
region.39 The density artifacts can be fixed by applying a
thermodynamic force in the hybrid region on the center of
mass of the molecules. The force can be computed from the
changes in chemical potential in the all-atom and coarse-
grained region. The force correction in each step is obtained
using eq 2:

ρ κ
ρ= − ∇ | |+F r F r

M
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i
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at r

1 BundledWater

0
2

(2)

where ρi is the normalized radial density from the center of the
all-atom region and κT

at is the isothermal compressibility of the
all-atom region. The region where thermodynamic force was
applied was extended by 0.2 nm into both the all-atom and the
coarse-grained zones.

3. SIMULATION DETAILS
3.1. Atomistic Simulations. The molecular dynamics

simulations described in this work were performed using the
GROMACS software package.43 Version 4.5.4 was used for
atomistic simulations of bundled water and unrestrained SPC
water.47 For all simulations, a time step of 0.1 fs was used.
Twin-range cutoff was used to compute the nonbonded
interactions. Coloumb and Lennard-Jones interactions were
computed within 0.9 nm at every time step. Interactions
beyond 0.9 nm but within 1.4 nm were computed with every
update of the neighbor list, which was every 10 steps. The
reaction field correction48 with a dielectric constant of 80.0 was
used beyond the 1.4 nm cutoff distance. For the atomistic
simulations, a Berendsen thermostat49 with a time constant of
0.1 ps and a reference temperature of 323 was used. The
Berendsen isotropic pressure coupling49 was used with a
compressibility of 4.5 e−4 bar−1, a reference pressure of 1 bar,
and a coupling constant of 0.3 ps. For the atomistic bundled
water simulation, a cubic box with 262 bundled water
molecules, which is equivalent to 1048 SPC water molecules,
was used. The water geometry was constrained using the
SETTLE algorithm.50 For the free unrestrained SPC water51

simulation, 216 SPC water molecules in a cubic box were used.
All the simulations were run for 100 ns.
3.2. Adaptive Resolution Simulation. We started the

adaptive resolution simulation with an equilibrated water box
(13.5 nm3) with 17 753 bundled water molecules. The
simulation was run for 20 ns in constant volume with a
reference temperature of 323 K. The reaction field correction
was applied with a dielectric constant of 80.0 beyond the 1.4
nm cutoff distance. We used a spherical geometry for the
adaptive resolution simulation, where the atomistic region is a
sphere of radius dat = 2 nm and the hybrid width dhy = 2 nm (as

seen in Figure 1a). TF was applied from 1.8 to 4.2 nm to
correct for the density artifact in this region. Please refer to the
VOTCA manual page for the details. The TF simulation was
run for 191 iterations with each iteration run for 0.1 ns. A
Langevin thermostat52 was employed to remove or supply the
latent heat caused by the switch of resolutions.

4. RESULTS
4.1. Parameterization of the Bundled Water Model. In

order to bundle four atomistic water molecules together, we use
a soft harmonic potential between oxygen atoms of the water
molecules as depicted in Figure 1b. We tested our model with
different force constants and equilibrium distances between
oxygen atoms and compare the radial distribution function
(rdf) of oxygen atoms with that of the unrestrained SPC water
model51 (Figure S1a−e, Supporting Information). Although all
of them reproduced the peak of the first hydration shell well (at
around 0.3 nm), we observed that higher force constants
created a larger depletion region after the first hydration shell,
which encroaches into the second hydration shell, when
compared with unrestrained SPC water. On the other hand,
smaller equilibrium distances between oxygen shifts the
depletion region after the first hydration shell, in addition to
decreasing the density in the depletion region. In other words,
lowering the equilibrium distance makes the depletion more
than that of unrestrained SPC water.
We find that the force constant of 400 kJ mol−1 nm−2 with an

