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Cryo-EM structures of human Cx36/GJD2
neuronal gap junction channel

Seu-Na Lee 1,6, Hwa-Jin Cho2,6, Hyeongseop Jeong 3, Bumhan Ryu4,
Hyuk-Joon Lee 1, Minsoo Kim5, Jejoong Yoo5, Jae-Sung Woo 1,7 &
Hyung Ho Lee 2,7

Connexin 36 (Cx36) is responsible for signal transmission in electrical synap-
ses by forming interneuronal gap junctions. Despite the critical role of Cx36 in
normal brain function, the molecular architecture of the Cx36 gap junction
channel (GJC) is unknown. Here, we determine cryo-electron microscopy
structures of Cx36 GJC at 2.2–3.6 Å resolutions, revealing a dynamic equili-
brium between its closed and open states. In the closed state, channel pores
are obstructed by lipids, while N-terminal helices (NTHs) are excluded from
the pore. In the open state with pore-lining NTHs, the pore is more acidic than
those in Cx26 and Cx46/50 GJCs, explaining its strong cation selectivity. The
conformational change during channel opening also includes the α-to-π-helix
transition of the first transmembrane helix, which weakens the protomer-
protomer interaction. Our structural analyses provide high resolution infor-
mation on the conformational flexibility of Cx36 GJC and suggest a potential
role of lipids in the channel gating.

Intercellular signaling is an essential function of multicellular
organisms and involves directly connecting two adjacent cells for
cell-to-cell communication. The direct connection between adja-
cent cells is made by end-to-end docking of two hemichannels
(termed connexons) from each cell, each consisting of six proto-
mers, thereby forming a dodecameric gap junction channel (GJC)1.
The GJCs are a family of integral membrane proteins, enabling
direct exchange of electrical and small molecule signals such as
ions, second messengers, hormones, and metabolites2. As a result,
GJCs play key roles in numerous cellular processes, including
synaptic electrical transmission, cardiac contraction, development,
and differentiation. Vertebrate GJCs are formed by connexins,
while invertebrate GJCs consist of innexins with no sequence
identity to connexins. Vertebrate Pannexins have detectable
sequence identity and structural similarity with innexins, but
function as hemichannels connecting cytoplasmic and extracellular
space3.

Twenty-one human connexin genes, except for the highly
diversified connexin 23 (Cx23)/GJE1, share high sequence identity
(50–80%) in the region spanning four transmembrane (TM) helices
and two extracellular loops (ECLs). However, cytoplasmic regions,
including the N-terminal helix (NTH), cytoplasmic loop (CL), and
C-terminal tail (CT), are quite diverse, suggesting that each GJC has
its own specific functions mediated by these regions. Notably, it has
been suggested that conformational changes in NTHs are critical for
channel gating4,5. The gating and permeability of GJCs are regulated
by voltage, pH, divalent ions, and membrane lipids6,7. Furthermore,
GJCs can be dynamically regulated by isoform composition, assem-
bly, disassembly, or post-translational modifications such as
phosphorylation8,9. Therefore, it is crucial to understand the struc-
tural features of each GJC, to determine how they are differentially
regulated in various cell types.

Cx36 is mainly expressed in neurons and forms the major com-
ponent of GJCs in electrical synapses, playing important roles in
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cognitive functions, including memory consolidation and
epileptogenesis10. It is also expressed in pancreatic β-cells, mediating
insulin secretion9,11. The abolition of Cx36 gene in mice largely dis-
rupted the synchrony of agonist-induced supra- or subthreshold
oscillations12,13, suggesting its pivotal role in brain function. The dys-
function of Cx36 is closely related to the acquired central nervous
system (CNS) diseases, amyotrophic lateral sclerosis (ALS), and
diabetes14–17. Therefore, understanding the molecular structure of
Cx36 GJC is of biological and medical interest. Notably, Cx36 con-
tributes to neuronal death following a range of acute brain insults such
as ischemia, traumatic brain injury, and epilepsy, suggesting that
specific blockers of Cx36 GJC might be useful for treating these
pathological situations17. For example, in ALS, secondary neuronal
death is extended by neuronal GJCs, and progressive neuronal death
can be mitigated by blocking these channels17. However, since Cx36 is
widely expressed in the nervous system and plays a role in the reg-
ulation of neuronal activity, inhibiting Cx36GJCs could disrupt normal
brain function and potentially worsen the symptoms of neurodegen-
erative disorders.

Although various structural and physiological studies of connexin
GJCs have been performed, it remains unclear how the large pores of
GJC are completely closed, and whether lipids are directly involved in
the closing process. Analysis of the undocked hemichannel structure
of Caenorhabditis elegans innexin-6 in lipid nanodiscs showed that flat
double-layer densities obstruct the channel pore, suggesting that
lipids can completely close the hemichannel18. A recently solved
structure of the human pannexin 1 channel, which shares high struc-
tural homology with innexin hemichannels, showed pore-occlusion by
phospholipids in the presence of a chemical inhibitor, probenecid19.
However, there is no experimental evidence for a lipid-mediated
closing model of connexin GJCs.

