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The native environment of membrane proteins is complex and scientists have felt the need to simplify it to
reduce the number of varying parameters. However, experimental problems can also arise from
oversimplification which contributes to why membrane proteins are under-represented in the protein
structure databank and why they were difficult to study by nuclear magnetic resonance (NMR) spectroscopy.
Technological progress now allows dealing with more complex models and, in the context of NMR studies, an
incredibly large number of membrane mimetics options are available. This review provides a guide to the
selection of the appropriate model membrane system for membrane protein study by NMR, depending on the
protein and on the type of information that is looked for. Beside bilayers (of various shapes, sizes and
lamellarity), bicelles (aligned or isotropic) and detergent micelles, this review will also describe the most
recent membrane mimetics such as amphipols, nanodiscs and reverse micelles. Solution and solid-state NMR
will be covered as well as more exotic techniques such as DNP and MAOSS.
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1. Introduction

Biologicalmembranes are complex natural barrierswhich isolate the
content of the cells from the extracellular environment while
controlling exchanges with the external milieu. They also compart-
mentalize a variety of cellular organelles such as the endoplasmic
reticulum (ER), mitochondria, chloroplast, Golgi apparatus, lysosome
andnucleus. The total surface area of internal eukaryote cellmembranes
is of 7000 μm2, i.e., ten times that of the plasmamembrane, highlighting
the important biological role of organelle membranes [1]. Biomem-
branes consist of phospholipid bilayers (mostly replaced by glycolipids
in algae and plant chloroplasts), whichmay also contain cholesterol and
are spanned by membrane proteins (MPs). Cholesterol is not found in
prokaryotes and is replaced in yeasts, fungi, algae and plants by
ergosterol, sitosterol and lanosterol [2]. The lipid composition of
biomembranes varies in the different cell types, organelles and
organisms as illustrated in Table 1. These differences can be explained
by the functions of the membranes and organelles. For example,
cholesterol and phospholipids are synthesized in the ER, explaining its
high membrane phospholipid content [3]. The lipid composition may
even vary between two monolayers of a bilayer and within different
regions of a bilayer as evidenced by the hypothesized “lipid rafts” [4].
1
composition of selected biomembranes expressed in average weight% of total lipids e
osition is in mol% of total lipids.

/Organelle PC PE PS

aryotes
throcyte (human) [7,31,262] 20 16 5
throcyte (rat) [262] 34 11 1
elin (rat brain) [263] 11 14 7
gh endoplasmic reticulum (rat liver) [262,263] 58 18 3
ochondria (rat liver) [262,263]
ner 43 25 1
uter 47 22 3
gi apparatus (rat liver) [262,263] 43 16 5
lear membranes (rat liver) [262,263] 55 20 4
root plasma membranes (plant) [264] 57 38 0
leave chloroplast membranes (plant) [265] 7 0 0
mydomonas reinhardtii (alga) [266] 0 0 0
ergillus niger (fungus) [267] 37 32 4
dida albicans (yeast) [268] 32 21 3

aryotes
erichia coli (Gram-negative bacteria) [5,269]
ner 0 60 0
uter 0 61 0
illus subtilis (Gram-positive bacteria) [270] 0 13 0

phosphatidylcholine, PE=phosphatidylethanolamine, PS=phosphatidylserine, PG=
galactolipids (monogalactosyldiacylglycerol digalactosyldiacylglycerol, sulfoquinovosy
ostly sitosterol.
ostly ergosterol.
The variability in membrane composition is also observable between
Gram (−) and Gram (+) bacteria. While both bacteria have an inner
phospholipidmembranewith comparable composition, Gram(−) have
an additional outer membrane, of which the external monolayer is
enriched in lipopolysaccharides [5]. Although not entirely understood,
the incredible diversity of lipids in membranes, and its conservation, is
an indication that they must play specific roles in biological processes.

The membrane and its constituents are involved in essential
biochemical processes such asmolecular transport, signalling, catalysis,
cell–cell interactions and fusion. The protein content of membranes is
variable and depends on the cell type and activity. For instance, human
erythrocytes contain 40% of lipids and 60% of proteins while myelin
is composed of 80% of lipids and 20% of proteins in weight [6,7]. MPs
are divided into three classes according to their interaction with the
membrane, namely intrinsic transmembrane proteins spanning the
membrane, peripheral proteins which do not interact with the mem-
brane core, and lipid-anchored proteins covalently bound to one or
several lipid molecules [1].

Because one-third of the human genes codes for MPs [8], their
structure–function relationship is of great interest considering their
involvement in many pathologies. For example, mutations in the
vasopressin receptor and cystic fibrosis transmembrane conductance
xcept for Peas, Chlamydomonas reinhardtii and Aspergillus niger membranes where the

PG PI SM CL Ste Other

0 0 20 0 23
0 0 16 0 28
0 0 6 0 22
0 9 4 0 5

2 6 3 17 3
3 12 6 4 3
0 8 11 0 8
0 9 3 0 9
0 0 0 0 5a

6 1 0 0 2 84 (GL)
3 0 0 0 3b 56 (GL)
0 3 4 6 7b

0 4 0 0 13b

33 0 0 7 0
13 0 0 1 0 25 (LPS)
77 0 0 4 0 6 (GL)

phosphatidylglycerol, PI=phosphatidylinositol, SM=sphingomyelin, CL=cardiolipin,
ldiacylglycerol), LPS=lipopolysaccharides, Ste=sterols (mostly cholesterol).



Fig. 1. Molecular structure of commonly used surfactants for the preparation of membrane
mimetics: (A) octyglucoside (OG), (B) sodium dodecylsulfate (SDS), (C) n-dodecylpho-
sphocholine (DPC), (D) lyso-myristoylphosphatidylglycerol (LMPG), (E) dihexanoylpho-
sphatidylcholine (DHPC), (F) dimyristoyl-phosphatidylcholine (DMPC).
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regulator (CFTR) protein are respectively responsible for X-linked
nephrogenic diabetes insipidus (NDI) [9] and cystic fibrosis [10]. A
defect on aquaporin AQP0 in lens fiber cells is involved in congeni-
tal cataracts [11], and there is evidence that channels of the TRP
(transient receptor potential) superfamily are involved in kidney
disorders, cancer and hypertension [12–14]. Sometimes, a single
mutation in the transmembrane part of a protein prevents dimeriza-
tion and causes various cancers as in the case of the tyrosine kinase
receptor family [15]. Therefore, several MPs garner the attention of
the pharmaceutical industry. For example the transactivation of the
epidermal growth factor receptor (EGFR) is being studied in order to
prevent the progression of chronic kidney disease [16], and the
calcitonin gene related peptide (CGRP) receptor is targeted to treat
migraine headaches [17]. Since voltage-gated sodium channels are
expressed in different cancers, they are becoming targets for drug
design [18], and so are G-protein-coupled receptors (GPCRs) [19].

The arduous crystallization as well as the difficulty to obtain enough
quantities of pure and active MPs has limited the number of known
three-dimensional structureswhichaccount for only 3%of the identified
three-dimensional (3D) structures of proteins [20]. Nuclear magnetic
resonance (NMR) is a unique tool to determine MP structure and
dynamics in native-like conditions [21]. NMR can tackle samples that
are solid or liquid, viscous or fluid, oriented or isotropic, static or
spinning, cold or warm, etc. It is a non-invasive technique that can give
access to very accurate local distances, orientations or dynamics, the
dockingof biomolecules, but also the full high-resolution3Dstructure of
a protein bymeasuring a wealth of structural constraints through 2D or
3D spectra. Beside protons, NMR mostly exploits 13C, 15N and 2H when
studyingMPs. Since those isotopes are not naturally abundant, proteins
have tobe isotopically enriched, either uniformly or specifically [22–24].

The structural complexity of biological membranes, however,
constitutes a challenge for NMR. This obliges the reconstitution of MPs
in membrane mimetics which are generally prepared using lipids or
detergents. The composition of these mimetics needs to be chosen
carefully as it strongly influences several physical properties such as
shape, curvature, thickness, lateral pressure, dielectric constant and
hydration [25]. It can also modulate the structure and activity of MPs
including ion channels [26–28]. A variety of membrane mimetics are
available for NMR studies ofMPswhich can be selected according to the
experiment to be performed. This review article first describes crucial
parameters that should be examined in order to choose the suitable
model. It then presents the numerous options available depending on
the type of NMR study to be performed. For each membrane mimetic, a
thorough description of the surfactant and of the protein–surfactant
complex (PSC)will begiven, aswell as general guidelines formaking the
complex, a discussion on the advantages and drawbacks of each
approach, and several recent examples of successful NMR applications
in the study of MPs. The reader is referred to the list of abbreviations for
complete nomenclature of the lipids and detergents.

2. Parameters dictating the choice of a model membrane

BecauseMPs are very hydrophobicmolecules andpeptide chemical
synthesis yields decrease with length, larger proteins must be over-
expressed in host organisms such as Escherichia coli or yeasts, or by the
newlydesigned cell-free expression system, preferablywith an affinity
tag for purification [24,29–31]. During its expression, an MP is either
targeted to the membranes of the expressing organism or into
inclusion bodies (or protein precipitates). Subsequently, these pro-
teins need to be purified, re-natured and reconstituted so they can
regain a native and active structure. Because MPs are hydrophobic
molecules they need to be transferred tomembranemimetics in order
to be manipulated in solution, which is a very delicate step. The
membranemimetics shouldmeet two criteria: first, it should reflect as
closely as possible the natural environment of the protein to reproduce
the MP–environment interactions and allow the protein to achieve its
native state and, at the same time, it must lead to well-resolved NMR
spectra. The parameters to be considered when choosing a membrane
mimetic for the NMR study of a MP can therefore be divided into
biological and technical requirements that will be examined below.
2.1. Biological requirements

Membrane mimetics are prepared by self-association of surfac-
tants in aqueous solution. Surfactants can be divided into two large
classes, i.e., those which form micelles (called detergents) and those
which form bilayers (i.e., lipids). While detergents can be used to
solubilize MPs by extracting them directly from their native
membrane, the incorporation of MPs into lipid bilayers requires an
additional reconstitution step. To some extent, a detergent micelle
will never fully mimic a biomembrane which is primarily a lipid
bilayer [25]. Nevertheless, the selection of surfactants should asmuch as
possible take into account the physical characteristics of the biomem-
brane to be mimicked. To begin with, biological membranes are lipid
bilayers ~4 nm thick in a liquid crystalline phase. Therefore an ideal
model should be morphologically similar at accessible temperatures
since changes in the membrane fluidity will affect the equilibrium
distribution of the different conformers [25]. The structures of
commonly used surfactants are shown in Fig. 1.

As discussed previously, inter-specific and inter-organelle mem-
brane compositions vary. Cholesterol, for example, is not found in
prokaryote membranes, and PC is the most abundant phospholipid in
eukaryote cell membranes while PE is dominant in many bacterial
strains. The nature of the lipids (charge, acyl chain length, insatura-
tions) composing a biological membrane is important because it
dictates the propensity to form a bilayer, as well as the membrane
thickness, curvature, fluidity or stiffness [32,33]. For instance, cho-
lesterol, which rigidifies the lipid acyl chains, tunes the membrane
fluidity. The balance between the mechanical properties of the
biomembrane as determined by the nature of its lipid content can
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also have a significant importance on protein structure and function
[26,34]. In consequence, the model membrane thickness, curvature
and stiffness can modulate the folding, function and equilibrium of
MPs [34–36]. For example, the presence of sphingomyelin is required
by the pore forming equinatoxin II [37]. The function of the
mechanosensitive channel of large conductance (MscL) from E. coli
was shown to be dictated by its interaction with surrounding lipids
depending on their chain lengths or headgroups [38,39]. Similarly, the
charge of the membrane constituents counts when studying MPs and
peptides which have an affinity for charged lipids, as it is the case for a
variety of antimicrobial peptides [40–43]. Likewise, lipid composition
can affect the orientation of transmembrane helices in a membrane.
Studies show that the tilt of such helices is affected when the model
membrane phospholipid chain lengths do not match the hydrophobic
length of the protein [44,45]. A review on the interaction of helical
transmembrane proteins withmembrane lipids can be consulted [46].

The literature shows examples where MP structures differed
depending on the composition of the membrane mimetics used in
NMR. This stresses the importance of knowing the physico-chemical
properties of the mimetics discussed in this review, in order to explain
their effect on the protein structure. It should be remembered that
biologicalmolecules are dynamic and that samplepreparation can trapa
molecule in a variety of states thatmaybe “native”ornot. Current efforts
in structural biology focus on trying to determine the lower populated
intermediate states that are thought to be more informative than the
more stable, low-energy states that proteins take along a specific
mechanismpathway [47]. For example, the structure of phospholamban
was studied by NMR in different conditions and gave various 3D
structures in bilayers with different thickness and fluidity such as pure
POPC bilayers, POPC/POPG bilayers, mechanically aligned DOPE/DOPC
bilayers or DPC micelles [48–51]. In such a case, as discussed below,
all structures were considered “active” in different relevant states.
Similarly, the structure of membrane-boundα-synuclein was shown to
bemodulated in presence of curved vesicles andmicelles or flat bicelles,
confirming the importance of the environment upon protein folding
into its final structure [52]. The challenge of finding the best membrane
mimetics is not specific to NMR structure determination. For example,
the influenza virus M2 proton channel was studied in bilayers made of
pure lipids of various lengths (DLPC, DMPC, DOPC) as well as in
mechanically aligned DOPC/DOPE bilayers and DHPC micelles and gave
different results by solution, oriented and magic-angle spinning solid-
state NMR techniques [53–58] but also by X-ray crystallography in OG
micelles [59]. In this particular case, the structures were not all
considered “native-like”. Cross and co-workers recently discussed the
bias introduced by the crystal packing on the one hand (high pressure
and presence of PEG that resulted in an artificial dimer and nopore) and
the extremely high curvature of the detergentmicelle that left the solid-
state NMR structure the most relevant one [25].

The assessment of MP activity, especially in detergent solution, is a
challenge for NMR as well as for 2D and 3D crystallization methods
[60]. In favorable cases, protein activity could be assessed in situ using
complementary studies, e.g., by measuring the binding, by isothermal
titration calorimetry, of a known ligand requiring a specific protein
conformation [61]. In other instances, it is essential to ascertain that
the membrane mimetic did not irreversibly denature the protein. To
exclude such mimetics, it is often possible to reconstitute the MP in a
native-like environment and verify the loss of activity.
2.2. Experimental requirements

The choice of membrane mimetics to study MPs should also be
dictated by the type of information that is searched for and by the
NMR experiment to be performed. Parameters such as experiment
time, temperature, pH, hydration and surfactant-to-MP ratio must be
considered.
The structure determination of MPs requires 2D NMR experiments
that are usually performed over long periods of time. Therefore, the
stability of membrane mimetics is of great importance as they should
maintain the functional state of the protein and limit its conforma-
tional flexibility [34]. In solution NMR, for example, Krueger-Koplin
et al. [62] have evaluated 25 detergents such as SDS and lyso-
phospholipids using 1H–15N HSQC experiments. Their study showed
that LPPG generally produced high-quality spectra with sample
lifetimes greater than 1 month for five proteins tested. Nevertheless,
other detergents were also favorable depending on the MP studied.
However, the presence of multiple conformations was suspected for
certain test proteins in SDS micelles, as suggested by an abnormally
high number of cross peaks.

An appropriatemembranemimetic should also have a temperature
range of stability covering that of the experiment to be performed –

which can be up to 37 °C in some cases while certain solid-state NMR
experiments are carried out at sub-zero temperatures [63]. The
temperature can affect the quality of the NMR spectra as well as
sample life time. In solutionNMR, Krueger-Koplin et al. [62] report that
the spectral intensities and linewidths of subunit c from
B. pseudofirmus observed by 1H–15N HSQC varied between 22 and
48 °C when studied in LOPG and LPPG micelles. Surfactant stability
with respect to pH is also desired to avoid potential hydrolysis of ester
links (in the case of phospholipids, for example) and subsequent
membrane disruption. Models using ether-linked phospholipids have
shown improved stability at low pH although with a different phase
behaviour [64].

Membranes are hydrated systems, and a minimum hydration
value must be maintained in order to ensure that the structure
survives. The primary hydration shell of a lipid is composed of about
20 water molecules [65], which imposes a water content of around
50% in weight and no less than 30% for correct swelling. In addition, a
high lipid-to-MP ratio should be achieved to provide sufficient
hydrophobic environment. A typical ratio used in NMR is between
4:1 and 1:1 (in weight) [24,56,63,66–69]. A ratio of 1:1 is close to the
one found in biomembranes and guarantees a high NMR sensitivity
and, at the same time, that each protein is surrounded by at least one
layer of lipids. Standard functional reconstitutions, on the other hand,
are typically done a ratio of 80:1 in weight [70]. In all instances, NMR
tubes are filled with large amounts of water and lipids or detergents
and very low quantities of protein material.

