
Abstract. G protein-coupled receptors (GPCRS) repre-
sent a class of integral membrane proteins involved in
many biological processes and pathologies. Fifty percent
of all modern drugs and almost 25% of the top 200 best-
selling drugs are estimated to target GPCRs. Despite
these crucial biological implications, very little is known,
at atomic resolution, about the detailed molecular mech-
anisms by which these membrane proteins are able to rec-
ognize their extra-cellular stimuli and transmit the as-
sociated messages. Obviously, our understanding of GPCR
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functioning would be greatly facilitated by the availabil-
ity of high-resolution three-dimensional (3D) structural
data. However, expression, solubilization and purifica-
tion of these membrane proteins are not easy to achieve,
and at present, only one 3D structure has been deter-
mined, that of bovine rhodopsin. This review presents
and compares the different successful strategies which
have been applied to solubilize and purify recombinant
GPCRs in the perspective of structural biology experi-
ments.
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Introduction

G protein-coupled receptors (GPCRs) are integral mem-
brane proteins composed of seven transmembrane span-
ning domains [1]. Among the numerous vital functions
subserved by GPCRs are those of three of the five senses:
vision, taste and smell. These cell surface receptors me-
diate signal transduction of numerous hormones, neuro-
transmitters and drugs across the plasma membrane. Fifty
percent of all modern drugs and almost 25% of the top
200 best-selling drugs are estimated to target GPCRs [2].
GPCR-targeting drugs are used to treat a wide variety of
pathologies including cardiovascular and gastrointestinal
diseases, central nervous system and immune disorders
and cancer [2]. Despite these crucial biological implica-

tions, very little is known, at atomic resolution, about the
detailed molecular mechanisms by which these mem-
brane proteins are able to recognize their extracellular
stimuli and transmit the associated messages through en-
dogenous heterotrimeric G proteins. The association of
the receptor with its cognate ligand is expected to give
rise to conformational and structural changes of the pro-
tein, but, for the vast majority of GPCRs, no direct proof
has yet been found. Obviously, our understanding of
GPCR functioning would be greatly facilitated by the
availability of high-resolution three-dimensional (3D)
structural data. In this perspective, the two main tech-
niques available providing 3D structural information at
atomic resolution, namely nuclear magnetic resonance
(NMR) and X-ray crystallography (Table 1), both require
large amounts of purified protein. Consequently, at pre-
sent, the only GPCR 3D structure which has been deter-
mined is that of the vision receptor rhodopsin, a GPCR
which is naturally present nearly pure in retina, and in
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high quantities [3]. In contrast to rhodopsin, other GPCRs
are naturally weakly expressed and their direct purifica-
tion from natural sources would be unfeasible in the per-
spective of structural biology experiments. Thus, the het-
erologous over-expression of GPCRs is a necessary step,
which, as discussed elsewhere [4], is not easy to over-
come. In addition, once this first step has been achieved,
the recombinant protein has to be extracted from the host
organism (solubilized) and purified. At this stage, two
strategies may be followed. The first one preserves the re-
ceptor functionality during the solubilization and purifi-
cation steps. In this manner, the availability of high
amounts of receptor protein has allowed the determina-
tion of the receptor-bound conformations of pituary-
adenylate-cyclase-activating polypeptide [5], glutamate
[6], muscarine [7] and neurotensin [8]. The second strat-
egy is focused on the refolding of an initially inactive and
unfolded form of the receptor. Kiefer et al. [9, 10] were
the first to demonstrate the validity of this approach for
an olfactory receptor over-expressed in Escherichia coli.
More recently, Baneres et al. [11–13] were able to pro-
duce the human leukotriene B4 receptor, BLT1 and the 5-
HT4-hydroxytryptamine receptor in E. coli and to refold
them from inclusion bodies with yields that were suffi-
cient for the structural characterization of these receptors
in solution. Whatever the strategy employed, a large num-
ber of detergents and/or chaotropic agents, purification
strategies, reconstitution and/or crystallization trials can
be foreseen (Table 1), so that the preliminary work to any
structural study is lengthy. The objective of this review is
to present and compare the different successful strategies
that have been applied to solubilize and purify recombi-
nant GPCRs.

The solubilization step

Principle and objectives
GPCRs naturally function in a membrane environment
mainly constituted of proteins, phospholipids and choles-
terol. The functionality of GPCRs embedded within this
environment is essentially affected by the physical and
chemical properties of the surrounding membranes.
When a GPCR is expressed as a recombinant protein, it
can follow the host cell membrane protein trafficking
pathway to finally reach the plasma membrane. Alterna-
tively, the over-expression of foreign and recombinant
proteins can also induce the formation of misfolded and
aggregated forms of proteins named inclusion bodies
when this phenomenon happens in E. coli [14]. Whatever
the initial state of the expressed protein, it needs to be sol-
ubilized, purified, concentrated and frequently reconsti-
tuted in a lipid environment before structural biology
experiments. The lipid environment surrounding over-ex-
pressed GPCRs and the occurrence of misfolded and ag-

gregated forms imply that before any purification at-
tempt, the solubilization of the protein has to be achieved
(Table 1). The objective of the solubilization step is to
extract, using detergents and/or chaotropic agents, the
membrane protein from its initial environment. During
this step, the hydrophobic membrane protein will pass ei-
ther from a lipid environment to a detergent micelle envi-
ronment or from an aggregated form to a strong deter-
gent- [e.g. sodium dodecyl sulfate (SDS)] or strong de-
naturant- (e.g. urea, guanidine-HCl) solubilized form.

Solubilization with detergents
The ability of detergents to extract integral membrane pro-
teins such as GPCRs from biological membranes relies, in
general, on their ability to solubilize membrane lipids [15].
Detergents are compounds with amphipathic properties
with the occurrence, in the same molecule, of a polar
head group and a hydrophobic tail. Detergents are classi-
fied into three main categories according to their struc-
tures. Ionic detergents contain either a head group with a
net charge that can be cationic (e.g. cetyl-trimethyl-am-
monium bromide) or anionic (e.g. SDS) together with a
hydrophobic chain, or a polar and an apolar face, instead
of a well-defined head group, in the case of bile acid salts
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Table 1. A synthetic flowchart showing the main steps and multiple
choices involved in the expression of recombinant GPCR in the per-
spective of structural biology.

Recombinant GPCR expression

Eukaryote Prokaryote
Insect cells Escherichia coli
Mammalian cells
Yeast

Solubilization of membranes or inclusion bodies

Detergent Chaotropic agent
Cationic Urea
Anionic Guanidine
Zwitterionic

Purification

Intrinsic properties Specific tags
Ion exchange Immobilized metal affinity
Gel filtration Biotin-streptavidin affinity
Lectin affinity Large-tag affinity

Immunoaffinity
Ligand-based affinity

Renaturation

Artificial membranes (bilayers)
Detergent (micelles, cubic phases)

Structure at atomic resolution

NMR
Cryo-electron microscopy
X-ray crystallography



(e.g. sodium cholate). Non-ionic detergents contain un-
charged hydrophilic head groups of, in general, either
polyoxyethylene or glycosidic groups [e.g. Triton X-100,
n-dodecyl-b-D-maltoside (DM)]. Zwitterionic detergents
are composed of chemical groups bearing anionic and
cationic net charges (e.g. lauryl-dimethyl-amine-N-oxide)
[16–18].
The solubilization of protein-containing membranes can
be described using a three-stage model [15]. In stage I,
detergent is taken up by the membrane phase without sol-
ubilizing it. In stage II, detergent-saturated membranes
coexist with saturated mixed-micelles whereas in stage
III, membrane components are fully solubilized by incor-
poration into mixed micelles. Together with the removal
by the detergent of a substantial part of the lipids, the hy-
drophobic membrane-embedded region of the membrane
proteins, including some lipids, becomes enwrapped in
a layer of protective detergent coating. At this stage, the
membrane protein can be considered to be in a solubi-
lized state, unless extensive protein-protein contacts pre-
vent or retard dissociation of the protein units. Regardless
of the existence of specific protein contacts, removal of
all, or virtually all, lipids is usually required to ensure sol-
ubilization at the protomeric level in order to avoid non-
specific protein contacts, mediated by lipids. On the other
hand, if the objective is to maintain protein function in the
detergent solubilized state it may be unwise to carry de-
lipidation and deaggregation of oligomers too far [15].

