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Abstract: Eukaryotic cells contain membranes with various curvatures, from the near-plane plasma
membrane to the highly curved membranes of organelles, vesicles, and membrane protrusions.
These curvatures are generated and sustained by curvature-inducing proteins, peptides, and lipids,
and describing these mechanisms is an important scientific challenge. In addition to that, some molecules can sense membrane curvature and a thereby be trafficked to specific locations. The description of curvature-sensing is another fundamental challenge. Curved lipid membranes and their interplay with membrane-associated proteins can be investigated with molecular dynamics (MD) simulations, given the right tools. Various methods for simulating curved membranes with MD are
discussed here, including tools for setting up simulation of vesicles, and methods for sustaining
membrane curvature. The latter are divided into methods that exploit scaffolding virtual beads,
methods that use curvature-inducing molecules, and methods applying virtual forces. The variety
of simulation tools allow the researcher to closely match the conditions of experimental studies of
membrane curvatures.
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1. Introduction
Membrane curvature plays a central role in cellular trafficking. This role is seen in
the formation of vesicles during endo- and exocytosis. Membrane curvature also play a
more direct role, since differences in curvature can target curvature-sensing lipids, peptides, and proteins to specific locations. But by which mechanisms does membrane curvature induce sorting of these molecules? We know that there is a broad variation of membrane curvatures in mammalian cells: from the plasma membrane, which is flat at the
nanoscopic scale, to the highly curved surfaces of the endoplasmic reticulum and the
Golgi apparatus, or the curved membranes of protrusions [1], or of organelles such as
endosomes and lysosomes (Figure 1). But how is membrane curvature generated and
maintained in the different cellular compartments?
Molecular dynamics (MD) simulations provide molecular insight with high spatial
and temporal resolution and MD is thus a strong complementary tool to experimental
studies, when addressing these questions. As we shall see, there are various methods for
simulating curved lipid membranes with MD, and thanks to dedicated scientists, many of
these are implemented as open-source software. However, selecting the best method for
a given problem is not trivial. One strategy is to model whole organelles [2,3]. Albeit attractive and promising, only short simulations have so far been made for whole organelles
[4]. I therefore focus on smaller model systems of curved membranes, with more moderate
computationally cost and discuss what questions may be unravelled by each model system. I will not provide details about the levels of molecular resolution in different lipid
models, as this has already been covered [5]. The review is also limited to biological molecules, although nanotubes and nanoparticles can also induce and sense membrane curvatures, which is highly relevant, e.g., in bioengineering.
The motivation for writing the review is thus to provide an overview of available
tools for researchers who are interested in applying MD simulations to study the interplay
between membrane curvature and proteins, peptides, and various lipid types. With the
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review in hand, it should be easier to find the best suited simulation approach for a given
scientific question.
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Figure 1. Eukaryotic cell and organelles with examples of various membrane curvatures. Some curvature-inducing proteins are also shown, see the main text. .

2. Biological background
A variety of proteins and lipids induce membrane curvature or are sorted by membrane curvature. One group is the coating proteins COP I and COP II that mediate budding and vesicle transport between endoplasmic reticulum and the Golgi apparatus [6],
and the functionally related protein, clathrin, which also facilitates vesicle formation by
coating [7] (Figure 1). The superfamily of BAR domain-containing proteins is another notable example. BAR domains form dimers whose shape resembles that of a banana or a
crescent moon. They can scaffold the membrane into a curvature, defined by this shape,
when nucleating on the membrane surface [8]. BAR domain-containing proteins can also
create membrane curvature by insertion of amphipathic helices in a wedge-like mechanism, or by mere crowding [9–11]. BAR domains are involved in several membrane-reconstructing processes, including endocytosis, and the formation of T-tubules and is thus
a key player in membrane remodelling. Another interesting curvature-dependent group
is antimicrobial peptides. These peptides can penetrate and form pores in bacterial membrane, which makes them an potential drug candidate, that would constitute a muchneeded alternative to conventional antibiotics [12]. Fusion peptides is another group of
peptides that can penetrate and remodel lipid membranes. These peptides are part of fusion proteins, which are key players, e.g., in viral entry and therefore constitute a potential
target for anti-viral drugs [13]. Lipids themselves can also generate and sustain curvature.
This can be obtained by lipid clustering and formation of lipid rafts [14], or simply by an
asymmetric lipid distribution in the inner and outer leaflets [15]. These are just a few examples that illustrate the abundance of membrane curvature-inducing and curvaturesensing molecules. Other examples will be mentioned in the text, as the different methods
for simulating membrane curvature are discussed.
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3. Review methods
Google Scholar was used to identify relevant literature, searching for papers including “membrane curvature” and “molecular dynamics” in title, abstract or main text. Moreover, research was done by personal communication and by checking references in the
reviewed papers. Per reviewed papers as well as preprints were included in the search,
whereas theses and abstracts for conference presentations were excluded. Online tutorials
and software documentation were also considered and included in the review process.
The review focuses on methods, and the aim is therefore to cover most methods that are
relevant for simulating curved membranes with MD simulations. The scope for the review
is also presented in the introduction. Thus, studies were only included if they either presented a unique method for simulating curved membranes with MD or served as an example for the use of one of these methods. In most cases, many additional examples could
have been included, but in the interest of clarity and focus, only a few were selected for
each method.
4. Spontaneously inducing membrane curvature
In this section, I will give an overview of methods to simulate how membrane curvature can be spontaneously induced by proteins, peptides, or lipids. The starting configuration is either randomly distributed lipids or a flat membrane, which is then reshaped
into a curved membrane.
4.1. Self-assembly
Possibly the simplest and least biased approach is to allow lipids (and proteins) to
self-assembly into the preferred shape and curvature. This approach was used by Cooke
and Deserno to investigate the role of the lipid packing parameter on membrane shape
[16]. As simulated self-assembly is computational expensive, the authors used an approximate force field with just three beads per lipid (i.e., around 50 atoms per bead) and implicit water. That is, the effect of water was introduced by an attractive force between
beads representing the hydrophobic tails of the lipids. Other methods, which will be discussed below, are computationally less expensive, enabling the use of force fields with
higher resolution and explicit water. These methods use a preassembled lipid bilayer as
starting configuration.
4.2. Bending of plane bilayers with periodic boundary conditions
A relatively straight-forward strategy for monitoring spontaneously induced curvature, is to simulate a flat membrane with periodic boundary conditions and probe the
effect of adding curvature-inducing molecules, such as peripheral membrane proteins.
This method has, e.g., been applied in studies of F-BAR domains [17] and N-BAR domains
[18]. Some integral membrane proteins also induce spontaneous local curvature in order
to obtain a better match between its transmembrane part and the hydrophobic core of a
lipid bilayer [19]. The non-structural protein 4A of dengue virus is an example of a transmembrane protein that induce membrane curvature as a first step towards vesicle formation [20]. Intriguingly, MD simulations of flat membrane has also been used to show
that membrane curvature can be induced by mere protein crowding, i.e. by high concentrations of proteins, which by themselves have little or no affinity for lipid membrane [21]
(Figure 2A).
A challenge with membrane curvature in planar membranes is the repulsive force
from the periodic boundary condition, which inevitably leads to underestimation of the
induced curvature. This is particularly critical for large perturbations of the curvature.
The repulsive effect can to some extend be circumvented by simulating a larger membrane
patch such that edge effects are negligible. However, small membranes are attractive due
to reduced computational costs, so several methods have been developed to overcome the
challenge of combining periodic boundary conditions with membrane curvature without
making excessively large systems, as described in the following.
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Figure 2. Simulating membrane curvature induction. (A) Bending of plane periodic bilayer by protein crowding. Figure adapted from Ref. [21]. (B) Bicelle to vesicle transition, adapted from Ref. [22].
(C) Tethering from a plane membrane, adapted from Ref. [23].

