bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Ion-bridges and lipids drive aggregation of samecharge nanoparticles on lipid membranes
Enrico Lavagna1, Davide Bochicchio1, Anna L. De Marco1, Zekiye P. Güven2, Francesco
Stellacci2 and Giulia Rossi1
1

Physics Department, University of Genoa, Via Dodecaneso 33, 16146 Genoa, Italy

2

Institute of Materials and Bioengineering Institute, Ecole Polytechnique Federale de Lausanne,

1015 Lausanne, Switzerland

KEYWORDS Au nanoparticles; model lipid membranes; Au nanoparticles; nanoparticle
aggregation; Molecular Dynamics; Cryo-EM

1

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

ABSTRACT
The control of the aggregation of biomedical nanoparticles (NP) in physiological conditions is
crucial as clustering may change completely the way they interact with the biological environment.
Here we show that Au nanoparticles, functionalized by an anionic, amphiphilic shell,
spontaneously aggregate in fluid zwitterionic lipid bilayers. We use Molecular Dynamics and
enhanced sampling techniques to disentangle the short-range and long-range driving forces of
aggregation. At short inter-particle distances, ion-mediated, charge-charge interactions (ion
bridging) stabilize the formation of large NP aggregates, as confirmed by cryo-electron
microscopy. Lipid depletion and membrane curvature are the main membrane deformations
driving long-range NP-NP attraction. Ion bridging, lipid depletion, and membrane curvature stem
from the configurational flexibility of the nanoparticle shell. Our simulations show, more in
general, that the aggregation of same-charge membrane inclusions can be expected as a result of
intrinsically nanoscale effects taking place at the NP-NP and NP-bilayer soft interfaces.
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INTRODUCTION
The control of the aggregation of biomedical nanoparticles (NP) in physiological conditions is
crucial as clustering may change completely the way they interact with the biological environment.
The surface of biomedical NPs is usually designed to make NPs colloidally stable and reduce
protein adsorption, to be administered via intravenous routes1. Once in contact with cell
membranes, though, their aggregation behavior may change.
One possible way to understand and predict the aggregation behavior of NPs on lipid membranes
is to look for similarities between NPs and other membrane-associated biological macromolecules.
The aggregation of membrane inclusions, such as integral membrane proteins2–4, scaffolding
proteins5, or toxins6–8, is a physical process that regulates fundamental biological functions, like
endocytosis and signaling. Due to the biological relevance of aggregation processes, large efforts
have been devoted to the understanding of their physical and chemical driving forces. As clearly
pointed out by Johannes et al9, different attractive forces act on different length scales. Aggregation
may be favored by long-range (mesoscale, 10-9  10-7 m) membrane deformations or by direct,
short-range interactions. Mesoscale effects, such as membrane curvature, capillary forces,
membrane density and thickness fluctuations, are chemically non-specific. They rather depend on
the size and shape of the inclusion and on its physical interaction with the bilayer10–12. On the
contrary, short-range interactions (screened electrostatics, hydrogen bonding, van Der Waals) do
depend on the chemistry of the inclusion-inclusion and inclusion-membrane interfaces.
Long range driving forces act while membrane inclusions diffuse on or within the membrane,
they bring inclusions close to each other and favor the sampling of the proximity configuration
space. Only at this point, short range interactions come into play to stabilize (or de-stabilize)
aggregation.
There are many examples of proteins that are thought to interact via membrane-mediated forces
acting within the mesoscale range, including VP1 capsid proteins8, Shiga toxins6,13, rhodopsin3,
BAR domain proteins14. A common characteristic of these protein systems is rigidity. This
structural feature is important, for instance, to act as a scaffold, by leaving a curvature imprint on
the membrane surface; or to suppress the spontaneous membrane fluctuations, as Shiga Toxin
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does; or to impose membrane thickness variations through significant hydrophobic mismatch with
the lipid tail region. It is because of this rigidity that continuum elastic models are successful at
the quantitative prediction of aggregation regimes, taking into account the membrane elastic
properties, the inclusion shape, size, and strength of membrane-inclusion coupling15–21. Also
particle-based models with coarse grained resolution, in which the membrane is fluid but the
inclusion has a rigid structure, have been successfully used to draw phase diagrams of aggregation
as a function of the same physical parameters2,4,10,11.
At variance with proteins, though, many synthetic nanoparticles designed to interact with cell
membranes for diagnostics or therapeutic purposes do not have a rigid interface. Most often, they
couple a rigid nanoparticle core (it may be a metal, a metal oxide, a carbon-based core) to a soft
shell of organic matter (covalently bound ligands, tethered polymers, physisorbed surfactants).
The solid, rigid core contributes to determine the nanoparticle aspect ratio and size, which is often
comparable to the size of single proteins or protein oligomers. But these characteristics can be
further tuned by the soft shell, whose density, spatial extension, conformation and overall shape
can dramatically change in response to the environment22, membranes included.
Another striking difference between biomedical nanoparticles and proteins is their surface
charge. Biomedical NPs can bring large surface charges, which are useful to assure colloidal
stability. The effect of surface charges on aggregation, though, is not easy to predict. On the long
range, same-charge electrostatic repulsion and opposite-charge attraction are expected and
modulated by the ionic-strength of the solution. On the short range, where the continuum
assumptions of the Derjaguin-Landau-Vewey-Overbeek (DLVO) theory23 break down, samecharge attraction is also possible as a consequence of a combination of anisotropic hydrophobic
interactions, charge-dipole, dipole-dipole interactions and ion bridging24–27. These effects can be
favored by the anisotropy of NP-NP interactions, which in turn can depend both on the NP core
shape and on the dynamic responsiveness of their organic shell. In Petretto et al.28, the authors
show how ion bridging can be an effective short range stabilizer for the aggregation, in water, of
same-charge, monolayer-protected Au NPs with an overall diameter of 5 nm. Once more, it is
ligand flexibility that allows for the formation of a large number of ion bridges between the highly
curved surfaces of these small NPs.