In this study, we determine eight structures of human Cx36 GJC in
its pore-occluded and open states using single-particle cryo-electron
microscopy (cryo-EM). In the pore-occluded state, the channel pores
arefilledwith two layersof lipids, and theNTHsofCx36 aredissociated
from the pore. In comparison, the channel pore is completely open
without any obstruction in the pore-lining NTH (PLN) state, suggesting
that the binding of NTHs to TM1 and TM2 of the channel pore through
the hydrophobic interaction is an essential step for channel opening.
Extensive single-particle analyses and molecular dynamics (MD)
simulations are used to investigate the structural dynamics and func-
tional properties of Cx36 as a neuronal gap junction channel.

Results
Structure determination of Cx36 GJC at 2.2 Å resolution using
the BRIL-fusion method
To understand the function of Cx36 GJC in electrical synapses, we
conducted a structural study of Cx36 using cryo-EM. Wild-type Cx36
(Cx36-WT) proteinswere solubilized in laurylmaltoseneopentyl glycol
(LMNG) and cholesterol hemisuccinate (CHS) and purified as dode-
camericGJCs (Supplementary Fig. 1b). In the cryo-EM images, Cx36-WT
GJC particles showed a highly preferred orientation (top view) (Sup-
plementary Fig. 1c). This problem was difficult to solve by extensive
screening of grid types, glow-discharge protocols, grid preparation
methods, and sample buffer conditions. We attributed this to 12 long
cytoplasmic loops (CLs) at both the top and bottom of Cx36 GJC.
Approximately 41% of the total residues in these CLs are hydrophobic
(Supplementary Fig. 1e). We therefore reasoned that the CLs might
prefer the hydrophobic air-water interface, facilitating the preferred
orientation of the particles20.

Based on this hypothesis, we designed three Cx36 constructs by
removing the CLs (residues 109–187) or their replacement with
cytochrome b562RIL (BRIL; residues 21–128, Supplementary Fig. 1a)
or T4 lysozyme (residues 21–128). Since BRIL and T4 lysozyme are
highly soluble and their N- and C-termini are close to each other (~8 Å

between the twoends), they could replace theCLswithout disturbing
the structural integrity of the TM helices, but significantly decrease
the hydrophobicity of the cytosolic regions of Cx36 GJC. The three
constructs were individually produced in insect cells, but only
the BRIL-fused Cx36 (Cx36-BRIL) could be purified with sufficient
yield for cryo-EMsingle-particle analysis. BRIL fusion indeed changed
the behavior of Cx36 GJC particles in thin vitrified ice, and we
obtained cryo-EM images with various particle orientations (Sup-
plementary Fig. 1c). Using Cx36-BRIL, we determined the high-
resolution cryo-EM structure of Cx36 GJC solubilized in LMNG
(hereafter referred to as Cx36LMNG-BRIL) with D6 symmetry at 2.2 Å
(Fig. 1a and Supplementary Tables 1 and 2). The cryo-EM structure
revealed a dodecameric architecture of Cx36 subunits with overall
dimensions of 90 Å × 90 Å × 140Å (Fig. 1a). The overall structure and
dodecameric interactions in Cx36 GJC were similar to those of Cx26
homomeric and Cx46/50 heteromeric GJCs, as expected from the
high sequence identity (52–54%) between these connexins21,22. The
two hemichannels docked with each other through intermolecular
interaction of ECLs, andwatermolecules were highly concentrated at
the boundary between the TM helices and the ECLs (Fig. 1a, middle,
red spheres). At the corresponding boundary of Cx31.3 hemichannel,
a solvent tunnel was observed23. However, similar to available Cx26
and Cx46/50 GJC structures, the solvent tunnel was closed in Cx36
GJC by the interactions of Glu49, Arg77, Arg246, and Glu249 residues
(Supplementary Fig. 2a).

Unique features of the hemichannel-hemichannel docking
interface
Each protomer of Cx36 contains two ECLs that are responsible for
hemichannel-hemichannel docking. Both ECLs (ECL1 and ECL2) are
interconnected by three disulfide bonds (Cys55-Cys242, Cys62-
Cys236, and Cys66-Cys231, Supplementary Fig. 2b).While the residues
of ECL1 that participate in docking interactions are conserved in
the connexin family, those of ECL2 includes two variable residues.
These variable residues are together called the compatibility motif
because two connexons with the same motif can dock together not
only between identical but also different connexons24,25 (Fig. 1c). As
depicted in Fig. 1c, the ECL2 of Cx26 docks through the interactions
mediated by Lys168, Asn176, Thr177, and Asp179; however, Cx36
contains Lys238 andGlu239 in ECL2, instead of the K/R-Nmotif seen in
Cx26 and Cx46/50 GJCs21,22 and the H-type of recently reported Cx43
GJC26. This motif is therefore Cx36-specific and leads to the formation
of alternative intermolecular salt bridges in it. We reasoned that the
salt bridges between Lys238 and Glu239 contributed to the tight
docking of the Cx36 hemichannels. Indeed, the K238E mutation
caused the dissociation of the Cx36 gap junction into the two hemi-
channels (Supplementary Fig. 1d).