4.3. Bicelles and bicelle-to-vesicle transitions
Small bilayer patches in solution are energetically unstable due to the exposed hydrophobic lipid tails at the rim. The bilayer patch can, however, be solubilized by detergents or short-tailed lipids to form bicelles, or by amphipathic helices or polymers [24].
Bicelles is the most interesting of these systems in the context of membrane bending, as
the flexible rim of detergents or short-tailed lipids allow the membrane to bend. Moreover,
lipids can translocate from one leaflet to the other via the rim, to equilibrate the density
difference that inevitably builds up upon bending. We note that this pressure difference
cannot be equilibrated in flat, periodic membranes, unless an artificial pore is formed and
sustained. In that case, the pore can be used by the lipids to translocate from the dense
(concave) to the less dense (convex) leaflet. One example of use of bicelles for studying
membrane curvature is an MD-based investigation of curvature-inducing amyloid- peptides [25]. In this study, the peptides bound to a metastable bicelle, allowing the bicelle to
close in on itself and form a vesicle. In absence of the amyloid- peptides, the energy barrier between bicelle and vesicle was too high for a spontaneous transformation to happen,
but the peptides lowered this energy barrier. A similar approach was used to investigate
the curvature-inducing properties of the reticulum homology domain (RHD) of ER-phagy
receptor FAM134B [22] (Figure 2B). Clustering of protein on the bicelle led to a bicelle-tovesicle transition. Similar simulations of bicelle-to-vesicle transitions has also been used
to investigate the curvature induction of protein complexes from dengue virus [26].
4.4. Budding of plane membranes
The curvature inducing properties of FAM134B-RHD was, in a later study, investigated by a different approach, using a plane membrane with periodic boundary condition
as the initial configuration [23]. The membranes had an imbalance between the number
of lipids in the upper and lower leaflet, and was thereby caught in a metastable state, with
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a budded membrane constituting a more stable state, analogues to the bicelle-to-vesicle
transition, where the plane membrane was instead unstable due to the exposed hydrophobic edges. FAM134B-RHD induced budding of the membrane, by lowering the energy
barrier between the plane membrane and the energetically favourable budded membrane
state (Figure 2C). The budding approach allows for protrusions of different sizes [23], in
contrast to the bicelle-to-vesicle transition method, where the final vesicle diameter is constrained by the number of lipids in the bicelle. Thus, the budding approach may be used
to determine the preferred curvature of different combinations of lipids and of curvatureinducing proteins.
4.5. Lipid bilayers with free edges in one direction
The last method included in this section, is a modification of the simple plane membrane. Mahmood et al. investigated the curvature-sensing properties of the F-BAR domain
Pacsin1 by generating a bilayer with free edges in one direction, and no pressure coupling
in the membrane plane [27]. Thus, the membrane could bend in one direction without
having to overcome a restoring force from the periodic boundary condition. A regular
grid of Pacsin1 was placed on the membrane, and spontaneously induced curvature was
monitored. The system was simulated for 2 μs, meaning that the system was surprisingly
stable despite having the hydrophobic tails exposed to water in one direction. The same
method has been used to investigate the membrane-bending properties of the endosomal
sorting complex ESCRT [28].
5. Vesicle formation
Vesicles are abundant in all cells and, depending on their size, they consist of moderately to highly curved lipid membrane. Formation and fusion of vesicles are vital in
many biological processes, from cellular trafficking and synaptic signalling to protein degradation. Computational studies employing MD have been used to investigate, e.g., how
viral fusion is mediated by the fusion peptide hemagglutinin [29], how lipid composition
affects vesicle fusion [30], and how vesicle size and membrane thickness is related [31]. A
prerequisite for such studies is the formation of vesicles in silico, and in the following we
describe methods for solving that task.
5.1. Self-assembled vesicles
Vesicles can be formed by an allowing the phospholipids to self-assemble. This has
the obvious advantage that the self-assembly process itself can be investigated, e.g. in order to probe the propensity of different lipids towards vesicle formation [32] (Figure 3A).
However, there are more effective ways of forming vesicles if the self-assembly process is
not the point of interest.
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Figure 3. Methods for vesicle generation. (A) Self-assembly of vesicle, adapted from Ref. [32]. (B)
CHARMM-GUI Martini Maker, adapted from Ref. [33]. Top shows the cross-section of a vesicle
with pores for lipid translocation between leaflets, bottom shows the vesicle after pore-closure. (C)
Generation of vesicles by triangular surfaces, using TS2CG. Adapted from Ref. [4]. (D) Curvature
generated from transition of a flat membrane, using BUMPy. Adapted from Ref- [34]. (E) Insertion
of membrane protein in a vesicle, using TS2CG. Adapted from Ref. [4].