Solubilization with chaotropic agents
Urea and guanidine-HCl are small chaotropic agents able
to increase sample solubility and to minimize protein ag-
gregation by decreasing hydrogen bonds and hydropho-
bic interactions. In the case of aggregated proteins found
in inclusion bodies, 8 M urea and 6 M guanidine concen-
trations are usually used to solubilize proteins in a dena-
tured state. Urea-containing buffers should not be heated
in the presence of proteins because carbamylation will
occur on amino groups (N terminus and lysine) due to the
creation of isocyanates [19].

Criteria for the choice of solubilizing agents
Two major criteria can drive the researcher in his or her
choices. The first one is the compatibility of the detergent
used with the purification strategy chosen and the wish,
or not, to preserve the functionality of the receptor during
the solubilization and purification steps. Non-ionic deter-
gents are generally considered to be mild and relatively
non-denaturing, as they break lipid-lipid interactions and
lipid-protein interactions rather than protein-protein in-
teractions [16]. This allows many membrane proteins to
be solubilized in non-ionic detergents without affecting
the structural features of the protein and explains the high

percentage of GPCRs solubilized with non-ionic deter-
gents such as DM and digitonin (Table 2). Among ionic
detergents, SDS is extremely effective in the solubiliza-
tion of membrane proteins but is also known to be dena-
turing. Some membrane proteins can be renatured from
SDS by transferring the protein to a renaturing detergent
or lipid environment [20–23]. Zwitterionic detergents
combine the properties of ionic and non-ionic detergents
and are in general more deactivating than non-ionic de-
tergents. The second criterion is the facility with which
the detergent employed can subsequently be removed
[detergents with a high critical micellar concentration
(CMC) will be easier to eliminate], or its compatibility
with crystallization trials. Nevertheless, reconstitution
experiments can use a wide panel of detergents since de-
tergents with a low CMC can be removed efficiently (and
over a short period of time) using polystyrene beads [24].
The establishment of appropriate solubilization condi-
tions still seems to be totally empirical [16]. Indeed, con-
siderable differences in behavior exist from one mem-
brane protein to another, from one heterologous expres-
sion system to another. Furthermore, the solubilization
step is influenced by numerous parameters such as buffer
composition, initial protein concentration, detergent con-
centration, temperature, pH, salt concentration, presence
of ligand and addition of osmoprotectants such as glyc-
erol.

Quantification of the yield of solubilization
The efficiency of each solubilizing agent can be quanti-
fied and this is generally performed by determining the
receptor protein content in the solubilized sample before
and after a centrifugation step at 100,000 g, using a
method that specifically follows the GPCR. A method
frequently used consists in employing radioactive ligands
that specifically bind to the receptor [25, 26]. Despite its
efficiency, this technique detects only the functional frac-
tion of the solubilized receptor. Furthermore, in the pres-
ence of a solubilizing agent, numerous proteins tend to
lose their ability to bind ligands. If we except harsh de-
tergents such as SDS or N-lauroyl sarcosine (NLS), it is
difficult to predict which detergent will be suitable for
solubilization. Some methods such as immunoblot quan-
tification [27, 28] or fluorescence measurements using
green fluorescent protein (GFP)-tagged receptors allow
quantification of the total yield of solubilization [29–32].
In the latter experiments, two different GPCRs were ex-
pressed in the same host, Pichia pastoris. The ETB-en-
dothelin receptor was solubilized in DM with a 30% sol-
ubilization yield and further purified on a nickel column
[29]. Although DM was not the best solubilizing deter-
gent, it was chosen because the authors argue that it was
already used for successful crystallization of membrane
proteins. In contrast, DM was unable to solubilize the m-
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opioid receptor [30]. Mirzabekov et al. [33] used another
method and tested a broad spectrum of detergent condi-
tions to determine the detergent that allowed solubiliza-
tion and isolation of native CCR5. The method was guid-
ed by the comparison between the amount of solubilized
CCR5 capable of being precipitated by a conformation-
dependent CCR5 antibody versus precipitation by an an-
tibody directed against a linear non-conformational epi-
tope tag.

Solubilization of recombinant GPCRs
Table 2 presents recombinant GPCRs for which both the
solubilization and purification steps have been described.
Heterologous expression has been realized in various sys-
tems such as prokaryotes (E. coli), yeasts (P. pastoris,
Saccharomyces cerevisiae), insect cells (Drosophila, Le-
pidoptera) and mammalian cells (CHO, HEK, etc.). A
rapid analysis of the data clearly reveals that the intrinsic
nature of the receptor considered, the expression system
employed (in particular the lipid composition of the cor-
responding membranes), the composition of the solubi-
lization buffer and numerous other parameters (e.g. initial
protein concentration, temperature, time allowed for sol-
ubilization to occur) can influence the efficiency of the
solubilization of a particular membrane protein [18, 34,
35]. The solubilization studies performed on the CCR5
and CXCR4 chemokine receptors are prototypes: 18 dif-
ferent detergents were tested for solubilization of the
CCR5 receptor [33] and a hundred different conditions
were explored to extract the CXCR4 receptor [36]. These
experiments show that among a family of recombinant
GPCRs, expressed in a special organism, the solubiliza-
tion agents and conditions differ from one receptor to an-
other. Indeed, Cymal 5 (a non-ionic detergent), perfectly
adapted to the solubilization of CCR5 in a functional
form [33], is totally inefficient to extract CXCR4 in a
functional form [36]. Moreover, the results also depend
on the initial membrane environment. Hence, the func-
tional solubilization of CXCR4 from canine thymocytes
is feasible using 1% 3-[(3-cholamidopropyl) di-methyl-
ammonio]-2-hydroxy-1-propanesulfonic acid (CHAPSO,
a zwitterionic detergent) [36], while a mixture of DM and
cholesterol hemisuccinate (CHS) is necessary to extract
the endogenous receptor from human T lymphocytes [37].
Differences in the initial lipid composition of the mem-
branes of these two cell types could explain this discrep-
ancy.
Table 2 demonstrates that a low number of detergents like
digitonin, 3-((3-cholamidopropyl)di-methyl-amino)-1-pro-
panesulfonate (CHAPS, a zwitterionic detergent) and
DM are of rather general use for GPCR solubilization and
have been appropriate choices in many solubilization and
purification experiments. In fact, these detergents often
combine good efficiencies of solubilization with stability

