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Pentameric ligand-gated ion channels from the cys-loop family
mediate fast chemo-electrical transduction1–3, but the mechanisms
of ion permeation and gating of these membrane proteins remain
elusive. Here we present the X-ray structure at 2.9 Å resolution of
the bacterial Gloeobacter violaceus pentameric ligand-gated ion
channel homologue4 (GLIC) at pH 4.6 in an apparently open con-
formation. This cationic channel is known to be permanently acti-
vated by protons5. The structure is arranged as a funnel-shaped
transmembrane pore widely open on the outer side and lined by
hydrophobic residues. On the inner side, a 5 Å constriction
matches with rings of hydrophilic residues that are likely to con-
tribute to the ionic selectivity6–9. Structural comparison with
ELIC, a bacterial homologue from Erwinia chrysanthemi solved
in a presumed closed conformation10, shows a wider pore where
the narrow hydrophobic constriction found in ELIC is removed.
Comparative analysis of GLIC and ELIC reveals, in concert, a
rotation of each extracellular b-sandwich domain as a rigid body,
interface rearrangements, and a reorganization of the transmem-
brane domain, involving a tilt of the M2 and M3 a-helices away
from the pore axis. These data are consistent with a model of pore
opening based on both quaternary twist and tertiary deformation.

Pentameric ligand-gated ion channels (pLGICs) are allosteric pro-
teins regulating cellular excitability through the opening of an
intrinsic transmembrane ion channel. Agonist binding to extracellu-
lar sites shifts a closed conformation into an open one, allowing ions
to diffuse down their electrochemical gradient. Two agonist-free
structures have been reported: the Torpedo marmorata nicotinic acet-
ylcholine receptor (nAChR-Tm), solved by electron microscopy at
4 Å resolution11,12, and the 3.3 Å ELIC X-ray structure10. X-ray struc-
tures of homologues of the extracellular domain (ECD) of nAChRs
have also been described: the acetylcholine binding proteins
(AChBPs) co-crystallized with agonists and antagonists13–15, and
the ECD of a1-nAChR16. A key issue is now to understand how
pLGICs open, select and translocate ions through the membrane.
Most pLGICs undergo desensitization on prolonged exposure to
agonist, complicating structural investigations of the transient open
conformation. In contrast, GLIC is activated by protons but does not
desensitize, even at proton concentrations eliciting the maximal elec-
trophysiological response (pH 4.5)5. Here we present the first appar-
ently open structure of this family, GLIC crystallized at pH 4.6.

The overall architecture of GLIC is similar to those of ELIC, the
AChBPs, and nAChR-Tm (Fig. 1a). The five subunits are arranged in
a barrel-like manner around a central symmetry axis that coincides
with the ion permeation pathway (Fig. 1b). Subunits interact tightly
through a 2,200 Å2 interface containing charged residues and water
molecules (Supplementary Fig. 8). The ECD of each subunit consists

of a b-sandwich composed of five inner and three outer strands
connected by loops (Fig. 1c). In eukaryotic pLGICs, the interface
between ECDs holds the neurotransmitter binding pocket2,14. The
equivalent region in GLIC presents structural similarity despite a
low sequence identity, and is well defined, notably the capping b9–
b10 loop (loop C)15. The transmembrane domain (TMD) of each
subunit consists of four helices (M1 to M4). M2 helices form the wall
of the pore (Fig. 2a), bordered by rings of homologous residues, as
previously established in nAChRs6,17: a charged E229, two polar T29,
S69, and three hydrophobic I99, A139 and I169/L179 rings, that are
close/homologous to a1-nAChR-Tm E219, T29, S69, L99, V139 and
L169/V179 (the prime numbering starts at approximately the begin-
ning of M2, at positions homologous to a1K242 of nAChR-Tm,
Fig. 2c). M1 helices are kinked at P205 and form with M3 a second
circle of helices interacting with M2. M4 helices are peripheral. Well-
defined electron densities are observed in the grooves between M4
and both M1 and M3, close to residues labelled by hydrophobic
probes on nAChR-Tm18. They were attributed to lipids that possibly
contribute to holding M4 in its position (Fig. 1b, d, and
Supplementary Fig. 3). The central ion permeation pathway consists
of an extracellular hydrophilic vestibule more than 12 Å wide, fol-
lowed by a funnel-shaped transmembrane pore (Fig. 2d). The M2
axes are tilted with respect to the pore axis, with outer hydrophobic
side chains oriented towards the helix interfaces, and inner polar side
chains oriented towards the pore.