5.2. CHARMM-GUI vesicle builders
The CHARMM-GUI [35] includes two tools for building vesicles: one in the Martini
Maker [33], and one in the PACE CG builder [36], with the latter supporting both the
coarse-grained Martini force field [37] with about 4 heavy atoms per bead, and the united
atom PACE force field [38] with one bead per heavy atom. The dedicated Martini Maker
is most widely used for vesicle generation (as judged by inspecting the papers that cite
the respective vesicle builders), possibly because it includes more Martini lipids, and includes a protocol for dealing with the difference in lipid density between the inner and
outer leaflet of the vesicle. The latter is facilitated by artificial pores in the vesicle, which
allow translocation of lipids between leaflets. The pores are preserved by positional restraints, which are released after an initial equilibration, resulting in an unbroken and
equilibrated vesicle for further studies (Figure 3B).
5.3. From triangular surfaces to lipid vesicles
Vesicles can also be formed by use of triangular surfaces. Triangular surfaces consist
of a grid of nodes which represents the corners of triangles that can span any surface. They
are used in computer graphics to approximate basically any shapes, from spheres to animated people. The triangulated surfaces can be generated by third-party software, which
is not made specifically for MD simulations. After generating the shape, the next step of
the preparation for running an MD vesicle simulation, is to fill the triangulated surface
with lipids. This step has been implemented in LipidWrapper [39] and TS2CG [4]. LipidWrapper uses a “cookie cutter” method to fill each triangle with lipid patches of the same
size, cut out from an equilibrated flat membrane made by the user. TS2CG, on the other
hand, first generates a finer grid of nodes from the original triangulated surface, then calculates the normal with respect to the curved surface, and places lipids at the new nodes
oriented along to the normal (Figure 3C). In our hands, both methods provide well-equilibrated vesicles, and are well-documented. They also have the flexibility to form various
other shapes. Just like the CHARMM-GUI Martini Maker’s vesicle builder, TS2CG uses
pores to equilibrate the difference in lipid density between inner and outer leaflet. TS2CG
also has a built-in tool to generate some predefined shapes without providing premade
triangular surface as input [40].
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Importantly, both triangular surface-based methods, as well as both CHARMM-GUI
vesicle builders can generate vesicles with embedded membrane proteins (Figure 3E).
5.4. Transformation from flat membranes to vesicles
Vesicles can also be formed by bending a flat membrane it into a predefined vesicle
shape, as implemented in the program BUMPy [34]. A key feature of BUMPy is the ability
to estimate the asymmetry of the inner and outer leaflets and adjust the density of the
leaflets in the flat membrane before transforming it into a vesicle. Thus, no artificial pore
is necessary for equilibration of lipid density differences between leaflets. This method is
versatile, like the triangular surface-based methods, as BUMPy can form different shaped
membranes, including tori, hollow cylinders or bilayers connected by a cylindrical pore
(Figure 3D).
6. Non-spontaneous membrane curvature sustained by scaffolding beads or virtual
forces
Protein or lipids can induce membrane curvature, but membrane curvature can also
sort molecules to a specific location. To investigate curvature-dependent sorting, it is useful to be able to sustain a prefixed membrane curvature in an MD simulation. Some of the
methods described above can generate starting configurations for curved membranes
(TS2CG, LipidWrapper and BUMPy), but the initial shape is not necessarily sustained
throughout the simulation. One way to sustain curvature is by generation of vesicles or
lipid tubules, whose curvatures are defined by their radii. However, smaller systems than
whole vesicles or tubules are often preferable due to computational cost and in addition
to that, it is beneficial for sorting studies to be able to simulate membranes with multiple
curvatures, so movement from one curvature to another can be monitored. Luckily, a
range of methods have been developed in recent years, to meet these needs. They can be
divided into three overall groups, where the curvature is either sustained by virtual beads,
by curvature-inducing molecules, or by virtual forces.
6.1. Virtual beads and solid supports
One way to sustain a curved membrane is by use of beads which are fixed in space.
By imposing attractive or repulsive forces between beads and lipids, the membrane adapts
to the curvature dictated by these beads. This can be achieved by forming walls of virtual
beads above and below a curved membrane and imposing repulsive forces between the
beads and the lipids tails of the membrane (Figure 4A). This method was introduced by
Yesylevskyy et al. [41], who first used the method to study the permeability of curved
membranes [42]. The method is also implemented as part of TS2CG (from version 1.1)
[40]. This wall-bead method is very effective in sustaining a fixed curvature, and straightforward to set up using TS2CG [40]. However, the method has some core limitations [43]:
First, the walls has to be fixed before equilibration, so the membrane height must be
known a priori. Second, for mixed membranes, the restraining by the walls may be suboptimal for some lipids with tail groups that are shorter or longer than the average, thus not
ideal for simulating lipid clustering. Third, the membrane may need to expand vertically
during equilibration, if the area per lipid headgroup is not perfectly chosen a priori, or the
membrane is perturbed, e.g., by peptide insertions. In that case, the membrane exceeds
beyond the barriers imposed by the wall restraint, so edge-effects must be considered
when analysing the data. Another point to be aware of, is the difference in lipid density
between concave and convex leaflets. This imbalance can be equalized either by use of
bicelles [41,42], where the density difference can be relieved through the endcaps. In periodic membranes, the lipids are restrained to one leaflet, so each leaflet must contain an
equal amount of concave, flat and convex patches. Albeit having some limitations, the
wall-bead method is a valuable tool, as membrane curvature can be tuned and controlled.
Moreover, simulations with several curvatures in one system can be generated.
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An alternative method, also using virtual beads, is to place the membrane on a solid
support of beads (Figure 4B). This surface can contain either stalks [44] or holes [45] and
attractive forces ensure that the membrane adapts to this surface. The curvature can, to
some extent, be controlled by tuning the attractive force and the size of the holes or distance between stalks. This method was first introduced to investigate the effect of solid
supports on membranes in in vitro experiments [44,45], but has later been applied to study
the sorting of curvature-sensitive epsin N-terminal domain (ENTH) [46] and various
ANTH domains [47]. As opposed to the wall-bead method, the membrane is only restrained from one side, so the membrane height need not to be known a priori and can
better accommodate lipids with different lengths. Providing a small water layer between
the solid support and the membrane ensures that the disturbance of the membrane is minimal [44], which is in line with experimental finding [48]. The more relaxed membrane
does, however, come with a price: It is more tedious than in the wall-bead approach, to
set up the system and vary the curvature, and the solid-support method has only been
used for rather large systems (so far), which increases computational cost.

Figure 4. Methods for setting up and maintaining curvature. (A) Scaffolding approach, employing
a ‘wall’ of virtual beads (orange) that sustain membrane curvature by repulsive forces between the
beads and lipid tails. Pure POPC membrane, set-up using TS2CGv1.1 [40]. The semi-transparent
membrane is the periodic extension of the simulated box. (B) Scaffolding approach, where the membrane is attracted to a solid support with a hole. A cross-section through the hole is shown. Membrane of DOPC (blue) and POPIP2 (red). Set-up using the protocol in Ref. [45]. (C) Lipid asymmetryinduced curvature. The anisotropy is maintained by virtual repulsive forces between POPC (blue)
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and POPS (red). Membrane fluctuations are suppressed by harmonic position restraints. Set up following Ref. [49]. (D) Virtual forces generate and maintain a membrane curvature defined by a set of
collective variables. Here, the virtual forces are harmonic restraints on the distance between a virtual
bead (orange) and a section (yellow) of a POPC membrane. Set-up using EnCurv [43]. (E) The membrane is compressed in one direction (buckling) and then the box dimensions are fixed. Membrane
fluctuations are avoided by position restraints. Mixed membrane of POPC (blue), POPS (red) and
cholesterol (brown). Set up using Refs. [50,51].