of proteins in the detergent-solubilized state [15]. Some
GPCRs require the use of several detergents simultane-
ously for solubilization, and this considerably increases
the complexity and the number of tests to perform in or-
der to establish optimal solubilization conditions. For ex-
ample, the combination of CHAPS, DM and CHS al-
lowed solubilization of the neurotensin receptor with an
efficiency of 85% whereas solubilization with CHAPS/
CHS resulted in an efficiency of 35% against 30% with
DM alone [38]. One should note that most of the solubi-
lized GPCRs described in table 2 remained active in the
lipid-protein-detergent mixed micelles formed, allowing
investigators not only to follow the receptor using ligand-
binding tests but also to consider purification strategies
based on ligand-receptor affinities (see below on purifi-
cation). Nevertheless, this kind of strategy does not give
access to the total expression yield. Several studies show
that the stabilization of the receptor using the tight bind-
ing of a specific ligand can increase the stability of the
protein during solubilization and therefore favor its func-
tional solubilization. For example, the functional solubi-
lization of the human a2C adrenergic receptor was only
possible in the presence of an antagonist [39]. The stabil-
ity of the rat M3 acetylcholine (muscarinic) receptor sol-
ubilized in the presence of digitonin is also dependant on
pre-stabilization of the receptor by a specific ligand [40].
However, the functional solubilization by a mixture of
digitonin and CHS of human M1, M2, M5 and rat M3 and
M4 receptors is independent of pre-stabilization by any
ligand [41]. The human M3 receptor, common to these
two studies, and expressed in each case in insect cells,
seems to be stabilized in an active conformation in the
presence of CHS. Some authors have shown that the ini-
tial functionality of recombinant GPCRs is not an ab-
solute prerequisite for its functional reconstitution. This
is the case for an olfactive receptor [9] and for BLT1 and
5-HT4 receptors [11–13] expressed in E. coli. In these ex-
amples, the recombinant receptors were expressed in in-
clusion bodies and were initially totally inactive in terms
of ligand binding. Obviously, the optimization of the sol-
ubilization step was not conducted to preserve the protein
activity, and the purified protein was subsequently re-
folded in a functional form into proteo-liposomes [10] or
lauryl-di-methyl-amine-N-oxyde (LDAO) micelles [11–
13]. However, maintaining a functional protein through-
out the solubilization and subsequent purification proce-
dure is advantageous because the reconstitution of an ag-
gregated GPCR form is still a very challenging task.

The purification step: principle and objectives

Purification of membrane proteins such as GPCRs is not
as easy as the purification of water-soluble proteins, al-
though the methods used are generally the same. A typi-
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cal membrane protein isolation protocol often involves,
as a first step, the preparation of a receptor-enriched frac-
tion prior to the use of detergents. In many cases, i.e. when
the receptor is embedded in a membrane compartment,
this initial step consists in the preparation of a crude
membrane fraction after cell disruption. Alternatively,
GPCRs can also be pre-purified from E. coli inclusion
bodies by differential centrifugation. Whatever the origi-
nal environment they are sitting in, GPCRs, which are hy-
drophobic molecules, tend to form aggregates even in the
presence of detergents, a phenomenon which increases
the difficulties encountered during their purification.
Chromatographic methods based on the intrinsic proper-
ties of the protein can be used. These methods rely on the
chemical and physical properties of the protein (cationic,
anionic, hydrophobic behavior) or on the presence of post-
translational protein modifications such as glycosylation,
which allow the use of lectin affinity chromatography.
Gel filtration chromatography (also known as size exclu-
sion or gel permeation chromatography), which separates
molecules on the basis of their size, can also be used. The
specificity of interaction of a recombinant receptor to-
ward a chromatographic matrix can be modulated by the
addition of specific tags thanks to molecular biology
techniques. The most frequently used tag consists of sev-
eral consecutive histidines (usually 6 to 10) at the N or C
terminus of the protein. This tag presents affinity for a
metal phase matrix. It is also possible to add an immuno-
tag that binds to an antibody matrix, a glutathione S-
transferase (GST) tag that binds to a glutathione phase or
a Bio tag, which can be in vivo or in vitro biotinylated, and
binds to a streptavidin matrix. These affinity tags do not
allow discrimination between active and non-active re-
ceptor molecules. The purification of GPCRs can be per-
formed on proteins that either have or have not retained
their functional conformation during the solubilization
procedure. According to the preservation of the binding
properties, the adopted strategies may be different. For
example, the active form of a receptor can be purified on
a specific ligand column but also by immunoaffinity on a
conformational antibody column.

Chromatographic methods based on the intrinsic
properties of the protein

These methods rely on the intrinsic properties of the re-
ceptors such as charge and molecular weight but also on
the occurrence of post-translational modifications.

Ion exchange chromatography
Depending on the isoelectric point of the receptor and the
pH of the buffer, the protein can be chromatographed on
cation or anion exchange columns [27, 42–45]. The solu-

bilizing detergent must be chosen carefully depending on
the ion type of the column phase, and in general, neutral
detergents are preferable. Among the ion exchangers, one
can mention heparin sepharose constituted of a highly
sulfated glycosaminoglycan, which acts as a cation ex-
changer due to its high content of anionic sulfate groups
[46] and hydroxy-apatite, which is an inorganic chro-
matographic material containing calcium phosphate, and
thus containing both positive and negative charges. Even
though the binding mechanisms are not completely un-
derstood, ionic interactions as well as adsorption effects
seem to contribute to protein binding [43, 46].

Gel filtration chromatography
Gel filtration chromatography, also known as size exclu-
sion chromatography or gel permeation chromatography,
separates molecules on the basis of their size. As shown
in table 2, these chromatographic methods are often used
as a complement to other methods [25, 38, 46–48]. This
method is unable to give the molecular weight of the pro-
tein when it is solubilized in detergent, since the solubi-
lized receptor is contained within detergent micelles.
Thus, the mouse d-opioid receptor solubilized in DM and
chromatographed on a gel filtration column migrated
with an apparent molecular weight of approximately 340
kDa, whereas the molecular weight of the recombinant
receptor is 46 kDa [47]. Tucker and Grisshammer [38]
used an intermediate gel filtration chromatography in or-
der to eliminate the biotin used to elute the biotinylated
receptor from a monomeric avidin column.

Lectin affinity chromatography
Lectin affinity chromatography was initially largely em-
ployed to determine the nature of the glycosylations ad-
ded on the recombinant receptors expressed in a given ex-
pression system [40, 49]. This strategy is based on the
affinity of glycans for immobilized lectins [50] and it ob-
viously works on proteins expressed in organisms per-
forming this specific type of post-translational modifica-
tion, i.e. eukaryotic cells. Different categories of lectins
are available and can be used to purify glycoproteins.
Concanavalin A (ConA) or lentil lectin binds with a very
high affinity to proteins presenting N-glycosylated amino
acids with high (oligo)-mannosidic carbohydrates, but
has a very low affinity for other glycoproteins. In con-
trast, wheat germ agglutinin (WGA) lectin selectively in-
teracts with proteins containing complex N-glycans [50].
Proteins bound to lectin resins are specifically eluted
with monosaccharides, a-D-methyl mannoside or a-D-
methyl glucoside for ConA, and N-acetyl glucosamine
for WGA. The human b2 adrenergic receptor expressed
in Sf9 cells binds to a ConA resin, but does not interact
with a WGA resin, and the authors concluded that the re-
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ceptor mainly contains high (oligo)-mannosidic sugars
[49]. In contrast, the rat M3 receptor expressed in Sf9 cells
was able to bind both on WGA and ConA resins, demon-
strating a microheterogeneity in glycosylation [40]. This
last result underlines one of the major limitations of lectin
affinity chromatography for the purification of recombi-
nant GPCRs: the glycan microheterogeneity of the pro-
tein to purify. Moreover, because of the presence of nu-
merous glycosylated proteins capable of interacting with
the resin employed, this type of chromatography must al-
ways be coupled to other purification methods, more spe-
cific for the target protein [38, 48, 51].