Cx36LMNG-BRIL has flexible NTHs and pore-bound detergents
We observed no Coulomb potential map for NTHs in Cx36LMNG-
BRIL, which was also the case with the X-ray structure of Cx26 GJC in
n-Decyl-β-D-Maltopyranoside (DM) detergents21 (Fig. 1a). Although
another structure of Cx26 GJC in n-Undecyl-β-D-Maltopyranoside
(UDM) detergents contains pore-lining NTHs, their weak electron
densities indicate that they are mostly disordered or not strongly
bound to transmembrane domains (TMDs)21. It is plausible that,
when the amphipathic NTHs do not line the pore vestibule, a large
hydrophobic surface is exposed to the solvent and masked by
detergents present in the sample solution. Indeed, we observed
substantial densities presumed to be CHS molecules (two CHS
molecules per protomer) and acyl chains of LMNG or cellular lipids,
which sufficiently covered the cylindrical hydrophobic surface of
the pores (Fig. 1b). This suggests that detergents or lipids may
contribute to the flexible NTH (hereafter referred to as FN) state
of Cx36.
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Structures of Cx36 GJC in soybean lipids in two different
conformations
To investigate the structure of Cx36 GJC in a lipid bilayer, we recon-
stitutedwild-typeCx36GJCs in lipid nanodiscs (hereafter referred to as
Cx36Nano-WT) using the membrane scaffold protein 1 E1 (MSP1E1) and
soybean polar lipid extract. The preferred orientation problem was
partly solved by adding 50mM phenylalanine to the GJC-nanodisc
sample, and we obtained a cryo-EM consensus map of Cx36Nano-WT
with D6 symmetry (Supplementary Fig. 3). In this map, we observed
clearmapdensities of the NTHs lining the channel pores. However, the
map densities of the NTH-TM1 linkers were not observed, and those of
the cytoplasmic halves of the TM helices were very poor.

Because locally poor densities are usually caused by varying
conformations of the corresponding region, we performed further 3D
classification using the initial consensus map and solved two GJC
structures refined with D6 symmetry in PLN and FN conformations at
3.05 and 3.16 Å resolutions, respectively (Supplementary Fig. 3). In the
structure of the PLN state, the map densities of NTHs and TM helices

were much clearer than those in the initial consensus map, and those
of NTH-TM1 loops were also clearly observed, allowing us to build a
reliable atomic model for all regions except those of CL and CT
(Fig. 2b). In the FN state, the protein model including TM helices and
ECLs was almost identical to those in the LMNG/CHS environment
(Figs. 1a and 2a). However, unlike the structure in detergents, it
showed no clear map densities of CHS molecules in the interior of the
pore (Supplementary Fig. 6a), probably because the resolution was
much lower and/or CHSs were mostly removed during nanodisc
reconstitution.

Unique structural features and hydrophobic pockets of Cx36
GJC in the PLN state
Compared with other human connexins, Cx36 has a longer NTH-TM1
loop (residues Ala13-Ser19) owing to the insertion of Ala14 (Supple-
mentary Fig. 4). Although the amino acid sequence of the NTH-TM1
loop is not highly conserved in the connexin family, its length is
strictly conserved with the exception of Cx36. In the available Cx43
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and Cx46/50 structures, the corresponding loop is not flexible,
suggesting that it may play an important role in maintaining the PLN
conformation. Therefore, we investigated the structure of the NTH-
TM1 loop of Cx36 to determine whether it affects the overall NTH
conformation and, thus, the funnel-shaped vestibule structure
formed by the six NTHs.

In the structure of the Cx36 PLN state (Cx36Nano-WT), the NTH-
TM1 loop was likely stabilized by its close intramolecular interactions
with TM2 and TM3. In particular, all carbon atoms of Gln17 interact
with the phenyl ring of Phe93 from TM2 at a distance of 3.7–4.4 Å,
while the amide group of Gln17 interacts with Gln202 from TM3 at a
distance of ~3.8 Å in the hydrophobic environment formed by Phe93,
Phe198, and Tyr199 (Fig. 3a, bottom box). Because Gln17 is a residue
unique to Cx36, these interactions and the consequent loop structure
are likely Cx36-specific (Supplementary Fig. 4).

In the structural comparison of the region from NTH to the
following loop in Cx36, Cx43, and Cx46/50, we found that the Ala14
insertion in Cx36 not only slightly pushed the C-terminal region of
NTH toward the pore center (Fig. 3e), but also caused ~90° rotation
of the highly conserved Val15 (Fig. 3a–d, bottom box). This caused
the C-terminal regions of NTHs to be loosely packed on TMDs and
opened a large space surrounded by hydrophobic residues from
TM1 and two adjacent NTHs (Fig. 3a, f, box 1). Notably, we identified
two acyl chain densities that filled this space (Fig. 3f, box 1, 2),
suggesting that a lipid molecule may contribute to the PLN con-
formation of Cx36. Val15 directly interacts with both acyl chains,
whereas the corresponding residues of Cx43 (Val14), Cx46 (Ala14),
and Cx50 (Val14) are involved in the tight intramolecular interac-
tion with TM1 and TM2, and Gln15 (Cx43 and Cx46) and Asn15
(Cx50) are placed at the position corresponding to Val15 in Cx36
(Fig. 3f–i, box 1). Therefore, Cx43, Cx46, and Cx50 do not form a
hydrophobic pocket at this location, suggesting that the lipid
binding between NTHs in the PLN conformation may be a feature
unique to Cx36.