equilibrium distance of 0.35 nm gives the most agreeable radial
distribution of oxygen−oxygen atoms. We also explored the
density of water as it varies with force constant and equilibrium
distances (Table ST1, Supporting Information). We find that a
lower equilibrium distance shifts the density to a higher value
since the water molecules are closer together than usual. This
trend is observed with all the force constants. As the force
constants for the restraining potentials are increased, this in
turn also increases the density of water. We find that a force
constant of 400 kJ mol−1 nm−2 with an equilibrium distance of
0.35 nm gives the most agreeable density of 990.68 kg m−3 for
bundled water and radial distribution of oxygen−oxygen atoms,
which is very close to that of unrestrained SPC water.
Further, when we compared the rdf of C-alpha atoms of

alanine dipeptide and oxygen atoms of water molecules, we
found that the bundled water with a force constant of 400 kJ
mol−1 nm−2 and equilibrium distance of 0.35 nm gives the
closest agreement with unrestrained SPC water (Figure S3).

4.2. Effects of Bundling in Bulk Water Properties. We
further characterize the structural properties of liquid water
using the optimized bundled water model and compare them
with the unrestrained SPC model. The rdf of oxygen and
hydrogen atoms also shows very good correlation between the
bundled water and free SPC water (Figure 5b). Our bundled
water model captures the location of the oxygen and hydrogen
atoms close to that of the free SPC water. In order to more
thoroughly quantify the structural properties of our model,
which are not completely defined by the rdf, we computed the
orientational order parameter (q),53,54 which provides
information about the tetrahedrality of the network of water
around a particular water molecule. A value of 0 represents a
random orientation, and a value of 1 represents a perfect
tetrahedral orientation. The bundled water exhibits a q of 0.67
± 0.18, which deviates slightly from the unrestrained model (q
= 0.63) but is in excellent agreement with the TIP5P and
TIP4P water models (0.65−0.68).55 Another feature to note
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about the rdf of the oxygen atoms of bundled water model is
that its shape is close to that of the TIP3P water model.56 The
flattened shape of the radial distribution of bundled water after
the first maxima in the TIP3P model is also seen in our model.
To explore the effect of bundling in the electrostatic

properties of bulk water, we have computed the dipole moment
distribution of the bundle water and of the unrestrained SPC
water taken from four nearest neighbor water molecules at a
time. As shown in Figure S2a and b, the dipole moment
distribution of the bundled water molecules has a peak at
around 5.25D, while the distribution of dipole moment of the
unrestrained system taken four water molecules at a time has a
peak at a value of 5D.
It is expected that bundling will influence the diffusion of the

water molecules since bundled water will have a higher
hydrodynamic radius. To compare the effects of the restraining
potential on the dynamical properties of water, we computed
the diffusion coefficient using the Stokes−Einstein relation. We
found the diffusion coefficient of bundled water to be 1.24 ±
0.0376 × 10−9 m2 s−1 at 300 K. Unrestrained SPC water has a
diffusion coefficient of 4.22 ± 0.0928 × 10−9 m2 s−1 at 300 K,
and the experimental value for water is 2.3 × 10−9 m2 s−1 at 300
K.61 Since the bundled water has to move as a tetramer, it is
expected to have a lower diffusion coefficient compared to
individual SPC water molecules. The diffusion coefficient of
bundled water cannot be directly compared to that of
unrestrained SPC water; rather a factor of 4 gives a more
appropriate comparison. We also computed the thermody-
namic properties like the coefficient of thermal expansion
(unrestrained SPC water = 0.00014 K−1, bundled water =
0.00038 K−1, and experimental value = 0.000257 K−1 62),
isothermal compressibility (unrestrained SPC = 1.99392 e−10 J
m−3, bundled water = 3.88065 e−10 J m−3, and experimental
value = 4.52 e−10 Pa−1 at 298 K62,63), and heat capacity Cp
(unrestrained SPC = 96.525 J/(mol K), bundled water =
67.2561 J/(mol K), and experimental value = 75.312 J/mol
K62). While properties of SPC water are known to deviate from
the experimental values,62 our bundled water model is closer to
the experimental values of thermodynamic properties. Of
course, these thermodynamic values have been measured per
bundle, which consists of four water molecules.
4.3. Bundled Water with Alanine-Dipeptide and