4

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

The experimental literature offers many examples29–36 of spontaneous aggregation of core-shell
nanoparticles in contact with model lipid membranes. For these systems, though, the interplay
between long range, membrane mediated forces and short range, interface mediated forces is way
more difficult to disentangle than it is for rigid inclusions, both from the experimental and
theoretical standpoint22.
Here we show, by molecular dynamics simulations, that amphiphilic, negatively charged
monolayer-protected Au NPs can form large ordered aggregates upon interaction with model
zwitterionic lipid bilayers. Using Molecular Dynamics (MD) at different resolutions, we show that
these NPs aggregate as a consequence of both long range, membrane mediated interactions and
short range electrostatic forces. We identify these contributions and provide details on their relative
strength. Interestingly, different membrane mediated forces, such as curvature and lipid depletion,
come into play depending on the degree of embedding of the nanoparticle in the membrane. Shortrange interactions, instead, are dominated by a strong ion bridging effect, which is relevant in all
the metastable states that characterize the NP-membrane interaction process. This picture
emerging from simulations is consistent with the inter-particle distance measured by cryo-electron
microscopy (Cryo-EM).
RESULTS
Our reference NP is a Au NP with a core size of 4 nm, functionalized by a thiol mixture
composed of the hydrophobic 1-octanethiol (OT) and the negatively charged 11-mercapto-1undecanesulfonate (MUS), in the MUS:OT 2:1 ratio. The in silico models of MUS:OT 2:1 NPs, at
atomistic and coarse-grained resolutions, have been presented and validated in our previous
works36–39, and briefly described in the Methods section. Here, we recall a peculiar feature of the
interaction between these NPs and fluid zwitterionic lipid membranes. The NP-bilayer interaction
evolves through 3 different metastable states, corresponding to different degrees of embedding of
the NP into the membrane: adsorbed, semi-snorkeled and fully snorkeled, as shown in Figure S1.
These metastable states are long-lived. Both adsorbed and snorkeled NPs can be observed
experimentally, as reported in30,31 . In the following sections, we address the aggregation behavior
of MUS:OT 2:1 Au NPs in water and upon contact with a DOPC bilayer. When in contact with
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DOPC, we will describe the different aggregation mechanisms that take place depending on the
degree of NP embedding in the membrane.
Ion bridging drives the aggregation of NPs in water
As a rule of thumb, aggregation of MUS:OT NPs should be inhibited by the repulsion of the
negatively charged sulphonate terminals; yet, as shown in Petretto et al.28, there is computational
and experimental evidence that dimers and other small aggregates of NPs can be observed at low
ion concentrations. Cryo-EM images and simulation28 for MUC:OT and MUS:OT NPs with core
diameters in the 2-5 nm range show that the NP-NP distance is compatible with a configuration in
which the MUS ligands are extended (see Figure 1a).

Figure 1: NP aggregation in water. a) Top: a sketch of an NP-NP dimer in water, in which the MUS ligands
(cyan) are extended, and their negatively charged terminals, at the NP-NP interface, are bound by ion bridges (pink).
Bottom: the same configuration imaged during an unbiased coarse-grained MD run. Au core is yellow, MUS ligands
are cyan, OT ligands are blue, and counterions are pink. Water is not shown for clarity. b) Dimerization free energy
profile (black) and corresponding average number of ion bridges (pink histogram) as a function of the distance
between the NP centers of mass. The dimerization profile is cut at 6 nm. The complete profile, showing the energy
well corresponding to hydrophobic NP-NP interaction, in shown in Figure S2c. c) Number of ion bridges as a
function of time for the unbiased simulation containing 2 NPs in water.
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Here, we tested the ability of our coarse-grained Au NP model to capture the ion bridging effect.
We simulated by unbiased MD the spontaneous aggregation of MUS:OT 2:1 NPs with a core
diameter of 4 nm. We performed 3 unbiased simulations with 2, 10, and 20 NPs in water and NaCl
150 mM, plus counterions. In all runs, within short simulation times, the NPs aggregate forming a
cluster; clusters appear to have a rather dynamic shape but are stable throughout the 10 µs
simulations. Moreover, the NP-NP distance is peaked at 7.0 nm, as shown by the radial distribution
functions (Figure S2a). This distance corresponds to NPs interacting in an extended-ligand
conformation.
Since the NPs interact through the negatively charged sulphonate ligand terminals, the most
plausible explanation for the stabilization of the NP-NP contact is the presence of ions that bridge
the charged beads of the two different NPs. The analyses of the MD runs confirm this hypothesis.
For the 2 NP simulation, Figure 1c shows the number of ions that are in contact with both NP
simultaneously; on average, about 10 ion bridges can be identified. The number of ion bridges
undergoes significant fluctuations, pointing to a quite dynamic NP-NP interface.
To characterize the thermodynamic features of this interaction, we calculated the potential of mean
force (PMF) of dimerization using Umbrella Sampling40 (US), as described in the Methods section.
The complete profile, shown in Figure S2c, is characterized by two minima and is qualitatively
similar to the dimerization PMF of the MUC:OT NPs described in Petretto et al28. The deepest
minimum, lying at an NP-NP distance of 5.2 nm, corresponds to the hydrophobic contact, in which
the hydrophobic stretches of the NP ligands face each other, as better detailed in Petretto et al28.
and shown in Figure S2c. The second minimum, shown in Figure 1b and located at a NP-NP
distance of about 7.0 nm, corresponds to the same dimer configuration we sampled in the unbiased
simulations. This energy minimum, which is about 1 nm wide, reflects the short range nature of
ion bridging, as confirmed by the plot of the number of ion bridges as a function of the NP-NP
distance (Figure 1b). A significant free energy barrier prevents the dimer from collapsing into the
hydrophobic contact stage within the duration of our unbiased CG runs.
We further verified the reliability of our coarse grained approach by means of simulations
performed with the united atom OPLS-ua41 force field (details in the Methods section). In OPLSua unbiased simulations, we recorded an equilibrium NP-NP distance of 6.8 nm, combined with a
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number of ion bridges in excellent agreement with those observed in the coarse grained
simulations, as reported in Figure S3.
We remark that, a priori, our CG approach is expected to provide only qualitative indications about
NP aggregation in water. Indeed, at CG level electrostatic interactions are cut-off at rather short
distances (1.1 nm). Moreover, the description of ions is a critical aspect of both coarse grained and
atomistic force fields42,43. The reader can find more details on the comparison between the OPLSua simulations and the CG ones, and a critical discussion on the intrinsic limitations of the coarsegrained approach, in the ESI. A posteriori and despite these caveats, we find a satisfying agreement
between the coarse grained and the united-atom simulations, as well as between the CG
simulations and the experimental data that will be presented in the next section.
In the following sections, the simulations of the aggregation of NPs in contact with lipid bilayers
will be performed at the coarse-grained level, which is the only approach that allows for sampling
the relevant time and length scales of the aggregation process in the bilayer environment.
Validations at united atom resolution will be explicitly referred to whenever performed.