Chromatographic methods based on the presence of
specific tags on the protein

Immobilized metal affinity chromatography
This chromatographic method uses the chelating and
affinity properties of a set of serial histidines for divalent
metal ions attached to an immobile phase. His-tag re-
combinant proteins are eluted from the column using
a gradient of imidazole or by decreasing the pH of the
buffer. The use of immobilized metal affinity chromato-
graphy (IMAC) has already been largely successful for the
purification of soluble proteins either in denaturing or na-
tive conditions [52, 53]. This approach has subsequently
been successfully employed for membrane protein purifi-
cation in the presence of detergents [see for example refs.
54–57], using the divalent Ni2+ cation most of the time.
The results presented in Table 2 clearly show a very large
utilization of the IMAC technique for GPCR purification.
The efficiency of purification is dependent on a number
of parameters such as detergent concentration or His-tag
length and no consensus is found about the C terminus or
N terminus position of the serial histidine tag. Investiga-
tion of the effect of His-tag length on purification has
shown, for the neurotensin receptor expressed in E. coli,
that the deca-histidine sequence was more efficient than
the hexa-His tag [58]. In this work, a twofold increase in
receptor enrichment was shown in one step, by exchang-
ing a hexa-histine tag for a deca-histidine tag. The uti-
lization of an extended histidine tail allowed stringent
washes at high concentrations of imidazole in order to re-
move non-specifically bound contaminants. The impor-
tance of the detergent was also shown: in general, anionic
detergents such as SDS or sarkosyl are not recommended,
while non-ionic detergents such as DM or Triton X-100
can be employed up to 2%. Nevertheless, the hexa-His-
tagged m-opioid receptor solubilized in 0.1% SDS could
be purified by IMAC with an excellent yield [30]. The in-
troduction of a C terminus deca-His tag to the H1 hista-
mine receptor allowed, after solubilization in DM, the pu-
rification, in a single step, of the recombinant protein
with a purification yield higher than 90% and an excel-

lent recovery of function (up to 70%) [28]. In addition,
demonstrating once again that each receptor has a spe-
cific behavior, Pawate et al. [59] obtained only 14% pu-
rification yield and 36% recovery for the CHAPS-solubi-
lized hexa-His-tagged thromboxane A2 receptor. After
solubilization of a membrane fraction isolated by cen-
trifugation on a sucrose gradient, the Ste2 receptor from
S. cerevisiae was purified in a single step on a Ni2+ resin
[60], while the same strategy applied to the yeast over-ex-
pressed dopamine D1 receptor did not lead to complete
purification of the protein [61]. To purify the OR5 ol-
factive receptor, two serial Ni-NTA affinity columns
were used [9]. This hexa-His-tagged receptor was ex-
pressed as a GST fusion protein and the first imidazole
elution was able to produce a receptor-enriched fraction.
After cleavage of the GST tag with thrombin, the sam-
ple was chromatographed again on an Ni-NTA column.
Hence, combining different purification steps is some-
times necessary to increase the purification yield. Nev-
ertheless, the coupling of this first affinity step on a
nickel resin to a second one using the FLAG tag did not
lead to the complete purification of the D1 dopamine or
b2 adrenergic receptors [61, 62]. Finally, Hayashi and
Haga [63] in 1996 showed that Co2+ ions used instead of
Ni2+ cations can be used to purify to apparent homo-
geneity the human M2 receptor. Lastly, the human neu-
rokinin NK1 receptor has been purified to homogeneity
in two steps, a first IMAC step followed by gel filtration
chromatography [25].

Biotin-streptavidin affinity chromatography
This purification method uses the exceptional affinity of
either avidin, a glycoprotein derived from egg-white, or
its bacterial counterpart, streptavidin, for biotin (vitamin
H). Bio-tag or Strep-tag can both be used as fusion tags.
Bio-tag is a 15–24 amino acid sequence recognized by a
biotin protein ligase, whose function is to covalently at-
tach biotin to the Bio-tag. This tag can be biotinylated in
vivo or in vitro. Tucker and Grisshammer [38] have shown
that the NTS1 neurotensin receptor with the Bio-tag fused
to its C terminus can be purified to homogeneity in two
steps. The crucial first step involved the purification of
the in vivo biotinylated protein on a monomeric avidin
column. This yielded essentially pure receptor with a re-
markable 60-fold purification and 38% yield. The use of
the Strep-tag, an 8–9 amino acid peptide sequence, which
selectively binds streptavidin, was less efficient than that
of the bio-tag [38].
Ohtaki et al. [51] used an original strategy to purify the
PAC1 receptor: the solubilized recombinant receptor was
mixed with the biotinylated PACAP 38 ligand and puri-
fied on an avidin affinity gel. The fully active receptor
was then further purified by lectin affinity chromatogra-
phy.

Cell. Mol. Life Sci. Vol. 63, 2006 Review Article 1159



Large-tag affinity chromatography
Large tags such as proteins can be used to help in the pu-
rification of GPCRs. For this purpose, the maltose-bind-
ing protein (MBP, 10 kDa) was fused to the b2 adrenergic
receptor [64]. The fusion protein was purified on an amy-
lose column and the elution was performed using maltose
in the buffer. The 27-kDa GST protein can also be used,
and in this case, the fusion protein was purified on a glu-
tathione column and the elution performed with glu-
tathione [9].
In the experiments reported by Kiefer et al. [9], after sol-
ubilization in detergents, the OR5 olfactory receptor
fused to GST was unable to bind to the glutathione ma-
trix, probably because the GST domain was misfolded.
More often, these protein tags have been used for their
chaperone-like properties, assisting in correct protein
folding and leading to active proteins [38].

Ligand-based affinity chromatography
This approach has been frequently employed to purify
GPCRs from natural sources, particularly when recombi-
nant protein technology could not be performed. It ne-
cessitates the production and solubilization of a fully ac-
tive receptor able to bind a specific ligand chemically at-
tached on a chromatographic phase. Purifying a GPCR
this way is very advantageous since it both isolates the
protein of interest from others and discriminates between
active and non-active receptor molecules. The b2 adrener-
gic receptor has been the most frequently purified recep-
tor by means of ligand-based affinity chromatography us-
ing the specific ligand alprenolol [46, 49, 62, 64–66]. In
the same way, acetylcholine (muscarinic) receptors have
been purified on a 3-(2¢-aminobenzhydryloxy) tropane
(ABT)-agarose affinity chromatography gel [43, 46, 63].
ABT is an antagonist ligand that binds to muscarinic re-
ceptors with nanomolar affinity, and the elution of the re-
ceptor from the column is performed with atropine. The
specific activity of the receptor was threefold higher
when the receptor was purified with ABT sepharose com-
pared with receptor purified with chelating sepharose. In
their report, Zeng and Wess [67] showed that both
monomeric and dimeric/oligomeric forms of a modified
rat M3 acetylcholine (muscarinic) receptor were capable
of binding muscarinic ligands. In the case of the A2a

adenosine receptor [42], an efficient ligand affinity chro-
matography using the antagonist xanthine amine con-
gener was reported. The receptor was eluted using theo-
phylline. However, a final ion exchange step was neces-
sary to achieve the purification.

Immunoaffinity-based chromatography
This technique relies on the use of the very specific
recognition between a monoclonal antibody and an epi-

tope. The specific antibody can be directed either against
the receptor [39, 68–74] or against a sequence fused to
the recombinant receptor.
Several tags are often used as epitopes for immunoaffin-
ity purification, such as the rhodopsin tag, which consists
of the C-terminal 9 amino acids of bovine rhodopsin (also
known as the rho tag), [33, 36, 75, 76], or the FLAG tag,
which is the 8–9 amino acid leader peptide of the gene-10
product from bacteriophage T7 [26, 43, 48, 61, 62, 77,
78]. For this latter peptide, the affinity of the correspond-
ing monoclonal antibody is Ca2+ dependent, and elution
of the bound receptor can either be performed with EDTA
or the FLAG peptide. This FLAG tag is also cleavable
with enterokinase [79].
As examples, the human b2 adrenergic, CCR5, CXCR4
and a2C adrenergic receptors [33, 36, 39, 51, 66, 80] have
been purified by immunoaffinity chromatography. Ex-
cept for the b2 adrenergic receptor for which two steps
were necessary [66], the three other GPCRs were purified
to apparent homogeneity in a single step. In a few cases
[36, 81], immunoprecipitation with protein A or protein
G sepharose allowed preparation of enriched receptor
fractions.