As was mentioned previously, membrane mimetics can be divided
into micelles and bilayers. They can also be classified as oriented vs.
isotropic systems or according to other physical parameters (size,
composition, charge etc.). Since the nature of the sample will dictate
the NMR experiment (and vice versa), the following sections will be
presented according to the most important of the parameters: the
correlation time of the protein–surfactant complex (PSC). PSCs are
highly dynamic structures with slow, intermediate, and fast local and
global dynamics depending on the overall molecular weight of the
complex [71]. The weight and shape of this complex, the temperature
and viscosity of the milieu will mostly affect the global correlation
time τc of the system. Fast-tumbling small PSCs (b100 kDa) can be
studied by solution NMR [62,72–77], while slow reorienting aggre-
gates are more amenable to solid-state NMR [78,79]. Protein size and
PSC tumbling rate are related but not directly proportional. First, the
surfactant molecules contribute to at least half of the molecular
weight of a PSC. Second, while a protein such as the light-harvesting
complex 2 (LH2) is only 16 kDa small, it organizes in themembrane as
a nonamer of 150 kDa and can only be studied by solid-state NMR
[80]. While protein size is generally inversely proportional to spectral
sensibility, the LH2 nonamer of 150 kDa is actually nine times more
sensitive than the 16 kDa monomer since the signals of each mono-
mer add up. In the following section, slow-tumbling membrane
systemswill be divided into two sections depending on their ability to
align in the magnetic field B0 of the NMR spectrometer.



Fig. 2. Cartoons depicting several membrane mimetics described in the text. (A)
detergent micelle, small unilamellar vesicle (SUV) and large unilamellar vesicle (LUV).
(B) large unilamellar vesicle (LUV) and multilamellar vesicle (MLV).
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3. Slow-tumbling objects

NMR spectroscopy and spectral resolution respectively rely
and depend on magnetic interactions that are often orientation-
dependent. With objects that are fast-tumbling (under 50 ns correla-
tion time), the effect of such interactions is suppressed and high-
resolution spectra can be obtained. In the case of slow-tumbling
objects that we will examine in this section, other approaches have to
be followed to regain the high spectral resolution—this is the field of
solid-state NMR. One such approach is magic-angle spinning (MAS)
where the “solid” sample is spun at high rates at an angle of 54.7° with
respect to themagneticfield, yielding spectra alike to those obtained in
the presence of fastmolecular tumbling in solution. A second approach
is sample orientation, if possible, where the orientation dependence of
the magnetic interactions is fixed to a single value rather than
averaged out. Finally, another option for slow-tumbling objects is to
retain the orientation dependence of magnetic interactions and
extract meaningful data from poorly resolved NMR spectra.

3.1. Isotropic membrane systems

3.1.1. Multilamellar vesicles
Lipids in water organize as closed bilayers called vesicles or

liposomes. Depending on their preparation, they can have various
sizes and lamellarity. Spontaneously, lipids in water form large
multilamellar vesicles (MLVs) that are inhomogeneous in composi-
tion, but on the order of 1 μmdiameter and up to a dozen bilayers [81]
(Fig. 2). Very easy to prepare, MLVs can incorporate any type of lipids
and can be tailor-made to mimic any biological membrane compo-
sition. Nevertheless, MPs do not insert spontaneously into lipid
membranes and an additional reconstitution step is necessary [24,82].
Whether produced chemically or biologically, in biomembranes or in
inclusion bodies, MPs have to be solubilized to facilitate their
manipulation. Some MPs, usually small peptides, are very resistant
and can be dissolved in organic solvents with the appropriate lipid
mixture and even dried out entirely without losing their ability to fold
back to an active structure [42,49,66,83–88]. MLVs containingMPs are
obtained by rehydration of such a mixture.

More fragile MPs have to be solubilized using detergent molecules.
They can either be studied in detergents (Section 4.1) or be transferred
to another environment such as vesicles, supported membranes
(Section 3.2.1), bicelles (Section 3.2.2), nanodiscs or amphipols
(Section 4.4). The general procedure consists in making ternary
complexes of MP, detergent molecules and the new surfactant in
which the MP will be reconstituted. The detergent is subsequently
removed by one of several methods, the most popular ones being the
use of polystyrene beads (biobeads) or simple dialysis until the
detergent concentration is below the critical micelle concentration [70].

Although the vesicle multilamellarity is not biologically relevant,
the local constraints in theMLVmembrane are that of a cell because of
the vesicle size and curvature. In addition, this type of sample is
advantageous for NMR analysis because it is highly concentrated in
lipids and embedded proteins. A typical sample may contain a ratio of
1:1 (in weight) of lipids-to-water, and 4:1 of lipids-to-protein [24].
The multilamellar nature of these objects makes them improper for
the study of lipid asymmetry or transport across the membrane since
it is difficult to define an exterior and an interior of the vesicle and
because of inter-bilayer effects. The large size of these objects and the
resulting slow tumbling also make them unsuitable for solution NMR,
but they are appropriate for solid-state NMR applications.

NMR spectra of static solids are poorly resolved, but focusing on
specifically labelled parts of the molecule, one can still obtain crucial
dynamic or structural information. Solid-state 2H and 31P NMR can be
employed to study lipid/protein interactions in MLVs incorporating
deuterated lipids [85,89]. Using 2HNMR, Jones et al. [66] havemeasured
the orientation and local dynamics of the protein EGF receptor contain-
ing deuterated alanines in POPC MLVs, with and without cholesterol.

Spectral resolution can be increased by spinning the sample at the
magic angle. In the 1990s, the technology was insufficient for
resolving all atoms of a protein in a sample, but by specifically
labelling some 13C and 15N atoms, one could measure very accurate
distances in a protein. With a technique called Rotational Resonance
(R2) and only two 13C atoms, Griffin and co-workers could determine
the conformation of the small retinal molecule inside a macromolec-
ular complex formed by the 26-kDaMP bacteriorhodopsin, lipids from
the bacterial membrane and water [90]. With a similar technique
called REDOR, two 13C and one 15N atoms, Schaefer and co-workers
could determine the secondary structure and orientation of the
antibacterial peptide magainin in DPPG or DPPG/DPPC MLVs [83].
With three 13C and one 15N atoms, Separovic and co-workers could
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Fig. 3. 1D 13C solid-state NMRspectra of differently preparedα-spectrin SH3 samples. Sample (A)was entirely lyophilized fromaqueous low-salt buffer. Sample (B)was partly lyophilized
from aqueous low-salt buffer. Sample (C) was lyophilized from a solution containing poly-ethylene glycol and sucrose. Sample (D) was precipitated from a (NH4)2SO4-rich solution.
Remark: the proteins in sample (D) are micro-crystallized.
Adapted from [92] with permission.
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locate the conformational flexibility of an α-helix of the nicotinic
acetylcholine receptor in DSPC or POPC MLVs [86].

Since the seminal work of Oschkinat and co-workers [91], magic-
angle spinning NMR has become an important technique that
provides new protein structures itemized in the Protein Data Bank
(PDB) [21]. MAS-NMR is now tackling samples made of uniformly
labelled proteins embedded into hydrated MLVs and has helped to
determine a number of 3D structures such as protegrin in POPC MLVs
[87] or the Influenza M2 channel in DLPC or DMPC MLVs [56,67]. The
membrane environment should provide a native/active conformation
for the protein, which would also be an advantage for NMR since a
single conformation would give a highly resolved spectrum, whereas
any other preparation that may result in a distribution of conforma-
tions would compromise the quality of the spectra, as illustrated by
Fig. 3 on a soluble protein [92]. Nevertheless, membranes are also rich
in slow dynamics and spectra may still suffer from a distribution of
active conformations. Temperature is a parameter that can be used to
either slow down or accelerate conformational exchange [67,68,93].
Resolution and sensitivity in solid-state NMR is currently insufficient
for routine 3D structure determination of uniformly labelled MPs in
MLVs. Nevertheless, this area is constantly evolving, especially with
the development of Dynamic Nuclear Polarization (DNP) [94] or new
isotopic labelling techniques [95].

Several large transmembrane proteins are being assigned in a
membrane environment, and the structure is on the way, such as for
the phospholamban pentamer in DMPC or DOPC/DOPE MLVs [69], the
outer membrane protein G in MLVs made of E. coli lipid extracts [68],
the potassium channel KcsA in asolectin MLVs [63], the cytochrome
bo3 oxidase in MLVs made of endogenous E. coli lipids [93], the
sensory rhodopsin in purple membrane lipids MLVs [96] or the
mechano-sensitive channel MscL in DOPC MLVs [24]. DNP is one of
the most fascinating recent developments in solid-state NMR for
signal enhancement, and one obvious application is the study of MPs.
Such an approach is currently being followed by the group of Griffin
on frozen bacteriorhodopsin in MLVs with deuterated lipids, water
and glycerol used for cryoprotection [94].
3.1.2. Giant and large unilamellar vesicles
Several methods exist to make unilamellar vesicles, the most

popular ones being reverse-phase evaporation of organic solvents,
extrusion through polycarbonate filters or sonication [81]. Most
vesicles can be prepared with almost any type of lipids. The major
advantage, as mentioned before, is that the inner layer, the outer
layer, the interior and the exterior of the liposome are easily defined,
and the transport of solutes through a protein can be measured
across the membrane. Other properties depend on the liposome
diameter that can range from 10 μm (Giant Unilamellar Vesicles or
GUVs) down to 100 nm for typical Large Unilamellar Vesicles (LUVs),
or even 20 nm for Small Unilamellar Vesicles (SUVs) obtained by
sonication.

GUVs and LUVs have a small curvature and, hence, provide a
native-like local environment for MPs. They also have large interior
volume and, thus, a low membrane concentration in the sample
rendering them unfavorable for NMR which is an insensitive
technique. For these reasons, GUVs are never used in NMR and LUVs
are mostly studied for looking at lipids, but not at MPs. The use of
SUVs for the study of MPs by solution NMR will be reviewed below in
Section 4.3.

The combined effect of vesicle tumbling (radius R, viscosity η and
rate 1/tr) and lateral diffusion (constant D and rate 1/td) can lead to
partial or complete averaging of NMR interactions. Assuming that the
effective correlation time tv is described by the following equa-
tion [97]:

1
tv

=
1
tr

+
1
td

=
3kT

4πηR3 +
6D
R2 ð1Þ

Bloom et al. [97] have shown that lipid diffusion around the vesicle
was independent of vesicle size and that high-resolution 1H NMR
spectrawere obtainedwhen the vesicle tumblingwas fast enough, i.e.,
when the vesicles were sufficiently small.
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3.2. Oriented membrane systems

Orienting all molecules of a sample in the same direction can be
difficult. Luckily, in the case of lipids, there are several cases where
they spontaneously align in a given direction. Peptides or proteins
embedded into the lipid membrane can therefore be oriented as well.
We will examine two different types of oriented membrane systems:
supported on glass plates or non-supported magnetically aligned
bicelles. We will also consider the emerging field of MAOSS which
combines orienting and spinning of the sample.

3.2.1. Mechanically aligned bilayers
When hydrated with the adequate amount of water, almost all

lipids spontaneously align on glass plates with the bilayer normal
perpendicular to the plates' plane. Furthermore, when introduced in
the magnetic field, additional magnetic alignment significantly
improves the lipid mosaic spread (deviation from perfect orientation)
to be down to 0.3° [98]. The mechanical alignment of lipid bilayers
supported on glass plates is, therefore, a very convenientway to orient
a MP in the magnetic field.

Oriented samples are prepared by spreading a lipid/protein
dispersion on glass plates. Typically, lipids and proteins are dissolved
in an organic solvent but if necessary, proteins can be reconstituted in
a hydrated lipid membrane without using solvents. In both cases, the
dispersion first has to be significantly dehydrated and the plates are
subsequently rehydrated in a chamber for a couple of days.
Phospholipid alignment can easily be checked by 2H or 31P NMR
which provide characteristic oriented lipid signals. Each plate is a
square of ~1 cm2, and about twenty such plates can be stacked into a
sealed NMR tube [99,100].

With the appropriate NMR probe, any orientation of the supported
bilayers can be achieved, whereas bicelles (see next section) can only
adopt parallel or perpendicular orientations. Glass plate supported
membranes can be aligned with almost any lipid, at almost any
temperature, whereas bicelles only align in a specific temperature
range depending on their composition. Nevertheless, lipid bilayers
will align on a glass plate only within a specific hydration range
(typically around 40% by weight [99]), which is low compared to
native membranes and hardly permits the change of pH or solute
concentration once the samples are made. Furthermore, a significant
fraction of the sample volume is occupied by the glass plates, thus
reducing the sensitivity of the NMR experiments since a typical
sample will contain a weight ratio of lipids-to-protein between 3:1
[99] and 160:1 [100], and typically 20:1.

While this system was first used to study lipid dynamics (see, for
example, [101]), solid-state NMR of mechanically aligned membranes
has generated the first 3D structure of a MP by NMR [99]. This seminal
Fig. 4. 2D PISEMA NMR spectra (A) and simulations (B–F) of the uniformly 15N-labeled tBid p
The experimental spectra are best fitted for helix parallel to the membrane surface, or with
Adapted from [106] with permission.
work by the group of Cross has resulted from a systematic 15N NMR
study of gramicidin A in DMPC membranes started in 1986 [102]
where the peptide structure is deduced from each peptide plane
orientation determined independently. This approach has been
improved by the group of Opella with the development of PISEMA
[103–106] and related sequences such as SAMMY [107] or HIMSELF
[108] that can be applied to uniformly 15N-labelled peptides. These
sequences provide 2D spectra with patterns that directly depend on
helix tilts in the membrane, as shown on Fig. 4 with the peptide tBid
[106]. In solid-state NMR, the approach of using oriented membranes
on glass plates has been the most efficient, as of today, for providing
new MP structures [21]. Since 1993 over half a dozen membrane
peptide structures have been determined to high resolution, such as
several M2 channels (from the nicotinic acetylcholine receptor,
NMDA receptor and influenza A virus), in DMPC or POPC/DOTAP 4:1
membranes, as well as the small Vpu channel from HIV-1 in DOPC/
DOPG 9:1 membranes [54,100,109]. Finally, a combination of solid-
state NMR on DOPC or DOPC/DOPE 4:1 (molar ratio) membranes
aligned on glass plates and solution NMR on MPs solubilized in DPC
detergents has allowed the determination of several dynamic and
active structures of phospholamban, resting and active, compared to
the static picture determined in solution only [48,51]. As discussed
before regarding the structure determination of the influenza virusM2
proton channel [25], this combination of different NMR techniques –
especially if performed in the samemembrane environment – or NMR
and crystallographic techniques, may well be the best approach to
compensate for each technique pitfall.

3.2.2. Magnetically aligned bicelles
Bilayered micelles – or so-called bicelles– have been introduced in

the 1990s as new membrane mimetics [110,111] and quickly gained
popularity considering the numerous advantages they offer for
studying membrane peptides and proteins. Their composition and
local morphology resemble those of biomembranes – i.e., a planar
bilayer of phospholipids – and they have proven their versatility as
they can be used in both solution and solid-state NMR. Moreover,
bicelles are transparent and, thus, amenable to optical spectroscopy
such as circular dichroism [112–117].

Bicelles are composed of long- and short-chain phospholipids,
generally DMPC and DHPC [111] although DMPC can be replaced by
large fractions of other saturated or unsaturated long-chain lipids
with various headgroups, as well as cholesterol, gangliosides and
ceramides [118–133]. Thereby bicelles can mimic a variety of bio-
membranes such as prokaryote, mitochondria, erythrocyte, myelin,
neurons and skin [134]. Both lipids can be replaced by PCs with chain
length different by one or two carbons [130,135]. DMPC and DHPC can
also be replaced by analogs with ether links in lieu of carboxy-ester
eptide in oriented lipid bilayers. The helical tilt angle is indicated above each simulation.
a tilt under 20°.
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Fig. 5. The various morphologies of bicelles: (A) large mixed multilamellar vesicles,
(B) perforated multilamellar vesicles, (C) large magnetically aligned bicelles and (D) small
isotropic bicelles. Large bicelles align with the normal to their bilayer perpendicular to the
external magnetic field B0, as shown on (C).
Adapted from [141] with permission.
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bonds to access acidic and basic pH and improve bicelle stability
[64,136,137]. Recently, cholesterol sulfate was shown to improve the
thermal stability of bicelles and broaden the interval of temperature at
which they align [138]. It is also possible to prepare bicelles mixed
with non-lipid surfactants such as bile salt analogues [110,139] or
Triton X-100 [140].

Themorphology of bicelles has been the object ofmuch debate and
was extensively studied by several research groups, as reviewed by
Fig. 6. Solid-state NMR spectra of the transmembrane domainof Vpu in lipid bilayers differently
1D 15NNMR spectrawhile (D) is a 2DPISEMANMR spectrum allowing for resonance assignmen
respect to the bilayer normal).
Adapted from [151] with permission.
Marcotte and Auger [134]. However, recent 31P solid-state NMR
studies published by Triba et al. [141] support a model in which the
shape is dictated by the long-to-short-chain phospholipid q ratio as
well as temperature. Bicelles can thus be found as discs, vesicles or
perforated vesicles as shown in Fig. 5, and therefore prepared
according to the NMR experiment to be performed. Fast-tumbling
discoid (isotropic) bicelles are characterized by a low q ratio and used
in solution NMR studies of MPs, as will be described in Section 4.2,
while high-q, magnetically self-aligning bicelles are prepared for the
orientation measurements of MPs that will be described below. For
detailed applications of isotropic and oriented bicelles for the NMR
study of membrane-associated surfactants and proteins, the reader is
referred to several reviews [134,142,143].