Ion bridging drives the aggregation of NPs adsorbed on membranes
Cryo-EM images show large aggregates of MUS:OT NPs on the surface of DOPC liposomes, as
shown in refs30,31,44 and in Figure 2. The aggregates are located both at the interface between
adjacent liposomes31,44 and on their free surfaces, and can be formed by NPs that are simply
adsorbed on the bilayer surface, or partially or fully embedded in it31,44. In the large aggregate of
MUS:OT NPs shown in Figure 2b, the average distance between neighbor NPs was calculated as
6.12 ± 0.5 nm. This distance is much larger than the NP diameter, suggesting that sulfonated
ligands of the interacting NPs are in an extended configuration, parallel to the membrane plane.
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Figure 2: Cryo-EM imaging of large, ordered aggregates of MUS:OT NPs in contact with DOPC liposomes. a)
aggregates of MUS:OT NPs (30% OT content) with a core diameter 5 ± 0.9 nm, on large DOPC liposomes;
b) aggregates of MUS:OT (10% OT content) NPs, with a core diameter of 1.7 ± 0.5 nm, on large DOPC liposomes.
The average distance between neighbor NPs was calculated as 6.12 ± 0.5 nm, suggesting that sulfonated ligands of
the interacting NPs are in an extended configuration, parallel to the membrane plane. c) A frame from aligned file
of tomogram acquisition and its 3D reconstruction. The nanoparticles, MUS:OT 30%OT (5 ± 0.8 nm) are
aggregated and the 3D reconstruction suggests they are embedded within the membrane core. A description of the
NP synthesis and of the imaging set up can be found in the ESI.

We start our computational investigation with the analysis of NPs that are simply adsorbed, not
embedded, on the DOPC bilayer. This is the first metastable state of the interaction between the
NP and the membrane. In this configuration, the sulphonate ligand terminals get in contact with
the zwitterionic heads of DOPC lipids (Figure S1a). Two different pathways, possibly coexisting,
can lead to the formation of such large adsorbed aggregates. The first is the diffusion of isolated,
adsorbed NPs on the bilayer surface. The second is the flattening of tridimensional NP aggregates,
pre-formed in water, upon contact with the bilayer.
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Figure 3: Aggregation of DOPC-adsorbed NPs. a) Lateral view of the NP dimer adsorbed on DOPC. Same color
code as in Figure 1, DOPC in red. Water and ions are not shown; b) Number of ion bridges (pink) and NP-NP
distance (black) in the simulation of 2 adsorbed NPs diffusing on the DOPC membrane surface; c) Dimerization
PMF; the dimerization profile on DOPC is similar to that obtained n water; d) Top view of the aggregate
spontaneously formed upon diffusion of 9 NPs adsorbed on the DOPC membrane surface.

Aggregation upon diffusion of single adsorbed NPs. The effect on membrane curvature of single
adsorbed NPs is relatively small44 (Fig S4a), and it is reasonable to expect that, upon diffusion,
adsorbed NPs may aggregate via a similar aggregation mechanism as that observed in water, the
only difference being the planar constraint.
We simulated systems with 2 and 9 NPs adsorbed on the membrane. The snapshot of Figure 3a
shows the dimer spontaneously formed during the simulation. The dimer was stable for most of
the simulated time and, once again, stabilized by ion bridges, as shown in Figure 3b. Further
confirmation that dimerization is due to ion bridging is provided by the PMF of Figure 3c, which
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is very similar to the one obtained in water. In the 9 NP simulation, we initialized the run by placing
the 9 NPs far from each other. The NPs spontaneously aggregated within 20 µs, forming a
bidimensional aggregate with a roughly hexagonal packing (Figure 3d). The NP-NP first neighbor
distance within the larger aggregate is again around 7.0 nm (Figure S4b), and it corresponds to an
extended conformation of the ligands in the shell of the NPs. These data match very well the closepacked arrangements observed experimentally, as shown in Figure 2b and in refs.30,31.
Flattening of a tridimensional aggregate, previously formed in water. We simulated a system with
a tri-dimensional aggregate of 6 NPs, placed in water, and a planar membrane patch. Within the
simulated 4 µs, we observed the cluster flattening on the membrane (Figure S4c).
Our data suggest that both pathways, namely the diffusion of isolated, adsorbed NPs and the
flattening of 3D NP aggregates upon interaction with the bilayer, can lead to the formation of large
bidimensional aggregates of adsorbed NPs, which are then stabilized by ion bridging.

A complex interplay of electrostatics and membrane deformations drive the aggregation of
membrane-embedded NPs
Cryo-EM images show single NPs embedded in the membrane core and even the presence of large
NP aggregates constituted by membrane-embedded NPs, as shown in refs.30,44 and recalled in
Figure 2c. In the following, we address the simulation of the aggregation of NPs in the fully- and
semi-snorkeled configurations.
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Figure 4: Aggregation of fully snorkeled NPs. a) Dimerization PMF. Fully snorkeled NPs in DOPC (blue, solid
line); fully snorkeled NPs with n-MUS ligand terminals in DOPC (blue dashed line, error bars are not shown but
they are comparable to those of regular NPs); NPs in water (grey, from Figure 1). b),c) Normalized density of
charged MUS ligand terminals (black), lipid tails (red), and lipid heads (green) as a function of the distance from a
single, fully snorkeled NP in DOPC, calculated at coarse-grained (b) and united atoms (c) resolutions. d)
Normalized number density maps of MUS ligands (left) and DOPC tails (right) around a fully snorkeled NPs dimer;
the blue dashed circle on the right corresponds to the external edge of the MUS corona, as measured from the left
map.