Trp4, which is conserved in 18 human connexins, plays a major
role in NTH-TMD interaction. In the Cx43, Cx46, and Cx50 GJC struc-
tures, the indole ring of Trp4 is stuck in a deep groove between two
adjacent TM1s. Although Cx36 GJC has a similar hydrophobic groove
for Trp4 binding, the exact binding site in the groove differs between
these GJCs. Since Cx36 NTH is located ~2 Å further from the channel
entrance than Cx43, Cx46, and Cx50NTHs, Trp4 bindsmore closely to
the residues (Ala39 and Ile40) at the 6th helical turn of TM1 than the 5th

helical turn (Fig. 3e). Since Cx36 NTH is located slightly further from
TM1 and closer to the pore center than Cx43, Cx46, and Cx50 NTHs in
the PLN state, the overall volume of the pore lumen in Cx36 GJC is
much smaller than those of Cx43 and Cx46/50 GJCs22,26 (Supplemen-
tary Fig. 5a, b). We also compared the NTH structure of Cx36 with that
of Cx26where the conserved tryptophan (Trp3) is exposed to the pore
lumen21 (Supplementary Fig. 9g). Since the high-resolution structures
of Cx36, Cx43, Cx46, and Cx50 commonly showed the binding of the
conserved tryptophan to the groove between two adjacent TM1s,Cx26
would have a similar binding mode of Trp3 in its PLN conformation.
Because the density map of Cx26 NTH was very weak, the structure of
the N-terminus including Trp3 in Cx26 would have been difficult to be
correctly modeled.

On the pore surface formed by sixNTHs in a Cx36 connexon, each
Glu8 residue forms a salt bridge with Arg9 on a neighboring NTH
(Fig. 3f, box 2), thereby contributing to the stability of the PLN con-
formation. Although these residues are not conserved in most human
connexins, Cx25 and Cx37 have Arg8/Asp9 and Glu8/Lys9 pairs,
respectively, suggesting that their homomeric GJCs may have similar
salt-bridge networks in the PLN state (Supplementary Fig. 4). Taken
together, our structural analysis suggests that the longer NTH-TM1
loop affects the overall NTH conformation, reflecting Cx36-specific
structural features.

The structurally hetero-junctional Cx36Nano-WT GJC
The 3D classification of Cx36Nano-WTGJCs indicated only two different
GJCconformations, inwhichboth hemichannelswere in the same state
(PLN or FN) (Fig. 2). However, the conformations of the two opposing
hemichannel regions are not strongly dependent on each other
because the structures of the extracellular loops are nearly identical
between the PLN and FN states. Therefore, we reasoned that the par-
ticles in a single Cx36Nano-WT sample might include conformationally
hetero-junctional GJCs that contain two opposing hemichannel
regions in different conformations.

To determine the structure of hetero-junctional GJC, we first
processed the particle images with a focus on the hemichannel region.
In the results of the 3D classification (Supplementary Fig. 3), three
classes (classes 2, 6, and 7; referred to as PLNgroup) showed clearmap
densities for PLNs and an empty hole through the hemichannel region,
whereas the other five classes (referred to as the FN group) exhibited
neither PLN densities nor a central hole. We collected hemichannel
particles (~13% of the total particles) in the FN group, traced themback
to the original GJCs, and removed duplicates. This process led to the
selection of 14,155 GJC particles with two hemichannel regions each
belonging to the PLN and FN groups, 3D reconstruction of which with
C6 symmetry produced a conformationally hetero-junctional GJC
structure at 3.34 Å resolution. Comparedwith the GJC structures in the
full PLN and FN states, the map density of the hemichannel region in
the PLN state was weaker because of the smaller number of particles
used for reconstruction, but that in the FN state was significantly
improved in the cytoplasmic half of the TMD, as we expected. These
analyses suggest that two opposing hemichannel regions are not
structurally interdependent and may have different conformations.
More importantly, the hetero-junctional GJC structure provides an
avenue for analyzing the distinct conformations of NTHs in the
same GJC.

It should be noted that the hetero-junctional GJC structure is not
the main conformation in the Cx36Nano-WT GJC sample, but is the
average of only 13% selected particles, which are still conformationally
heterogeneous. In addition, it is currently unclear which structure of
Cx36 GJC represents the fully open state. Although the purified GJC
samplewas in the conditionwithout transjunctional voltagewhere this
channel showed the maximum conductance27, other conditions such
as physiological membrane lipids may be needed to induce the fully
open channel.

The pore in the FN state is completely obstructed by lipids
In the hetero-junctional structure of Cx36Nano-WT GJC, the hemi-
channel in the FN state had twoflat layers of density blobs blocking the
pores around the cytoplasmic and extracellular ends of TM1 or TM2
(Fig. 4a and Supplementary Fig. 6a). These densities inside the pore
were as strong as those of the lipids filling the nanodisc and were not
observed in the other hemichannels in the PLN state. To avoid artifacts
from C6 symmetry imposed during 3D reconstruction, we confirmed
that the pore-obstructing densities were also present in the density
map reconstructed without imposed symmetry. The features of the
pore-obstructing densities, including double layers, flatness, and a
thickness of ~4 nm, are highly consistent with those observed in the
pore-occluded structures of the Innexin-6hemichannel andpannexin 1
channel18,19, suggesting that Cx36 GJC in the FN state may also be
obstructedby lipids.We also investigated theCx36LMNG-BRIL structure
and confirmed that the double layers of pore-occluding densities are
consistent in the detergent environment (Supplementary Fig. 2f).