At temperatures above DMPC's gel-to-fluid phase transition
(typicallyN30 °C), long-to-short-chain lipid ratios qN2.3, and lipid
concentrations of 3–60% w/v in aqueous solution, bicelles are known to
spontaneously align in the magnetic field [141,144–147] with their
bilayer normal perpendicular to the direction of the magnetic field, as
illustrated in Fig. 5C. The magnetic alignment of bicelles is attributed to
the anisotropy of the magnetic susceptibility of the phospholipids, as
detailed elsewhere [134]. Although the average bicelle orientation is
determined, the distribution and oscillation around this position have
aneffect on theNMRdata [141]. Themosaic spreadaffects thewidth and
symmetry of resonances, and it is reported around 6° [148]. Oscillations
partially average magnetic interactions in molecules embedded in
bicelles and additional order parameters between 0.7 and 0.9 therefore
have to be included to take this effect into account [114].

Aligned bicelles can be prepared by mixing the phospholipids in
the appropriate buffer solution, followed by a series of freeze (liquid
nitrogen)/thaw (37 °C)/vortex shaking, leading to a transparent non-
viscous sample. Proteins can be co-solubilized with the phospholipids
in solvents such as 2,2,2-trifluoroethanol (TFE), followed by vacuum-
drying prior to hydration [88,113]. In some cases proteins do not
survive organic solubilization or full drying, thus reconstitution
protocols have been optimized to incorporate MPs into bicelles
without such damaging steps [114]. Typically, a q value of 3 to 3.5
is employed with 20–60% w/v lipids in aqueous solutions [44,84,
108,114,120,149–154]. Details on the preparation of bicelles samples
for solid-state NMR study of MPs can be found in De Angelis and
Opella [155]. Proteins as big as 350 residues have been successfully
incorporated into oriented bicelles, as demonstrated with the G-
aligned: on glass plates (A), in “flipped” bicelles (B) or in “normal” bicelles (C-E). (A-C) are
t (shown inE) and helix tilt determination (determined here to be approximately 30°with
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protein-coupled receptor CXCR1 [156]. Fannucci et al. [157] observed
that large bicelles preserved the folded structure of the Ton box motif
of BtuB, and Czerski and Sanders [158] showed that the integral MP
diacylglycerol kinase (DAGK) maintained its catalytic activity when
incorporated into DMPC or DPPC bicelles.

DMPC/DHPC bicelles have a thickness of ~4 nm similar to a natural
bilayer [159] aswell as a planar surface. They are also stable over a wide
extent of ionic strengths and pH [111,144], as opposed to acidic bicelles
which are more fragile and subject to hydrolysis [120,122]. Aligned
bicelles have several advantages over mechanically aligned bilayers: in
the correct temperature range, bicelles tend to improve the resolution of
15N and PISEMA spectra as compared to bilayers mechanically aligned
on glass plates as illustrated in Fig. 6A and B with the transmembrane
domain of Vpu [151]. The sample is easier to prepare, better hydrated
and the volume is large because of the absence of glass in the sample. In
addition, MPs expressed in bacteria can be purified either with the
bicellar long- or short-chain lipid towhich the lipid companion can then
be added inorder to obtainbicelles [114,156,160]. However, it should be
noted that the presence of a protein may affect the orientation of
bicelles, as was observed with gramicidin [88].

Aligned bicelles are frequently used to determine the orientation
of transmembrane helices with respect to the bilayer normal such as
that of antimicrobial peptides but also large transmembrane proteins
such as the β-barrel tOmpA and OmpX, as long as their axial diffusion
is fast [114,154]. This information – which is complementary to the
structure that can be obtained by solid-state NMR, solution NMR, or
any other method – can be provided by 15N or 2H NMR as the 15N
chemical shift value or the 2H quadrupolar splitting of specifically
labelled residues are indicative of the chemical bond orientation with
respect to B0 direction [108,120,150]. Improvement over this
approach with PISEMA related sequences has allowed the resonance
assignment and helix tilt determination of the Vpu channel from
HIV-1, as shown on Fig. 6C–E [151]. Similar approaches have provided
the structure of a truncated construct of the mercury transport
membrane protein MerF-t [151], as well as the orientation of several
proteins such as the cytochrome b5 [108], TatAd from B. subtilis[153]
or the p7 protein of hepatitis C virus [161] in lipid bilayers. Although
aligned bicelles are slow-tumbling objects used in solid-state NMR,
large bicelles can also be employed in solution NMR to induce residual
alignment in water-soluble proteins and obtain residual dipolar
couplings used in structure determination, as thoroughly detailed
elsewhere [162,163].

Due to their large magnetic susceptibility, the addition of para-
magnetic lanthanides flips the orientation of the bicelle normal from
Fig. 7. (A) Arrangement of glass plates and rotor used in MAOSS. (B) Arrangement of
polymer sheets and rotor used in the alternative MAOSS approach. (C) 1D 15N MAOSS
NMR spectrum of a peptide, obtained using the approach described in (B).
Adapted from [175] with permission.
perpendicular to parallel to the static magnetic field direction. This
effect achieved at very small lanthanides/lipids molar ratios (b0.1) is
well detailed by Prosser et al. [164] and will not be discussed further
here. The advantage of this method is to double the NMR frequency
range of 15N chemical shifts (Fig. 6B compared to 6C), thus improving
the resolution of the amide spectral region, as demonstrated with the
fd coat and Vpu proteins [84]. The same effect is observed on 2H NMR
spectra. Another advantage of the parallel alignment is that protein
orientation in the membrane becomes independent of its azimuthal
orientation and axial diffusion rate. Spectra obtained at 0° and 90°
alignments can also help confirming the orientation of proteins such
as the large outer MPs from E. coli[114,154] or the small MerF-t and
Vpu transmembrane α-helices [44,151,152]. The presence of para-
magnetic ions may perturb protein activity, shift amino acid
resonance frequencies or catalyze lipid hydrolysis, although lipids
with chelating headgroups can be used to sequester the lanthanides
away from the protein [165]. However the proteinmoieties within the
hydrophobic core of the bicelles should not be affected [84].

Inorder to avoid theuse of lanthanide ionsaltogether, it is possible to
prepare parallel-aligned bicelles by replacing DMPCwith phospholipids
containing a biphenyl group on one acyl chain, such as DBBPC or TBBPC
[166,167]. The large positive magnetic susceptibility of the biphenyl
groups is responsible for flipping the bicelle orientation. Although the
temperature range where “biphenylated” bicelles align is larger
compared to DMPC/DHPC bicelles, the composition domain for which
orientation occurs is reduced [166]. These new bicelles have yet to be
proven general for the incorporation ofMPs, but they have already been
successfully applied to the study of the Pf1 coat protein [168].

3.2.3. Spinning oriented systems
Aligned bilayers can also be utilized in combination with MAS to

improve the resolution, signal-to-noise ratio and sensitivity of the
NMRmeasurement of orientation. This approach introduced asMAOSS
(magic angle oriented sample spinning)was proposed by Glaubitz and
Watts in 1998 [169]. The originalmembrane system consists of a series
of lipid bilayers deposited on glass discs which are then stacked and
placed in aMAS rotor to orient their bilayer normal parallel to the rotor
axis, as shown in Fig. 7A. Purplemembranes – an hexagonal crystalline
lattice of the light-driven proton pump bacteriorhodopsin (BR) from
H. salinarium– can also be oriented on glass plates and spun [170]. This
strategy presents two assets from an NMR point of view. Firstly, high
sensitivity in the orientation measurement is achieved since small
deviations from the normal result in dramatic spectral changes.
Secondly, this orientation allows anisotropic motions such as
rotational diffusion to partially average interactions which are
predominantly dipolar [71]. Residual interactions can easily be
removed even at slow spinning speeds of up to 3 kHz. Mosaic spread
values are reported below 20° [171]. Using this approach, high
resolution for 1H NMR resonances can be obtained [169]. MAOSS has
also been employed for a 2H NMR study of photointermediates of
specifically deuterated bacteriorhodopsin [172] aswell as for the study
of the M13 coat protein by 13C NMR [173]. Interestingly, this method
can also be combined with standard solid-state NMR experiments
such as REDOR where deviations from the non-oriented case can be
analyzed in terms of the targeted molecule orientation [171].

Certain disadvantages are however also associated to this method.
For example, under MAS conditions, centrifugal forces induce
migration of the sample towards the edges of the plates, thus limiting
the spinning rate. Likewise, the heftiness of the glass plates alsomakes
it difficult to spin the sample at high rates, and since glass occupies
most of the rotor's volume, only a small amount of protein is actually
introduced [174]. More recently Sizun and Bechinger [175] suggested
an alternative approach to obtain a bilayer with its normal oriented
perpendicular to the magnetic field. In such a case, the bilayer alone or
with reconstituted peptides is first dissolved in chloroform or TFE
then adsorbed onto a thin polymer foil from which the solvent is
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subsequently evaporated under vacuum. The resulting dry polymer
sheet is then brought to desired humidity, rolled up and placed with
its long axis parallel to the rotor axis (Fig. 7B and 7C) [170,174–177].
Major advantages of this approach are the ease of preparation, the low
cost of the requiredmaterials, especially since this type of system can be
preparedonvarious types of polymer foils suchaspolyetheretherketone
(PEEK) [174–176], polycarbonate [174] and polyethelene terephthalate
(PET) [170,177–179]. In addition, samples can fit in 4-mm rotors and
reach high spinning rates of up to 10 kHz as opposed to the limited
3–5 kHz of conventional MAOSS [175]. The reported mosaic spread
values are 3.7° [175], below 8° [178] and up to 22° in the case of short-
chain lipids [170]. However, in all cases, spinning the sample should
increase the quality of the orientation as a result of centrifugal forces
[175,180].

Another approach exploits large magnetically aligned bicelles to
determine the structure of MP segments in combination with MAS.
The high-resolution 1H NMR spectra obtained can be used to acquire
2D experiments such as NOESY and deduce structurally-relevant
information [150].

4. Fast-tumbling objects

As mentioned before, high spectral resolution can be obtained in
solution NMR with objects that have a correlation time below 50 ns
which corresponds to an upper limit of approximately 100 kDa. In
some favorable cases, especially with proteins under 30 kDa, a
complete interaction map can be obtained and allow for the
determination of a 3D molecular structure. With such approaches,
solution NMR has elucidated the structures of some 6000 soluble
proteins in the past 20 years [181]. In more challenging cases, partial
structural and dynamic information can still be obtained, sometimes
with the use of specific isotopic labelling schemes [182]. The most
common way to study MPs by solution NMR is to solubilize them in
detergentmicelles [62,72,74,75] but new systems are being developed
[73,76,77] and will be described below.

4.1. Micelles

Micelles are the most frequently used membrane mimetics for the
structure determination of peptides and proteins by solution NMR
and have helped in solving the structures of ca. 25 MPs in the past
15 years [21,62,74,76]. These aggregates are formed by self-assembly
of amphiphilic molecules in solution in order to minimize the contact
of their hydrophobic tails with the aqueous environment (Fig. 2A).
Because they are small spherical monolayers with a rough surface, the
micelle morphology differs from that of biomembranes. They can also
adopt elliptical or rod-like shapes at high detergent concentrations or
with weakly polar surfactants [183]. Micelles are formed at a specific
detergent-dependent concentration – the critical micelle concentra-
tion (CMC). They are also characterized by an aggregation number (N)
that can be as low as 4 and up to several hundred of molecules
[76,183,184]. The molecular weight of a micelle is therefore N times
the molecular weight of the detergent monomer. They are on the
order of ~3 nm radius, corresponding to a correlation time of ca. 25 ns.
The micelle concentration [M] is related to the detergent concentra-
tion [D] by the relation:

M½ � = D½ �−CMCð Þ=N ð2Þ

Micelle formation also occurs at a critical micelle temperature
(CMT). SDS, for example, precipitates at temperatures below 4 °C.
Therefore, the incorporation of anMP intomicelles as well as the NMR
experiments must be performed above the Kraft point, i.e., at the
temperature at which a turbid detergent solution becomes clear due
to micelle formation.
In the case of the ternary mixture of detergents, MPs and water,
the detergent hydrophobic moieties often spontaneously cover the
hydrophobic parts of the proteins to form protein–detergent
complexes (PDCs) that remain water-soluble. When the protein is
small, the complex resembles a micelle in which the protein is
embedded. In other cases, the detergent may play the role of a
lifebuoy around the MP. As discussed by Strandberg and Ulrich it is
assumed that each micelle accommodates only one peptide [41]. The
fast tumbling of micelles in solution often averages out orientation-
dependant interactions in NMR such as dipolar coupling and chemical
shift anisotropy, thus leading to high spectral resolution. Micelles are,
thus, well indicated for structure determination of MPs by solution
NMR. If possible, perdeuterated detergents should be employed to
avoid overlap with the protein resonances on the 1H NMR spectra.
Nevertheless, most modern NMR experiments make use of 15N- or
13C-filtered experiments, thus removing the detergent contribution in
the spectra, even if it is protonated [185–187].

After purification, the NMR sample needs to be concentrated to
obtain a high protein concentration (on the order of 1 mM), but thefinal
detergent concentration increases as well. Detergent concentration can
then be reduced, more easily when its CMC is high. In addition to the
micelles and PDCs, detergentmonomers are present in the solution (at a
concentration corresponding to their CMC), hence contributing to the
solution viscosity and molecular tumbling rate. Since MPs may
precipitate when solubilized at the CMC, it is advised to maintain
them in solution with detergents above the CMC, especially for
detergents with high aggregation numbers, so that the micelle
concentration [M] exceeds the protein concentration [184]. Detergent
concentration should be optimized on a case-by-case basis [188].

The properties of PDCs highly depend on the physicochemical
properties of the detergents. DPC and SDS micelles are the most
commonly used for structure determination of MPs and peptides
[41,189,190] and references in [75]. It is important to favor detergents
with small aggregation numbers to obtain small, fast-tumbling PDCs
and increase the protein signal because of the reduced surfactant
proportion. For example, although DDM is a mild detergent that tends
to maintain the functionality of MPs, it forms large micelles (~60 kDa)
that reduce protein signals in solution NMR both because the micelles
tumble slowly –which broadens the protein signals – and because the
protein-to-surfactant ratio is smaller [60]. Anionic detergents such as
SDS can bemore denaturating than the other types, non-ionicmicelles
being the mildest [191,192]. Zwitterionic detergent micelles such as
DPC are used to mimic eukaryote membranes while the negatively
charged SDS micelles would resemble bacterial membranes [41].

Unfortunately, no rules apply when searching for the right
detergent; however Vinogradova et al. [72] reported that the catalytic
activity of DAGK was higher in micelles of medium-chain length
detergents such as DPC or DMwhich therefore should be considered as
good models since their low molecular weight contributes little to the
overall weight of the PDC. The use of a mild detergent does not
guarantee that a protein will be properly folded, though. Mo et al. [193]
showed that the helical proteins bacteriorhodopsin and Ste2p from
S. cerivisiae are found in partially folded states in OG (octylglucoside)
and DM micelles, respectively. Comparison with different detergent
types reveals that the small multidrug-resistance pump (Smr) adopts a
native conformation in bicelles and DM micelles, but not in LPPG and
DPC micelles [76]. One risk is that the surfactant covers not only the
hydrophobic part of the protein but also its active sites, thus affecting its
activity [62,76]. As an illustration the E. coli enzyme PagP has no activity
in OG and DPC micelles due to detergent binding in the active site, but
recovers its activity in CYFOS-7 micelles (a DPC analogue with a chain
terminal cyclohexyl group) [187,194]. LPPGmicelles often lead to high-
quality spectra [62,76]; however, as seen for the protein Smr, it is not
necessarily the ideal detergent for a given protein. The spontaneous
curvature of micelles does not always accommodate MPs and the
activity of enzymes or ion channels can be compromised [25,52,76,194].



Table 2
Average characteristics of detergents frequently employed for structural NMR studies of proteins.
Adapted from [31,74,76,183,188]. Details on the protein structure can be found in [21].

Detergent Monomer MW
(g/mol)

Monomer CMC
(mM)

N Micellar MW
(kDa)

Typical NMR
conditions

Some MP structures solved
by solution NMRa

Non-ionic (mild)
DDM (C12-DM) 511 0.2 140 72
DM (C10-DM) 483 2 80 39
OG (C8-G) 292 20 90 26 200 mM/40 °C PagP

Zwitterionic
DPC (C12-PC or FOS-12) 352 1.5 70 25 200 mM/40 °C GpA, OmpA, PagP, OmpX, OmpG,

PLN, DsbB, i3, DAGK, Rv1761c, CD4

LDAO (C12-DAO) 229 1 75 17 300 mM/40 °C VDAC
c7-DHPC (D7-PC) 482 1.5 25 12 100 mM/50 °C SRII
DHPC (D6-PC) 454 15 35 16 300 mM/40 °C M2, OmpA, kpOmpA, Pf1

Anionic
LPPG (L16-PG) 507 0.02 160 81 200 mM/50 °C DTF
LMPG (L14-PG) 479 0.2 55 26 80 mM/40 °C KCNE1
SDS (C12-S) 288 3 80 23 500 mM/40 °C MerF, FXYD1, FXYD4

Mixtures
DPC/SDS 5:1b – – – – 150 mM DPC/30 °C ZZ
DHPC/DMPC 4:1b(isotropic bicelles) – – 200 DHPC

50 DMPC
125 200 mM DHPC/40 °C Bnip3, ErbB2, EphA1, αIIb-β3

a Protein abbreviations: αIIb-β3 (Integrin αIIb-β3); Bnip3 (Bnip3 transmembrane domain); CD4 (human CD4); DAGK (diacylglycerol kinase); DTF (G-protein-coupled receptor
double transmembrane fragment); EphA1 (EphA1 transmembrane domain); ErbB2 (ErbB2 transmembrane segment); FXYD1 (human FXYD1, Na,K-ATPase regulatory protein);
FXYD4 (human FXYD4, CHIF); GpA (human Glycophrin A transmembrane domain); i3 (i3 intracellular loop of the vasopressin V2 receptor); KCNE1 (human KCNE1); M2 (Influenza
M2 proton channel); Pf1 (Pf1 major coat protein); PLN (human phospholamban); Rv1761c (Rv1761c fromMycobacterium tuberculosis); SRII (Sensory rhodopsin II); VDAC (human
VDAC-1); ZZ (zetazeta transmembrane domain).

b mol/mol ratio.
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If possible, functional assays should be conducted to identify the best
surfactant to be employed [60,72].