Fully snorkeled NPs: ion bridging and lipid depletion drive NP aggregation. In this section, we
describe aggregation upon diffusion of single, fully snorkeled NPs. We ran 3 unbiased simulations
with 2, 9, and 36 NPs, observing, in all cases, spontaneous aggregation, as shown in Figure S5a.
In figure 4a we show the PMF of dimerization of fully snorkeled NPs, compared with the PMF of
NPs in water. The minimum of the former is shifted to slightly larger distances, about 7.8 nm;
again, we observe the formation of ion bridges (details in the Supporting Information, Figure S5b).
However, quite interestingly, the dimerization profile of fully-snorkeled NPs shows that the
interaction is now a long range one. The PMF starts decreasing at about 10 nm distance: at this
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distance, the ion bridging effect cannot be present; hence the membrane must have a role in
promoting dimerization.
To isolate and identify the membrane contribution to aggregation, ruling out ion bridging and other
electrostatic effects, we prepared a modified version of the Martini NP topology in which the
charge of the sulphonate ligand terminal is neutralized. We will refer to these NPs as n-MUS NPs.
The unbiased simulations of n-MUS NPs show that the aggregation is still present, albeit less
stable. Indeed, as shown in Figure 4a, the corresponding dimerization profile is similar to the one
of the regular NPs, with the same long range attraction but a shallower minimum (~5 kJ/mol
against 15 kJ/mol). This simple test confirms that the long-range driving force for aggregation
does not depend on electrostatics but is instead a membrane-mediated interaction effect.
To determine how the membrane induces this long-range attraction, we analyzed the membrane
structure around a single, fully snorkeled NP. The fully snorkeled NP does not alter membrane
curvature (Figure S6a); membrane thickness is slightly reduced nearby the NP, but this is a shortrange effect (< 6 nm from the NP center). Hence, we can rule out curvature effects and hydrophobic
mismatch from the possible causes of the observed long range interaction.
Interestingly, the analysis of the density of the lipid tails around the NP showed an area of reduced
density with a spatial extension that overlaps well with the attraction basin of the PMF. Figure 4b
shows the radial distribution function of MUS ligand terminals, DOPC heads, and DOPC tails with
respect to the NP center. The lipid tails’ density is depleted in a circular region with a radius of
about 5 nm, extending more than 2 nm beyond the MUS terminals. This result is also confirmed
at united atom resolution (Figure 4c and Figure S6d), where we observe the same lipid tail
depletion range. When 2 NPs approach each other, their lipid depleted auras start overlapping at a
NP-NP distance of 10 nm. This distance is precisely the onset of dimerization, as shown by the
PMF profiles (Figures 3a). 2D maps of the normalized number density of MUS ligand terminals
and DOPC tails around a dimer, reported in Figure 4d, show the overlap of the lipid depletion
auras when the NPs are closer than 10 nm. The lipid depletion aura is also observed in the
neutralized system (n-MUS:OT NPs, Figure S6b). In this case, the range of depletion is similar,
but its magnitude is lower, coherently with the shallower PMF minimum (Figure 4a, dotted line).
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Semi-snorkeled NPs: ion bridging and membrane curvature drive NP aggregation. For this
intermediate state, the dimerization process and the subsequent formation of aggregates is more
complex. We ran unbiased simulations of 2 and 9 semi-snorkeled NPs, initially far apart from each
other. In the 2 NP simulation we observe again the spontaneous formation of a dimer. Figure 5a
shows the PMF of dimerization of semi-snorkeled NPs and the number of ion bridges that form
while the 2 NPs are approaching each other. The dimer minimum (at about 7.5 nm) is
thermodynamically less stable than in the adsorbed and fully snorkeled case. Moreover, the
dissolved state is separated by the dimer state by a small free energy barrier (about 5 kJ/mol) that
was absent for fully snorkeled NPs. In the 9 NP unbiased simulation, the aggregation is slower
than for fully snorkeled NPs, due to the presence of the aforementioned free energy barrier.
Nevertheless, we observe again the formation of a stable aggregate, with features similar to the
aggregate formed in the fully snorkeled and adsorbed cases: ion bridges mediate NP-NP
interactions within the aggregate.
While ion bridging certainly contributes to stabilize aggregation, the membrane deformations
induced by semi-snorkeled NPs are more pronounced than those caused by fully snorkeled NPs.
Indeed, the membrane is significantly curved by both single and aggregated semi-snorkeled NPs,
as shown in Lavagna et al44 and in Figure S1b. Therefore, we compared the behavior of regular
and neutralized n-MUS NPs in the semi-snorkeled configuration to verify whether and how
membrane curvature effects can contribute to the aggregation process.
We ran an unbiased simulation in which 9 n-MUS NPs, in the semi-snorkeled configuration, were
free to diffuse in a planar membrane patch. The NPs aggregate again, but the NP clusters are less
stable than in presence of charged ligands, and rearrange dynamically over the time scale of the
simulation. Figure 5b shows a comparison between the PMF of dimerization of charged and neutral
semi-snorkeled NPs. The NP-NP distance corresponding to the lowest free energy decreases from
7.5 to 6.6 nm. The n-MUS NPs PMF shows the same free energy barrier (about 5 kJ/mol) observed
for the regular NPs. This barrier is responsible for the slower aggregation kinetics. As electrostatics
can not be responsible for this repulsion, this effect must be accounted for by membrane
deformations. The analysis of the lipid tail density around the semi-snorkeled NPs shows that the
NPs do not induce significant density perturbation. However, the curvature of the membrane
during the dimerization process appears to be significantly perturbed, especially in the distal
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leaflet. In Figure 5c we show 3 snapshots representative of the conformations of the distal leaflet
lipid heads at the NP-NP separation of 9.5, 8.6, and 7.4 nm. In the 9.5 nm snapshot, the two distinct
NP-induced deformations are well distinguishable and separated, and the membrane is flat in
between; as the two NPs get closer to each other, the two deformations start overlapping, and in
the final snapshot, at 7.4 nm, a single deformation, characterized by a smoother curvature profile,
is formed. The same behavior can be observed for the charged NPs. The collapse of the two
deformations into a single, smoother deformation is the process that requires overcoming the free
energy barrier observed in the PMF.

Figure 5: Aggregation of semi-snorkeled NPs. a) Dimerization PMF (solid blue line) and
average number of ion bridges (pink histogram). b) Dimerization PMF as in a), compared to the
dimerization PMF of n-MUS NPs (dashed blue line, error bars are not shown but they are
comparable to those of regular NPs); c) Surface representation of the lipid headgroups of the
distal leaflet (red surface). When the semi-snorkeled NPs do not interact with each other (9.5
nm), each NP heavily deforms the distal leaflet. As the NPs approach each other, their
deformations start overlapping (8.6 nm) until the deformations collapse into a single, smoother
deformation (7.4 nm, dimer configuration).
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We can conclude that the dimerization profile of semi-snorkeled NPs derives from the
superposition of two effects, acting at slightly different distances. The repulsive barrier due to the
approaching membrane deformations contrasts dimerization, while the formation of ion bridges
favors it. As a result, the dimerization range of semi-snorkeled NPs is narrower and less
thermodynamically favorable than for adsorbed and fully snorkeled NPs.