6.2. Curvature-inducing molecules
Lipids are known to induce various curvatures, largely due to their packing parameter [16]. Although it is debated how large the effect of the lipid packing parameter really
is [52], the difference in lipid packing parameters has been exploited in MD simulations
to generate curved membranes, by clustering lipids with positive packing parameters in
one leaflet and lipids with negative packing parameters in the opposing leaflet (Figure
4C). Lipid asymmetry-induced curved membranes were, e.g., used to study the mechanosensitive protein MscL [49] and to probe how cholesterol affect membrane shape [53].
There is a strong enthalpic pressure towards lipid mixing, so to sustain the initial curvature, repulsive forces between lipids in the different domains must be applied. To suppress membrane fluctuations and sustain a given curvature, position constraints can also
be applied. Albeit elegant, the method has some limitations. Obviously, the lipid composition is limited, as specific lipids are utilized to create the curvature, and the composition
may not match physiologic conditions. It is, however, possible to maintain the curvature
by only having anisotropy in the lower leaflet, leaving the upper leaflet free for variations
in the lipid composition. Another limitation is, that the curvature cannot easily be tuned,
as the curvature is restricted by the choice of lipids. A third limitation, is that one has to
define new bead types to implement the repulsive forces that suppress lipid mixing (see
example of implementation at https://github.com/andreashlarsen/Larsen2022-review), making
the setup elaborate. Moreover, the repulsive forces that prevent lipid mixing also prevent
the release of pressure, which is built up by bending. Normally this pressure can be released by lipid diffusion from concave to convex patches, but the repulsive forces hinder
this.
It may be possible to use other curvature-inducing molecules to obtain a desired curvature. E.g., by allowing BAR domains to bind to one membrane leaflet, and probe curvature-sensing of other peripheral proteins using the opposing leaflet. One could alternatively simulate peptidoglycans, that scaffold bacterial surface [54] and thus sustain a given
curvature. None of these approaches have, however, been attempted (to our knowledge).
Probably because more adaptable methods exist, as we shall cover in the next section.
These are more adaptable in the sense that lipid composition and membrane curvature
can easily be varied and controlled.
6.3. Virtual forces
Virtual forces impose an alternative to the virtual beads, and the forces can be applied
in various ways depending on the scope of the study. One method is to pull a tether from
a flat membrane, by applying a pulling force to a patch of lipids [55,56] (Figure 5D). This
method has been used to investigate lipid sorting in mixed, asymmetric membranes [57].
Membrane tethers contain a high variety of curvatures, from highly concave in the interface between flat membrane and the tether, to highly convex at the top of the tether. This
makes it an attractive method for curvature-sorting studies. The curvature cannot be controlled directly but is determined by the lipid composition and amplitude of the pulling
force.
A more controlled way to induce and sustain curvature by virtual forces, is to impose
a specific radius by a collective variable. A couple of such curvature-controlling collective
variables have been derived in recent years [58–60]. An elegant implementation, denoted
EnCurv, exploits PLUMED [61,62] to implement a collective variable that can enforce a
specific curvature to a bicelle or a patch of a periodic membrane [43] (Figure 4D). A
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notable attribute is that the PLUMED implementation makes the method agnostic to force
field or MD engine and easy to set up. Moreover, the bilayer is less constrained than in
the wall-bead method, albeit the curvature is still very controlled and tuneable. When
simulating bicelles, the leaflet lipid density gradient can be relieved by exchange via the
end caps. For periodic membranes, on the other hand, temporary artificial pores must be
formed during equilibration for lipid exchange between leaflets, as also discussed previously for the vesicle builder in the CHARMM-GUI Martini Maker. EnCurv and related
methods sustain a uniform curvature over the affected lipid patch or bicelle, which can be
very useful. This is, however, also a limitation of the method, as the lack of multiple curvatures means that several parallel simulations may be needed if curvature-sorting is the
scope of the study.
The last method that uses virtual forces, is membrane buckling. This method starts
with a plane membrane, and by decreasing the box size in the membrane plane, a lateral
stress is built up, which is released by spontaneous transformation from a flat to a curved
membrane. The decreased box size (buckling) can either be obtained by increasing the
pressure in one direction [51,63,64] or applying a force in that direction [65]. Alternative,
the box size can be decreased by scaling all particle coordinates along one direction [50,66–
68], followed by equilibration with the box size fixed. In the latter approach, the compression (degree of buckling) can be controlled directly. By fixing the box size after the buckling, a lateral force is effectively applied on the membrane. This reactive force prevents
the membrane from reshaping into a flat geometry, so the curvature is approximately sustained (Figure 4E). To prevent membrane fluctuations and stabilize a given membrane
curvature, position restraints can be applied to one membrane leaflet, thus sustaining curvature while keeping the lipids in the opposing leaflet relatively undisturbed [51]. Just
like the membrane tethering method, the curvature of the buckled membrane is not directly controlled, but indirectly given by the lipid composition and the degree of compression. Membrane buckling has, e.g., been used to study curvature-sensing of amphipathic
helices from antimicrobial peptides [66], from viral scission protein [50], and from synuclein [51]. It has also been used to study curvature sensing of cardiolipin [63,67],
and lipid sorting of various lipid types in mixed bilayers [64]
6.4. Free energy calculations
The ability to generate and sustain curved membranes in MD provides the basis for
free energy calculations. Energetics are useful for quantifying bending properties of the
membrane and collective variables have been applied to calculate bending moduli of different lipid bilayers [58–60]. The affinity of peptides, proteins and lipids towards specific
curvatures can also be quantified with free energy calculations. Recently, Stroh and Risselada described how membrane buckling and umbrella sampling can be used to calculate
the relative free energy of binding of curvature-sensing peptides ALPS and -synuclein
as function of membrane curvature [51].
7. Comparison with experiments
Membrane curvature can be generated and measured experimentally, and comparison with experimental results are essential for verification of MD simulations. The most
common experimental techniques for measuring curved membranes are electron microscopy and fluorescence microscopy. Electron microscopy can directly probe large-scale
structural changes of the membranes. One example is the transitions from vesicles to tubules induced by the BAR domain of amphyphysin [69] (Figure 5A). In fluorescence microscopy, on the other hand, a bulk lipid is fluorescently marked. Importantly, this lipid
must be homogeneously distributed in the membrane, i.e., not be curvature sensitive itself. The proteins or lipids of interest must likewise be fluorescently labelled. The relative
density of the proteins or lipids of interest is quantified by the ratio of fluorescence intensities Ibulk-lipid/Imolecule-of-interest at membrane segments with different curvatures.
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By these means, curvature and sorting can be monitored. The obvious next challenge
in is then, analogues to the simulation methods described above, how to generate lipid
membranes with varying curvatures. The various experimental methods are described in
more detail elsewhere [70,71], but this section is included to provide a more direct comparison to the presented simulation tools. Evidently, virtual forces or virtual beads cannot
be exploited in experimental methods, but external (non-biological) forces can have very
similar effects.

Figure 5. Experiments for measuring membrane curvature. (A) Electron microscopy images of how
amphyphysin (wild type and mutant “mut2”) induce transitions from vesicles towards tubules.
Adapted from Ref. [69]. (B) Fluorescent liposomes (red, middle panel) on a surface with bound BAR
domains (green, right panel). Adapted from Ref. [72]. (C) Tethering from GUV with optical tweezer,
adapted from Ref. [73]. (D) Simulated tethering and fission event, adapted from Ref. [55], with permission.