The challenge is to find the most appropriate detergent for the
structural NMR study that also solubilizes the protein in a native
conformation—and no such universal detergent exists. Recently the
group of Nietlispach [186] solved the structure of sensory Rhodopsin in
c7-DHPCmicelles after trying over 15 different detergentmolecules and
several samples conditions (concentration, temperature, isotopic
labelling scheme etc.), showing that NMR of MPs is not yet a routine
technique. We have reviewed in Table 2 the main characteristics of
commonly used detergents for solution NMR studies of MPs and
peptides and typical conditions at which they have been used in
structural determination of MPs (detergent concentration and sample
temperature). The reader should refer to these conditions for initial
screening.

With the progress that has allowed solution NMR to tackle larger
objects in solution, a greater number and diversity of structures have
recently been solved for MPs solubilized in detergents [21]. Among
Fig. 8. 2D 1H–15N NMR spectra of membrane proteins differently solubilized. (A) Overlay of
bicelles (red). (B) Overlay of the antiamoebin I in isotropic bicelles (black) and in nanodisc
Adapted from [186,232] with permission.
the ca. 25MP structures determined this way, over half were obtained
on MP solubilized in DPC. SDS was mostly used for small peptides
whereas DPC and DHPC were used for larger proteins. From small α-
helical proteins [189] and large β-barrels [185,187,195–197], appli-
cations have now extended to larger α-helical complexes such as the
30 kDa pentamer of human phospholamban [48], the 20 kDa tetramer
of the Influenza M2 proton channel [55], the 18 kDa enzyme DsbB
[198], the 43 kDa trimer of diacylglycerol kinase [199] and the 26 kDa
sensory rhodopsin II [186]. This last example shows the potential to
determine structures of other 7 α-helix complexes such as GPCRs.
Because of the potential pharmaceutical applications of GPCRs and the
extreme difficulty to crystallize them in an active form, this is the
current Holy Grail for solution NMR.

4.2. Isotropic bicelles

The composition and preparation of isotropic and aligned bicelles
are very similar and the insertion of a MP in bicelles is usually
the phototaxis receptor sensory rhodopsin II in DHPC micelles (cyan) and in isotropic
s (red).

image of Fig.�8
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performed by co-dissolution of the lipids and protein in aqueous
solution when bicelles systems are prepared [112,133,200–203], or in
solvents such as chloroform/methanol before evaporation (under a
stream of inert gas or vacuum oven) and rehydration [137,204]. For
isotropic bicelles, a typical q ratio of 0.25–0.5 is used with a hydration
of 85–95% and lipid-to-peptide molar ratios between 25:1 and 100:1.
Chain-perdeuterated lipids are usually employed to limit their
contribution to the 1H signals [112,117,159,200,202,203,205].

Because they offer a small lipid bilayer domain, isotropic bicelles
(Fig. 5D) frequently prove advantageous over micelles for the study of
MPs or MP segments. Lau et al. [133] showed a distortion of the α-
helical conformation of integrin β3 transmembrane domain in
micelles as compared to bicelles, while Lindberg et al. [201] observed
a different position of penetratin in SDS micelles vs. bicelles, which
could be forced by the curvature and size of the micelle. Poget et al.
[137] showed that bicelles preserve the ligand-binding activity of Smr.
They also found that bicelles, over a series of detergent micelles, were
the best membrane mimetics for the solution NMR structure
determination of Smr and other proteins that must retain their native
conformation [76]. Although about twice as large as micelles because
they comprise approximately 200 DHPC and 50 DMPCmolecules for a
total of approximately 125 kDa (for q=0.25) [137,159], isotropic
bicelles are very promising mimetics as shown in Fig. 8A which
compares 2D spectra of pSRII in bicelles and DHPC micelles. In the
future, they should often replace micelles in the study of MPs, helped
by progress in solution NMR spectroscopy such as TROSY experiments
which have extended the weight limit of protein study to above
100 kDa [47,182,206]. Actually, isotropic bicelles could be seen as just
another detergent (DHPC) solubilizing a complex made of a MP and
lipids, and we have added this particular mixture to the list of
frequently used detergents in solution NMR of MPs (Table 2).

The reader is referred to Prosser et al. [143] for detailed applications
of isotropic bicelles for the NMR study of membrane-associated
amphiphiles and proteins. Briefly, typical 2D and 3DNMRexperiments
used for structure determination can be carried out on bicelle-inserted
proteins [112,132,133,137,200,203,205,207]. The structure of a variety
of MPs or protein transmembrane domains has been elucidated so far
in isotropic bicelles, such as integrin β3 transmembrane segment
[133,208], the third helix of the Antennapedia homeodomain protein
of Drosophila[201], Smr [137], the transmembrane domain of the
apoptotic protein BNip3 [209], the dimeric transmembrane domain of
the growth factor receptor ErbB2 [210], and of the receptor tyrosine
kinase EphA1 [211], to name a few.

4.3. Small unilamellar vesicles

SUVs are the smallest possible vesicles with a diameter of around
30 nm—which is still an order of magnitude larger than a detergent
micelle (Fig. 2A). They are formedby sonicating lipiddispersion inwater
while cooling the sample to avoid degradation fromheating. Almost any
type of lipids can be used – egg yolk phosphocholine is often preferred –

except that vesicle fusion and aggregation occur more slowly with an
addition of 10% (molar) of charged lipids (serine headgroup for
example). SUVs containing MPs are obtained by sonicating lipid
dispersions with MPs reconstituted into them, but only resistant
proteins – usually small and globular – will stand such a procedure.

The properties of SUVs are opposite to those of LUVs: while their
curvature is very high – imposing an asymmetrical distribution of lipids
in the outer and inner monolayers and a strong pressure onMPs – their
intermediate size provides very concentrated and moderately fast-
tumbling samples, suited for solutionNMR. A typicalMP sample in SUVs
may contain a ratio of 1:10 (in weight) of lipids to water, and 30:1
(molar) of lipids to proteins [212]. Although SUVs combine the
advantages of a real lipid bilayer and a system amenable to solution
NMR, they also have the inconvenient of being large, diluted and
unstable. They have, therefore, seldom been used for MP structure
determination by NMR [212]. However, SUVs are often employed in
NMR to study water-soluble proteins that are known to interact with
lipid membranes [213].

4.4. Other systems

4.4.1. Organic solvents
Since MPs are not soluble in water, this whole article reviews

membrane mimetics that can surround a protein to make it soluble
while retaining its activity. Membrane mimetics and solvent viscosity
are two factors that slow down PSC tumbling and, thereby, reduce the
spectral resolution and sensitivity in solution NMR. Hydrophobic
molecules such as MPs are often soluble in low viscosity organic
solventswithout theneedof additional surfactants, and their correlation
time is much smaller in such environment. Pure or mixtures of organic
solvents such as methanol, isopropanol, chloroform, TFE or DMSO have
been employed. NMR spectra of small membrane peptides in TFE have
given results comparable to those solubilized in SDS [214,215]. Other
small integral MPs have been studied in mixtures of methanol/
chloroform/water which were shown to mimic the membrane
environment [216–218]. However, interactions in membranes are a
subtle balance between hydrophobic and hydrophilic contacts, and this
subtlety is lost in organic solvents. While such milieu will trigger and
stabilize helices, it will also disrupt helix–helix contacts and, in most
cases,MPswill not retain significant native structure in organic solvents.
Often limited to small andhelicalmembranepeptides, this approachhas
to be carefully validated case by case.

4.4.2. Reverse micelles
As stated before, spectral resolution in solution NMR depends on

molecular correlation time which is function of size but also of
viscosity. Using apolar low-viscosity fluids (alkanes for example) is an
attractive option that requires some optimization of the sample
preparation. For instance, if the biological molecule structure is not
retained in such an apolar solvent, it first requires to be encapsulated
withwater in an appropriate reversemicelle [219]. Micelle surfactants
have to be screened in order to minimize the volume of the complex.
The reverse micelle encapsulation approach for NMR study of MPs is
also being developed by the Wand group [220]. The current best
option, which was used to assign the NMR spectra of the potassium
channel KcsA [220], is to encapsulate the protein in CTAB/DHAB:1/1
and to solubilize the complex in ethane and hexanol under high
pressure (300 bar), requiring a specialized commercially available
apparatus (Daedalus Innovations). This assembly is shown on Fig. 9A
where the protein is surrounded by water (in blue), CTAB and DHAB
surfactants (in red), hexanol (in green) and ethane (in grey). This
approach is also used to study lipid-anchored proteins that bind to
membranes via a covalently attached lipid or fatty acid, such as
recoverin or the HIV-1 matrix protein, in their myristoylated form
[221]. The development of this complex procedure is motivated by the
possibility to push the size limit of proteins that could be studied by
solution NMR. Nevertheless, in the case of MPs, reverse micelles suffer
from the same problem as detergent micelles, i.e., the non-native
environment which may affect their function and stability.

4.4.3. Amphipols
Detergent molecules are used both to extract MPs from their

membrane environment and to keep them in solution by covering
their hydrophobic parts. Alternative molecules have been designed to
keep MPs in solution while preventing detergents to disrupt subunits
or cofactors of the protein, occupy its active site, or affect its function
[191,222,223]. Developed by the group of Popot, amphipols are
among the most promising new membrane mimetics for NMR [222].
They are a family of short amphipathic polymers carrying a large
number of hydrophobic chains that can replace detergent molecules
as a lifebuoy around the MP with a very low rate of spontaneous



Fig. 9. Models of (A) potassium channel KcsA in reverse micelles; (B) cytochrome bc1/amphipol complex and (C) rhodopsin/nanodisc complex. The models are represented
approximately to the scale given on the top right corner.
Adapted from [220,224] with permission.
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desorption and a high affinity for protein transmembrane surfaces
(Fig. 9B). The length and charge of amphipols are tunable, but the
most common version is composed of a ~70 residue polyacrylate
chain in which some (~17) of the carboxylates have been randomly
grafted octylamine, and some (~28) with isopropylamine. Carboxyl-
ates can also be changed to obtain a zwitterionic, sulfonated or non-
ionic version [224]. Since amphipols cannot extract a MP from its
membrane, the protein is usually transferred to them from a PDC, just
like a reconstitution in lipid membranes: amphipols are added to the
PDC and the detergent is removed through the usual procedure (see
Section 3.1.1).

The quasi absence of free amphipols reduces the viscosity of the
solution and the protein correlation time as compared to the detergent
option. Amphipols have also been shown to maintain solubility of a
very broad range of MPs such as the mitochondrial complex I, human
GPCRs BLT1 and BLT2, bacterial outer MPs OmpA and OmpX,
bacteriorhodopsin, the SR calcium ATPase, the nicotinic acetylcholine
receptor and, more importantly, to biochemically stabilize them, as
compared to detergent solutions [73,224,225]. Deuterated amphipols
have been devised for NMR and although the complexes still tumble
more slowly than in detergent solutions, they are amenable to solution
NMR studies [226–228]. Fig. 10 compares 2D [15N,1H]-TROSY spectra
of OmpX in DHPC micelles and amphipols and shows that the
Fig. 10. 2D 15N-1H NMR spectra of OmpX in (A) amphipols and (B) in DHPC micelles.
Adapted from [227] with permission.
dispersion is identical [227]. While the resolution is slightly worse in
amphipols, it was enough for unambiguous resonance assignment of
about 60% of the protein residues. An amphipol-trappedGPCR (human
BLT2) was also used to determine the structure of its bound ligand
(leukotriene B4) [226]. Under these conditions, functional folding
yields of 70%were achieved for theGPCRwhichwas shown to be active
for over 3 weeks—a duration sufficient to perform all relevant NMR
experiments. Comparatively in detergents, BLT2 folding yield never
exceeded 4% and its receptor binding capacity dropped after only
10 days [229].

4.4.4. Nanolipoproteins (nanodiscs)
Nanolipoproteins (NLPs) are new membrane systems for MP

reconstitution [230–233]. As shown in Fig. 9C, NLPs are phospholipid
bilayers encircled by stabilizing amphipathic helical membrane
scaffold proteins (MSPs) leading to nanoscale disc-shaped objects
also known as nanodiscs. A little larger than isotropic bicelles, these
water-soluble assemblies have a diameter of ~10 nm and a thickness
of ~4 nm equivalent to that of biomembranes. NLPs have several
advantages for the NMR structural study of MPs: their size can be
varied between 9.5 and 15 nm diameter [233–236] but there is only
one protein per particle, they are monodisperse, stable and can be
easy diluted, concentrated or dialysed if a change of buffer is required.
Because of their flat lipid bilayer, NLPs are a better membrane
mimetics compared to micelles which have a strong curvature
[232,233]. Because of the stability of the MSP/lipid interaction with
temperature, NLPs are also better membrane models, compared to
bicelles which are stable only in a small temperature range. A
thorough review on NLPs has been recently published [233].

Nanodiscs are prepared by sonicating a purified MSP such as
apoliprotein A-1 (apoA-1) with phospholipid vesicles (such as DMPC,
DOPC, DPPC, POPC, DMPG, DOPG or gangliosides) at the gel–liquid
crystal phase transition of the lipid. They can also be made by mixing
phospholipids, with or without cholesterol, with the MSP in a
detergent solution (like cholate or deoxycholate) followed by a slow
detergent removal via dialysis or biobeads [230,233,237,238]. The
detergent solution can also be used to solubilize the integral MP to be
incorporated into the discs. Cell-free expression systems containing
nanodiscs are commercially available [239] andmore technical details
on the preparation can be found in Ref. [233]. To avoid signal from the
apolipoprotein and considering the size of the MP normally studied,
isotopically labelled proteins of interest can be employed [240].

A variety of MPs have been reconstituted in a functional form and
studied into nanodiscs, including cytochrome P450s [237,241,242],

image of Fig.�9
image of Fig.�10


1970 D.E. Warschawski et al. / Biochimica et Biophysica Acta 1808 (2011) 1957–1974
bacteriorhodopsin [243], human CD4 [240] and G-protein-coupled
receptors [244]. The size of NLPs makes them amenable to solution
NMR studies since their correlation time is equivalent to an isotropic
rotation of a globular protein of ca. 200 kDa [232]. A 1H–15N-TROSY
spectrum was collected for the antibiotic peptaibol antiamoebin with
amide proton resonances shown to be a little broader to those
obtained in isotropic bicelles (Fig. 8B) [232]. The voltage-sensing
domain of the KvAP channel (four transmembrane helices) could also
be reconstituted into nanodiscs and gave solution NMR fingerprint
spectra with broad resonances but with a large amide proton signal
dispersion, indicative of a native-like folding [245]. For large
nanodisc–MP complexes, MAS solid-state NMR is an alternative as
exemplified by the precipitation of the nanodisc/CYP3A4 complex
with polyethylene glycol (PEG) that yielded high-quality 2D solid-
state NMR spectra of the folded, active protein [246].
5. Conclusion

The biomembrane complexity is a challenge for the NMR structural
study of MPs; however this review shows that a variety of artificial
membranes are available for applications in both the solution and solid
states. Systems of almost any size and lamellarity exist, either lipid- or
detergent-based, self-orienting or mechanically aligned, and even
tunable to experimental requirements such as bicelles. Detergents are
most useful in structural studies because of their multiple roles in
protocols such as solubilization, purification, transfer, renaturation and
reconstitution of MPs. New techniques have been proposed to help the
study ofMPs such asMAS or reversemicelles at high pressure. Likewise,
new molecules like amphipathic polymers and lipid/protein nanopar-
ticles have been developed with the same objective. In search of
additional orientedmembrane systems with a large surface area, single
bilayered nanotubes formed by adsorption into the pores of anodic
aluminium oxide discs have been proposed [247–250]. In the recent
years, a variety of newmembranemimetics have been used inNMR and
protein crystallization such as lipid cubic phases [251–253], bola-
amphiphile and diamine hollow cones [254], and porous phospholipid
nanoshells [255], to name a few. Their application in structural study of
proteins can be expected in a near future.

These efforts for identifying new membrane mimetics have been
fruitful in solution NMR since, among the ~30 MP structures solved in
the past 15 years, the maximum protein size has raised from around
6 kDa in the first decade, to 43 kDa in the last 2 years. These
developments have contributed to solid-state NMR as well since,
among the 20 protein structures solved in the last decade, 12 were
solved in the past 2 years. Most of them were not MPs, though, but
this is clearly the next goal to pursue since solid-state NMR is the only
technique that can solve the atomic structure of a MP inside a native-
like environment.