CONCLUSIONS
In this paper, we have characterized the aggregation of monolayer-protected, anionic and
amphiphilic Au NPs, with a core diameter of 4 nm, in contact with DOPC membranes. We found
that aggregation results from three main contributions. The first is ion-bridging. Ions are the
leading driving force to aggregation of adsorbed NPs. In this configuration, the NP-NP interface
is similar to that of solvated NPs, and the result is in line with those obtained by Petretto et al28.
When the NPs interact with the membrane via hydrophobic contacts, either in the fully- or semisnorkeled configuration, ion-bridging is still present at short-range, but two other aggregation
forces come into play, which are membrane-mediated. For NPs in the fully-snorkeled
configuration, lipid depletion around the NP gives a significant contribution to aggregation, an
effect that has a remarkably long range. For NPs in the semi-snorkeled configuration, it is the
minimization of the NP-induced membrane curvature to drive aggregation.
Due to the slow kinetics of interaction between these amphiphilic Au NPs and phosphatidylcholine
membranes, all the intermediate, metastable states of NP-membrane interactions are relevant. In a
recent paper, we showed how amphiphilic Au NPs can induce different curvatures on the bilayer,
depending on their degree of embedding45. When aiming at an interpretation of the effects of
ligand-protected NPs on membranes, it is crucial to take into account how different configurations
of their ligand shell may change the structure of the NP-membrane complex, and how dynamic the
shift from one configuration to the other can be.
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In this paper we gained a deep, one of a kind understanding of aggregation for MUS:OT NPs in
DOPC membranes. Our results, though, are not system-specific, and our claims have a quite
general validity. First, aggregation between same-charge nanoscale membrane inclusions can be
expected, even when their surface charge density is large. This result may hold for a broad range
of engineered NPs, whose fate in the biological environment should be controlled; and it could
even hold for accidental NPs, whose fate in the biological environment should be understood and
predicted. Second, the NP ligand flexibility is a key descriptor of the NP physico-chemical nature,
and it should be carefully taken into account when interpreting experimental data related to NPmembrane interactions, as already pointed out for NP-protein interactions46. Indeed, when the
membrane inclusion has an amphiphilic, flexible surface, such an interface adapts itself to its
environment as the interaction with the membrane unrolls. This means that very different
mechanisms of aggregation may be activated at the same time or in close sequence, due to the
dynamic configurational changes of the inclusion-membrane interface. Last but not least, we
envisage that these results will seed further exploration of the possible differences and analogies
between ligand protected NPs and proteins. Thanks to the increasing ability to engineer NPs with
the desired surface properties, and to the fundamental understanding of their behavior in the
biological environment, NPs are gaining recognition as models to interpret protein-protein and
membrane-protein interactions. Our conclusions may be especially relevant in those cases when
protein aggregation is attributed to specific bridging interaction with ions47–50, not only in solution
but also in the membrane environment51.

METHODS
Models
Coarse grained (CG) model. All the simulations relied on the standard Martini force field52,53
for both membrane and ligands. The NP model was custom developed and already used in previous
works36,38,39,54; it is modeled as a 4 nm diameter hollow sphere composed of 346 Au and 240
uniformily distributed S atoms. A total of 240 ligands (168 MUS, 72 OT) are bound, in random
order, to the S atoms of the core. NP topologies of the NPs can be found at this link.
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Atomistic model. As atomistic validation for some of the results obtained with the CG model,
we also ran simulations using the united atom OPLS force field41 and the rigid SPC/E water
model55. The core of the NP is the same as in the Martini model, while the ligands are mapped
using the united atom OPLS interaction parameters. Topologies of the nanoparticles are available
at this link.
Simulation setup
All simulations were run with Gromacs 2020.4, using the leapfrog integrator and the NPT
ensemble, at a temperature of 310 K and a pressure of 1.0 bar. For temperature coupling, we used
the velocity rescale56 algorithm. For pressure coupling, we used the Parrinello-Rahaman57
algorithm in production runs, and the Berendsen58 algorithm in equilibration runs.
CG simulations. In all CG simulations, we used a time step of 20 fs, and we treated the
electrostatic interactions using a cut-off of 1.1 nm59. We set the temperature coupling constant τT
to 1 ps. Concerning the pressure coupling, we used a τP =12 for production runs and τP =4 for
equilibration runs. We set the compressibility at 3∙10-4 bar-1. For membrane simulations, the
pressure coupling was semi-isotropic to ensure vanishing surface tension in the bilayers.
Atomistic simulations. We used a 2 fs time-step in atomistic simulations, with both coupling
constants τT and τP set to 1 ps. The compressibility of the systems was set to 4.5∙10-5 bar-1. Since
all the atomistic simulations involved systems without membranes, we used the isotropic pressure
coupling scheme.
Free energy calculations. In order to obtain the Potential of Mean Force (PMF) profiles, we used
the umbrella sampling method60 with the Gromacs wham tool61,62 to estimate errors. We used 0.2
nm spaced windows and a force constant for pulling of 750 kJ mol-1 nm-2. Pulling rates were always
zero. Bootstrap analysis was performed with 100 bootstrap samples and tolerance set at 1∙10-6.
All bilayers were formed using the insane63 tool or adapted from previous simulations. A list of
simulated systems, as well as the description of all the initial configurations used for the MD runs,
are reported in the Supporting Information.
ASSOCIATED CONTENT
Supporting Information. The file Lavagna_SI_NPaggregation.docx is available free of charge.

18

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

AUTHOR INFORMATION
Corresponding Author
*Giulia Rossi: rossig@fisica.unige.it
Author Contributions
GR conceived the idea and discussed it with FS, DB and EL. EL performed most of the MD
simulations and free energy calculations, with contributions from DB and ALDM. EL and DB
analyzed the data with the supervision of GR. ZPG performed the NP synthesis and Cryo-EM
imaging under the supervision of FS. EL and DB wrote a first draft of the manuscript, which was
finalized with contributions of all authors. All authors have given approval to the final version of
the manuscript.
ACKNOWLEDGMENTS
GR acknowledges funding from the H2020 ERC Starting Grant BioMNP – 677513. GR, EL and
DB acknowledge funding by MIUR – DIFI Dipartimento di Eccellenza 2018-2022 for
computational resources. The authors thank Stefano Vanni, Emanuele Petretto, and Quy K. Ong
for many fruitful discussions, for sharing their results and for a critical reading of the manuscript.

REFERENCES
(1)

Decuzzi, P. Facilitating the Clinical Integration of Nanomedicines: The Roles of Theoretical
and

Computational

Scientists.

ACS

Nano

2016,

10

(9),

8133–8138.

https://doi.org/10.1021/acsnano.6b05536.
(2)

Periole, X.; Huber, T.; Marrink, S. J.; Sakmar, T. P. G Protein-Coupled Receptors SelfAssemble in Dynamics Simulations of Model Bilayers. J. Am. Chem. Soc. 2007, 129 (33),
10126–10132. https://doi.org/10.1021/ja0706246.