To investigate the possibility that the pore-obstructing densities
correspond to flexible NTHs and CLs, we performed a structural
study on two Cx36 mutants: Cx36Nano-ΔN8, in which 7 N-terminal
residues (residues 2–8) are deleted, and Cx36Nano-BRIL-ΔN16, in
which 15 N-terminal residues (residues 2–16) are deleted and theCL is
replaced with BRIL. The cryo-EM maps of mutant Cx36 GJCs
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reconstructedwith andwithout symmetry imposition showed similar
pore-occluding densities (Fig. 4b, c and Supplementary Fig. 6b, c),
indicating that the channel pore is obstructed in the absence of NTHs
and/or CLs, likely by lipids. However, in Cx36-WT GJC, flexible

protein domains such as NTH, CL, or CTmay partly contribute to the
cytoplasmic layer of the pore-occluding densities. Especially,
amphipathic NTHs are highly possible to interact with the surface of
the cytoplasmic lipid layer.
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Fig. 3 | Unique structural features of the Cx36 PLN state. a–eDetailed structures
of NTHs and the NTH-TM1 loops in Cx36 (a), Cx43 (b), Cx46 (c), and Cx50 (d), and
their structural alignment (e). f–iRibbon representation of two facingprotomers in
Cx36 (f), Cx43 (g), Cx46 (h), and Cx50 (i) hemichannel regions. NTHs and acyl
chains in the lipid-binding pockets are represented as magenta ribbons and dark
gray ball-and-chain models, respectively. The detailed interactions in box 1 (blue
dashed line) and box 2 (red dashed line) are represented in the bottom panels.

Compared with Cx43, Cx46, and Cx50, Cx36 has two unique structural features:
hydrophobic pockets between two NTHs (f, box 1, green dotted circles) and an
intermolecular salt bridge between two neighboring NTHs (f, box 2, black dotted
line). The Cx36 Glu8, which forms an intermolecular salt bridge by interacting with
Arg9, is colored green. Other neighboring protomers and the π-helix are shown as
white and black ribbons, respectively.
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The acidic pore surface of Cx36 GJC confers strong cation
selectivity
Previous electrophysiological studies have shown that Cx36 GJC pre-
ferentially transfers small cationic molecules with a diameter of <10Å,
such as ethidium bromide (net charge +1), EAM-1 (net charge +1), and
EAM-2 (net charge +1) fluorescence dyes28,29. We showed that Cx36GJC
in the PLN state has a porewith a solvent-accessible diameter of ~8.5 Å,
which is sufficient for the passage of these dye molecules as well as
hydrated cations such as K+ (~6.6Å), Na+ (~7.2Å), and Ca2+ (~8.2Å)30.
Therefore, the PLN conformation likely represents the open state of
the channel.

To understand the mechanism underlying cation selectivity,
we first analyzed the surface charge distribution of Cx36 GJC. We
found two acidic surface bands formed by six NTHs (the cyto-
plasmic acidic band) and the C-terminal regions of six TM1s (the
extracellular acidic band), respectively. The cytoplasmic acidic
band is composed of Glu3, Glu8, and Glu12, but the acidity of Glu8 is
compromised by Arg9 (Fig. 3f and Supplementary Fig. 5c). While
Glu3 and Glu12 are conserved in the majority of human connexins
including Cx46 and Cx50, Glu8 is not conserved at all (Supple-
mentary Fig. 4). The extracellular acidic band is composed of
Asp47, Asp48, and Glu49, and its acidity is stronger than that of the
cytoplasmic band because of the absence of surface-exposed basic
residues in this region (Supplementary Fig. 5c). Although Asp48
and Glu49 are strictly conserved in the human connexin family,

Asp47 is conserved only in Cx31.9, Cx62, and Cx30 (Supplemen-
tary Fig. 4).

Next, to determine how the pore surface properties affect ion
selectivity, we performed MD simulations of this channel in two lipid
bilayers containing 1-palmitoyl-2-oleoylphosphatidylcholine (POPC)
and 150mMNaCl. Since 12 CLs are considerably long and located close
to the channel entranceandexit, theymayprevent ions fromaccessing
the entrance and escaping at the exit, resulting in a substantially
reduced ion-transfer rate. Therefore, we tested two models of Cx36
GJC in the PLN state with andwithout the CL, respectively.We used the
CL model predicted by Alphafold, which mostly consists of unstruc-
tured loop regions. Six CLs in each hemichannel region were highly
flexible during the simulation and formed large pores/gaps for ions to
freely diffuse through.

In the 1.2μs simulation without transmembrane potential for the
channel with the CL, Na+ ions gathered at the two extracellular acidic
bands, increasing the local concentration to >2M (Supplementary
Fig. 7a), while few Cl− ions (~0.03M) were found inside the pore
(Supplementary Fig. 7b). This suggests that the diffusion of anions
through these pores is very limited because of the acidic bands. When
we applied a transjunctional potential of 200mV, the Na+ current was
0.007 nA with maximum flux at the extracellular acidic band on the
cathode side (Supplementary Fig. 7c), whereas the Cl− current was
undetectable (Supplementary Fig. 7d). Therefore, the single-channel
conductance in this simulation was 35 pS, which was higher than the
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Fig. 4 | Structural characterization of the pore-occluded state in lipid nano-
discs. a–c Top, cross-sectioned side, and bottom views of the cryo-EM recon-
structionmapwith C1 symmetry imposition. Ribbon representations of the hetero-
junctional Cx36Nano-WT (a), Cx36Nano-ΔN8 (b), and Cx36Nano-BRIL-ΔN16 (c) GJCs
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experimental conductance of 5–15 pS31,32. This discrepancy may be
because the viscosity of the standard water model used in this simu-
lation is approximately 30%of the experimental viscosity33–35, resulting
in diffusion coefficients and currents overestimated by a factor of
three. For example, the current values computed using similar MD
simulation methods showed a deviation from the experimental value
by a factor of two to three34,36,37. If this also applies to the above
simulation of Cx36 GJC, the calculated conductance changes to ~12 pS,
which is within the range of the experimental one.