Renaturation and structural biology of GPCRs

Using a variety of detergents (Table 2), numerous GPCRs
can be solubilized in membrane-mimetic environments
with their binding activity preserved. Nevertheless, this
detergent environment is quite different from their natural
environment. Thus, the best environment for the func-
tional reconstitution of GPCRs should be extracts from
the original membrane they are sitting in. In the context
of structural biology experiments, a complex environ-
ment is not desirable and reproducibility is not guaran-
teed with biological membranes. This explains why pro-
tein reconstitution is very often performed in artificial
membranes (Table 2). In the same way as different deter-
gents must be tried for solubilizing a given receptor [33,
36], different model membrane compositions must be
tested for receptor reconstitution. For example a Dro-
sophila melanogaster metabotropic receptor was solu-
bilized in the detergent lyso-phosphocholine-12. After
exchanging it for b-octyl-glucoside, the receptor was re-
constituted into various concentrations of phosphatidyl-
ethanolamine, phosphatidyl-choline, phosphatidic acid
and cholesterol. The receptor was found inserted into li-
posomes in all cases, independently of the lipid composi-
tion, but recovery of glutamate binding was strictly de-
pendent on the presence of ergosterol (the sterol origi-
nally found in Drosophila membranes). Then, the optimal
concentration of ergosterol was determined, and the high-
est specific binding was obtained with 15% ergosterol. In
the same way, cholesterol has been reported to modulate
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the functional activity of other GPCRs [82–84]. Efficient
restoration of ligand-binding activity upon reconstitution
of a GPCR in artificial membranes may also require the
addition of catalytic amounts of natural membranes. This
is the case for the S. cerevisiae a factor receptor [60]. Af-
ter solubilization in 2% DM, the receptor was purified on
a Ni-NTA column and reconstituted in artificial vesicles
composed of 60:40 1-palmitoyl-oleyl-phosphatidylcho-
line:1-palmitoyl-oleylphosphatidyl-glycerol. The specif-
ic activity of the reconstituted receptor indicated that only
6% of the receptor was capable of ligand binding, but the
addition of solubilized plasma membranes from S. cere-
visiae to the artificial membranes restored most of the ex-
pected ligand activity (at least 80%). Nevertheless, the
co-factors responsible for this effect were not identified
[60].
Once solubilized, full-size GPCRs can be directly struc-
turally characterized in a soluble form. One of the easiest
methods employed to characterize receptor refolding is
circular dichroism (CD). This spectroscopic method al-
lows the determination of the secondary-structure con-
tent of the receptor and was used for the porcine M2

acetylcholine (muscarinic) receptor solubilized in 0.1%
digitonin, 0.02% cholate [85], for the mouse 5-HT4 re-
ceptor solubilized in dimyristoylphosphatidylcholine/3-
((3-cholamidopropyl) di-methyl-amino)-1-propanesulfo-
nate/cholesterol (1%/1%/0.02%) [13] and for the human
leukotriene B4 receptor solubilized in 2 mM LDAO [12].
As shown in all these studies, the far-UV spectra in the
200- to 250-nm range were characteristic of a folded pro-
tein with a high content of secondary structures, ~50% of
these being a-helical. These results were consistent with
the generally admitted seven transmembrane-spanning
structure for the GPCRs. In addition, the analysis of the
CD spectra in the near-UV region (250–310 nm) of the 5-
HT4 and BLT1 receptors demonstrated the occurrence of
a tertiary fold made of a disulfide bridge between extra-
cellular loops. Despite these interesting results, no de-
tailed 3D structural information is available yet for full-
size recombinant GPCRs. Nevertheless, two very promis-
ing pathways in the structural biology of GPCRs are
currently being developed. The first consists in the deter-
mination of the receptor-bound conformation of specific
ligands. This was performed using NMR techniques for
two acetylcholine analogues bound to the M2 acetyl-
choline (muscarinic) receptor [7], for the pituary-adeny-
late-cyclase-activating polypeptide bound to the PAC1 re-
ceptor [5], for the neurotensin peptide bound to the NTS1

neurotensin receptor [8] and by X-ray crystallography for
the glutamate bound to the extracellular domain of the
mGlu1 receptor [6]. All these results were enabled by the
availability of milligram quantities of pure receptor. The
second research field concerns the structure of extracel-
lular domains of GPCRs [for a classification of GPCRs
see ref 86]. These domains present ligand-binding prop-

erties, are located in the N-terminal part of the receptor
and hence show the same characteristics as water-soluble
proteins. The conformation of the soluble ligand-binding
domain of the glutamate receptor [6], the ectodomain of
Methuselah, a Drosophila GPCR [87], the extracellular
cysteine-rich domains at the amino terminus of Frizzled
proteins [45] and the extracellular domain of human fol-
licle-stimulating hormone receptor in complex with its
hormone [88] were determined by X-ray crystallography,
and the conformation of the extracellular domain of the
corticotropin-releasing factor by NMR [89].

Conclusion

The difficulties to get, at atomic resolution, structural in-
formation on GPCRs arise largely from the problems en-
countered during their solubilization and purification. A
great number of research consortiums have been created
in recent years to set up high-throughput screening strate-
gies for the determination of 3D structures of GPCRs [90,
91]. The various steps involved in this strategy include
vector production, receptor expression, expression scal-
ing up, solubilization, purification, refolding and struc-
tural biology. At present, different efficient recombinant
GPCR expression experiments have been reported [4],
and the solubilization and purification steps are well ad-
vanced. Together with other research teams all over the
world that do not engage in high-throughput screening
strategies but are concentrated on a particular GPCR, we
are confident that in the near future, an increasingly num-
ber of GPCR structures will be obtained at atomic reso-
lution.

1 Bockaert J. and Pin J. P. (1999) Molecular tinkering of G pro-
tein-coupled receptors: an evolutionary success. EMBO J. 18:
1723–1729

2 Thomsen W. J., Gatlin J., Unett D. J., and Behan P. B. (2004)
Developing functional GPCR screens. www.currentdrugdis
covery.com January 2004, pp. 13–18

3 Palczewski K., Kumasaka T., Hori T., Behnke C. A., Moto-
shima H., Fox B. A. et al. (2000) Crystal structure of rho-
dopsin: G protein-coupled receptor. Science 289: 739–745

4 Sarramegna V., Talmont F., Demange P. and Milon A. (2003)
Heterologous expression of G-protein-coupled receptors:
comparison of expression systems from the standpoint of
large-scale production and purification. Cell. Mol. Life Sci.
60: 1529–1546

5 Inooka H., Ohtaki T., Kitahara O., Ikegami T., Endo S., Kitada
C. et al. (2001) Conformation of a peptide ligand bound to its
G-protein coupled receptor. Nat. Struct. Biol. 8: 161–165

6 Kunishima N., Shimada Y., Tsuji Y., Sato T., Yamamoto M.,
Kumasaka et al. (2000) Structural basis of glutamate recogni-
tion by a dimeric metabotropic glutamate receptor. Nature
407: 971–977

7 Furukawa H., Hamada T., Hayashi M. K., Haga T., Muto Y.,
Hirota H. et al. (2002) Conformation of ligand bound to the
muscarinic acetylcholine receptor. Mol. Pharmacol. 62: 778–
787

Cell. Mol. Life Sci. Vol. 63, 2006 Review Article 1161



8 Luca S., White J. F., Sohal A. K., Filippov D. V., Boom J. H.
van, Grisshammer R. et al. (2003) The conformation of neu-
rotensin bound to its G protein-coupled receptor. Proc. Natl.
Acad. Sci. USA 100: 10706–10711

9 Kiefer H., Krieger J., Olszewski J. D., Von Heijne G., Prest-
wich G. D. and Breer H. (1996) Expression of an olfactory re-
ceptor in Escherichia coli: purification reconstitution and lig-
and binding. Biochemistry 35: 16077–16084

10 Kiefer H., Maier K. and Vogel R. (1999) Refolding of G-pro-
tein-coupled receptors from inclusion bodies produced in Es-
cherichia coli. Biochem. Soc. Trans. 27: 908–912

11 Baneres J. L. and Parello J. (2003) Structure-based analysis of
GPCR function: evidence for a novel pentameric assembly be-
tween the dimeric leukotriene B4 receptor BLT1 and the G-
protein. J. Mol. Biol. 329: 815–829