(3)

Duft, D.; Achtzehn, T.; Müller, R.; Fotiadis, D.; Liang, Y.; Filipek, S.; Saperstein, D. A.;

19

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Engel, A.; Palczewski, K. Rhodopsin Dimers in Native Disc Membranes. Nature 2003, 421
(6919), 127–128.
(4)

Parton, D. L.; Klingelhoefer, J. W.; Sansom, M. S. P. Aggregation of Model Membrane
Proteins, Modulated by Hydrophobic Mismatch, Membrane Curvature, and Protein Class.
Biophys. J. 2011, 101 (3), 691–699. https://doi.org/10.1016/j.bpj.2011.06.048.

(5)

Simunovic, M.; Voth, G. A.; Callan-Jones, A.; Bassereau, P. When Physics Takes Over:
BAR

Proteins

and

Membrane

Curvature.

Trends

in

Cell

Biology.

2015.

https://doi.org/10.1016/j.tcb.2015.09.005.
(6)

Pezeshkian, W.; Hansen, A. G.; Johannes, L.; Khandelia, H.; Shillcock, J. C.; Kumar, P. B.
S.; Ipsen, J. H. Membrane Invagination Induced by Shiga Toxin B-Subunit: From Molecular
Structure

to

Tube

Formation.

Soft

Matter

2016,

12

(23),

5164–5171.

https://doi.org/10.1039/c6sm00464d.
(7)

Römer, W.; Berland, L.; Chambon, V.; Gaus, K.; Windschiegl, B.; Tenza, D.; Aly, M. R.
E.; Fraisier, V.; Florent, J. C.; Perrais, D.; Lamaze, C.; Raposo, G.; Steinem, C.; Sens, P.;
Bassereau, P.; Johannes, L. Shiga Toxin Induces Tubular Membrane Invaginations for Its
Uptake into Cells. Nature 2007, 450 (7170), 670–675. https://doi.org/10.1038/nature05996.

(8)

Ewers, H.; Römer, W.; Smith, A. E.; Bacia, K.; Dmitrieff, S.; Chai, W.; Mancini, R.;
Kartenbeck, J.; Chambon, V.; Berland, L.; Oppenheim, A.; Schwarzmann, G.; Feizi, T.;
Schwille, P.; Sens, P.; Helenius, A.; Johannes, L. GM1 Structure Determines SV40-Induced
Membrane Invagination and Infection. Nat. Cell Biol. 2010, 12 (1), 11–18.
https://doi.org/10.1038/ncb1999.

20

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

(9)

Johannes, L.; Pezeshkian, W.; Ipsen, J. H.; Shillcock, J. C. Clustering on Membranes:
Fluctuations

and

More.

Trends

Cell

Biol.

2018,

28

(5),

405–415.

https://doi.org/10.1016/j.tcb.2018.01.009.
(10)

Ramakrishnan, N.; Sunil Kumar, P. B.; Radhakrishnan, R. Mesoscale Computational
Studies of Membrane Bilayer Remodeling by Curvature-Inducing Proteins. Phys. Rep.
2014, 543 (1), 1–60. https://doi.org/10.1016/j.physrep.2014.05.001.

(11)

Reynwar, B. J.; Illya, G.; Harmandaris, V. A.; Müller, M. M.; Kremer, K.; Deserno, M.
Aggregation and Vesiculation of Membrane Proteins by Curvature-Mediated Interactions.
Nature 2007, 447 (7143), 461–464. https://doi.org/10.1038/nature05840.

(12)

Olinger, A. D.; Spangler, E. J.; Kumar, P. B. S.; Laradji, M. Membrane-Mediated
Aggregation of Anisotropically Curved Nanoparticles. Faraday Discuss. 2016, 186, 265–
275. https://doi.org/10.1039/c5fd00144g.

(13)

Pezeshkian, W.; Gao, H.; Arumugam, S.; Becken, U.; Bassereau, P.; Florent, J.-C.; Ipsen,
J. H.; Johannes, L.; Shillcock, J. C. Mechanism of Shiga Toxin Clustering on Membranes.
ACS Nano 2017, 11 (1), 314–324. https://doi.org/10.1021/acsnano.6b05706.

(14)

Simunovic, M.; Evergren, E.; Callan-Jones, A.; Bassereau, P. Curving Cells Inside and Out:
Roles of BAR Domain Proteins in Membrane Shaping and Its Cellular Implications. Annu.
Rev. Cell Dev. Biol. 2019, 35 (1), 111–129. https://doi.org/10.1146/annurev-cellbio100617-060558.

(15)

Dommersnes, P. G.; Fournier, J. P HYSICAL J OURNAL B N-Body Study of Anisotropic
Membrane Inclusions : Membrane. 1999, 12, 9–12.

21

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

(16)

Vahid, A.; Šarić, A.; Idema, T. Curvature Variation Controls Particle Aggregation on Fluid
Vesicles. Soft Matter 2017, 13 (28), 4924–4930. https://doi.org/10.1039/c7sm00433h.

(17)

Šarić, A.; Cacciuto, A. Mechanism of Membrane Tube Formation Induced by Adhesive
Nanocomponents.

Phys.

Rev.

Lett.

2012,

109

(18),

188101.

https://doi.org/10.1103/PhysRevLett.109.188101.
(18)

Šarić, A.; Cacciuto, A. Self-Assembly of Nanoparticles Adsorbed on Fluid and Elastic
Membranes. Soft Matter 2013, 9 (29), 6677–6695. https://doi.org/10.1039/c3sm50188d.

(19)

Šarić, A.; Cacciuto, A. Fluid Membranes Can Drive Linear Aggregation of Adsorbed
Spherical

Nanoparticles.

Phys.

Rev.

Lett.

2012,

108

(11),

1–5.

https://doi.org/10.1103/PhysRevLett.108.118101.
(20)

Bahrami, A. H.; Raatz, M.; Agudo-Canalejo, J.; Michel, R.; Curtis, E. M.; Hall, C. K.;
Gradzielski, M.; Lipowsky, R.; Weikl, T. R. Wrapping of Nanoparticles by Membranes.
Adv. Colloid Interface Sci. 2014, 208, 214–224. https://doi.org/10.1016/j.cis.2014.02.012.

(21)

Agudo-Canalejo, J.; Lipowsky, R. Uniform and Janus-like Nanoparticles in Contact with
Vesicles: Energy Landscapes and Curvature-Induced Forces. Soft Matter 2017, 13 (11),
2155–2173. https://doi.org/10.1039/c6sm02796b.

(22)

Dasgupta, S.; Auth, T.; Gompper, G. Nano- and Microparticles at Fluid and Biological
Interfaces. J. Phys. Condens. Matter 2017, 29, 373003. https://doi.org/10.1088/1361648X/aa7933.