Thirty years ago in structural NMR laboratories, SDS was almost
the only detergent [256], DMPC almost the only lipid [257], and solid-
state NMR could only tackle small peptides [258,259]. Designing new
membrane mimetics has not only helped us to better understand the
interactions betweenMPs and their environment but has also allowed
to push the limits of NMR in terms of size and complexity of the
samples amenable to study. Current samples are often made of
mixtures of MPs and several lipids and/or detergents, each providing
essential properties to the complex. Consequently, NMR now solves
structures of MPs made of several helices, barrels, multimers or
protein–drug complexes.

We have often described membrane mimetics as “native like”. The
next step will probably be the development of techniques that will
allow the study of MPs in their native environment, i.e., in vivo
biomolecular NMR and structural determination. As always, the first
application has come out in the field of soluble proteins [260,261]. The
goal is now to also transpose this approach to MPs.
Acknowledgments

This work was supported by the Natural Science and Engineering
ResearchCouncil (NSERC) of Canada (I.M.) aswell as CNRS andANR-05-
BLAN-0255 (D.E.W.). A.G. and É.C. are grateful to the NSERC, the Groupe
de Recherche Axé sur la Structure des Protéines (GRASP) and the
Université du Québec à Montréal (UQAM) for the award of M.Sc.
scholarships. M.B. also wishes to thank UQAM for the award of a PhD
scholarship.A.A.A. and I.M. aremembers of the CQMF (CentreQuébécois
des Matériaux Fonctionnels) and I.M. is a member of the GRASP.
References

[1] H. Lodish, A. Berk, P. Matsudaira, C.A. Kaiser, M. Krieger, M.P. Scott, Molecular
Cell Biology, 3rd ed. W. H. Freeman, New York, 2005.

[2] J.K. Volkman, Sterols in microorganisms, Appl. Microbiol. Biotechnol. 60 (2003)
495–506.

[3] G. van Meer, D.R. Voelker, G.W. Feigenson, Membrane lipids: where they are and
how they behave, Nat. Rev. Mol. Cell Biol. 9 (2008) 112–124.

[4] P.F. Devaux, R. Morris, Transmembrane asymmetry and lateral domains in
biological membranes, Traffic 5 (2004) 241–246.

[5] C.R.H. Raetz, C. Whitfield, Lipopolysaccharides endotoxins, Annu. Rev. Biochem.
71 (2002) 635–700.

[6] P.F. Devaux, M. Seigneuret, Specificity of lipid–protein interactions as deter-
mined by spectroscopic techniques, Biochim. Biophys. Acta 822 (1985) 63–125.

[7] W. Dowhan, M. Bogdanov, Functional roles of lipids in membranes, in: D.E.
Vance, J.E. Vance (Eds.), Biochemistry of Lipids, Lipoproteins, and Membranes,
Elsevier, New York, 2002, pp. 1–36.

[8] L. Fagerberg, K. Jonasson, G. von Heijne, M. Uhlén, L. Berglund, Prediction of the
human membrane proteome, Proteomics 10 (2010) 1141–1149.

[9] D.G. Bichet, Vasopressin receptor mutations in nephrogenic diabetes insipidus,
Semin. Nephrol. 28 (2008) 245–251.

[10] M.T. Clunes, R.C. Boucher, Cystic fibrosis: the mechanisms of pathogenesis of an
inherited lung disorder, Drug Discov. Today Dis. Mech. 4 (2007) 63–72.

[11] A.S. Verkman, J. Ruiz-Ederra, M.H. Levin, Functions of aquaporins in the eye, Prog.
Retin. Eye Res. 27 (2008) 420–433.

[12] A.L. Firth, C.V. Remillard, J.X.J. Yuan, TRP channels in hypertension, Biochim.
Biophys. Acta 1772 (2007) 895–906.

[13] Y.-J. Hsu, J.G.J. Hoenderop, R.J.M. Bindels, TRP channels in kidney disease,
Biochim. Biophys. Acta 1772 (2007) 928–936.

[14] N. Prevarskaya, L. Zhang, G. Barritt, TRP channels in cancer, Biochim. Biophys.
Acta 1772 (2007) 937–946.

[15] M.A. Lemmon, J. Schlessinger, Cell signaling by receptor tyrosine kinases, Cell
141 (2010) 1117–1134.

[16] F. Terzi, A central role of EGFR transactivation in chronic kidney diseases, Drug
Discov. Today Dis. Mech. 4 (2007) 47–53.

[17] S. Just, K. Arndt, T. Weiser, H. Doods, Pathophysiology of migraine: a role for
neuropeptides, Drug Discov. Today Dis. Mech. 3 (2006) 327–333.

[18] S. Roger, M. Potier, C. Vandier, P. Besson, J.Y. Le Guennec, Voltage-gated sodium
channels: new targets in cancer therapy? Curr. Pharm. Des. 12 (2006) 3681–3695.

[19] M.C. Lagerström, H.B. Schiöth, Structural diversity of G protein-coupled receptors
and significance for drug discovery, Nat. Rev. Drug Discov. 7 (2008) 339–357.

[20] S. White, Membrane proteins of known 3D structure, http://blanco.biomol.
uci.edu/Membrane_Proteins_xtal.htmlFeb.9, 2011.

[21] D.E. Warschawski, Membrane proteins of known structure determined by NMR,
http://www.drorlist.com/nmr/MPNMR.htmlFeb. 9, 2011.

[22] N.K. Goto, L.E. Kay, New developments in isotope labeling strategies for protein
solution NMR spectroscopy, Curr. Opin. Struct. Biol. 10 (2000) 585–592.

[23] M. Kainosho, T. Torizawa, Y. Iwashita, T. Terauchi, A.M. Ono, P. Güntert, Optimal
isotope labelling for NMR protein structure determinations, Nature 440 (2006)
52–57.

[24] A. Abdine,M.A. Verhoeven, K.-H. Park, A. Ghazi, E. Guittet, C. Berrier, C. VanHeijenoort,
D.E. Warschawski, Structural study of the membrane protein MscL using cell-free
expression and solid-state NMR, J. Magn. Reson. 204 (2010) 155–159.

[25] T.A. Cross, M. Sharma, M. Yi, H.-X. Zhou, Influence of solubilizing environments
on membrane protein structures, Trends Biochem. Sci. 36 (2011) 117–125.

[26] J.A. Lundbaek, P. Birn, J. Girshman, A.J. Hansen, O.S. Andersen, Membrane
stiffness and channel function, Biochemistry 35 (1996) 3825–3830.

[27] X. Wang, M. Bogdanov, W. Dowhan, Topology of polytopic membrane protein
subdomains is dictated by membrane phospholipid composition, EMBO J. 21
(2002) 5673–5681.

[28] J. Abi-Char, A. Maguy, A. Coulombe, E. Balse, P. Ratajczak, J.-L. Samuel, S. Nattel, S.
N. Hatem, Membrane cholesterol modulates Kv1.5 potassium channel distribu-
tion and function in rat cardiomyocytes, J. Physiol. 582 (2007) 1205–1217.

[29] B. Schneider, F. Junge, V.A. Shirokov, F. Durst, D. Schwarz, V. Dötsch, F. Bernhard,
Membrane protein expression in cell-free systems, Methods Mol. Biol. 601
(2010) 165–186.

[30] S. Wagner, M.L. Bader, D. Drew, J.-W. de Gier, Rationalizing membrane protein
overexpression, Trends Biotechnol. 24 (2006) 364–371.

[31] S. Reckel, S. Sobhanifar, F. Durst, F. Löhr, V. Shirokov, V. Dötsch, F. Bernhard,
Strategies for the cell-free expression of membrane proteins, Methods Mol. Biol.
607 (2010) 187–212.

http://blanco.biomol.uci.edu/Membrane_Proteins_xtal.html
http://blanco.biomol.uci.edu/Membrane_Proteins_xtal.html
http://www.drorlist.com/nmr/MPNMR.html


1971D.E. Warschawski et al. / Biochimica et Biophysica Acta 1808 (2011) 1957–1974
[32] P.R. Cullis, D.B. Fenske, M.J. Hope, Physical properties and functional roles of
lipids in membranes, in: D.E. Vance, J.E. Vance (Eds.), Biochemistry of Lipids,
Lipoproteins and Membranes, Elsevier, Amsterdam, 1996, pp. 1–33.

[33] O.G. Mouritsen, Life as a Matter of Fat: The Emerging Science of Lipidomics,
Springer-Verlag, Berlin, 2005.

[34] O.S. Andersen, R.E. Koeppe, Bilayer thickness andmembrane protein function: an
energetic perspective, Annu. Rev. Biophys. Biomol. Struct. 36 (2007) 107–130.

[35] M. Carrillo-Tripp, S.E. Feller, Evidence for a mechanism by which ω-3
polyunsaturated lipids may affect membrane protein function, Biochemistry
44 (2005) 10164–10169.

[36] H. Hong, L.K. Tamm, Elastic coupling of integral membrane protein stability to
lipid bilayer forces, Proc. Natl. Acad. Sci. USA 101 (2004) 4065–4070.

[37] G. Anderluh, A. Razpotnik, Z. Podlesek, P. Macek, F. Separovic, R.S. Norton,
Interaction of the eukaryotic pore-forming cytolysin equinatoxin II with model
membranes: 19F NMR studies, J. Mol. Biol. 347 (2005) 27–39.

[38] E. Perozo, D. Cortes, P. Sompornpisut, A. Kloda, B. Martinac, Open channel
structure of MscL and the gating mechanism of mechanosensitive channels,
Nature 418 (2002) 942–948.

[39] A.M. Powl, J.M. East, A.G. Lee, Importance of direct interactions with lipids for the
function of the mechanosensitive channel MscL, Biochemistry 47 (2008)
12175–12184.

[40] J.J. Buffy, T. Hong, S. Yamaguchi, A.J. Waring, R.I. Lehrer, M. Hong, Solid-state
NMR investigation of the depth of insertion of protegrin-1 in lipid bilayers using
paramagnetic Mn2+, Biophys. J. 85 (2003) 2363–2373.

[41] E. Strandberg, A.S. Ulrich, NMR methods for studying membrane-active
antimicrobial peptides, Concepts Magn. Reson. 23A (2004) 89–120.

[42] J.X. Lu, K. Damodaran, J. Blazyk, G.A. Lorigan, Solid-state nuclear magnetic resonance
relaxation studies of the interaction mechanism of antimicrobial peptides with
phospholipid bilayer membranes, Biochemistry 44 (2005) 10208–10217.

[43] P.J. Sherman, R.J. Jackway, J.D. Gehman, S. Praporski, G.A. McCubbin, A. Mechler,
L.L. Martin, F. Separovic, J.H. Bowie, Solution structure and membrane
interactions of the antimicrobial peptide fallaxidin 4.1a: an NMR and QCM
study, Biochemistry 48 (2009) 11892–11901.

[44] S.H. Park, A.A. De Angelis, A.A. Nevzoroz, H.-C. Wu, S.J. Opella, Three-dimensional
structure of the transmembrane domain of Vpu from HIV-1 in aligned
phospholipid bicelles, Biophys. J. 91 (2006) 3032–3042.

[45] E. Strandberg, S. Özdirekcan, D.T.S. Rijkers, P.C.A. van der Wel, R.E. Koeppe, R.M.J.
Liskamp, J.A. Killian, Tilt angles of transmembrane model peptides in oriented
and non-oriented lipid bilayers as determined by 2H solid-state NMR, Biophys. J.
86 (2004) 3709–3721.

[46] T.K.M. Nyholm, S. Özdirekcan, J.A. Killian, How protein transmembrane
segments sense the lipid environment, Biochemistry 46 (2007) 1457–1465.

[47] C. Wang, M. Rance, A.G. Palmer, Mapping chemical exchange in proteins with
MWN50 kD, J. Am. Chem. Soc. 125 (2003) 8968–8969.

[48] K. Oxenoid, J. Chou, The structure of phospholamban pentamer reveals a channel-
like architecture inmembranes, Proc.Natl. Acad. Sci.USA102 (2005)10870–10875.

[49] E.S. Karp, E.K. Tiburu, S. Adu-Baker, G.A. Lorigan, The structural properties of the
transmembrane segment of the integral membrane protein phospholamban
utilizing 13C CP MAS, 2H, and REDOR solid-state NMR spectroscopy, Biochim.
Biophys. Acta 1758 (2006) 772–780.

[50] N. Traaseth, R. Verardi, K. Torgersen, C. Karim, D. Thomas, G. Veglia,
Spectroscopic validation of the pentameric structure of phospholamban, Proc.
Natl. Acad. Sci. USA 104 (2007) 14676–14681.

[51] N. Traaseth, L. Shi, R. Verardi, D. Mullen, G. Barany, G. Veglia, Structure and
topology of monomeric phospholamban in lipid membranes determined by a
hybrid solution and solid-state NMR approach, Proc. Natl. Acad. Sci. USA 106
(2009) 10165–10170.

[52] E. Georgieva, T. Ramlall, P. Borbat, J. Freed, D. Eliezer, Membrane-bound α-synuclein
forms an extended helix: long-distance pulsed ESR measurements using vesicles,
bicelles, and rodlike micelles, J. Am. Chem. Soc. 130 (2008) 12856–12857.

[53] J. Wang, S. Kim, F. Kovacs, T. Cross, Structure of the transmembrane region of the
M2 protein H(+) channel, Protein Sci. 10 (2001) 2241–2250.

[54] J. Hu, T. Asbury, S. Achuthan, C. Li, R. Bertram, J. Quine, R. Fu, T. Cross, Backbone
structure of the amantadine-blocked trans-membrane domain M2 proton
channel from influenza A virus, Biophys. J. 92 (2007) 4335–4343.

[55] J.R. Schnell, J.J. Chou, Structure and mechanism of the M2 proton channel of
influenza A virus, Nature 451 (2008) 591–596.

[56] S. Cady, K. Schmidt-Rohr, J. Wang, C. Soto, W. Degrado, M. Hong, Structure of the
amantadine binding site of influenza M2 proton channels in lipid bilayers,
Nature 463 (2010) 689–692.

[57] F. Hu,W. Luo,M. Hong,Mechanisms of proton conduction and gating in influenzaM2
proton channels from solid-state NMR, Science 330 (2010) 505–508.

[58] M. Sharma, M. Yi, H. Dong, H. Qin, E. Peterson, D.D. Busath, H.X. Zhou, T.A. Cross,
Insight into the mechanism of the influenza A proton channel from a structure in
a lipid bilayer, Science 330 (2010) 509–512.

[59] A. Stouffer, R. Acharya, D. Salom, A. Levine, L. Di Costanzo, C. Soto, V. Tereshko, V.
Nanda, S. Stayrook, W. DeGrado, Structural basis for the function and inhibition
of an influenza virus proton channel, Nature 451 (2008) 596–599.

[60] G.G. Privé, Detergents for the stabilization and crystallization of membrane
proteins, Methods 41 (2007) 388–397.

[61] A. Ciulli, G.Williams, A.G. Smith, T.L. Blundell, C. Abell, Probing hot spots at protein–
ligandbinding sites: a fragment-based approach using biophysicalmethods, J.Med.
Chem. 49 (2006) 4992–5000.

[62] R.D. Krueger-Koplin, P.L. Sorgen, S.T. Krueger-Koplin, I.O. Rivera-Torres, S.M. Cahill,
D.B. Hicks, L. Grinius, T.A. Krulwich, M.E. Girvin, An evaluation of detergents for
NMR structural studies of membrane proteins, J. Biomol. NMR 17 (2004) 43–57.
[63] A. Lange, K. Giller, S. Hornig, M.-F. Martin-Eauclaire, O. Pongs, S. Becker, M.
Baldus, Toxin-induced conformational changes in a potassium channel revealed
by solid-state NMR, Nature 440 (2006) 959–962.

[64] F. Aussenac, B. Lavigne, E.J. Dufourc, Toward bicelle stability with ether-linked
phospholipids: temperature, composition, and hydration diagrams by 2H and 31P
solid-state NMR, Langmuir 21 (2005) 7129–7135.

[65] H. Hauser, Some aspects of the phase behaviour of charged lipids, Biochim.
Biophys. Acta 772 (1984) 37–50.

[66] D.H. Jones, K.R. Barber, E.W. VanDerLoo, C.W.M. Grant, Epidermal growth factor
receptor transmembrane domain: 2H NMR implications for orientation and
motion in a bilayer environment, Biochemistry 37 (1998) 16780–16787.

[67] S.D. Cady, T.V. Mishanina, M. Hong, Structure of amantadine-bound M2
transmembrane peptide of influenza A in lipid bilayers from magic-angle-
spinning solid-state NMR: the role of Ser31 in amantadine binding, J. Mol. Biol.
385 (2009) 1127–1141.

[68] S. Hiller, L. Krabben, K.R. Vinothkumar, F. Castellani, B.J. van rossum, W.
Kuhlbrandt, H. Oschkinat, Solid-state magic-angle spinning NMR of outer
membrane protein G from Escherichia coli, Chembiochem 6 (2005) 1679–1684.