In contrast, the 0.6μs simulation for Cx36 GJC without the CL
showed the Na+- and Cl– currents of 0.023 nA and 0.001 nA, respec-
tively, resulting in the conductanceof 120 pS (Supplementary Fig. 7i, j).
This data confirms that the strong cation selectivity is caused by the
pore surface property, not by the CL, and suggests that the CL might
be able to regulate ion permeability independently of the gating reg-
ulation by NTHs and lipids. However, these data need to be carefully
interpreted because our MD simulations were not based on the exact
information of the structural dynamics and intermolecular/intramo-
lecular interactions of six CLs in each hemichannel region.

Taken together, thesedata confirm the strong cation selectivity of
Cx36 GJC shown in previous electrophysiological studies and provide
mechanistic insights into the process of ion transfer through the
channel. However, the experimentally determined conductance
(5–15 pS) could not be well explained by our structures and MD
simulations in the current state where the CL structure and dynamics
are unknown.

Dynamic conformational changes in individual protomers in a
single Cx36 GJC
Recently solved structures of Cx43 GJC showed that 12 protomers in a
single channel underwent independent conformational changes,
resulting in structurally diverse GJC particles in the protein sample26.
To determine whether a single Cx36 GJC also contains con-
formationally heterogeneous protomers, we performed single-
subunit-focused 3D classification (see “Methods” for details) using
the initial consensus map from the Cx36Nano-WT dataset (Supple-
mentary Fig. 8a)38,39. The results showed that ~43% of the protomers
were in the FN conformation (FN protomers) (Supplementary Fig. 8a;
classes 5, 6, and 8) and ~57% were in the PLN conformation (PLN pro-
tomers) (Supplementary Fig. 8a; class 1–4 and 7). Next, we traced back
the protomers in the PLN conformation (referred to as PLNprotomers)
to theGJC particles towhich they originally belonged, and investigated
the distribution of PLN protomers in each GJC particle. We found that
Cx36 GJCs (85,080 particles) had various FN:PLN compositions ran-
ging from 0:12 (the full PLN state, ~0.4%) to 12:0 (the full FN state,
~0.05%) (Supplementary Fig. 8b). Consistent with the previous Cx43
GJC structures, PLN protomers in the Cx36 GJC structure showed a
normal distribution, suggesting that they are randomly distributed
throughout GJC particles (Supplementary Fig. 8b). We also analyzed
the positional distribution of the PLN protomers in a hemichannel
region and compared the percentages of all possible PLN/FN compo-
sitions with the predicted values when they were randomly distributed
(Supplementary Fig. 8c). The result showed that the experimental and
predicted values were not significantly different. Thus, we concluded
that the conformational changes in individual protomers are not
strongly affected by the conformations of neighboring protomers in a
hemichannel region. However, we cannot exclude the possibility of the
structural interdependency between neighboring PLNs caused by the
intermolecular salt bridges between neighboring Glu8 and Arg9 resi-
dues, which may be too weak to be identified by our analyses with the
current dataset.

It should be noted that one FN class showed a putative NTH
density of which position and orientation are similar to those of gate-
covering NTHs (GCNs) shown in Cx31.3 and Cx43 structures (Supple-
mentary Fig. 8d). This was unexpected because the hydrophobic

residues of TM2 to maintain the GCN conformation in Cx43 (Tyr92,
Leu93, Val96, Phe97, and Met100) and Cx31.3 (Thr95, Leu96, Val99,
Ile100, and Trp103) were not conserved in Cx36 (Supplementary
Fig. 4). We performed hemichannel-focused 3D classification with
C6 symmetry imposition and identifiedonehemichannel classwith the
GCN-like densities. However, the refined 3Dmapdidnot show themap
densities of NTHs that are sufficiently clear to build the structural
model (Supplementary Fig. 8d). The unclear NTH densities would be
primarily because substantial noises from PLN and FN protomers were
included in the final 3D map. In addition, NTHs in this conformation
might be still flexible due to weak interaction with TM2 and lie on the
intracellular layer of the pore-occluding lipids.

While the protomers in Cx36Nano-WTGJCsmainly showed the PLN
conformation (57%), those in Cx36LMNG-BRIL GJCs were completely in
the FN conformation (Supplementary Fig. 10). We were curious whe-
ther the shift of the structural equilibrium is caused by the change in
lipid/detergent environments or the replacement of CL with BRIL.
Thus, we performed cryo-EM experiments of Cx36-WT in LMNG/CHS
(Cx36LMNG-WT) and Cx36-BRIL in soybean lipid nanodiscs (Cx36Nano-
BRIL) and obtained 3.2 Å and 3.4 Å consensusmaps, respectively. Next,
we conducted protomer-focused 3D classification to understand the
structural equilibrium in each GJC sample and found that Cx36LMNG-
WT and Cx36Nano-BRIL GJCs showed the FN/PLN ratios of 71:29 and
12:88, respectively.