Phosphotyrosine-Binding (PTB) Domain. In order to
assess the bundled water model and investigate the validity of
the model with its interaction with protein molecules, we
present the results from the simulations of alanine dipeptide
and PTB domain (see Supporting Information) solvated with
bundled water. We observe that for the PTB domain, the global
RMS changes are the same in simulations with unrestrained
SPC water and bundled water, although fast motions are not
fully captured by the bundled water simulation (Figure S5a and
b). For the structural properties of the hydration shell of the
PTB domain, we considered only the surface residues that had
a solvent accessible surface equal to 1 nm2 or greater to
characterize the hydration shell of solvent exposed residues.
The radial distribution function of the two protein systems’

atoms with bundled water also provides information on the
hydration properties of the bundled water as a solvent.
Hydration water molecules interact closely with the protein,9,10

and its properties are crucial because it contributes to protein
stability, dynamics, and folding7,8 and forms a network around
the protein to keep it in solution. The radial distribution of
hydrophobic atoms and the hydrophilic ones of alanine-

dipeptide and the PTB domain with that of free SPC water
show good agreement (Figure 2a and b for alanine dipeptide

and Figure S6a and b for the PTB domain). The reason for a
good agreement is that our model is very close in structure to
the tetrahedral structure formed by free water at room
temperature, and the hydrogen-bonded network is not
disturbed. The individual water molecules inside the bundles
are free to rotate and reorient according to the local
environment.
We studied the hydrogen bonding patterns of water in the

first hydration shell of hydrophobic and hydrophilic atoms of
alanine-dipeptide and bulk water (Figure 2a and b insets) and
also for the hydration shell of the solvent exposed residues of
the PTB domain (Figure S7c and d). We see that water
molecules around hydrophilic residues form fewer hydrogen
bonds with the bulk water molecules in both water models.
This is because water molecules can form hydrogen bonds with
some of the hydrophilic atoms of the proteins. We see an
opposite trend for the hydrophobic atoms, where water
molecules surrounding those atoms make more hydrogen
bonds with the bulk water. This is the case in both water
models.
The solvent orientation around atoms of protein systems is

shown in Figure 2c and d for alanine-dipeptide and Figure S7a
and b for PTB protein. The individual water molecules
proximal to each of the selected solute atoms are identified
using the proximity analysis of Mehrotra and co-workers.57 For

Figure 2. (a) The rdf of hydrophobic atoms of alanine-dipeptide and
oxygen atoms in unrestrained SPC water (black) and bundled water
(red). (Inset) Number of hydrogen bonds per water molecule around
the hydrophobic atoms. (b) RDF of hydrophilic atoms of alanine
dipeptide and oxygen atoms in unrestrained SPC water (black) and
atomistic bundled water (red). (Inset) Number of hydrogen bonds per
water molecule around the hydrophilic atoms. (c) The cos θ values for
proximal water molecules around the hydrophobic atoms in
unrestrained SPC water (black) and bundled water (red). (d) The
cos θ values for proximal water molecules around the hydrophilic
atoms in unrestrained SPC water (black) and bundled water (red).
(Inset) Cartoon representation of clathrate-like and inverted
orientation of water molecules around a solute.
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hydrophobic atoms, water molecules orient themselves in a
clathrate-like conformation (Figure 2d (inset)). The peaks at
−0.33 and 1 represent this conformation. For hydrophilic
atoms, water molecules adopt an inverted orientation pointing
inward toward those atoms. This is because of hydrogen bond
formation with alanine dipeptide. It is represented by the peaks
at −1 and 0.33. This behavior of water molecules in the first
hydration shell is consistent between both water models. This
implies that the hydrogen-bonding network and orientational
preference is not affected by the restraining potential and that
our bundled water model captures the right structural
properties of free SPC water.
To understand better the impact of bundled water on the

free energy landscape of alanine dipeptide, we computed the
free energy profile of alanine dipeptide and found them to be in
close agreement with that obtained from simulation with
unrestrained SPC water (Figure S4a and b). We find that
bundling water molecules does not affect conformational
preferences of alanine dipeptide since all the minima are
captured well.
The bundling of water molecules will fall short in describing

processes where there is an insertion of water molecules inside
the core of a protein. Internal water mediated interactions are
not expected to be captured with this model since four water
molecules are bundled as one molecule. Processes like transport
of individual water molecules through a membrane protein
channel are not intended applications.
4.4. Solvation Structure of NaCl in Bundled Water.