[69] O.C. Andronesi, S. Becker, K. Seidel, H. Heise, H.S. Young, M. Baldus,
Determination of membrane protein structure and dynamics by magic-angle
spinning solid-state NMR, J. Am. Chem. Soc. 127 (2005) 12965–12974.

[70] J.-L. Rigaud, D. Lévy, Reconstitution of membrane proteins into liposomes,
Methods Enzymol. 372 (2003) 65–86.

[71] J.H. Davis, M. Auger, R.S. Hodges, High resolution 1H nuclear magnetic resonance
of a transmembrane peptide, Biophys. J. 69 (1995) 1917–1932.

[72] O. Vinogradova, F.D. Sonnichsen, C.R. Sanders, On choosing a detergent for
solution NMR studies of membrane proteins, J. Biomol. NMR 4 (1998) 381–386.

[73] C.R. Sanders, A. Kuhn Hoffmann, D. Gray, M.H. Keyes, C.D. Ellis, French swimwear
for membrane proteins, Chem. Biochem. 5 (2004) 423–426.

[74] C.R. Sanders, F. Sönnichsen, Solution NMR of membrane proteins: practice and
challenges, Magn. Reson. Chem. 44 (2006) S24–S40.

[75] R.C. Page, J.D. Moore, H.B. Nguyen, M. Sharma, R. Chase, F.P. Gao, C.K. Mobley, C.R.
Sanders, L. Ma, F.D. Sönnichsen, S. Lee, S.C. Howell, S.J. Opella, T.A. Cross,
Comprehensive evaluation of solution nuclear magnetic resonance spectroscopy
sample preparation for helical integral membrane proteins, J. Struct. Funct.
Genomics 7 (2006) 51–64.

[76] S.F. Poget, M.E. Girvin, Solution NMR of membrane proteins in bilayer mimics:
small is beautiful, but sometimes bigger is better, Biochim. Biophys. Acta 1768
(2007) 3098–3106.

[77] T. Raschle, S. Hiller, M. Etzkorn, G. Wagner, Nonmicellar systems for solution
NMR spectroscopy of membrane proteins, Curr. Opin. Struct. Biol. 20 (2010)
471–479.

[78] A. Naito, Structure elucidation of membrane-associated peptides and proteins in
oriented bilayers by solid-state NMR spectroscopy, Solid State Nucl. Magn.
Reson. 36 (2009) 67–76.

[79] A. McDermott, Structure and dynamics of membrane proteins by magic angle
spinning solid-state NMR, Annu. Rev. Biophys. 38 (2009) 385–403.

[80] T.A. Egorova-Zachernyuk, J. Hollander, N. Fraser, P. Gast, A.J. Hoff, R. Cogdell, H.J.M.
deGroot,M. Baldus, Heteronuclear 2D-correlations in a uniformly [13C, 15N] labeled
membrane–protein complex at ultra-high magnetic fields, J. Biomol. NMR 19
(2001) 243–253.

[81] W.R. Perkins, S.R. Minchey, P.L. Ahl, A.S. Janoff, The determination of liposome
captured volume, Chem. Phys. Lipids 64 (1993) 197–217.

[82] J. Hu, H. Qin, C. Li, M. Sharma, T.A. Cross, F.P. Gao, Structural biology of
transmembrane domains: efficient production and characterization of trans-
membrane peptides by NMR, Protein Sci. 16 (2007) 2153–2165.

[83] D.J. Hirsh, J. Hammer, W.L. Maloy, J. Blazyk, J. Schaefer, Secondary structure and
location of a magainin analogue in synthetic phospholipid bilayers, Biochemistry
35 (1996) 12733–12741.

[84] K.P. Howard, S.J. Opella, High-resolution solid-state NMR spectra of integral
membrane proteins reconstituted into magnetically oriented phospholipid
bilayers, J. Magn. Reson. B 112 (1996) 91–94.

[85] M. Ali, M.R.R. De Planque, N. Huyn, N. Manolios, F. Separovic, Biophysical studies
of transmembrane peptide derived from the T cell antigen receptor, Lett. Pept.
Sci. 8 (2002) 227–233.

[86] M.R.R. De Planque, D.T.S. Rijkers, J.E. Fletcher, R.M.J. Liskamp, F. Separovic, The
αM1 segment of the nicotinic acetylcholine receptor exhibits conformational
flexibility in a membrane environment, Biochim. Biophys. Acta 1165 (2004)
40–47.

[87] R. Mani, M. Tang, X.Wu, J.J. Buffy, A.J.Waring, M.A. Sherman,M. Hong, Membrane-
bound dimer structure of a β-hairpin antimicrobial peptide from rotational-echo
double-resonance solid-state NMR, Biochemistry 45 (2006) 8341–8349.

[88] I. Marcotte, A. Bélanger, M. Auger, The orientation effect of gramicidin A on
bicelles and Eu3+-doped bicelles as studied by solid-state NMR and FTIR
spectroscopy, Chem. Phys. Lipids 139 (2006) 137–149.

[89] M.R.R. De Planque, D.T.S. Rijkers, R.M.J. Liskamp, F. Separovic, The αM1
transmembrane segment of the nicotinic acetylcholine receptor interacts
strongly with model membranes, Magn. Reson. Chem. 42 (2004) 148–154.

[90] K.V. Lakshmi, M. Auger, J. Raap, J. Lugtenburg, R.G. Griffin, J. Herzfeld,
Internuclear distance measurement in a reaction intermediate: solid-state
carbon-13 NMR rotational resonance determination of the Schiff base config-
uration in the M photointermediate of bacteriorhodopsin, J. Am. Chem. Soc. 115
(1993) 8515–8516.

[91] F. Castellani, B. van Rossum, A. Diehl, M. Schubert, K. Rehbein, H. Oschkinat,
Structure of a protein determined by solid-state magic-angle-spinning NMR
spectroscopy, Nature 420 (2002) 98–102.



1972 D.E. Warschawski et al. / Biochimica et Biophysica Acta 1808 (2011) 1957–1974
[92] J. Pauli, B. van Rossum, H. Förster, H.J.M. de Groot, H. Oschkinat, Sample optimization
and identificationof signal patternsof aminoacid side chains in2DRFDRspectra of the
α-spectrin SH3 domain, J. Magn. Reson. 143 (2000) 411–416.

[93] H.L. Frericks, D.H. Zhou, L.L. Yap, R.B. Gennis, C.M. Rienstra, Magic-angle spinning
solid-state NMR of a 144 kDa membrane protein complex: E. coli cytochrome
bo3 oxidase, J. Biomol. NMR 36 (2006) 55–71.

[94] V.S. Bajaj, M.L. Mak-Jurkauskas, M. Belenky, J. Herzfeld, R.G. Griffin, Functional and
shunt states of bacteriorhodopsin resolved by 250 GHz dynamic nuclear polariza-
tion-enhanced solid state NMR, Proc. Natl. Acad. Sci. USA 106 (2009) 9244–9249.

[95] A. Abdine, M.A. Verhoeven, D.E. Warschawski, Cell-free expression and labeling
strategies for a newdecade in solid-stateNMR,NewBiotechnol. 28 (2011) 272–276.

[96] M. Etzkorn, S. Martell, O.C. Andronesi, K. Seidel, M. Engelhard, M. Baldus,
Secondary structure, dynamics, and topology of a seven-helix receptor in native
membranes, studied by solid-state NMR spectroscopy, Angew. Chem. Int. Ed.
Engl. 46 (2007) 459–462.

[97] M. Bloom, E.E. Burnell, A.L. MacKay, C.P. Nichol, M.I. Valic, G. Weeks, Fatty acyl
chain order in lecithin model membranes determined from proton magnetic
resonance, Biochemistry 17 (1978) 5750–5762.

[98] W. Hu, N.D. Lazo, T.A. Cross, Tryptophan dynamics and structural refinement in a
lipid bilayer environment: solid state NMR of the gramicidin channel,
Biochemistry 34 (1995) 14138–14146.

[99] R.R. Ketchem, W. Hu, T.A. Cross, High-resolution conformation of gramicidin A in
a lipid bilayer by solid-state NMR, Science 261 (1993) 1457–1460.

[100] S.J. Opella, F.M.Marassi, J.J. Gesell, A.P. Valente, Y. Kim,M.Oblatt-Montal,M.Montal,
Structures of the M2 channel-lining segments from nicotinic acetylcholine and
NMDA receptors by NMR spectroscopy, Nat. Struct. Biol. 6 (1999) 374–379.

[101] J.M. Pope, L. Walker, B.A. Cornell, F. Separovic, Study of the angular dependence
of NMR relaxation times in macroscopically oriented lyotropic liquid lamellar
phases, Mol. Cryst. Liq. Cryst. 89 (1982) 137–150.

[102] T.A. Cross, A solid state nuclear magnetic resonance approach for determining
the structure of gramicidin A without model fitting, Biophys. J. 49 (1986)
124–126.

[103] C.H. Wu, A. Ramamoorthy, S.J. Opella, High-resolution heteronuclear dipolar
solid-state NMR spectroscopy, J. Magn. Reson. 109A (1994) 270–272.

[104] F.M. Marassi, S.J. Opella, A solid-state NMR index of helical membrane protein
structure and topology, J. Magn. Reson. 144 (2000) 150–155.

[105] J. Wang, J. Denny, C. Tian, S. Kim, Y. Mo, F. Kovacs, Z. Song, K. Nishimura, Z. Gan, R.
Fu, J.R. Quine, T.A. Cross, Imaging membrane protein helical wheels, J. Magn.
Reson. 144 (2000) 162–167.

[106] X.-M. Gong, J. Choi, C.M. Franzin, D. Zhai, J.C. Reed, F.M. Marassi, Conformation of
membrane-associated proapoptotic tBid, J. Biol. Chem. 279 (2004) 28954–28960.

[107] A.A. Nevzorov, S.J. Opella, A “Magic Sandwich” pulse sequence with reduced
offset dependence for high-resolution separated local field spectroscopy,
J. Magn. Reson. 164 (2003) 182–186.

[108] U.H.N. Dürr, K. Yamamoto, S.-C. Im, L.Waskell, A. Ramamoorthy, Solid-state NMR
reveals structural and dynamical properties of a membrane-anchored electron-
carrier protein, cytochrome b5, J. Am. Chem. Soc. 129 (2007) 6670–6671.

[109] S.H. Park, A. Mrse, A.A. Nevzorov, M.F. Mesleh, M. Oblatt-Montal, M. Montal, S.J.
Opella, Three-dimensional structure of the channel-forming trans-membrane
domain of virus protein “u” (Vpu) from HIV-1, J. Mol. Biol. 333 (2003) 409–424.

[110] C.R. Sanders, J.H. Prestegard, Magnetically orientable phospholipid bilayers
containing small amounts of a bile salt analogue, CHAPSO, Biophys. J. 58 (1990)
447–460.

[111] C.R. Sanders, J.P. Schwonek, Characterization of magnetically orientable bilayers
in mixtures of dihexanoylphosphatidylcholine and dimyristoylphosphatidylcho-
line by solid-state NMR, Biochemistry 31 (1992) 8898–8905.

[112] R.R. Vold, R.S. Prosser, A.J. Deese, Isotropic solutions of phospholipid bicelles:
a new membrane mimetic for high-resolution NMR studies of polypeptides,
J. Biomol. NMR 9 (1997) 329–335.

[113] C. Loudet, L. Khemtémourian, F. Aussenac, S. Gineste, M.-F. Achard, E.J. Dufourc,
Bicelle membranes and their use for hydrophobic peptide studies by circular
dichroism and solid state NMR, Biochim. Biophys. Acta 1724 (2005) 315–323.

[114] M. Triba, M. Zoonens, J.L. Popot, P.F. Devaux, D.E. Warschawski, Reconstitution
and alignment by a magnetic field of a β-barrel membrane protein in bicelles,
Eur. Biophys. J. 35 (2006) 268–275.

[115] C. McKibbin, N.A. Farmer, C. Jeans, P.J. Reeves, H.G. Khorana, B.A. Wallace, P.C.
Edwards, C. Villa, P.J. Booth, Opsin stability and folding: modulation by
phospholipid bicelles, J. Mol. Biol. 374 (2007) 1319–1332.

[116] H. Biverståhl, J. Lind, A. Bodor, L. Mäler, Biophysical studies of the membrane
location of the voltage-gated sensors in the HsapBK and KvAP K+ channels,
Biochim. Biophys. Acta 1788 (2009) 1976–1986.

[117] É. Chartrand, A.A. Arnold, A. Gravel, S. Jenna, I. Marcotte, Potential role of the
membrane in hERG channel functioning and drug-induced long QT syndrome,
Biochim. Biophys. Acta 1798 (2010) 1651–1662.

[118] C.R. Sanders, G.C. Landis, Reconstitution of membrane proteins into lipid-rich
bilayered mixed micelles for NMR studies, Biochemistry 34 (1995) 4030–4040.

[119] R.S. Prosser, J.S. Hwang, R.R. Vold, Magnetically aligned phospholipid bilayers with
positive ordering: a newmodel membrane system, Biophys. J. 74 (1998) 2405–2418.

[120] J. Struppe, E.A. Komives, S.S. Taylor, R.R. Vold, 2H NMR studies of a myristoylated
peptide in neutral and acidic phospholipid bicelles, Biochemistry 37 (1998)
15523–15527.

[121] K.J. Crowell, P.M. Macdonald, Surface charge response of the phosphatidylcho-
line head group in bilayered micelles from phosphorus and deuterium nuclear
magnetic resonance, Biochim. Biophys. Acta 1416 (1999) 21–30.

[122] J. Struppe, J.A. Whiles, R.R. Vold, Acidic phospholipid bicelles: a versatile model
membrane system, Biophys. J. 78 (2000) 281–289.
[123] M.A. Parker, V. King, K.P. Howard, Nuclear magnetic resonance study of
doxorubicin binding to cardiolipin containing magnetically oriented phospho-
lipid bilayers, Biochim. Biophys. Acta 1514 (2001) 206–216.

[124] E.K. Tiburu, D.M. Moton, G.A. Lorigan, Development of magnetically aligned
phospholipid bilayers in mixtures of palmitoylstearoylphosphatidylcholine and
dihexanoylphosphatidylcholine by solid-state NMR spectroscopy, Biochim.
Biophys. Acta 1512 (2001) 206–214.

[125] I. Marcotte, E.J. Dufourc, M. Ouellet, M. Auger, Interaction of the neuropeptide
met-enkephalin with zwitterionic and negatively charged bicelles as viewed by
31P and 2H solid-state NMR, Biophys. J. 85 (2003) 328–339.

[126] H. Sasaki, S. Fukuzawa, J. Kikuchi, S. Yokoyama, H. Hirota, K. Tachibana,
Cholesterol doping induced enhanced stability of bicelles, Langmuir 19 (2003)
9841–9844.

[127] J.J. Chou, J.L. Baber, A. Bax, Characterization of phospholipid mixed micelles by
translational diffusion, J. Biomol. NMR 29 (2004) 299–308.

[128] J.-X. Lu, M.A. Caporini, G.A. Lorigan, The effects of cholesterol on magnetically
aligned phospholipid bilayers: a solid-state NMR and EPR spectroscopy study,
J. Magn. Reson. 168 (2004) 18–30.

[129] E.K. Tiburu, P.C. Dave, G.A. Lorigan, Solid-state 2H NMR studies of the effects of
cholesterol on the acyl chain dynamics of magnetically aligned phospholipid
bilayers, Magn. Reson. Chem. 42 (2004) 132–138.

[130] M.N. Triba, P.F. Devaux, D.E. Warschawski, Effects of lipid chain length and
unsaturation on bicelles stability. A phosphorus NMR study, Biophys. J. 91 (2006)
1357–1367.

[131] L. Barbosa-Barros, A. de la Maza, C. López-Iglesias, O. López, Ceramide effects in
the bicelle structure, Colloids Surf. A 317 (2008) 576–584.

[132] A. Gayen, C. Mukhopadhyay, Evidence for effect of GM1 on opioid peptide
conformation: NMR study on leucine enkephalin in ganglioside-containing
isotropic phospholipid bicelles, Langmuir 24 (2008) 5422–5432.

[133] T.-L. Lau, A.W. Partridge, M.H. Ginsberg, T.S. Ulmer, Structure of the integrin β3
transmembrane segment in phospholipid bicelles and detergent micelles,
Biochemistry 47 (2008) 4008–4016.

[134] I. Marcotte, M. Auger, Bicelles as model membranes for solid- and solution-state
NMR studies of membrane peptides and proteins, Concepts Magn. Reson. 24A
(2005) 17–37.

[135] J.A. Whiles, K.J. Glover, R.R. Vold, E.A. Komives, Methods for studying
transmembrane peptides in bicelles: consequences of hydrophobic mismatch
and peptide sequence, J. Magn. Reson. 158 (2002) 149–156.

[136] M. Ottiger, A. Bax, Bicelle-based liquid crystals for NMR measurement of dipolar
couplings at acidic and basic pH values, J. Biomol. NMR 13 (1999) 187–191.

[137] S.F. Poget, S.M. Cahill, M.E. Girvin, Isotropic bicelles stabilize the functional form
of a small multidrug-resistance pump for NMR structural studies, J. Am. Chem.
Soc. 129 (2007) 2432–2433.

[138] R.A. Shapiro, A.J. Brindley, R.W. Martin, Thermal stabilization of DMPC/DHPC bicelles
by addition of cholesterol sulfate, J. Am. Chem. Soc. 132 (2010) 11406–11407.