(23)

Israelachvili, J. N. Intermolecular and Surface Forces; Israelachvili, J., Ed.; null; Academic

22

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Press, 1992; Vol. 450. https://doi.org/10.1103/PhysRevB.72.024417.
(24)

Tang, Z.; Zhang, Z.; Ying, W.; Glotzer, S. C.; Kotov, N. Self-Assembly of CdTe
Nanocrystals.

Science

(80-.

).

2006,

314

(October),

274–278.

https://doi.org/10.1126/science.1128045.
(25)

Zhang, Z.; Tang, Z.; Kotov, N. A.; Glotzer, S. C. Simulations and Analysis of SelfAssembly of CdTe Nanoparticles into Wires and Sheets. Nano Lett. 2007, 7 (6), 1670–1675.
https://doi.org/10.1021/nl0706300.

(26)

Wang, D.; Tejerina, B.; Lagzi, I.; Kowalczyk, B.; Grzybowski, B. A. Bridging Interactions
and Selective Nanoparticle Aggregation Mediated by Monovalent Cations. ACS Nano 2011,
5 (1), 530–536. https://doi.org/10.1021/nn1025252.

(27)

Garzoni, M.; Cheval, N.; Fahmi, A.; Danani, A.; Pavan, G. M. Ion-Selective Controlled
Assembly of Dendrimer-Based Functional Nanofibers and Their Ionic-Competitive
Disassembly.

J.

Am.

Chem.

Soc.

2012,

134

(7),

3349–3357.

https://doi.org/10.1021/ja206611s.
(28)

Petretto, E.; Ong, Q. K.; Olgiati, F.; Ting, M.; Campomanes, P.; Stellacci, F.; Vanni, S. IonMediated Charge-Charge Interactions Drive Aggregation of Surface-Functionalized Gold
Nanoparticles. 2021. https://doi.org/10.26434/CHEMRXIV-2021-KQ8F0.

(29)

Montis, C.; Caselli, L.; Valle, F.; Zendrini, A.; Carlà, F.; Schweins, R.; Maccarini, M.;
Bergese, P.; Berti, D. Shedding Light on Membrane-Templated Clustering of Gold
Nanoparticles.

J.

Colloid

Interface

Sci.

2020,

573,

204–214.

https://doi.org/10.1016/j.jcis.2020.03.123.

23

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

(30)

Zekiye Pelin Güven. PhD thesis, 2018, Nanoparticle Liposome Interactions.

(31)

Atukorale, P. U.; Guven, Z. P.; Bekdemir, A.; Carney, R. P.; Van Lehn, R. C.; Yun, D. S.;
Jacob Silva, P. H.; Demurtas, D.; Yang, Y. S.; Alexander-Katz, A.; Stellacci, F.; Irvine, D.
J. Structure-Property Relationships of Amphiphilic Nanoparticles That Penetrate or Fuse
Lipid

Membranes.

Bioconjug.

Chem.

2018,

29

(4),

1131–1140.

https://doi.org/10.1021/acs.bioconjchem.7b00777.
(32)

Albanese, A.; Chan, W. C. W. Effect of Gold Nanoparticle Aggregation on Cell Uptake and
Toxicity. ACS Nano 2011, 5 (7), 5478–5489. https://doi.org/10.1021/nn2007496.

(33)

Lolicato, F.; Joly, L.; Martinez-Seara, H.; Fragneto, G.; Scoppola, E.; Baldelli Bombelli, F.;
Vattulainen, I.; Akola, J.; Maccarini, M. The Role of Temperature and Lipid Charge on
Intake/Uptake of Cationic Gold Nanoparticles into Lipid Bilayers. Small 2019, 15 (23).
https://doi.org/10.1002/smll.201805046.

(34)

Chen, Y.; Bothun, G. D. Cationic Gel-Phase Liposomes with “Decorated” Anionic SPIO
Nanoparticles: Morphology, Colloidal, and Bilayer Properties. Langmuir 2011, 27 (14),
8645–8652. https://doi.org/10.1021/la2011138.

(35)

Rasch, M. R.; Rossinyol, E.; Hueso, J. L.; Goodfellow, B. W.; Arbiol, J.; Korgel, B. a.
Hydrophobic Gold Nanoparticle Self-Assembly with Phosphatidylcholine Lipid:
Membrane-Loaded and Janus Vesicles. Nano Lett. 2010, 10 (9), 3733–3739.
https://doi.org/10.1021/nl102387n.

(36)

Canepa, E.; Salassi, S.; de Marco, A. L.; Lambruschini, C.; Odino, D.; Bochicchio, D.;
Canepa, F.; Canale, C.; Dante, S.; Brescia, R.; Stellacci, F.; Rossi, G.; RELINI, A.

24

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Amphiphilic Gold Nanoparticles Perturb Phase Separation in Multidomain Lipid
Membranes. Nanoscale 2020, No. Ld. https://doi.org/10.1039/d0nr05366j.
(37)

Canepa, E.; Salassi, S.; Simonelli, F.; Ferrando, R.; Rolandi, R.; Lambruschini, C.; Canepa,
F.; Dante, S.; Relini, A.; Rossi, G. Non-Disruptive Uptake of Anionic and Cationic Gold
Nanoparticles in Neutral Zwitterionic Membranes. Sci. Rep. 2021, 11 (1), 1–11.
https://doi.org/10.1038/s41598-020-80953-3.

(38)

Salassi, S.; Simonelli, F.; Bochicchio, D.; Ferrando, R.; Rossi, G. Au Nanoparticles in Lipid
Bilayers: A Comparison between Atomistic and Coarse-Grained Models. J. Phys. Chem. C
2017, 121 (20), 10927–10935. https://doi.org/10.1021/acs.jpcc.6b12148.

(39)

Simonelli, F.; Bochicchio, D.; Ferrando, R.; Rossi, G. Monolayer-Protected Anionic Au
Nanoparticles Walk into Lipid Membranes Step by Step. J. Phys. Chem. Lett. 2015, 6 (16),
3175–3179. https://doi.org/10.1021/acs.jpclett.5b01469.

(40)

Physics, C. The Calculation of the Potential of Mean Force Using Computer Simulations.
Comput. Phys. Commun. 1995, 91, 275–282.

(41)

Jorgensen, W. L.; Madura, J. D.; Swenson, C. J. Optimized Intermolecular Potential
Functions for Liquid Hydrocarbons. J. Am. Chem. Soc. 1984, 106 (22), 6638–6646.
https://doi.org/10.1021/ja00334a030.

(42)

Pannuzzo, M.; De Jong, D. H.; Raudino, A.; Marrink, S. J. Simulation of Polyethylene
Glycol and Calcium-Mediated Membrane Fusion. J. Chem. Phys. 2014, 140 (12).
https://doi.org/10.1063/1.4869176.