While Cx36-WT and Cx36-BRIL in soybean lipids were mainly in
the PLN conformation (Supplementary Fig. 10), those in detergents
were mainly or completely in the FN conformation, suggesting that
detergents contributed to the PLN-to-FN transition more than lipids.
Since the GJC pore in the full FN conformation is funnel-shaped,
detergents with large head groups may be more tightly packed at the
intracellular layer in the pore, resulting in increased FN protomer
populations. However, although BRIL fusion had a considerable effect
on the PLN-FN equilibrium in GJC, the role of CL or BRIL is still unclear
because the replacement of CL with BRIL had different effects on the
structural equilibrium of GJC in detergents and lipids: increasing and
decreasing the FN/PLN ratio, respectively.

Structural comparison of Cx36 FN and PLNprotomers revealsα-
to-π helix transition in TM1
In the structure of Cx36Nano-WT GJC in the full PLN state, we identified
two π-helices in the TM1 of each protomer, consisting of highly con-
served residues (Supplementary Fig. 9b). Although they have been
previously observed in the Cx43 and Cx46/50 GJC (Fig. 2d and Sup-
plementary Fig. 9d, f), their functions are not yet clearly understood.
While the typical α-helix is characterized by main chain hydrogen
bonds between residues that are set four residues apart in the
sequence (i + 4), the π-helix has an additional amino acid per helical
turn (i + 5), resulting in a “bulge” structure40. When we compared the
structures of TM1s in Cx36 PLN and FN protomers, one π-helix at the
C-terminus of TM1 39–42 was observed in both protomer states
(Supplementary Fig. 9a, b). This π-helix is also found in currently
available connexin structures such asCx26, Cx31.3, Cx43, andCx46/50
(Supplementary Fig. 9a–f, cyan)4,22,23,26, suggesting that it may play an
important structural role in maintaining a 30.8° kink in TM1. However,
the other π-helix in the middle of TM1 (residues 30–33) was only
observed in the PLN protomer, and the corresponding region was α-
helical in the FN protomer, indicating that this region undergoes an α-
to-π-helix transition during the conformational change of NTH from
FN to PLN state (Fig. 2c and Supplementary Fig. 9a–d).

The α-to-π helix transition in the middle of TM1 causes a slight
bending (~6.7°) of TM1 toward the channel pore, and a large helical
rotation (~65°) in the cytoplasmic half of TM1, including residuesThr20
to Phe33 (Fig. 2c and Supplementary Fig. 9a, b). This results in sig-
nificant changes in the interactions betweenTM1 andother TMhelices.
First, the tight intermolecular interaction of Phe33 in TM1 with Phe81
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and Ile84 in TM2 is loosened, while new intramolecular interactions
with Val29, Ile32, and Val260 are established. Second, Arg34 moves
slightly towards Glu210 in TM3 (Supplementary Fig. 9a, b, cross-
section 1). The ionic interaction between these two residues in the
hydrophobic core of TMD is the only strong interaction between TM1
andTM3, and is thus thought to be crucial for the structural integrity of
TMD. Therefore, the dislocation of Arg34 during the α-to-π-helix
transition may increase structural stability via a closer interaction with
Glu210 of TM3. Third, Ile32, which is completely exposed to the
channel pore in the FN state, moves to interact with Phe33 of TM1 and
Leu91 of TM2 in the adjacent protomer (Supplementary Fig. 9a, b,
cross-section 1). Fourth, the intermolecular salt bridge between Arg24
of TM1 and Glu271 of TM4 is broken (Supplementary Fig. 9a, cross-
section 2) and an intermolecular hydrogen bond between Thr28 of TM1
and Thr95 of TM2 is formed (Supplementary Fig. 9b, cross-section 1).
Residues 30–33 of Cx36 are highly conserved in the connexin family,
and the corresponding residues of Cx43 have also been found to
undergo an α-to-π-helix transition (Supplementary Fig. 9c, d, cross-
section 1)26. Therefore, we concluded that the transition and con-
sequent structural changes in TMD might be a common feature of all
connexin homologs.

Discussion
Cx36 GJC mediates ionic transmission through vertebrate electrical
synapses, which collaborate with chemical synapses to dynamically
shape brain function41. Like chemical synapses, electrical synapses are
plastic, and their modifications reconfigure the neural circuits42. The
strength of the electrical connection varies between different neurons
and on distinct timescales from milliseconds to days43. In a single
synapse, the strength can be regulated not only by changing the total
number of GJCs with a quick turnover rate of ~3 h, but also by mod-
ulating the ratio of open and closedGJCs or the probability of eachGJC
being open44. Known regulatory mechanisms include inhibition by
Mg2+ and phosphorylation, and the combined role of calcium, calmo-
dulin, and Ca2+/calmodulin-dependent protein kinase II8,14,25. In this
study, the structural analysis of Cx36Nano-WT GJC indicated a distinct
gating mechanism that involved the possible role of membrane lipids.