[139] P. Ram, J.H. Prestegard, Magnetic field induced ordering of bile salt/phospholipid
micelles: new media for NMR structural investigations, Biochim. Biophys. Acta
940 (1988) 289–294.

[140] S.H. Park, S.J. Opella, Triton X-100 as the “short-chain lipid” improves the
magnetic alignment and stability of membrane proteins in phosphatidylcholine
bilayers for oriented-sample solid-state NMR spectroscopy, J. Am. Chem. Soc.
132 (2010) 12552–12553.

[141] M.N. Triba, D.E. Warschawski, P.F. Devaux, Reinvestigation by phosphorus NMR
of lipid distribution in bicelles, Biophys. J. 88 (2005) 1887–1901.

[142] A. Diller, C. Loudet, F. Aussenac, G. Raffard, S. Fournier, M. Laguerre, A. Grélard, S.J.
Opella, E.J. Dufourc, Bicelles: a natural “molecular goniometer” for structural,
dynamical and topological studies of molecules in membranes, Biochimie 91 (2009)
744–751.

[143] R.S. Prosser, F. Evanics, J.L. Kitevski, M.S. Al-Abdul-Wahid, Current applications of
bicelles in NMR studies of membrane-associated amphiphiles and proteins,
Biochemistry 45 (2006) 8453–8465.

[144] M. Ottiger, A. Bax, Characterization of magnetically oriented phospholipid
micelles for measurement of dipolar couplings in macromolecules, J. Biomol.
NMR 12 (1998) 361–372.

[145] G. Raffard, S. Steinbruckner, A. Arnold, J.H. Davis, E.J. Dufourc, Temperature-
composition diagram of dimyristoylphosphatidylcholine-dicaproylphosphati-
dylcholine “bicelles” self-orienting in the magnetic field. A solid-state 2H and 31P
study, Langmuir 16 (2000) 7655–7662.

[146] C.R. Sanders, B.J. Hare, K.P. Howard, J.H. Prestegard, Magnetically-oriented
phospholipid micelles as a tool for the study of membrane-associated molecules,
Prog. Nucl. Magn. Reson. Spectrosc. 26 (1994) 421–444.

[147] C.R. Sanders, G.C. Landis, Facile acquisition and assignment of oriented sample
NMR spectra for bilayer surface-associated proteins, J. Am. Chem. Soc. 116
(1994) 6470–6471.

[148] A. Arnold, T. Labrot, R. Oda, E.J. Dufourc, Cation modulation of “bicelle” size and
magnetic alignment as revealed by solid state NMR and electron microscopy,
Biophys. J. 82 (2002) 2667–2680.

[149] J.A. Losonczi, J.H. Prestegard, Nuclear magnetic resonance characterization of the
myristoylated, N-terminal fragment of ADP-ribosylation factor 1 in a magnet-
ically oriented membrane array, Biochemistry 37 (1998) 706–716.

[150] C. Sizun, F. Aussenac, A. Grelard, E.J. Dufourc, NMR methods for studying the
structure and dynamics of oncogenic and antihistaminic peptides in biomem-
branes, Magn. Reson. Chem. 42 (2004) 180–186.

[151] A.A. De Angelis, A.A. Nevzorov, S.H. Park, S.C. Howell, A.A. Mrse, S.J. Opella, High-
resolution NMR spectroscopy of membrane proteins in aligned bicelles, J. Am.
Chem. Soc. 126 (2004) 15340–15341.



1973D.E. Warschawski et al. / Biochimica et Biophysica Acta 1808 (2011) 1957–1974
[152] A.A. De Angelis, S.C. Howell, A.A. Nevzoroz, S.J. Opella, Structure determination of
a membrane protein with two trans-membrane helices in aligned phospholipid
bicelles by solid-state NMR spectroscopy, J. Am. Chem. Soc. 128 (2006)
12256–12267.

[153] S.D. Müller, A.A. De Angelis, T.H. Walther, S.L. Grage, C. Lange, S.J. Opella, A.S.
Ulrich, Structural characterization of the pore forming protein TatAd of the twin-
arginine translocase in membranes by solid-state 15N-NMR, Biochim. Biophys.
Acta 1768 (2007) 3071–3079.

[154] R. Mahalakshmi, F.M. Marassi, Orientation of the Escherichia coli outer
membrane protein OmpX in phospholipid bilayer membranes determined by
solid-state NMR, Biochemistry 47 (2008) 6531–6538.

[155] A.A. De Angelis, S.J. Opella, Bicelle samples for solid-state NMR of membrane
proteins, Nat. Protoc. 2 (2007) 2332–2338.

[156] S.H. Park, S. Prytulla, A.A. DeAngelis, J.M. Brown, H. Kiefer, S.J. Opella, High-
resolution NMR spectroscopy of a GPCR in aligned bicelles, J. Am. Chem. Soc. 128
(2006) 7402–7403.

[157] G.E. Fanucci, J.Y. Lee, D.S. Cafiso, Membrane mimetic environments alter the
conformation of the outer membrane protein BtuB, J. Am. Chem. Soc. 125 (2003)
13932–13933.

[158] L. Czerski, C.R. Sanders, Functionality of a membrane protein in bicelles, Anal.
Biochem. 284 (2000) 327–333.

[159] P.A. Luchette, T.N. Vetman, R.S. Prosser, R.E.W. Hancock, M.-P. Nieh, C.J. Glinka, S.
Krueger, J. Katsaras, Morphology of fast-tumbling bicelles: a small angle neutron
scattering and NMR study, Biochim. Biophys. Acta 1513 (2001) 83–94.

[160] B.M. Gorzelle, J.K. Nagy, K. Oxenoid, W.L. Lonzer, D.S. Cafiso, C.R. Sanders,
Reconstitutive refolding of diacylglycerol kinase, an integral membrane protein,
Biochemistry 38 (1999) 16373–16382.

[161] G. Cook, S. Opella, NMR studies of p7 protein from hepatitis C virus, Eur. Biophys.
J. 39 (2010) 1097–1104.

[162] J.H. Prestegard, New techniques in structural NMR–anisotropic interactions, Nat.
Struct. Mol. Biol. 5 (1998) 517–522.

[163] J.H. Prestegard, C.M. Bougault, A.I. Kishore, Residual dipolar couplings in
structure determination of biomolecules, Chem. Rev. 104 (2004) 3519–3540.

[164] R.S. Prosser, S.A. Hunt, J.A. DiNatale, R.R. Vold, Magnetically aligned membrane
model systems with positive order parameter: switching the sign of Szz with
paramagnetic ions, J. Am. Chem. Soc. 118 (1996) 269–270.

[165] R.S. Prosser, V.B. Volkov, I.V. Shiyanovskaya, Novel chelate-induced magnetic
alignment of biological membranes, Biophys. J. 75 (1998) 2163–2169.

[166] C. Loudet, S. Manet, S. Gineste, R. Oda, M.-F. Achard, E.J. Dufourc, Biphenyl bicelle
disks align perpendicular to magnetic fields on large temperature scales: a study
combining synthesis, solid-state NMR, TEM, and SAXS, Biophys. J. 92 (2007)
3949–3959.

[167] C. Tan, B.M. Fung, G. Cho, Phospholipid bicelles that align with their normals
parallel to the magnetic field, J. Am. Chem. Soc. 124 (2002) 11827–11832.

[168] S.H. Park, C. Loudet, F.M.Marassi, E.J. Dufourc, S.J. Opella, Solid-stateNMRspectroscopy
of a membrane protein in biphenyl phospholipid bicelles with the bilayer normal
parallel to the magnetic field, J. Magn. Reson. 193 (2008) 133–138.

[169] C. Glaubitz, A. Watts, Magic angle-oriented sample spinning (MAOSS): a new
approach toward biomembrane studies, J. Magn. Reson. 130 (1998) 305–316.

[170] J.J. Lopez, A.J. Mason, C. Kaiser, C. Glaubitz, Separated local field NMR
experiments on oriented samples rotating at the magic angle, J. Biomol. NMR
37 (2007) 91–111.

[171] D.A. Middleton, A. Ahmed, C. Glaubitz, A. Watts, REDOR NMR on a hydrophobic
peptide in oriented membranes, J. Magn. Reson. 147 (2000) 366–370.

[172] C. Glaubitz, I.J. Burnett, G. Gröbner, A.J. Mason, A. Watts, Deuterium-MAS NMR
spectroscopy on oriented membrane proteins: applications to photointermedi-
ates of bacteriorhodopsin, J. Am. Chem. Soc. 121 (1999) 5787–5794.

[173] C. Glaubitz, G. Gröbner, A. Watts, Structural and orientational information of the
membrane embedded M13 coat protein by 13C-MAS NMR spectroscopy,
Biochim. Biophys. Acta 1463 (2000) 151–161.

[174] J. Raap, J. Hollander, T.V. Ovchinnikova, N.V. Swischeva, D. Skladnev, S. Kiihne,
Trans and surface membrane bound zervamicin IIB: 13C-MAOSS-NMR at high
spinning speed, J. Biomol. NMR (2006) 285–293.

[175] C. Sizun, B. Bechinger, Bilayer sample for fast or slow magic angle oriented
sample spinning solid-state NMR, J. Am. Chem. Soc. 124 (2002) 1146–1147.

[176] O.C. Andronesi, J.R. Pfeifer, L. Al-Momani, S. Özdirekcan, D.T.S. Rijkers, B.
Angerstein, S. Luca, U. Koert, J.A. Killian, M. Baldus, Probing membrane protein
orientation and structure using fast magic-angle-spinning solid-state NMR,
J. Biomol. NMR 30 (2004) 263–265.

[177] A. Kouzayha, O. Wattraint, C. Sarazin, Interactions of two transmembrane
peptides in supported lipid bilayers studied by a 31P and 15N MAOSS NMR
strategy, Biochimie 91 (2009) 774–778.

[178] O. Wattraint, A. Arnold, M. Auger, C. Bourdillon, C. Sarazin, Lipid bilayer tethered
inside a nanoporous support: a solid-state nuclear magnetic resonance
investigation, Anal. Biochem. 336 (2005) 253–261.

[179] O. Wattraint, C. Sarazin, Diffusion measurements of water, ubiquinone and lipid
bilayer inside a cylindrical nanoporous support: a stimulated echo pulsed-field
gradient MAS-NMR investigation, Biochim. Biophys. Acta 1713 (2005) 65–72.

[180] G. Gröbner, A. Taylor, P.T.F. Williamson, G. Choi, C. Glaubitz, J.A. Watts, W.J. de
Grip, A. Watts, Macroscopic orientation of natural and model membranes for
structural studies, Anal. Biochem. 254 (1997) 132–138.

[181] M. Billeter, G. Wagner, K. Wüthrich, Solution NMR structure determination of
proteins revisited, J. Biomol. NMR 42 (2008) 155–158.

[182] T.L. Religa, R. Sprangers, L.E. Kay, Dynamic regulation of archaeal proteasome
gate opening as studied by TROSY NMR, Science 328 (2010) 98–102.
[183] J. Lipfert, L. Columbus, V. Chu, S. Lesley, S. Doniach, Size and shape of detergent
micelles determined by small-angle X-ray scattering, J. Phys. Chem. B 111 (2007)
12427–12438.

[184] A. Helenius, K. Simons, Solubilization of membranes by detergents, Biochim.
Biophys. Acta 415 (1975) 29–79.

[185] C. Fernandez, C. Hilty, G. Wider, P. Güntert, K. Wüthrich, NMR structure of the
integral membrane protein OmpX J, Mol. Biol. 336 (2004) 1211–1221.

[186] A. Gautier, H. Mott, M. Bostock, J. Kirkpatrick, D. Nietlispach, Structure
determination of the seven-helix transmembrane receptor sensory rhodopsin
II by solution NMR spectroscopy, Nat. Struct. Mol. Biol. 17 (2010) 768–774.

[187] P.M. Hwang, W.-Y. Choy, E.I. Lo, L. Chen, J.D. Forman-Kay, C.R.H. Raetz, G.G. Privé,
R.E. Bishop, L.E. Kay, Solution structure and dynamics of the outer membrane
enzyme PagP by NMR, Proc. Natl. Acad. Sci. USA 99 (2002) 13560–13565.

[188] K. Duquesne, J.N. Sturgis, Membrane protein solubilization, Methods Mol. Biol.
601 (2010) 205–217.

[189] K.R. MacKenzie, J.H. Prestegard, D.M. Engelman, A transmembrane helix dimer:
structure and implications, Science 276 (1997) 131–133.

[190] G. Pages, A. Torres, P. Ju, P. Bansal, P. Alewood, P. Kuchel, J. Vandenberg, Structure
of the pore-helix of the hERG K+ channel, Eur. Biophys. J. 39 (2009) 111–120.

[191] Y. Gohon, J.-L. Popot, Membrane protein–surfactant complexes, Curr. Opin.
Colloid Interface Sci. 8 (2003) 15–22.

[192] A.M. Seddon, P. Curnow, P.J. Booth, Membrane proteins, lipids and detergents:
not just a soap opera, Biochim. Biophys. Acta 1666 (2004) 105–117.

[193] Y. Mo, B.-K. Lee, J.F. Ankner, J.M. Becker, W.T. Heller, Detergent-associated
solution conformations of helical and β-barrel membrane proteins, J. Phys.
Chem. B 112 (2008) 13349–13354.

[194] P.M. Hwang, R.E. Bishop, L.E. Kay, The integral membrane enzyme PagP
alternates between two dynamically distinct states, Proc. Natl. Acad. Sci. USA
101 (2004) 9618–9623.

[195] A. Arora, F. Abildgaard, J.H. Bushweller, L.K. Tamm, Structure of outer membrane
protein A transmembrane domain by NMR spectroscopy, Nat. Struct. Mol. Biol.
8 (2001) 334–338.

[196] B. Liang, L.K. Tamm, Structure of outer membrane protein G by solution NMR
spectroscopy, Proc. Natl. Acad. Sci. USA 104 (2007) 16140–16145.

[197] S. Hiller, R.G. Garces, T.J. Malia, V.Y. Orekhov, M. Colombini, G. Wagner, Solution
structure of the integral human membrane protein VDAC-1 in detergent
micelles, Science 321 (2008) 1206–1210.

[198] Y. Zhou, T. Cierpicki, R. Jimenez, S. Lukasik, J. Ellena, D.S. Cafiso, H. Kadokura, J.
Beckwith, J.H. Bushweller, NMR solution structure of the integral membrane
enzyme DsbB: functional insights into DsbB-catalyzed disulfide bond formation,
Mol. Cell 31 (2008) 896–908.

[199] W.D. VanHorn, H.-J. Kim, C.D. Ellis, A. Hadziselimovic, E.S. Sulistijo,M.D. Karra, C. Tian,
F.D. Sönnichsen, C.R. Sanders, Solution nuclear magnetic resonance structure of
membrane-integral diacylglycerol kinase, Science 324 (2009) 1726–1729.

[200] K.J. Glover, J.A. Whiles, M.J. Wood, G. Melacini, E.A. Komives, R.R. Vold,
Conformational dimorphism and transmembrane orientation of prion protein
residues 110–136 in bicelles, Biochemistry 40 (2001) 13137–13142.

[201] M. Lindberg, H. Biverståhl, A. Gräslund, L. Mäler, Structure and positioning
comparison of two variants of penetratin in two different membrane mimicking
systems by NMR, Eur. J. Biochem. 270 (2003) 3055–3063.

[202] E. Bárány-Wallje, A. Andersson, A. Gräslund, L. Mäler, NMR solution structure
and position of transportan in neutral phospholipid bicelles, FEBS Lett. 567
(2004) 265–269.

[203] I. Marcotte, F. Separovic, M. Auger, S.M. Gagné, A multidimensional 1H NMR
investigation of the conformation of methionine-enkephalin in fast-tumbling
bicelles, Biophys. J. 86 (2004) 1587–1600.

[204] L. Khemtémourian, K. Bathany, J.-M. Schmitter, E.J. Dufourc, Fast and quantitative
recovery of hydrophobic and amphipathic peptides after incorporation into
phospholipid membranes, Anal. Chem. 78 (2006) 5348–5353.

[205] J.A. Whiles, R. Brasseur, K.J. Glover, G. Melacini, E.A. Komives, R.R. Vold,
Orientation and effects of mastoparan X on phospholipid bicelles, Biophys. J. 80
(2001) 280–293.

[206] M. Salzmann, K. Pervushin, G. Wider, H. Senn, K. Wuthrich, NMR assignment and
secondary structure determination of an octameric 110 kDa protein using TROSY
in triple resonance experiments, J. Am. Chem. Soc. 122 (2000) 7543–7548.

[207] T. Nakamura, H. Takahashi, K. Takeuchi, T. Kohno, K. Wakamatsu, I. Shimada,
Direct determination of a membrane-peptide interface using the nuclear
magnetic resonance cross-saturation method, Biophys. J. 89 (2005)
4051–4055.

[208] T.-L. Lau, C. Kim, M.H. Ginsberg, T.S. Ulmer, The structure of the integrin αIIbβ3
transmembrane complex explains integrin transmembrane signalling, EMBO J.
28 (2009) 1351–1361.