25

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

(43)

Catte, A.; Girych, M.; Javanainen, M.; Miettinen, M. S.; Oganesyan, V. S.; Ollila, O. H. S.
The Electrometer Concept and Binding of Cations to Phospholipid Bilayers.
Nmrlipids.Blogspot.Fi 2015, 18 (Md), 1–14. https://doi.org/10.1039/C6CP04883H.

(44)

Lavagna, E.; Zeyike Pelin Güven; Bochicchio, D.; Olgiati, F.; Stellacci, F.; Rossi, G.
Amphiphilic Nanoparticles Generate Membrane Curvature and Shape Liposome-Liposome
Interfaces. 2021.

(45)

Lavagna, E.; Güven, Z. P.; Bochicchio, D.; Olgiati, F.; Stellacci, F.; Rossi, G. Amphiphilic
Nanoparticles Generate Curvature in Lipid Membranes and Shape Liposome-Liposome
Interfaces. Nanoscale 2021. https://doi.org/10.1039/d1nr05067b.

(46)

Simonelli, F.; Rossi, G.; Monticelli, L. Role of Ligand Conformation on NanoparticleProtein Interactions. 2019. https://doi.org/10.1021/acs.jpcb.8b11204.

(47)

Matsarskaia, O.; Roosen-Runge, F.; Schreiber, F. Multivalent Ions and Biomolecules:
Attempting

a

Comprehensive

Perspective.

ChemPhysChem

2020,

1742–1767.

https://doi.org/10.1002/cphc.202000162.
(48)

Fries, M. R.; Conzelmann, N. F.; Günter, L.; Matsarskaia, O.; Skoda, M. W. A.; Jacobs, R.
M. J.; Zhang, F.; Schreiber, F. Bulk Phase Behavior vs Interface Adsorption: Specific
Multivalent Cation and Anion Effects on BSA Interactions. Langmuir 2021, 37 (1), 139–
150. https://doi.org/10.1021/acs.langmuir.0c02618.

(49)

Roosen-Runge, F.; Zhang, F.; Schreiber, F.; Roth, R. Ion-Activated Attractive Patches as a
Mechanism for Controlled Protein Interactions. Sci. Rep. 2014, 4 (November).
https://doi.org/10.1038/srep07016.

26

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

(50)

Loveday, S. M.; Su, J.; Rao, M. A.; Anema, S. G.; Singh, H. Effect of Calcium on the
Morphology and Functionality of Whey Protein Nanofibrils. Biomacromolecules 2011, 12
(10), 3780–3788. https://doi.org/10.1021/bm201013b.

(51)

Batoulis, H.; Schmidt, T. H.; Weber, P.; Schloetel, J. G.; Kandt, C.; Lang, T. Concentration
Dependent Ion-Protein

Interaction Patterns Underlying Protein Oligomerization

Behaviours. Sci. Rep. 2016, 6 (January), 2–10. https://doi.org/10.1038/srep24131.
(52)

Marrink, S. J.; Risselada, H. J.; Yefimov, S.; Tieleman, D. P.; De Vries, A. H. The
MARTINI Force Field: Coarse Grained Model for Biomolecular Simulations. J. Phys.
Chem. B 2007, 111 (27), 7812–7824. https://doi.org/10.1021/jp071097f.

(53)

Marrink, S. J.; Tieleman, D. P. Perspective on the Martini Model. Chem. Soc. Rev. 2013,
42 (16), 6801–6822. https://doi.org/10.1039/c3cs60093a.

(54)

Salassi, S.; Canepa, E.; Ferrando, R.; Rossi, G. Anionic Nanoparticle-Lipid Membrane
Interactions: The Protonation of Anionic Ligands at the Membrane Surface Reduces
Membrane

Disruption.

RSC

Adv.

2019,

9

(25),

13992–13997.

https://doi.org/10.1039/c9ra02462j.
(55)

Berendsen, H. J. C.; Grigera, J. R.; Straatsma, T. P. The Missing Term in Effective Pair
Potentials. J. Phys. Chem. 1987, 91 (24), 6269–6271. https://doi.org/10.1021/j100308a038.

(56)

Bussi, G.; Donadio, D.; Parrinello, M. Canonical Sampling through Velocity Rescaling. J.
Chem. Phys. 2007, 126 (1). https://doi.org/10.1063/1.2408420.

(57)

Parrinello, M.; Rahman, A. Polymorphic Transitions in Single Crystals: A New Molecular

27

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

Dynamics

Method.

J.

Appl.

Phys.

1981,

52

(12),

7182–7190.

https://doi.org/10.1063/1.328693.
(58)

De Jong, D. H.; Schäfer, L. V.; De Vries, A. H.; Marrink, S. J.; Berendsen, H. J. C.;
Grubmüller, H. Determining Equilibrium Constants for Dimerization Reactions from
Molecular Dynamics Simulations. J. Comput. Chem. 2011, 32 (9), 1919–1928.
https://doi.org/10.1002/jcc.21776.

(59)

De Jong, D. H.; Baoukina, S.; Ingólfsson, H. I.; Marrink, S. J. Martini Straight: Boosting
Performance Using a Shorter Cutoff and GPUs. Comput. Phys. Commun. 2016, 199, 1–7.
https://doi.org/10.1016/j.cpc.2015.09.014.

(60)

Kästner, J. Umbrella Sampling. Wiley Interdiscip. Rev. Comput. Mol. Sci. 2011, 1 (6), 932–
942. https://doi.org/10.1002/wcms.66.

(61)

Kumar, S.; Rosenberg, J. M.; Bouzida, D.; Swendsen, R. H.; Kollman, P. A. THE Weighted
Histogram Analysis Method for Free‐energy Calculations on Biomolecules. I. The Method.
J. Comput. Chem. 1992, 13 (8), 1011–1021. https://doi.org/10.1002/jcc.540130812.

(62)

Hub, J. S.; De Groot, B. L.; Van Der Spoel, D. G_whamsA Free Weighted Histogram
Analysis Implementation Including Robust Error and Autocorrelation Estimates. 2010,
3713–3720. https://doi.org/10.1021/ct100494z.

(63)

Wassenaar, T. A.; Ingólfsson, H. I.; Bockmann, R. A.; Tieleman, D. P.; Marrink, S. J.
Computational Lipidomics with Insane: A Versatile Tool for Generating Custom
Membranes for Molecular Simulations. J. Chem. Theory Comput. 2015, 11 (5), 2144–2155.
https://doi.org/10.1021/acs.jctc.5b00209.

28

bioRxiv preprint doi: https://doi.org/10.1101/2021.11.22.468803; this version posted November 22, 2021. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission.

29