7.1. Vesicles
By using an experimental setup with vesicles of varying diameter, the curvature can
be linked with the fluorescence intensity, thus quantifying curvature-induced sorting
[72,74] (Figure 5B). Flow cytometry is a promising alternative to microscopy for highthroughput experiments (thousands of vesicles) [75]. By comparison with MD simulations
of vesicles with the same lipid composition and protein content, researchers can investigate molecular details that are hard to probe experimentally.
7.2. GUVs with tubules
GUVs with diameters in the order of 1 um are flat at the nanoscopic scale. Including
curvature-inducing proteins or lipids in the GUV may result in spontaneous tubulation
on the GUV surface. As the tubules have high membrane curvature, they constitute a target location for molecules that prefer to be located at non-zero curvature.
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The membrane tubules can also be generated in an optical tweezer experiment. To
this mean, biotin-labelled lipids are included in GUV membrane. A bead coated with
streptavidin, which has high affinity for biotin, is positionally restrained by optical tweezers, and using the bead, a tubule can be pulled from the GUV (Figure 5C) [73,76]. With
this method, curvature can be tuned by the pulling force of the optical tweezer. Interestingly, this method is very analogues to the MD approach, where a tubule is pulled from a
flat membrane using virtual forces [55] (Figure 5D).
7.3. Solid support
Solid supports can be simulated with MD [44,45], as discussed in the previous section. These in silico setups are directly inspired by in vitro equivalents [77–79]. Intriguingly, this makes it possible to compare MD with experiments directly. Unfortunately,
direct comparative studies (with the same sample being investigated by solid supports in
silico and in vitro) have not, to our knowledge, been made yet.
7.4. Example: combining MD and experiments for a curved membrane
A great example of how experiments and simulations complement each other is a
study of the effect of polyunsaturated lipids on endocytosis [55]. Using electron microscopy, Pinot et al. showed that polyunsaturated membranes are more prone to membrane
fission than monounsaturated membranes. Coarse-grained MD simulations were performed as the lipid composition could be monitored and controlled better than in the experimental setup. A tubule was pulled from either mono- or polyunsaturated membrane.
In the polyunsaturated membranes, less pulling force was needed to cause a fission event
(Figure 5D). The simulated trajectories provided molecular insight in how polyunsaturated lipids induced packing defects and better adapted to new curvatures due to their
flexible tails.
8. Challenges and future directions
There has been a rapid and promising development of methods for simulating membrane curvature in recent years, which opens for some interesting future directions, which
will be discussed in the following, along with some of the challenges that remain.
One practical limitation is that many of the simulation methods are only implemented within a limited number of force fields, water models and/or MD engines. Implementation via PLUMED is possible for some methods, in particular those based on collective variables [43], which make these methods immediately available for most users. Other
methods are force field specific. This challenge is general for many MD methods, and as
such not limited to simulations of curved membranes, but it is nonetheless an important
challenge to face, also in this context.
Another challenge is of more political than scientific nature and concerns the expansion and development of scientific programs. Novelty is, for good reasons, credited in
science when publishing and getting grants. Thus, the scientific “reward” for maintaining
and refining existing programs is limited, although these are a pivotal for the scientific
community. Given the necessary resources, existing tools could be expanded to accommodate more force fields, more lipid types, and more geometries. And importantly, limit
the risk of bugs. E.g., it would be useful with collective variables for periodic functions,
similar to the Fourier shapes available in TS2CG [40].
An area that has experiences rapid development is the transition between different
realms of resolution. It is pivotal to choose the right level of detail for a given simulation,
to balance accuracy and computational cost [5]. Some parts of the system may require a
higher level of detail than other, e.g. binding sites vs bulk water, so a dual resolution approach combining coarse-grained and atomistic detail is therefore alluring [80], analogues to QM/MM simulations [81]. Proof-of-principle studies have shown that this is possible, despite the challenges of combining different force fields. In a study by Orsi et al.,
antimicrobial peptides in atomistic resolution bound to coarse-grained lipid membranes
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[82], and in a more recent study by Liu et al., a vesicle with atomistic interior and coarsegrained exterior was simulated [83]. This is indeed a promising approach. A simpler approach is to first simulate at one resolution, then convert the system (or a subset of it) to
another resolution and continue the simulation, e.g. to validate an coarse-grained binding
pose with all-atom MD [84]. The conversion from lower to higher resolution is most challenging, as information has to be added to solve this inverse problem. Fortunately, several
programs exists, that deal with this problem: LipidWrapper [39] and TS2CG [4] can convert triangular surfaces to molecular detail, whereas CG2AT [85] and the backward script
[86] convert from coarse-grained to atomistic resolution.
Finally, it is not sufficient to be able to simulate curved membranes, the data should
also be analysed. Due to the non-standard membrane geometry, tools developed for plane
membranes, such a LiPyphilic [87] are in many cases not adequate. More specialized
methods have, however, been developed [53], including the package Memsurfer, which
provides a range of analytical methods designed for curved membranes [88].
The amount of studies that directly combine MD simulations and experiments for
curved membranes (e.g. Ref. [55]) is still limited. But with the tools reviewed here, it is
feasible for a broad scientific community to set up and run simulations that match the
experimental conditions closely, providing invaluable molecular insight.
9. Conclusion
Investigating curvature sensing and curvature induction in MD simulations is a
daunting task, as the researcher must consider several factors, including how to generate
and sustain out-of-equilibrium membrane geometries; how to perturb the membrane as
little as possible, despite this non-plane geometry; and how to balance computational
costs against having a sufficiently large system that include the relevant curvature(s) and
negligible edge effects. Fortunately, and thanks to dedicated researchers and software developers, a powerful collection of computational tools and protocols have been developed
in recent years. This includes methods to generate starting configurations for membranes
of arbitrary shapes, methods to sustain these shapes if needed, methods to shift between
different levels of molecular detail, and methods for analysing the simulated data. These
efforts, along with parallel development of experimental methods, are pivotal for unravelling the role of membrane curvature in the diseased and the healthy body.
Accessibility: Scripts for setting up the membrane simulations in Figure 4, are available at GitHub:
https://github.com/andreashlarsen/Larsen2022-review.
Acknowledgements and figure reprint permissions: I thank the Lundbeck Foundation (grant
R347-2020-2339) for funding. I am grateful for valuable input from Patrick Simcock and Phill Stansfeld. Thanks to Alexis Belessiotis-Richards for providing coordinates for Figure 4E. Thanks to publishers and authors for permission to adapt and reprint figures appearing as panels in Figure 2, 3
and 5.

References
1.
2.
3.
4.
5.
6.
7.

Warner, H.; Wilson, B.J.; Caswell, P.T. Control of Adhesion and Protrusion in Cell Migration by Rho GTPases. Curr. Opin. Cell
Biol. 2019, 56, 64–70, doi:10.1016/j.ceb.2018.09.003.
Pezeshkian, W.; Marrink, S.J. Simulating Realistic Membrane Shapes. Curr. Opin. Cell Biol. 2021, 71, 103–111,
doi:10.1016/j.ceb.2021.02.009.
Marrink, S.J.; Corradi, V.; Souza, P.C.T.; Ingólfsson, H.I.; Tieleman, D.P.; Sansom, M.S.P. Computational Modeling of Realistic
Cell Membranes. Chem. Rev. 2019, 119, 6184–6226, doi:10.1021/acs.chemrev.8b00460.
Pezeshkian, W.; König, M.; Wassenaar, T.A.; Marrink, S.J. Backmapping Triangulated Surfaces to Coarse-Grained Membrane
Models. Nat. Commun. 2020, 11, 2296, doi:10.1038/s41467-020-16094-y.
Moqadam, M.; Tubiana, T.; Moutoussamy, E.E.; Reuter, N. Membrane Models for Molecular Simulations of Peripheral
Membrane Proteins. Adv. Phys. X 2021, 6, doi:10.1080/23746149.2021.1932589.
Duden, R. ER-to-Golgi Transport: COP I and COP II Function. Mol. Membr. Biol. 2003, 20, 197–207,
doi:10.1080/0968768031000122548.
Kaksonen, M.; Roux, A. Mechanisms of Clathrin-Mediated Endocytosis. Nat. Rev. Mol. Cell Biol. 2018, 19, 313–326,
doi:10.1038/nrm.2017.132.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 7 July 2022

8.
9.

10.
11.

12.
13.
14.
15.
16.
17.
18.
19.
20.
21.
22.

23.
24.
25.
26.

27.
28.
29.
30.
31.
32.

33.
34.
35.