The changes in the solvation structure associated with a Na+

and Cl− ion pair in bundled and free SPC water has also been
examined to fully characterize the impact of bundling in an
ionic solvation structure. A distance restraint was imposed on

the ion pair with a minimum distance of 0.8 nm and a
maximum distance between the two ions to be 1 nm. The radial
distributions of Na+ and Cl− ions are found to be in excellent
agreement between the two models (Figure 3a and b). In order
to study the hydrogen bonding pattern of the two models
around the ions, we computed the number of hydrogen bonds
per water molecule in the Na+ and the Cl− hydration shells
(Figure 3c and d). We find the distribution of the two models
in very good agreement with each other. Another structural
property of water molecules we explored is the orientational
preference. The distribution of angles the water molecules
make with the surface normal of the ions for the two water
models also shows very good agreement (Figure 3e and f). For
Cl− ions, the distribution of cos θ values shows a peak at −1
and 0.336. This is characteristic of an inverted orientation of
water molecules around the ion. Whereas, the distribution of
cos θ values for Na+ ions shows a marked peak at 0.5, which
corresponds to 60°. This implies multiple hydrogen bond
donors interacting with the ion.

4.5. Multiscale Simulation of Liquid Water. In order to
smoothly couple the atomistic bundled water and the CG
resolutions, we use the AdResS scheme outlined in the
Methods section. Large density fluctuations were observed
during the 20 ns-long trajectory using the AdReS setup as seen
in Figure 4. The coarse-grained potential derived from the
inverse Boltzmann method ensures the correct rdf and
compressibility.58 The difference in chemical potential in the
two regions produces a force that makes the molecules drift
across boundaries leading to an inhomogeneous system.39,59 To
compensate for this force, we compute a counter thermody-
namic force to be applied in the hybrid region of the system.
The various iterations and the density fluctuations in the hybrid

Figure 3. (a) rdf of Na+ ion and oxygen atoms in unrestrained SPC water (black) and atomistic bundled water (red). (b) RDF of Cl− ion and oxygen
atoms in unrestrained SPC water (black) and bundled water (red). (c) Number of hydrogen bonds per water around the Na+ ion in unrestrained
SPC water (black) and bundled water (red). (d) Number of hydrogen bonds per water around the Cl− ion in unrestrained SPC water (black) and
bundled water (red). (e) The cos θ values for proximal water molecules around the Na+ ion in unrestrained SPC water (black) and bundled water
(red). (f) The cos θ values for proximal water molecules around the Cl− ion in unrestrained SPC water (black) and bundled water (red).
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region can be seen in Figure 4. It can be seen that there are
improvements in the initial runs, but the density profile gets
more refined with the number of iterations, finally producing a
flat profile.
Bundling four atomistic water molecules and mapping onto

one coarse-grained bead reduces the computational time
required to simulate large systems compared to fully atomistic
or 1:1 mapping schemes. We observe a speed up of up to 12
times from the AdResS simulations compared to a fully
atomistic system of similar size. A detailed comparison between
the bulk explicit simulations with and without the restraining
potential on oxygen atoms and the all-atom regime in our
multiresolution setup proves that our approach does not alter
the main structural properties of the water model studied when
the density is corrected.
Figure 5a and b show that the structural properties of the

explicit regime in the multiscale system are exactly the same as
in bulk bundled water simulations. The same excellent
agreement is found for the bundled water center-of-mass rdf
from the bulk bundled water simulation and the explicit and
CG regions of the multiscale system (Figure 5c). This shows
that although the interactions between the individual water
molecules of the bundles are turned off in the coarse-grained
region, we are able to reproduce the correct radial distribution
function based on the atomistic region.