12 Baneres J. L., Martin A., Hullot P., Girard J. P., Rossi J. C. and
Parello J. (2003) Structure-based analysis of GPCR function:
conformational adaptation of both agonist and receptor upon
leukotriene B4 binding to recombinant BLT1. J. Mol. Biol.
329: 801–814

13 Baneres J. L., Mesnier D., Martin A., Joubert L., Dumuis A.
and Bockaert J. (2005) Molecular characterization of a puri-
fied 5-HT4 receptor: a structural basis for drug efficacy. J.
Biol. Chem. 280: 20253–20260

14 Carrio M. M. and Villaverde A. (2002) Construction and de-
construction of bacterial inclusion bodies. J. Biotechnol. 96:
3–12

15 Maire M. le, Champeil P. and Moller J. V. (2000) Interaction
of membrane proteins and lipids with solubilizing detergents.
Biochim. Biophys. Acta 1508: 86–111

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

17 Helenius A. and Simons K. (1975) Solubilization of mem-
branes by detergents. Biochim. Biophys. Acta 415: 29–79

18 Helenius A., McCaslin D. R., Fries E. and Tanford C. (1979)
Properties of detergents. Methods Enzymol. 56: 734–749

19 Volkin D. B., Mach H. and Middaugh C. R. (1997) Degrada-
tive covalent reactions important to protein stability. Mol.
Biotechnol. 8: 105–122

20 Lau F. W. and Bowie J. U. (1997) A method for assessing the
stability of a membrane protein. Biochemistry 36: 5884–5892

21 Paulsen H., Finkenzeller B. and Kuhlein N. (1993) Pigments
induce folding of light-harvesting chlorophyll a/b-binding
protein. Eur. J. Biochem. 215: 809–816

22 Booth P. J. and Paulsen H. (1996) Assembly of light-harvest-
ing chlorophyll a/b complex in vitro: time-resolved fluores-
cence measurements. Biochemistry 35: 5103–5108

23 Booth P. J., Flitsch S. L., Stern L. J., Greenhalgh D. A., Kim
P. S. and Khorana H. G. (1995) Intermediates in the folding of
the membrane protein bacteriorhodopsin. Nat. Struct. Biol. 2:
139–143

24 Levy D., Bluzat A., Seigneuret M. and Rigaud J. L. (1990) A
systematic study of liposome and proteoliposome reconstitu-
tion involving Bio-Bead-mediated Triton X-100 removal.
Biochim. Biophys. Acta 1025: 179–190

25 Mazina K. E., Strader C. D., Tota M. R., Daniel S. and Fong
T. M. (1996) Purification and reconstitution of a recombinant
human neurokinin-1 receptor. J. Recept. Signal. Transduct. Res.
16: 191–207

26 Jong L. A. de, Grunewald S., Franke J. P., Uges D. R. and
Bischoff R. (2004) Purification and characterization of the re-
combinant human dopamine D2S receptor from Pichia pas-
toris. Protein Expr. Purif. 33: 176–184

27 Nekrasova E., Sosinskaya A., Natochin M., Lancet D., and Gat
U. (1996) Overexpression solubilization and purification of rat
and human olfactory receptors. Eur. J. Biochem. 238: 28–37

28 Ratnala V. R., Swarts H. G., VanOostrum J., Leurs R. DeGroot
H. J., Bakker R. A. et al. (2004) Large-scale overproduction

functional purification and ligand affinities of the His-tagged
human histamine H1 receptor. Eur. J. Biochem. 271: 2636–
2646

29 Schiller H., Molsberger E., Janssen P., Michel H. and Reilan-
der H. (2001) Solubilization and purification of the human
ETB endothelin receptor produced by high-level fermentation
in Pichia pastoris. Receptors Channels 7: 453–469

30 Sarramegna V., Muller I., Mousseau G., Froment C., Monsar-
rat B., Milon A. et al. (2005) Solubilization purification and
mass spectrometry analysis of the human mu-opioid receptor
expressed in Pichia pastoris. Protein Expr. Purif. 43: 85–93

31 Sarramegna V., Talmont F., Seree de Roch M., Milon A. and
Demange P. (2002) Green fluorescent protein as a reporter of
human mu-opioid receptor overexpression and localization in
the methylotrophic yeast Pichia pastoris. J Biotechnol 99:
23–39

32 Sarramegna V., Demange P., Milon A. and Talmont F. (2002)
Optimizing functional versus total expression of the human
mu-opioid receptor in Pichia pastoris. Protein Expr. Purif. 24:
212–220

33 Mirzabekov T., Bannert N., Farzan M., Hofmann W., Kolchin-
sky P., Wu L. et al. (1999) Enhanced expression native purifi-
cation and characterization of CCR5 a principal HIV-1 core-
ceptor. J. Biol. Chem. 274: 28745–28750

34 Jones M. N. (1999) Surfactants in membrane solubilisation.
Int. J. Pharm. 177: 137–159

35 Neugebauer J. M. (1990) Detergents: an overview. Methods
Enzymol. 182: 239–253

36 Babcock G. J., Mirzabekov T., Wojtowicz W. and Sodroski J.
(2001) Ligand binding characteristics of CXCR4 incorpo-
rated into paramagnetic proteoliposomes. J. Biol. Chem. 276:
38433–38440

37 Staudinger R. and Bandres J. C. (2000) Solubilization of the
chemokine receptor CXCR4. Biochem. Biophys. Res. Com-
mun. 274: 153–156

38 Tucker J. and Grisshammer R. (1996) Purification of a rat neu-
rotensin receptor expressed in Escherichia coli. Biochem. J.
317: 891–899

39 Liitti S., Matikainen M. T., Scheinin M., Glumoff T. and Gold-
man A. (2001) Immunoaffinity purification and reconstitution
of human alpha(2)-adrenergic receptor subtype C2 into phos-
pholipid vesicles. Protein Expr. Purif. 22: 1–10

40 Vasudevan S., Hulme E. C., Bach M., Haase W., Pavia J. and
Reilander H. (1995) Characterization of the rat m3 muscarinic
acetylcholine receptor produced in insect cells infected with
recombinant baculovirus. Eur. J. Biochem. 227: 466–475

41 Rinken A., Kameyama K., Haga T. and Engstrom L. (1994)
Solubilization of muscarinic receptor subtypes from bac-
ulovirus infected Sf9 insect cells. Biochem. Pharmacol. 48:
1245–1251

42 Weiss H. M. and Grisshammer R. (2002) Purification and
characterization of the human adenosine A2a receptor func-
tionally expressed in Escherichia coli. Eur. J. Biochem. 269:
82–92

43 Park P. S. and Wells J. W. (2003) Monomers and oligomers of
the M2 muscarinic cholinergic receptor purified from Sf9
cells. Biochemistry 42: 12960–12971

44 Bodor E. T., Waldo G. L., Hooks S. B., Corbitt J., Boyer J. L.
and Harden T. K. (2003) Purification and functional reconsti-
tution of the human P2Y12 receptor. Mol. Pharmacol. 64:
1210–1216

45 Dann C. E., Hsieh J. C., Rattner A., Sharma D., Nathans J. and
Leahy D. J. (2001) Insights into Wnt binding and signalling
from the structures of two Frizzled cysteine-rich domains. Na-
ture 412: 86–90

46 Parker E. M., Kameyama K., Higashijima T. and Ross E. M.
(1991) Reconstitutively active G protein-coupled receptors
purified from baculovirus-infected insect cells. J. Biol. Chem.
266: 519–527

1162 V. Sarramegna et al. Solubilization and purification of GPCR



47 Christoffers K. H. Li H. and Howells R. D. (2005) Purifica-
tion and mass spectrometric analysis of the delta opioid re-
ceptor. Brain Res. Mol. Brain Res. 136: 54–64