doi:10.20944/preprints202207.0108.v1

Frost, A.; Unger, V.M.; De Camilli, P. The BAR Domain Superfamily: Membrane-Molding Macromolecules. Cell 2009, 137, 191–
196, doi:10.1016/j.cell.2009.04.010.
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, 111–129, doi:10.1146/annurev-cellbio100617-060558.
Simunovic, M.; Voth, G.A.; Callan-Jones, A.; Bassereau, P. When Physics Takes Over: BAR Proteins and Membrane Curvature.
Trends Cell Biol. 2015, 25, 780–792, doi:10.1016/j.tcb.2015.09.005.
Jao, C.C.; Hegde, B.G.; Gallop, J.L.; Hegde, P.B.; McMahon, H.T.; Haworth, I.S.; Langen, R. Roles of Amphipathic Helices and
the Bin/Amphiphysin/Rvs (BAR) Domain of Endophilin in Membrane Curvature Generation. J. Biol. Chem. 2010, 285, 20164–
20170, doi:10.1074/jbc.M110.127811.
Fjell, C.D.; Hiss, J.A.; Hancock, R.E.W.; Schneider, G. Designing Antimicrobial Peptides: Form Follows Function. Nat. Rev. Drug
Discov. 2012, 11, 37–51, doi:10.1038/nrd3591.
Kong, R.; Xu, K.; Zhou, T.; Acharya, P.; Lemmin, T.; Liu, K.; Ozorowski, G.; Soto, C.; Taft, J.D.; Bailer, R.T.; et al. Fusion Peptide
of HIV-1 as a Site of Vulnerability to Neutralizing Antibody. Nat. Microbiol. 2016, 352, 828–832, doi:10.1038/nmicrobiol.2016.199.
Hanzal-Bayer, M.F.; Hancock, J.F. Lipid Rafts and Membrane Traffic. FEBS Lett. 2007, 581, 2098–2104,
doi:10.1016/j.febslet.2007.03.019.
Doktorova, M.; Symons, J.L.; Levental, I. Structural and Functional Consequences of Reversible Lipid Asymmetry in Living
Membranes. Nat. Chem. Biol. 2020, 16, 1321–1330, doi:10.1038/s41589-020-00688-0.
Cooke, I.R.; Deserno, M. Coupling between Lipid Shape and Membrane Curvature. Biophys. J. 2006, 91, 487–495,
doi:10.1529/biophysj.105.078683.
Yu, H.; Schulten, K. Membrane Sculpting by F-BAR Domains Studied by Molecular Dynamics Simulations. PLoS Comput. Biol.
2013, 9, e1002892, doi:10.1371/journal.pcbi.1002892.
Blood, P.D.; Swenson, R.D.; Voth, G.A. Factors Influencing Local Membrane Curvature Induction by N-BAR Domains as
Revealed by Molecular Dynamics Simulations. Biophys. J. 2008, 95, 1866–1876, doi:10.1529/biophysj.107.121160.
Kluge, C.; Pöhnl, M.; Böckmann, R.A. Spontaneous Local Membrane Curvature Induced by Transmembrane Proteins. Biophys.
J. 2022, 121, 671–683, doi:10.1016/j.bpj.2022.01.029.
Lin, M.H.; Hsu, H.J.; Bartenschlager, R.; Fischer, W.B. Membrane Undulation Induced by NS4A of Dengue Virus: A Molecular
Dynamics Simulation Study. J. Biomol. Struct. Dyn. 2014, 32, 1552–1562, doi:10.1080/07391102.2013.826599.
Nawrocki, G.; Im, W.; Sugita, Y.; Feig, M. Clustering and Dynamics of Crowded Proteins near Membranes and Their Influence
on Membrane Bending. Proc. Natl. Acad. Sci. U. S. A. 2019, 116, 24562–24567, doi:10.1073/pnas.1910771116.
Bhaskara, R.M.; Grumati, P.; Garcia-Pardo, J.; Kalayil, S.; Covarrubias-Pinto, A.; Chen, W.; Kudryashev, M.; Dikic, I.; Hummer,
G. Curvature Induction and Membrane Remodeling by FAM134B Reticulon Homology Domain Assist Selective ER-Phagy. Nat.
Commun. 2019, 10, 2370, doi:10.1038/s41467-019-10345-3.
Siggel, M.; Bhaskara, R.M.; Moesser, M.K.; Dikić, I.; Hummer, G. FAM134B-RHD Protein Clustering Drives Spontaneous
Budding of Asymmetric Membranes. J. Phys. Chem. Lett. 2021, 12, 1926–1931, doi:10.1021/acs.jpclett.1c00031.
Raschle, T.; Hiller, S.; Etzkorn, M.; Wagner, G. Nonmicellar Systems for Solution NMR Spectroscopy of Membrane Proteins.
Curr. Opin. Struct. Biol. 2010, 20, 471–479, doi:10.1016/j.sbi.2010.05.006.
Pannuzzo, M.; Raudino, A.; Böckmann, R.A. Peptide-Induced Membrane Curvature in Edge-Stabilized Open Bilayers: A
Theoretical and Molecular Dynamics Study. J. Chem. Phys. 2014, 141, 024901, doi:10.1063/1.4885340.
de Oliveira dos Santos Soares, R.; Bortot, L.O.; Van Der Spoel, D.; Caliri, A. Membrane Vesiculation Induced by Proteins of the
Dengue Virus Envelope Studied by Molecular Dynamics Simulations. J. Phys. Condens. Matter 2017, 29, 504002, doi:10.1088/1361648X/aa99c6.
Mahmood, M.I.; Noguchi, H.; Okazaki, K. Curvature Induction and Sensing of the F-BAR Protein Pacsin1 on Lipid Membranes
via Molecular Dynamics Simulations. Sci. Rep. 2019, 9, 14557, doi:10.1038/s41598-019-51202-z.
Mandal, T.; Lough, W.; Spagnolie, S.E.; Audhya, A.; Cui, Q. Molecular Simulation of Mechanical Properties and Membrane
Activities of the ESCRT-III Complexes. Biophys. J. 2020, 118, 1333–1343, doi:10.1016/j.bpj.2020.01.033.
Pabis, A.; Rawle, R.J.; Kasson, P.M. Influenza Hemagglutinin Drives Viral Entry via Two Sequential Intramembrane
Mechanisms. Proc. Natl. Acad. Sci. U. S. A. 2020, 117, 7200–7207, doi:10.1073/pnas.1914188117.
Kasson, P.M.; Pande, V.S. Control of Membrane Fusion Mechanism by Lipid Composition: Predictions from Ensemble
Molecular Dynamics. PLoS Comput. Biol. 2007, 3, 2228–2238, doi:10.1371/journal.pcbi.0030220.
Chng, C.P.; Sadovsky, Y.; Hsia, K.J.; Huang, C. Curvature-Regulated Lipid Membrane Softening of Nano-Vesicles. Extrem. Mech.
Lett. 2021, 43, 101174, doi:10.1016/j.eml.2021.101174.
Parchekani, J.; Allahverdi, A.; Taghdir, M.; Naderi-Manesh, H. Design and Simulation of the Liposomal Model by Using a
Coarse-Grained Molecular Dynamics Approach towards Drug Delivery Goals. Sci. Rep. 2022, 12, 2371, doi:10.1038/s41598-02206380-8.
Qi, Y.; Ingólfsson, H.I.; Cheng, X.; Lee, J.; Marrink, S.J.; Im, W. CHARMM-GUI Martini Maker for Coarse-Grained Simulations
with the Martini Force Field. J. Chem. Theory Comput. 2015, 11, 4486–4494, doi:10.1021/acs.jctc.5b00513.
Boyd, K.J.; May, E.R. BUMPy: A Model-Independent Tool for Constructing Lipid Bilayers of Varying Curvature and
Composition. J. Chem. Theory Comput. 2018, 14, 6642–6652, doi:10.1021/acs.jctc.8b00765.
Jo, S.; Kim, T.; Iyer, V.; Im, W. CHARMM-GUI: A Web-Based Graphical User Interface for CHARMM. J. Comput. Chem. 2007,
29, 1859–1865, doi:10.1002/jcc.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 7 July 2022

36.
37.
38.

39.
40.
41.
42.
43.
44.
45.

46.

47.

48.
49.
50.
51.
52.

53.

54.
55.