[209] E.V. Bocharov, Y.E. Pustovalova, K.V. Pavlov, P.E. Volynsky, M.V. Goncharuk, Y.S.
Ermolyuk, D.V. Karpunin, A.A. Schulga, M.P. Kirpichnikov, R.G. Efremov, I.V.
Maslennikov, A.S. Arseniev, Unique dimeric structure of BNip3 transmembrane
domain suggests membrane permeabilization as a cell death trigger, J. Biol.
Chem. 282 (2007) 16256–16266.

[210] E.V. Bocharov, K.S. Mineev, P.E. Volynsky, Y.S. Ermolyuk, E.N. Tkach, A.G. Sobol, V.V.
Chupin, M.P. Kirpichnikov, R.G. Efremov, A.S. Arseniev, Spatial structure of the
dimeric transmembrane domain of the growth factor receptor ErbB2 presumably
corresponding to the receptor active state, J. Biol. Chem. 283 (2008) 6950–6956.

[211] E.V. Bocharov, M.L. Mayzel, P.E. Volynsky, M.V. Goncharuk, Y.S. Ermolyuk, A.A.
Schulga, E.O. Artemenko, R.G. Efremov, A.S. Arseniev, Spatial structure and pH-
dependent conformational diversity of dimeric transmembrane domain of the
receptor tyrosine kinase EphA1, J. Biol. Chem. 283 (2008) 6950–6956.



1974 D.E. Warschawski et al. / Biochimica et Biophysica Acta 1808 (2011) 1957–1974
[212] R.L. Ong, V.T. Marchesi, J.H. Prestegard, Small unilamellar vesicles containing
glycophorin A. Chemical characterization and proton nuclear magnetic reso-
nance studies, Biochemistry 20 (1981) 4283–4292.

[213] G. Da Costa, L. Mouret, S. Chevance, E. Le Rumeur, A. Bondon, NMR of molecules
interacting with lipids in small unilamellar vesicles, Eur. Biophys. J. 36 (2007)
933–942.

[214] M. Goetz, C. Carlotti, F. Bontems, E.J. Dufourc, Evidence for an α-helix→π-bulge
helicity modulation for the neu/erbB-2 membrane-spanning segment. A 1H NMR
and circular dichroism study, Biochemistry 40 (2001) 6534–6540.

[215] F. Penin, V. Brass, N. Appel, S. Ramboarina, R. Montserret, D. Ficheux, H.E. Blum, R.
Bartenschlager, D. Moradpour, Structure and function of the membrane anchor
domain of hepatitis C virus nonstructural protein 5A, J. Biol. Chem. 279 (2004)
40835–40843.

[216] M.E. Girvin, V.K. Rastogi, F. Abildgaard, J.L. Markley, R.H. Fillingame, Solution
structure of the transmembrane H+-transporting subunit c of the F1Fo ATP
synthase, Biochemistry 37 (1998) 8817–8824.

[217] M. Schwaiger, M. Lebendiker, H. Yerushalmi, M. Coles, A. Gröger, C. Schwarz, S.
Schuldiner, H. Kessler, NMR investigation of the multidrug transporter EmrE, an
integral membrane protein, Eur. J. Biochem. 254 (1998) 610–619.

[218] O.Y. Dmitriev, K. Altendorf, R.H. Fillingame, Subunit a of the E. coli ATP synthase:
reconstitution and high resolution NMRwith protein purified in amixed polarity
solvent, FEBS Lett. 556 (2004) 35–38.

[219] A. Wand, M. Ehrhardt, P. Flynn, High-resolution NMR of encapsulated proteins
dissolved in low-viscosityfluids, Proc. Natl. Acad. Sci. USA 95 (1998) 15299–15302.

[220] J.M. Kielec, K.G. Valentine, C.R. Babu, A.J. Wand, Reverse micelles in integral
membrane protein structural biology by solution NMR spectroscopy, Structure
17 (2009) 345–351.

[221] K.G. Valentine, R.W. Peterson, J. Saad, M. Summers, X. Xu, J. Ames, A.J. Wand,
Reverse micelle encapsulation of membrane-anchored proteins for solution
NMR studies, Structure 18 (2010) 9–16.

[222] C.Tribet, R. Audebert, J.-L. Popot, Amphipols: polymers that keepmembraneproteins
soluble in aqueous solutions, Proc. Natl. Acad. Sci. USA 93 (1996) 15047–15050.

[223] C. Tribet, J. Olive, J.-P. Dubacq, J.-L. Popot, Dimer to monomer transition of the
cytochrome b6 f complex: causes and consequences, J. Biol. Chem. 272 (1997)
21892–21900.

[224] J.-L. Popot, Amphipols, nanodiscs, and fluorinated surfactants: three nonconven-
tional approaches to studying membrane proteins in aqueous solutions, Annu.
Rev. Biochem. 79 (2010) 737–775.

[225] J.-L. Popot, E.A. Berry, D. Charvolin, C. Creuzenet, C. Ebel, D.M. Engelman, M.
Flotenmeyer, F. Giusti, Y. Gohon, Q. Hong, J.H. Lakey, K. Leonard, H.A. Shuman, P.
Timmins, D.E. Warschawski, F. Zito, M. Zoonens, B. Pucci, C. Tribet, Amphipols:
polymeric surfactants for membrane biology research, Cell. Mol. Life Sci. 60
(2003) 1559–1574.

[226] L.J. Catoire, M. Damian, F. Giusti, A. Martin, C. van Heijenoort, J.-L. Popot, E.
Guittet, J.L. Banères, Structure of a GPCR ligand in its receptor-bound state:
leukotriene B4 adopts a highly constrained conformation when associated to
human BLT2, J. Am. Chem. Soc. 132 (2010) 9049–9057.

[227] L.J. Catoire, M. Zoonens, C. Van Heijenoort, F. Giusti, E. Guittet, J.-L. Popot,
Solution NMR mapping of water-accessible residues in the transmembrane β-
barrel of OmpX, Eur. Biophys. J. 39 (2010) 623–630.

[228] M. Zoonens, L.J. Catoire, F. Giusti, J.-L. Popot, NMR study of a membrane protein in
detergent-free aqueous solution, Proc. Natl. Acad. Sci. USA 102 (2005) 8893–8898.

[229] T. Dahmane,M. Damian, S.Mary, J.-L. Popot, J.L. Banères, Amphipol-assisted in vitro
folding of G protein-coupled receptors, Biochemistry 48 (2009) 6516–6521.

[230] T.H. Bayburt, Y.V. Grinkova, S.G. Sligar, Self-assembly of discoidal phospholipid
bilayer nanoparticles with membrane scaffold proteins, Nano Lett. 2 (2002)
853–856.

[231] A. Nath, W.M. Atkins, S.G. Sligar, Applications of phospholipid bilayer nanodiscs
in the study of membranes and membrane proteins, Biochemistry 46 (2007)
2059–2069.

[232] E.N. Lyukmanova, Z.O. Shenkarev, A.S. Paramonov, A.G. Sobol, T.V. Ovchinnikova,
V.V. Chupin, M.P. Kirpichnikov, M.J. Blommers, A.S. Arseniev, Lipid–protein
nanoscale bilayers: a versatile medium for NMR investigations of membrane
proteins andmembrane-active peptides, J. Am. Chem. Soc. 130 (2008) 2140–2141.

[233] J. Borch, T. Hamann, The nanodisc: a novel tool for membrane protein studies,
Biol. Chem. 390 (2009) 805–814.

[234] I.G. Denisov, Y.V. Grinkova, A.A. Lazarides, S.G. Sligar, Directed self-assembly of
monodisperse phospholipid bilayer nanodiscs with controlled size, J. Am. Chem.
Soc. 126 (2004) 3477–3487.

[235] B.A. Chromy, E. Arroyo, C.D. Blanchette, G. Bench, H. Benner, J.A. Cappuccio, M.A.
Coleman, P.T. Henderson, A.K. Hinz, E.A. Kuhn, J.B. Pesavento, B.W. Segelke, T.A.
Sulchek, T. Tarasow, V.L. Walsworth, P.D. Hoeprich, Different apolipoproteins
impact nanolipoprotein particle formation, J. Am. Chem. Soc. 129 (2007)
14348–14354.

[236] M. Nakano, M. Fukuda, T. Kudo, M. Miyazaki, Y. Wada, N. Matsuzaki, H. Endo, T.
Handa, Static and dynamic properties of phospholipid bilayer nanodiscs, J. Am.
Chem. Soc. 131 (2009) 8308–8312.

[237] T.H. Bayburt, S.G. Sligar, Single-molecule height measurements on microsomal
cytochrome P450 in nanometer-scale phospholipid bilayer disks, Proc. Natl.
Acad. Sci. USA 99 (2002) 6725–6730.

[238] A. Jonas, Reconstitution of high-density lipoproteins, Methods Enzymol. 128
(1986) 553–582.

[239] F. Katzen, J.E. Fletcher, J.-P. Yang, D. Kang, T.C. Peterson, J.A. Cappuccio, C.D.
Blanchette, T. Sulchek, B.A. Chromy, P.D. Hoeprich, M.A. Coleman, W. Kudlicki,
Insertion of membrane proteins into discoidal membranes using a cell-free
protein expression approach, J. Proteome Res. 7 (2008) 3535–3542.
[240] J.M. Glück, M. Wittlich, S. Feuerstein, S. Hoffmann, D. Willbold, B.W. Koenig,
Integral membrane proteins in nanodiscs can be studied by solution NMR
spectroscopy, J. Am. Chem. Soc. 131 (2009) 12060–12061.

[241] B.J. Baas, I.G. Denisov, S.G. Sligar, Homotropic cooperativity of monomeric
cytochrome P450 3A4 in a nanoscale native bilayer environment, Arch. Biochem.
Biophys. 430 (2004) 218–228.

[242] H. Duan, N.R. Civjan, S.G. Sligar, M.A. Schuler, Co-incorporation of heterologously
expressed Arabidopsis cytochrome P450 and P450 reductase into soluble
nanoscale lipid bilayers, Arch. Biochem. Biophys. 424 (2004) 141–153.

[243] T.H. Bayburt, S.G. Sligar, Self-assembly of single integral membrane proteins into
soluble nanoscale phospholipid bilayers, Protein Sci. 12 (2003) 2476–2481.

[244] A.J. Leitz, T.H. Bayburt, A.N. Barnakov, B.A. Springer, S.G. Sligar, Functional
reconstitution of β2-adrenergic receptors utilizing self-assembling nanodisc
technology, Biotechniques 40 (2006) 601–610.

[245] Z.O. Shenkarev, E.N. Lyukmanova, A.S. Paramonov, L.N. Shingarova, V.V. Chupin,
M.P. Kirpichnikov, M.J.J. Blommers, A.S. Arseniev, Lipid–protein nanodiscs as
reference medium in detergent screening for high-resolution NMR studies of
integral membrane proteins, J. Am. Chem. Soc. 132 (2010) 5628–5629.

[246] A.Z. Kijac, Y. Li, S.G. Sligar, C.M. Rienstra, Magic-angle spinning solid-state NMR
spectroscopy of nanodisc-embedded human CYP3A4, Biochemistry 46 (2007)
13696–13703.

[247] A.I. Smirnov, O.G. Poluektov, Substrate-supported lipid nanotube arrays, J. Am.
Chem. Soc. 125 (2003) 8434–8435.

[248] H.C. Gaede, K.M. Luckett, I.V. Polozov, K. Gawrisch, Multinuclear NMR studies of
single lipid bilayers supported in cylindrical aluminum oxide nanopores,
Langmuir 20 (2004) 7711–7719.

[249] G.A. Lorigan, P.C. Dave, E.K. Tiburu, K. Damodaran, S. Abu-Baker, E.S. Karp, W.J.
Gibbons, R.E. Minto, Solid-state NMR spectroscopic studies of an integral
membrane protein inserted into aligned phospholipid bilayer nanotube arrays, J.
Am. Chem. Soc. 126 (2004) 9504–9505.

[250] O. Wattraint, D.E. Warschawski, C. Sarazin, Tethered or adsorbed supported lipid
bilayers in nanotubes characterized by deuterium magic angle spinning NMR
spectroscopy, Langmuir 21 (2005) 3226–3228.

[251] E.M. Landau, J.P. Rosenbusch, Lipid cubic phases: a novel concept for the
crystallisation of membrane proteins, Proc. Natl. Acad. Sci. USA 93 (1996)
14532–14535.

[252] E. Boyle-Roden, N. Hoefer, K.K. Dey, P.J. Grandinetti, M. Caffrey, High resolution
1H NMR of a lipid cubic phase using a solution NMR probe, J. Magn. Reson. 189
(2007) 13–19.

[253] S. Fraser, F. Separovic, A. Polyzos, Cubic phases of ternary amphiphile–water
systems, Eur. Biophys. J. 39 (2009) 83–90.

[254] J.-P. Douliez, Self-assembly of hollow cones in a bola-amphiphile/hexadiamine
salt solution, J. Am. Chem. Soc. 127 (2005) 15694–15695.

[255] Z. Cheng, G.D. D'Ambruoso, C.A. Aspinwall, Stabilized porous phospholipid
nanoshells, Langmuir 22 (2006) 9507–9511.

[256] T.A. Cross, S.J. Opella, Structural properties of fd coat protein in sodium dodecyl
sulfate micelles, Biochem. Biophys. Res. Commun. 92 (1980) 478–484.

[257] A. Bienvenue, M. Bloom, J.H. Davis, P.F. Devaux, Evidence for protein-associated
lipids from deuterium nuclear magnetic resonance studies of rhodopsin-
dimyristoylphosphatidylcholine recombinants, J. Biol. Chem. 257 (1982)
3032–3038.

[258] M. Munowitz, W.P. Aue, R.G. Griffin, Two-dimensional separation of dipolar and
scaled isotropic chemical shift interactions in magic angle NMR spectra, J. Chem.
Phys. 77 (1982) 1686–1689.

[259] T.A. Cross, S.J. Opella, Protein structure by solid state nuclear magnetic
resonance: residues 40 to 45 of bacteriophage fd coat protein, J. Mol. Biol. 182
(1985) 367–381.

[260] K. Inomata, A. Ohno, H. Tochio, S. Isogai, T. Tenno, I. Nakase, T. Takeuchi, S. Futaki,
Y. Ito, H. Hiroaki, M. Shirakawa, High-resolution multi-dimensional NMR
spectroscopy of proteins in human cells, Nature 458 (2009) 106–109.

[261] P. Selenko, D.P. Frueh, S.J. Elsaesser, W. Haas, S.P. Gygi, G. Wagner, In situ
observation of protein phosphorylation by high-resolution NMR spectroscopy,
Nat. Struct. Mol. Biol. 15 (2008) 321–329.

[262] W.C. McMurray, Phospholipids in subcellular organelles andmembranes, in: G.B.
Ansell, J.N. Hawthorne, R.M.C. Dawson (Eds.), Form and Function of Phospho-
lipids, Elsevier, Amsterdam, 1973, pp. 205–251.

[263] R. Prasad, Structure and distribution of membrane lipids, in: R. Prasad (Ed.),
Manual on Membrane Lipids, Springer-Verlag, Berlin, 1996, pp. 1–15.

[264] L.E. Hernández, D.T. Cooke, Modification of the root plasma membrane lipid
composition of cadmium-treated Pisum sativum, J. Exp. Bot. 48 (1997) 1375–1381.

[265] M.X. Andersson, J.M. Kjellberg, A.S. Sandelius, Chloroplast biogenesis. Regulation
of lipid transport to the thylakoid in chloroplasts isolated from expanding and
fully expanded leaves of pea, Plant Physiol. 127 (2001) 184–193.

[266] H. Tatsuzawa, E. Takizawa,M.Wada, Y. Yamamoto, Fatty acid and lipid composition
of the acidophilic green alga Chlamydomonas sp, J. Phycol. 32 (1996) 598–601.

[267] V.M. Tereshina, A.S. Memorskaya, E.R. Kotlova, E.P. Feofilova, Membrane lipid
and cytosol carbohydrate composition in Aspergillus niger under heat shock,
Microbiology 79 (2010) 40–46.

[268] N.H. Georgopapadakou, B.A. Dix, S.A. Smith, J. Freudenberger, P.T. Funke, Effect of
antifungal agents on lipid biosynthesis and membrane integrity in Candida
albicans, Antimicrob. Agents Chemother. 31 (1987) 46–51.

[269] H. Goldfine, Bacterial membranes and lipid packing theory, J. Lipid Res. 25
(1984) 1501–1507.

[270] S. Clejan, T. Krulwich, K. Mondrus, D. Seto-Young, Membrane lipid composition
of obligately and facultatively alkalophilic strains of Bacillus spp, J. Bacteriol. 168
(1986) 334–340.


	Choosing membrane mimetics for NMR structural studies of transmembrane proteins
	Introduction
	Parameters dictating the choice of a model membrane
	Biological requirements
	Experimental requirements

	Slow-tumbling objects
	Isotropic membrane systems
	Multilamellar vesicles
	Giant and large unilamellar vesicles

	Oriented membrane systems
	Mechanically aligned bilayers
	Magnetically aligned bicelles
	Spinning oriented systems


	Fast-tumbling objects
	Micelles
	Isotropic bicelles
	Small unilamellar vesicles
	Other systems
	Organic solvents
	Reverse micelles
	Amphipols
	Nanolipoproteins (nanodiscs)


	Conclusion
	Acknowledgments
	References