48 Christoffers K. H., Li H., Keenan S. M. and Howells R. D.
(2003) Purification and mass spectrometric analysis of the mu
opioid receptor. Brain Res. Mol. Brain Res. 118: 119–131

49 Reilander H., Boege F., Vasudevan S., Maul G., Hekman M.,
Dees C. et al. (1991) Purification and functional characteriza-
tion of the human beta 2-adrenergic receptor produced in bac-
ulovirus-infected insect cells. FEBS. Lett. 282: 441–444

50 Cummings R. D. and Kornfeld S. (1982) Fractionation of as-
paragine-linked oligosaccharides by serial lectin-agarose affi-
nity chromatography: a rapid sensitive and specific technique.
J. Biol. Chem. 257: 11235–11240

51 Ohtaki T., Ogi K., Masuda Y., Mitsuoka K., Fujiyoshi Y., Ki-
tada C. et al. (1998) Expression purification and reconstitu-
tion of receptor for pituitary adenylate cyclase-activating
polypeptide: large-scale purification of a functionally active G
protein-coupled receptor produced in Sf9 insect cells. J. Biol.
Chem. 273: 15464–15473

52 Hochuli E. (1988) Large-scale chromatography of recombi-
nant proteins. J. Chromatogr. 444: 293–302

53 Janknecht R., Martynoff G. de, Lou J., Hipskind R. A., Nord-
heim A. and Stunnenberg H. G. (1991) Rapid and efficient pu-
rification of native histidine-tagged protein expressed by re-
combinant vaccinia virus. Proc. Natl. Acad. Sci. USA 88:
8972–8976

54 Flachmann R. and Kuhlbrandt W. (1996) Crystallization and
identification of an assembly defect of recombinant antenna
complexes produced in transgenic tobacco plants. Proc. Natl.
Acad. Sci. USA 93: 14966–14971

55 Janssen J. J., Bovee-Geurts P. H., Merkx M. and DeGrip W. J.
(1995) Histidine tagging both allows convenient single-step
purification of bovine rhodopsin and exerts ionic strength-de-
pendent effects on its photochemistry. J. Biol. Chem. 270:
11222–11229

56 Krebs M. P., Spudich E. N. and Spudich J. L. (1995) Rapid
high-yield purification and liposome reconstitution of poly-
histidine-tagged sensory rhodopsin I. Protein Expr. Purif. 6:
780–788

57 Pourcher T., Leclercq S., Brandolin G. and Leblanc G. (1995)
Melibiose permease of Escherichia coli: large scale purifica-
tion and evidence that H+ Na+ and Li+ sugar symport is cat-
alyzed by a single polypeptide. Biochemistry 34: 4412–4420

58 Grisshammer R. and Tucker J. (1997) Quantitative evaluation
of neurotensin receptor purification by immobilized metal
affinity chromatography. Protein Expr. Purif. 11: 53–60

59 Pawate S., Schey K. L., Meier G. P., Ullian M. E., Mais D. E.
and Halushka P. V. (1998) Expression characterization and pu-
rification of C-terminally hexahistidine-tagged thromboxane
A2 receptors. J. Biol. Chem. 273: 22753–22760

60 David N. E., Gee M., Andersen B., Naider F., Thorner J. and
Stevens R. C. (1997) Expression and purification of the Sac-
charomyces cerevisiae alpha- factor receptor (Ste2p) a 7-trans-
membrane-segment G protein-coupled receptor. J. Biol. Chem.
272: 15553–15561

61 Andersen B. and Stevens R. C. (1998) The human D1A dop-
amine receptor: heterologous expression in Saccharomyces
cerevisiae and purification of the functional receptor. Protein
Expr. Purif. 13: 111–119

62 Kobilka B. K. (1995) Amino and carboxyl terminal modifica-
tions to facilitate the production and purification of a G pro-
tein-coupled receptor. Anal. Biochem. 231: 269–271

63 Hayashi M. K. and Haga T. (1996) Purification and functional
reconstitution with GTP-binding regulatory proteins of hexa-
histidine-tagged muscarinic acetylcholine receptors (m2 sub-
type). J. Biochem. (Tokyo) 120: 1232–1238

64 Hampe W., Voss R. H., Haase W., Boege F., Michel H. and
Reilander H. (2000) Engineering of a proteolytically stable

human beta 2-adrenergic receptor/maltose-binding protein fu-
sion and production of the chimeric protein in Escherichia
coli and baculovirus-infected insect cells. J. Biotechnol. 77:
219–234

65 Ghanouni P., Schambye H., Seifert R., Lee T. W., Rasmussen
S. G., Gether U. et al. (2000) The effect of pH on beta(2)
adrenoceptor function: evidence for protonation-dependent
activation. J. Biol. Chem. 275: 3121–3127

66 Kwatra M. M., Schreurs J., Schwinn D. A., Innis M. A., Caron
M. G. and Lefkowitz R. J. (1995) Immunoaffinity purification
of epitope-tagged human beta 2-adrenergic receptor to homo-
geneity. Protein Expr. Purif. 6: 717–721

67 Zeng F. Y. and Wess J. (1999) Identification and molecular
characterization of m3 muscarinic receptor dimers. J. Biol.
Chem. 274: 19487–19497

68 Vu-Hai M. T., Huet J. C., Echasserieau K., Bidart J. M.,
Floiras C., Pernollet J. C. et al. (2000) Posttranslational mod-
ifications of the lutropin receptor: mass spectrometric analy-
sis. Biochemistry 39: 5509–5517

69 Eroglu C., Cronet P., Panneels V., Beaufils P. and Sinning I.
(2002) Functional reconstitution of purified metabotropic
glutamate receptor expressed in the fly eye. EMBO Rep. 3:
491–496

70 Panneels V., Eroglu C., Cronet P. and Sinning I. (2003) Phar-
macological characterization and immunoaffinity purification
of metabotropic glutamate receptor from Drosophila overex-
pressed in Sf9 cells. Protein Expr. Purif. 30: 275–282

71 Oprian D. D., Molday R. S., Kaufman R. J. and Khorana H. G.
(1987) Expression of a synthetic bovine rhodopsin gene in
monkey kidney cells. Proc. Natl. Acad. Sci. USA 84: 8874–
8878

72 Reeves P. J., Callewaert N., Contreras R. and Khorana H. G.
(2002) Structure and function in rhodopsin: high-level expres-
sion of rhodopsin with restricted and homogeneous N-glycos-
ylation by a tetracycline-inducible N-acetylglucosaminyltrans-
ferase I-negative HEK293S stable mammalian cell line. Proc.
Natl. Acad. Sci. USA 99: 13419–13424

73 Reeves P. J., Kim J. M. and Khorana H. G. (2002) Structure
and function in rhodopsin: a tetracycline-inducible system in
stable mammalian cell lines for high-level expression of opsin
mutants. Proc. Natl. Acad. Sci. USA 99: 13413–13418

74 Mollaaghababa R., Davidson F. F., Kaiser C. and Khorana
H. G. (1996) Structure and function in rhodopsin: expression
of functional mammalian opsin in Saccharomyces cerevisiae.
Proc. Natl. Acad. Sci. USA 93: 11482–11486

75 Shimada M., Chen X., Cvrk T., Hilfiker H., Parfenova M. and
Segre G. V. (2002) Purification and characterization of a re-
ceptor for human parathyroid hormone and parathyroid hor-
mone-related peptide. J. Biol. Chem. 277: 31774–31780

76 Weng K., Lu C., Daggett L. P., Kuhn R., Flor P. J., Johnson
E. C. et al. (1997) Functional coupling of a human retinal
metabotropic glutamate receptor (hmGluR6) to bovine rod
transducin and rat Go in an in vitro reconstitution system. J.
Biol. Chem. 272: 33100–33104

77 Vicentic A., Robeva A., Rogge G., Uberti M. and Minneman
K. P. (2002) Biochemistry and pharmacology of epitope-
tagged alpha(1)-adrenergic receptor subtypes. J. Pharmacol.
Exp. Ther. 302: 58–65