56.
57.
58.
59.
60.
61.
62.

doi:10.20944/preprints202207.0108.v1

Qi, Y.; Cheng, X.; Han, W.; Jo, S.; Schulten, K.; Im, W. CHARMM-GUI PACE CG Builder for Solution, Micelle, and Bilayer
Coarse-Grained Simulations. J. Chem. Inf. Model. 2014, 54, 1003–1009, doi:10.1021/ci500007n.
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, 7812–7824.
Han, W.; Schulten, K. Further Optimization of a Hybrid United-Atom and Coarse-Grained Force Field for Folding Simulations:
Improved Backbone Hydration and Interactions between Charged Side Chains. J. Chem. Theory Comput. 2012, 8, 4413–4424,
doi:10.1021/ct300696c.
Durrant, J.D.; Amaro, R.E. LipidWrapper: An Algorithm for Generating Large-Scale Membrane Models of Arbitrary Geometry.
PLoS Comput. Biol. 2014, 10, e1003720, doi:10.1371/journal.pcbi.1003720.
Pezeshkian, W.; Konig, M. TS2CG Tutorial Available online: http://cgmartini.nl/index.php/2021-martini-onlineworkshop/tutorials/558-9-ts2cg (accessed on 5 May 2022).
Yesylevskyy, S.O.; Rivel, T.; Ramseyer, C. The Influence of Curvature on the Properties of the Plasma Membrane. Insights from
Atomistic Molecular Dynamics Simulations. Sci. Rep. 2017, 7, 16078, doi:10.1038/s41598-017-16450-x.
Yesylevskyy, S.; Rivel, T.; Ramseyer, C. Curvature Increases Permeability of the Plasma Membrane for Ions, Water and the AntiCancer Drugs Cisplatin and Gemcitabine. Sci. Rep. 2019, 9, 17214, doi:10.1038/s41598-019-53952-2.
Yesylevskyy, S.; Khandelia, H. EnCurv: Simple Technique of Maintaining Global Membrane Curvature in Molecular Dynamics
Simulations. J. Chem. Theory Comput. 2021, 17, 1181–1193, doi:10.1021/acs.jctc.0c00800.
De Jong, D.H.; Heuer, A. The Influence of Solid Scaffolds on Flat and Curved Lipid Membranes. AIP Adv. 2017, 7, 075007,
doi:10.1063/1.4989439.
Belessiotis-Richards, A.; Higgins, S.G.; Butterworth, B.; Stevens, M.M.; Alexander-katz, A. Single-Nanometer Changes in
Nanopore Geometry Influence Curvature, Local Properties, and Protein Localization in Membrane Simulations. Nano Lett. 2019,
19, 4770–4778, doi:10.1021/acs.nanolett.9b01990.
Belessiotis-Richards, A.; Higgins, S.G.; Sansom, M.S.P.; Alexander-Katz, A.; Stevens, M.M. Coarse-Grained Simulations Suggest
the Epsin N-Terminal Homology Domain Can Sense Membrane Curvature without Its Terminal Amphipathic Helix. ACS Nano
2020, 14, 16919–16928, doi:10.1021/acsnano.0c05960.
Belessiotis-Richards, A.; Larsen, A.H.; Higgins, S.G.; Stevens, M.M.; Alexander-Katz, A. Coarse-Grained Simulations Suggest
Potential Competing Roles of Phosphoinositides and Amphipathic Helix Structures in Membrane Curvature Sensing of the
AP180 N-Terminal Homology Domain. J. Phys. Chem. B 2022, 126, 2789–2797, doi:10.1021/acs.jpcb.2c00239.
John, L.H.; Preston, G.M.; Sansom, M.S.P.; Clifton, L.A. Large Scale Model Lipid Membrane Movement Induced by a Cation
Switch. J. Colloid Interface Sci. 2021, 596, 297–311, doi:10.1016/j.jcis.2021.03.078.
Meyer, G.R.; Gullingsrud, J.; Schulten, K.; Martinac, B. Molecular Dynamics Study of MscL Interactions with a Curved Lipid
Bilayer. Biophys. J. 2006, 91, 1630–1637, doi:10.1529/biophysj.106.080721.
Martyna, A.; Gómez-Llobregat, J.; Lindén, M.; Rossman, J.S. Curvature Sensing by a Viral Scission Protein. Biochemistry 2016,
55, 3493–3496, doi:10.1021/acs.biochem.6b00539.
Stroh, K.S.; Risselada, H.J. Quantifying Membrane Curvature Sensing of Peripheral Proteins by Simulated Buckling and
Umbrella Sampling. J. Chem. Theory Comput. 2021, 17, 5276–5286, doi:10.1021/acs.jctc.1c00021.
Kamal, M.M.; Mills, D.; Grzybek, M.; Howard, J. Measurement of the Membrane Curvature Preference of Phospholipids Reveals
Only Weak Coupling between Lipid Shape and Leaflet Curvature. Proc. Natl. Acad. Sci. U. S. A. 2009, 106, 22245–22250,
doi:10.1073/pnas.0907354106.
Yesylevskyy, S.O.; Ramseyer, C. Determination of Mean and Gaussian Curvatures of Highly Curved Asymmetric Lipid Bilayers:
The Case Study of the Influence of Cholesterol on the Membrane Shape. Phys. Chem. Chem. Phys. 2014, 16, 17052–17061,
doi:10.1039/c4cp01544d.
Shi, H.; Quint, D.A.; Grason, G.M.; Gopinathan, A.; Huang, K.C. Chiral Twisting in a Bacterial Cytoskeletal Polymer Affects
Filament Size and Orientation. Nat. Commun. 2020, 11, 1408, doi:10.1038/s41467-020-14752-9.
Pinot, M.; Vanni, S.; Pagnotta, S.; Lacas-Gervais, S.; Payet, L.A.; Ferreira, T.; Gautier, R.; Goud, B.; Antonny, B.; Barelli, H.
Polyunsaturated Phospholipids Facilitate Membrane Deformation and Fission by Endocytic Proteins. Science (80-. ). 2014, 345,
693–697, doi:10.1126/science.1255288.
Baoukina, S.; Marrink, S.J.; Tieleman, D.P. Molecular Structure of Membrane Tethers. Biophys. J. 2012, 102, 1866–1871,
doi:10.1016/j.bpj.2012.03.048.
Baoukina, S.; Ingólfsson, H.I.; Marrink, S.J.; Tieleman, D.P. Curvature-Induced Sorting of Lipids in Plasma Membrane Tethers.
Adv. Theory Simulations 2018, 1, 1800034, doi:10.1002/adts.201800034.
Masone, D.; Uhart, M.; Bustos, D.M. Bending Lipid Bilayers: A Closed-Form Collective Variable for Effective Free-Energy
Landscapes in Quantitative Biology. J. Chem. Theory Comput. 2018, 14, 2240–2245, doi:10.1021/acs.jctc.8b00012.
Bouvier, B. Curvature as a Collective Coordinate in Enhanced Sampling Membrane Simulations. J. Chem. Theory Comput. 2019,
15, 6551–6561, doi:10.1021/acs.jctc.9b00716.
Fiorin, G.; Marinelli, F.; Faraldo-Gómez, J.D. Direct Derivation of Free Energies of Membrane Deformation and Other Solvent
Density Variations From Enhanced Sampling Molecular Dynamics. J. Comput. Chem. 2020, 41, 449–459, doi:10.1002/jcc.26075.
Tribello, G.A.; Bonomi, M.; Branduardi, D.; Camilloni, C.; Bussi, G. PLUMED 2: New Feathers for an Old Bird. Comput. Phys.
Commun. 2014, 185, 604–613, doi:10.1016/j.cpc.2013.09.018.
The PLUMED consortium Promoting Transparency and Reproducibility in Enhanced Molecular Simulations. Nat. Methods 2019,
16, 667–669, doi:10.1038/s41592-019-0475-y.

Preprints (www.preprints.org) | NOT PEER-REVIEWED | Posted: 7 July 2022

63.
64.
65.
66.
67.
68.
69.
70.
71.
72.
73.
74.

75.

76.
77.

78.
79.

80.
81.
82.
83.
84.
85.
86.