The hydrogen bonding patterns are preserved in the explicit
region of the multiresolution setting (Figure 6b). The

distribution of hydrogen bonds per water molecule almost
coincides between bulk bundle water and the explicit region of
the multiscale system. This is also consistent with the
distribution of the number of hydrogen bonds of unrestrained
SPC water.
Water molecules next to a neutral fluid surface reorient in a

way that maximizes their hydrogen bonds.60 As a consequence,
the explicit molecules near the resolution interface could orient
at the boundary as previously shown by some of the
authors.31,32 This effect can be avoided by using an appropriate
interface layer. In the present work, we have used a conservative
choice for the width of the interface layer of 2 nm, which is 2
times the length at which the water structure would be
perturbed by a neutral surface.
Figure 6a shows the mean orientational parameter cos θOH

(O−H vector and the radial direction of the atomistic region
(refer Figure 1a)) as a function of distance from the center of
the sphere (0,0,0). Bins of 0.1 nm are used. The hybrid region
completely removes any orientational bias that could have been
introduced in the explicit region by the coarse-grained region.
The average orientation of the vectors can be quantified by the
average cosine value. A mean cos θOH of 0.5 means random

Figure 4. Density fluctuations in the simulations with and without TF
for different iterations. The x axis is distance in nanometers, which
represents the distance from the center of the atomistic region. The y
axis represents the ratio of local density to bulk density.

Figure 5. Bundled water in the atomistic region of the multiscale simulation is represented in blue. Bundled water in fully atomistic simulation is
represented in red. Unrestrained SPC water in fully atomistic simulation is represented in black. (a) rdf of oxygen atoms. (b) rdf of oxygen−
hydrogen atoms. (c) Center of mass of the bundled water molecule. The blue curve shows the bundled water in the atomistic region of the multiscale
simulation. In red is the bundled water in fully atomistic simulation. In black is the coarse-grained bead in multiscale simulation.

Figure 6. (a) Average cos θ values of water molecules in shells of
radius r in the atomistic region of the multiscale simulation showing
random orientation. (b) Number of hydrogen bonds per water
molecule for unrestrained SPC water (black), bundled water in an
atomistic simulation (red), and bundled water in a multiscale
simulation (blue).
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orientation. Clearly, the hybrid region neutralizes the interface
effect of the coarse-grained liquid water, and the bundle water
molecules have fully equilibrated orientational degrees of
freedom where they enter the explicit regime.

5. CONCLUSIONS
In this paper, we address the challenges faced in terms of
simulation of liquid water when four-to-one mapping is used
for coarse-graining. We present an approach to bundle water
for multiresolution simulations. Bundling is crucial in multi-
resolution simulations when different resolutions are repre-
sented in parallel, because it ensures effective and easy mapping
of the atomistic water to a coarse-grained water bead. The
usage of very soft restraining potentials to bundle four nearest
neighbor water molecules does not disrupt the hydrogen
bonding patterns in the liquid water. The radial distribution
function shows good correlation between the bundled and free
water. The structural properties of the first solvation shell
around hydrophobic, hydrophilic, and ionic solutes are well
preserved when soft restraining potentials are added. In
addition, bundling of liquid water does not disrupt the
conformations explored by alanine-dipeptide. The bundled
water model clearly mimics the hydrogen bond network of the
reference unrestrained SPC model. Within a bundle, each water
molecule can adjust its position and orientation depending on
the local environment, thus capturing the correct signatures of
hydrophobic, hydrophilic, and ion hydration. The thermody-
namic properties like isothermal compressibility, coefficient of
thermal expansion, and heat capacity are in good agreement
with unrestrained SPC water and in even better agreement with
experimental results. The dielectric constant also agrees well
between the two models. The diffusion constant on the other
hand was not expected to be the same between the two models
since the bundles consists of four water molecules. By modeling
each bundle as a single molecule, a smooth transition and free
exchange between coarse-grained and all-atom resolution is
possible. The presented multiscale approach can be easily
applied to different mapping schemes. Future work will focus
on incorporating polarization effects in the coarse-grained
region of the multiresolution solvent to retain an accurate
description of long-range interactions, which are critical to
model solvation effects of ions and biomolecules. Work along
these lines is currently being pursued in the lab.
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