A bundle of six detergent molecules (dodecyl-b-D-maltoside,
DDM) obstructs the pore, with one detergent per monomer and
one sitting on the five-fold axis, the sugar moiety being much less
ordered than the aliphatic chains (Fig. 1b, d, Supplementary Fig. 3).
The former interact extensively with the hydrophobic rings, shielding
their side chains from the solvent with the polar heads pointing up,
towards the vestibule, while the latter points its polar head down. To
probe the influence of the detergent on the protein conformation,
diffraction data have been collected with crystals grown in the pres-
ence of two DDM analogues (Supplementary Fig. 4). These detergents
contain two bulky bromine atoms in their alkyl chain and could not
bind all in the same position as described here (Fig. 1) without ser-
iously disturbing the pore structure, for steric reasons. In both cases
we observe that the protein conformation is unchanged (r.m.s. devi-
ation ,0.3 Å), whereas either the central detergent is not seen in the
electron density (10,11-dibromoundecanoyl-b-maltoside) or the five
central detergent binding sites are only partly occupied (7,8-dibro-
mododecyl-b-maltoside). Furthermore, we performed molecular
dynamics simulations (20 ns) of the GLIC molecule in a lipid bilayer
without DDM in the pore. We observe that its conformation is stable
throughout the simulation (Supplementary Fig. 6).
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The pore of GLIC resembles a cone with 12 Å outside and 5 Å
inside diameters, sharply contrasting with that of ELIC, where outer
residues L99, A139 and F169 point their side chains towards the cent-
ral axis, creating a 2 Å diameter hydrophobic barrier expected to
prevent ion permeation (Fig. 2b). This wide opening of the pore is
suggestive of an open structure. Three lines of evidence support this
idea. First, GLIC was solved in the presence of a non-desensitizing
agonist. Second, the GLIC pore structure is consistent with a wealth
of biochemical data obtained on the open conformation of nAChRs
that located the channel constriction between residues 229 and 29

(refs 19, 20), from measurement of cysteine accessibility19 and chan-
nel conductance decreases following positively charged residue sub-
stitution20. Yet, permeability studies with organic cations suggest that
this constriction is 7.5 Å wide in nAChRs8, while it is only 5 Å wide in
GLIC. Intrinsic flexibility of the side chains composing the constric-
tion could compensate for this difference and transiently allow for
accommodation of large cations. Third, molecular dynamics simula-
tions based on the nAChR-Tm confirm that it corresponds to an
impermeant structure, with rings 99 and 139 creating a hydrophobic
barrier, but show that small increases (less than 2 Å) in diameter
would produce a permeant channel21,22. The GLIC diameter is sig-
nificantly wider than that of nAChR-Tm at these positions, further
highlighting its compatibility with cation permeation.

Interestingly, mutagenesis has pointed to a key role of the 229/29

region in determining charge selectivity6–9; a ring of negatively
charged residues at 219 and an additional ring of prolines at 229

respectively favour cationic and anionic selectivity of eukaryotic
pLGICs. Thus, the 229/29 region was proposed to constitute the
selectivity filter of the pore7–9, an idea consistent with our structure,
where the constriction is formed by the T29 hydroxyl moieties,
flanked on both sides by the S69 hydroxyl and E229 carboxyl moi-
eties. The 5 Å diameter at T29 is too narrow to fit a fully hydrated ion,
as indicated by the average distance between sodium or potassium
and protein side-chain oxygen atoms (respectively 2.4 and 2.85 Å
between atom centres23). Cation permeation would require the loss
of equatorial water molecules; yet rings of polar side chains are
located in the right position to transiently coordinate cations and
could compensate for this loss. Regarding the pore conformation,
data are thus consistent with the notion that GLIC and ELIC struc-
tures are in presumed open and closed conformations, respectively,
while that of nAChR-Tm might be in a functionally closed but struc-
turally nearly open conformation.

Assuming that GLIC and ELIC structures faithfully represent the
open and closed forms of pLGICs embedded in a phospholipid
bilayer, insight into the opening mechanism can be provided by
analysing their rearrangements, even though they share only 18%
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Figure 1 | GLIC structure. a, Ribbon representation of GLIC viewed from
the plane of the membrane. DDM molecules bound in the channel are
depicted as yellow sticks plus van der Waals surface. Horizontal lines
represent the membrane limits. b, Transmembrane part of GLIC viewed
from the extracellular side. The ECD is removed for clarity. Lipids are also

depicted in orange. c, Topology of a GLIC subunit. The conserved core
elements common to GLIC and ELIC are coloured in yellow. d, Close-up
view of the TMD. Only two subunits are represented. The DDM molecules
and the lipids (named LIP601/2/3) close to these subunits are coloured
according to their atomic B-factor (colour scale at top).
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Figure 2 | GLIC and ELIC pores. a, Top and side view of GLIC M2 helices (top
and bottom panels, respectively); helix backbones and side chains facing the
pore are depicted. Hydrophobic, polar and negative residues are coloured
yellow, green and red respectively. In the side view, only two subunits are
shown. DDM molecules are removed for clarity. b, Top and side views of ELIC