78 Robeva A. S., Woodard R., Luthin D. R., Taylor H. E. and Lin-
den J. (1996) Double tagging recombinant A1- and A2A-
adenosine receptors with hexahistidine and the FLAG epi-
tope: development of an efficient generic protein purification
procedure. Biochem. Pharmacol. 51: 545–555

79 Hopp W. Prickett K. S. Price V. L. Libby R. T. March C. J.
Cerretti et al. (1998) A short polypeptide marker sequence
useful for recombinant protein identification and purification.
Biotechnology 6: 1204–1210

80 Mirzabekov T., Kontos H., Farzan M., Marasco W. and So-
droski J. (2000) Paramagnetic proteoliposomes containing a

Cell. Mol. Life Sci. Vol. 63, 2006 Review Article 1163



pure native and oriented seven-transmembrane segment pro-
tein CCR5. Nat. Biotechnol. 18: 649–654

81 Mason J. N., Kozell L. B. and Neve K. A. (2002) Regulation
of dopamine D(1) receptor trafficking by protein kinase A-de-
pendent phosphorylation. Mol. Pharmacol. 61: 806–816

82 Pang L,. Graziano M. and Wang S. (1999) Membrane choles-
terol modulates galanin-GalR2 interaction. Biochemistry 38:
12003–12011

83 Albert A. D., Young J. E. and Yeagle P. L. (1996) Rhodopsin-
cholesterol interactions in bovine rod outer segment disk
membranes. Biochim. Biophys. Acta 1285: 47–55

84 Gimpl G. and Fahrenholz F. (2002) Cholesterol as stabilizer of
the oxytocin receptor. Biochim. Biophys. Acta 1564: 384–392

85 Peterson G. L., Toumadje A., Johnson W. C. Jr and Schimerlik
M. I. (1995) Purification of recombinant porcine m2 mus-
carinic acetylcholine receptor from Chinese hamster ovary
cells: circular dichroism spectra and ligand binding proper-
ties. J. Biol. Chem. 270: 17808–17814

86 Foord S. M., Bonner T. I., Neubig R. R., Rosser E. M., Pin
J. P., Davenport A. P. et al. (2005) International Union of Phar-
macology. XLVI. G protein-coupled receptor list. Pharmacol.
Rev. 57: 279–288

87 West A. P. Jr, Llamas L. L., Snow P. M., Benzer S. and Bjork-
man P. J. (2001) Crystal structure of the ectodomain of
Methuselah a Drosophila G protein-coupled receptor associ-
ated with extended lifespan. Proc. Natl. Acad. Sci. USA 98:
3744–3749

88 Fan Q. R. and Hendrickson W. A. (2005) Structure of human
follicle-stimulating hormone in complex with its receptor. Na-
ture 433: 269–277

89 Grace C. R., Perrin M. H., DiGruccio M. R., Miller C. L.,
Rivier J. E., Vale W. W. et al. (2004) NMR structure and pep-
tide hormone binding site of the first extracellular domain of
a type B1 G protein-coupled receptor. Proc. Natl. Acad. Sci.
USA 101: 12836–12841

90 Lundstrom K. (2005) Structural genomics of GPCRs. Trends
Biotechnol. 23: 103–108

91 Lundstrom K. (2005) Structural biology of G protein-coupled
receptors. Bioorg. Med. Chem. Lett. 15: 3654–3657

92 Warne T., Chirnside J. and Schertler G. F. (2003) Expression
and purification of truncated non-glycosylated turkey beta-
adrenergic receptors for crystallization. Biochim. Biophys.
Acta 1610: 133–140

93 Kwatra M. M., Schwinn D. A., Schreurs J., Blank J. L., Kim
C. M., Benovic J. L. et al. (1993) The substance P receptor
which couples to Gq/11 is a substrate of beta-adrenergic re-
ceptor kinase 1 and 2. J. Biol. Chem. 268: 9161–9164

94 White J. F., Trinh L. B., Shiloach J. and Grisshammer R.
(2004) Automated large-scale purification of a G protein-cou-
pled receptor for neurotensin. FEBS. Lett. 564: 289–293

95 Busuttil B. E., Turney K. L. and Frauman A. G. (2001) The ex-
pression of soluble full-length recombinant human TSH recep-
tor in a prokaryotic system. Protein Expr. Purif. 23: 369–373

96 Gan L., Alexander J. M., Wittelsberger A., Thomas B. and
Rosenblatt M. (in press) Large-scale purification and charac-
terization of human parathyroid hormone-1 receptor stably ex-
pressed in HEK293S GnTI(–) cells. Protein Expr. Purif.

97 Asmann Y. W., Dong M. and Miller L. J. (2004) Functional
characterization and purification of the secretin receptor ex-
pressed in baculovirus-infected insect cells. Regul. Pept. 123:
217–223

98 Alves I. D., Cowell S. M., Salamon Z,. Devanathan S., Tollin
G. and Hruby V. J. (2004) Different structural states of the pro-
teolipid membrane are produced by ligand binding to the hu-
man delta-opioid receptor as shown by plasmon-waveguide
resonance spectroscopy. Mol. Pharmacol. 65: 1248–1257

99 Kim T. K., Zhang R., Feng W., Cai J., Pierce W. and Song Z. H.
(2005) Expression and characterization of human CB1
cannabinoid receptor in methylotrophic yeast Pichia pastoris.
Protein Expr. Purif. 40: 60–70

100 Feng W, Cai J., Pierce W. M. Jr. and Song Z. H. (2002) Ex-
pression of CB2 cannabinoid receptor in Pichia pastoris. Pro-
tein Expr. Purif. 26: 496–505

101 Filppula S., Yaddanapudi S., Mercier R., Xu W,. Pavlopoulos
S. and Makriyannis A. (2004) Purification and mass spectro-
scopic analysis of human CB2 cannabinoid receptor ex-
pressed in the baculovirus system. J. Pept. Res. 64: 225–236

102 Xu W., Filppula S. A., Mercier R., Yaddanapudi S., Pavlopou-
los S., Cai J. et al. (2005) Purification and mass spectroscopic
analysis of human CB1 cannabinoid receptor functionally ex-
pressed using the baculovirus system. J. Pept. Res. 66: 138–
150

103 Yeliseev A. A., Wong K. K., Soubias O. and Gawrisch K.
(2005) Expression of human peripheral cannabinoid receptor
for structural studies. Protein Sci. 14: 2638–2653

104 Klaassen C. H., Bovee-Geurts P. H., Decaluwe G. L. and De-
Grip W. J. (1999) Large-scale production and purification of
functional recombinant bovine rhodopsin with the use of the
baculovirus expression system. Biochem. J. 342: 293–300

105 Devesa F., Chams V., Dinadayala P., Stella A., Ragas A.,
Auboiroux H. et al. (2002) Functional reconstitution of the
HIV receptors CCR5 and CD4 in liposomes. Eur. J. Biochem.
269: 5163–5174

106 Blackburn P. E., Simpson C. V., Nibbs R. J., O’Hara M.,
Booth R., Poulos J. et al. (2004) Purification and biochemical
characterization of the D6 chemokine receptor. Biochem. J.
379: 263–272

107 Shi C., Shin Y. O., Hanson J., Cass B., Loewen M. C. and
Durocher Y. (2005) Purification and characterization of a re-
combinant G-protein-coupled receptor Saccharomyces cere-
visiae Ste2p transiently expressed in HEK293 EBNA1 cells.
Biochemistry 44: 15705–15714

108 Zhang L., Salom D., He J., Okun A., Ballesteros J., Palczewski
K. et al. (2005) Expression of functional G protein-coupled
receptors in photoreceptors of transgenic Xenopus laevis. Bio-
chemistry 44: 14509–14518

1164 V. Sarramegna et al. Solubilization and purification of GPCR