87.
88.

doi:10.20944/preprints202207.0108.v1

Boyd, K.J.; Alder, N.N.; May, E.R. Buckling under Pressure: Curvature-Based Lipid Segregation and Stability Modulation in
Cardiolipin-Containing Bilayers. Langmuir 2017, 33, 6937–6946, doi:10.1021/acs.langmuir.7b01185.
Cino, E.A.; Tieleman, D.P. Curvature-Based Sorting of Eight Lipid Types in Asymmetric Buckled Plasma Membrane Models.
Biophys. J. 2022, 121, 2060–2068, doi:10.1016/j.bpj.2022.05.002.
Mandal, T.; Spagnolie, S.E.; Audhya, A.; Cui, Q. Protein-Induced Membrane Curvature in Coarse-Grained Simulations. Biophys.
J. 2021, 120, 3211–3221, doi:10.1016/j.bpj.2021.05.029.
Gómez-Llobregat, J.; Elías-Wolff, F.; Lindén, M. Anisotropic Membrane Curvature Sensing by Amphipathic Peptides. Biophys.
J. 2016, 110, 197–204, doi:10.1016/j.bpj.2015.11.3512.
Elías-Wolff, F.; Lindén, M.; Lyubartsev, A.P.; Brandt, E.G. Curvature Sensing by Cardiolipin in Simulated Buckled Membranes.
Soft Matter 2019, 15, 792–802, doi:10.1039/c8sm02133c.
Elías-Wolff, F.; Lindén, M.; Lyubartsev, A.P.; Brandt, E.G. Computing Curvature Sensitivity of Biomolecules in Membranes by
Simulated Buckling. J. Chem. Theory Comput. 2018, 14, 1643–1655, doi:10.1021/acs.jctc.7b00878.
Peter, B.J.; Kent, H.M.; Mills, I.G.; Vallis, Y.; Butler, P.J.G.; Evans, P.R.; McMahon, H.T. BAR Domains as Sensors of Membrane
Curvature: The Amphiphysin BAR Structure. Science (80-. ). 2004, 303, 495–499, doi:10.1126/science.1092586.
Callan-Jones, A.; Bassereau, P. Curvature-Driven Membrane Lipid and Protein Distribution. Curr. Opin. Solid State Mater. Sci.
2013, 17, 143–150, doi:10.1016/j.cossms.2013.08.004.
Simunovic, M.; Prévost, C.; Andrew, C.J.; Bassereau, P. Physical Basis of Some Membrane Shaping Mechanisms. Philos. Trans.
R. Soc. A Math. Phys. Eng. Sci. 2016, 374, doi:10.1098/rsta.2016.0034.
Bhatia, V.K.; Madsen, K.L.; Bolinger, P.Y.; Kunding, A.; Hedegard, P.; Gether, U.; Stamou, D. Amphipathic Motifs in BAR
Domains Are Essential for Membrane Curvature Sensing. EMBO J. 2009, 28, 3303–3314, doi:10.1038/emboj.2009.261.
Aimon, S.; Callan-Jones, A.; Berthaud, A.; Pinot, M.; Toombes, G.E.S.; Bassereau, P. Membrane Shape Modulates
Transmembrane Protein Distribution. Dev. Cell 2014, 28, 212–218, doi:10.1016/j.devcel.2013.12.012.Membrane.
Bhatia, V.K.; Hatzakis, N.S.; Stamou, D. A Unifying Mechanism Accounts for Sensing of Membrane Curvature by BAR Domains,
Amphipathic Helices and Membrane-Anchored Proteins. Semin. Cell Dev. Biol. 2010, 21, 381–390,
doi:10.1016/j.semcdb.2009.12.004.
Wichmann, N.; Lund, P.M.; Hansen, M.B.; Hjørringgaard, C.U.; Larsen, J.B.; Kristensen, K.; Andresen, T.L.; Simonsen, J.B.
Applying Flow Cytometry to Identify the Modes of Action of Membrane-Active Peptides in a Label-Free and High-Throughput
Fashion. Biochim. Biophys. Acta - Biomembr. 2022, 1864, doi:10.1016/j.bbamem.2021.183820.
Heinrich, M.C.; Capraro, B.R.; Tian, A.; Isas, J.M.; Langen, R.; Baumgart, T. Quantifying Membrane Curvature Generation of
Drosophila Amphiphysin N-BAR Domains. J. Phys. Chem. Lett. 2010, 1, 3401–3406, doi:10.1021/jz101403q.
Galic, M.; Jeong, S.; Tsai, F.C.; Joubert, L.M.; Wu, Y.I.; Hahn, K.M.; Cui, Y.; Meyer, T. External Push and Internal Pull Forces
Recruit Curvature-Sensing N-BAR Domain Proteins to the Plasma Membrane. Nat. Cell Biol. 2012, 14, 874–881,
doi:10.1038/ncb2533.
Agudo-Canalejo, J.; Discher, D.E. Biomembrane Adhesion to Substrates Topographically Patterned with Nanopits. Biophys. J.
2018, 115, 1292–1306, doi:10.1016/j.bpj.2018.08.006.
Zhao, W.; Hanson, L.; Lou, H.Y.; Akamatsu, M.; Chowdary, P.D.; Santoro, F.; Marks, J.R.; Grassart, A.; Drubin, D.G.; Cui, Y.; et
al. Nanoscale Manipulation of Membrane Curvature for Probing Endocytosis in Live Cells. Nat. Nanotechnol. 2017, 12, 750–756,
doi:10.1038/nnano.2017.98.
Rzepiela, A.J.; Louhivuori, M.; Peter, C.; Marrink, S.J. Hybrid Simulations: Combining Atomistic and Coarse-Grained Force
Fields Using Virtual Sites. Phys. Chem. Chem. Phys. 2011, 13, 10437–10448, doi:10.1039/c0cp02981e.
Senn, H.M.; Thiel, W. QM/MM Methods for Biomolecular Systems. Angew. Chemie - Int. Ed. 2009, 48, 1198–1229,
doi:10.1002/anie.200802019.
Orsi, M.; Noro, M.G.; Essex, J.W. Dual-Resolution Molecular Dynamics Simulation of Antimicrobials in Biomembranes. J. R.
Soc. Interface 2011, 8, 826–841, doi:10.1098/rsif.2010.0541.
Liu, Y.; De Vries, A.H.; Barnoud, J.; Pezeshkian, W.; Melcr, J.; Marrink, S.J. Dual Resolution Membrane Simulations Using
Virtual Sites. J. Phys. Chem. B 2020, 124, 3944–3953, doi:10.1021/acs.jpcb.0c01842.
Larsen, A.H.; Sansom, M.S.P. Binding of Ca2+-Independent C2 Domains to Lipid Membranes: A Multi-Scale Molecular
Dynamics Study. Structure 2021, 29, 1200–1213, doi:10.1016/j.str.2021.05.011.
Vickery, O.N.; Stansfeld, P.J. CG2AT2: An Enhanced Fragment-Based Approach for Serial Multi-Scale Molecular Dynamics
Simulations. J. Chem. Theory Comput. 2021, 17, 6472–6482, doi:10.1021/acs.jctc.1c00295.
Wassenaar, T.A.; Pluhackova, K.; Böckmann, R.A.; Marrink, S.J.; Tieleman, D.P. Going Backward: A Flexible Geometric
Approach to Reverse Transformation from Coarse Grained to Atomistic Models. J. Chem. Theory Comput. 2014, 10, 676–690,
doi:10.1021/ct400617g.
Smith, P.; Lorenz, C.D. LiPyphilic: A Python Toolkit for the Analysis of Lipid Membrane Simulations. J. Chem. Theory Comput.
2021, 17, 5907–5919, doi:10.1021/acs.jctc.1c00447.
Bhatia, H.; Ingólfsson, H.I.; Carpenter, T.S.; Lightstone, F.C.; Bremer, P.T. MemSurfer: A Tool for Robust Computation and
Characterization of Curved Membranes. J. Chem. Theory Comput. 2019, 15, 6411–6421, doi:10.1021/acs.jctc.9b00453.