M2 helices. c, M2 sequence alignment. d, Pore radius for a1-nAChR-Tm
(blue), ELIC (red) and GLIC (green) along its axis. The upper part is a mesh
representation at the same scale of the GLIC channel. The electrostatic
potential is represented as a dotted green line. Black and yellow arrows
indicate the limits of the membrane and the hydrophobic rings, respectively.
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Figure 3 | Open GLIC and closed ELIC structure comparison. a, Side view of
the structural superposition. For the two subunits in the foreground, only
the common core is depicted, in green for GLIC, in red for ELIC. Other
subunits are in grey. The ECD rotation axes and the twist axis are depicted.

The M4 helix is omitted for clarity. b, Close-up view of the interface between
the ECD and the TMD (side view in left panel and upper view in right panel).
c, Close-up of transmembrane helices M1–M3 viewed from the channel.
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sequence identity. Several elements can be unambiguously aligned
with no gap or insertion, with identical secondary structure
(Supplementary Fig. 2): helices M1, M2 and M3, and a large portion
of the b-sandwich consisting of strands b1, b2, b6, b7 and b10, also
well conserved in the AChBPs. These elements constitute the subunit
‘common core’. Common core superimposition shows that the GLIC
subunits display a quaternary twist compared to ELIC, with anti-
clockwise (versus clockwise) rotation in the upper (versus lower)
part of the pentamer, when viewed from the extracellular compart-
ment (Fig. 3a). This is confirmed by normal mode analysis: the lowest
frequency mode is precisely a twist mode and has by far the highest
contribution (29%) to the transition (Supplementary Fig. 7a).
However, we note that the first 100 lowest-frequency modes (usually
the most collective ones) only explain about 50% of the transition.
Other and more local movements occur: in the TMD, the outer ends
of M2 and M3 of GLIC are tilted away radially from the channel axis,
while the outer end of M1 is fixed. The inner ends of M1, M2 and M3
move tangentially towards the left, when viewed from the membrane
(Fig. 3b). In the ECD, the core of the b-sandwich undergoes little
deformation (Supplementary Table 2), but is rotated by 8u around an
axis roughly perpendicular to the inner sheet of the b-sandwich
(Fig. 3a), concomitant with a rearrangement of both the subunit–
subunit and the ECD/TMD interfaces, regions known to contribute
to neurotransmitter gating24–27. The latter contains the well-con-
served b6–b7 and M2–M3 loops and the b1–b2 loop whose length
is conserved in the pLGIC family. We observe a downward motion of
the b1–b2 loop, concomitant with a displacement of the M2–M3
loop, M2 and M3 helices and b6–b7 loop towards the periphery of
the molecule (Fig. 3c), thereby opening the pore.

This mechanism is different from a more local gating pathway
suggested by the comparison of the conformations of the a and
non-a subunits in nAChR-Tm12. It implies both a quaternary twist
and tertiary deformations. Such twist to open motions, initially pro-
posed from ab initio normal mode analysis of nAChRs28, and
observed for Kcsa29, may plausibly be extended to eukaryotic
pLGICs. The structural transition described here couples in an allos-
teric manner the opening–closing motion of the pore with distant
binding sites—located at the ECD subunit interface for neurotrans-
mitters, or within the TMD for allosteric effectors30—and may pos-
sibly serve as a general mechanism of signal transduction in pLGICs.

METHODS SUMMARY

GLIC was expressed as described previously5, and solubilized/puri-
fied in 2%/0.02% DDM including an amylose affinity chromato-
graphy, two size exclusion chromatographies and thrombin
cleavage of fused MBP. Crystals were grown at pH 4.6, with 15%
PEG 4000, 100 mM NaOAc and 400 mM (NH4)SCN in hanging
drops. Data were collected at MX beamlines of the European
Synchrotron Radiation Facility, and processed with XDS and CCP4
programs (Supplementary Table 1). The spacegroup is C2 with one
pentamer in the asymmetric unit (Supplementary Fig. 1). Molecular
replacement within Phaser using the ELIC structure gave the first
density maps. Refinement was conducted with Coot and Refmac,
using tight NCS restraints. The final model presents a good geometry
and consists of residues 6–315 for the 5 subunits plus 6 DDM and
15 partial lipid molecules, and 115 water molecules (Supplementary
Fig. 3).
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