Membrane lipids are currently not considered direct regulators of
GJC gating, probably because previous structural studies on GJCs have
not clearly identified lipids inside the channel pore. In addition, the
direct role of a specific lipid is difficult to study at the cell or tissue
level, since it requires the delivery of insoluble molecules into the cell
membrane or the channelwithout using detergents. Basedonprevious
studies22,45, it can be concluded that NTHs strongly bind to TMDs,
forming a hydrophilic pore; thus, membrane lipids cannot enter the
pore. However, the structures of Cx36 GJC in lipid nanodiscs in this
study revealed two different conformations (PLN and FN) of this
channel (Fig. 2), corresponding to the open and closed states,
respectively. Because these structures were produced from a single
grid sample, we believe that we captured the equilibrium between the
two states. This was further supported by the identification of inter-
mediate states with various combinations of the two different proto-
mer conformations in a single channel (Supplementary Fig. 8).
Importantly, in the FN hemichannel of the hetero-junctional GJC
structure (Fig. 4a), the channel pore was completely obstructed by the
cytoplasmic and extracellular layers of lipids, whereas the channel
pore was open in the PLN hemichannel region. These structural data
suggest that, at least in soybean lipids, Cx36 is conformationally flex-
ible, and lipids can dynamically move into and out of the channel.
However, we cannot completely exclude the possibility that the pore-
occluding lipids in the FN conformation were artificially introduced
during the cryo-EM sample preparation,

While we consistently observed the conformational equilibrium
of NTHs in the structures of Cx36LMNG-WT, Cx36Nano-WT, and
Cx36Nano-BRIL GJCs, only the FN conformation was observed in

Cx36LMNG-BRIL GJC, indicating that the equilibrium completely shifted
to FN. When we examined the inner surface of the channel pore of
Cx36LMNG-BRIL GJC, strong map densities were observed for the acyl
chains of LMNG, but not the head group, and for the sterol ring ofCHS,
but not the succinyl group. These data suggest that a specific lipid
environment with high cholesterol content might induce the FN con-
formation of the channel, leading to the complete obstruction of the
pore. A previous electrophysiological study using HeLa cells showed
that most Cx36 GJCs (>99%) were closed46. In this context, judging by
our structural data, the closed channels might be mostly in the FN
conformation, obstructed bymembrane lipids. However, this does not
exclude the possibility that the channels are in the PLN state and
mostly plugged by CL or other regulatory proteins. For example, the
channel closing by Ca2+-loaded calmodulin has been extensively stu-
died, and the calmodulin-cork model has been proposed47, although
thismodel needs to be confirmed by structural studies in the future. In
addition, direct pore-plugging by NTHs was recently observed in Cx26
GJC at acidic pH5. Since Cx26GJCwas reconstituted in amphipol A8-35,
the role of detergents or lipids was likely excluded.

This study raises several interesting questions. First, it is still
unclear whether the Cx36 gap junctions in physiological cell mem-
branes (e.g., cryo-frozen electrical synapses) contain GJCs in both PLN
andFNconformations, andwhether the ratioof the two conformations
is related to the strength of the electrical synapse. Investigating this
would require the advancements in in situ electron cryotomography
(cryo-ET) and sub-tomogram averaging technologies.

Second, it is unclear how lipids diffuse into and out of channel
pores. The Innexin-6 hemichannel structure showsa large gapbetween
the protomers through which the lipids in the inner leaflet can pass18.
Consistent with this, the recently solved structures of Cx43 GJC
showed that a small but sufficiently large gap for lateral lipid transfer is
created during conformational change26. Although the corresponding
gap is much smaller in Cx36 GJC, we observed much weaker inter-
molecular interaction at the gap in the PLN state than in the FN state
(Fig. 2d). Since the independent conformational transition of each
protomer in Cx36 GJC is possible, there may be an intermediate con-
formation with a larger gap, which we have not been able to classify
from our data yet. Interestingly, we have observed top views of either
tetradecameric GJCs or heptameric hemichannels in all the datasets
collected in this study (Supplementary Fig. 1f). Although we cannot
exclude the possibility that these channels are artificially created
during protein purification or nanodisc reconstitution, the fact that
they were commonly observed in both detergent and lipid environ-
ments suggests that they might be formed in various detergent/lipid
environments including cell membranes. This observation also sug-
gests that Cx36 GJC or hemichannel might be interchangeable
between two different assemblies with six- and sevenfold symmetries.
The interchange would require a temporary disruption of the channel
assemblies, which may allow the diffusion of lipids into and out of
channel pores (Supplementary Fig. 11). This idea needs to be validated
by cryo-ET or single-molecule experiments.

Third, we identified a unique hydrophobic pocket between the
NTHs in Cx36 GJC in the PLN state (Fig. 3f, box 1). Although two acyl
chains bound to the pocket likely contribute to the structural stability
of the PLNconformation, it is unclearwhether this interaction is crucial
for channel opening. There is also a strong possibility that other
hydrophobic signaling molecules may strongly bind to this pocket to
increase the probability of Cx36 GJC opening (Fig. 5).

Fourth, it is unclear whether the conformational change of Cx36
GJC discovered in this study is involved in its voltage-gating mechan-
ism. Since the charged residues in NTHs function as voltage
sensors44,48–50, the transjunctional voltage likely induces the con-
formational transition of NTHs. Because two hemichannel regions in a
GJC face each other, their responses to the applied transjunctional
voltage would be opposite to each other. In the case of Cx36 GJC, the
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full PLNconformationmight be formed inonehemichannel region and
the full FN in the other, and vice versa, resulting in the channel closing
in both cases. Amphipathic NTHs in the FN state might not be totally
out of the pore pathway but lie on the intracellular layer of the pore-
occluding lipids so that they can sense the voltage field. GJCs generally
show the maximum conductance when the transjunctional voltage
difference tends to zero, and our experimental conditions for the
structural study have no transjunctional voltage. Therefore, although
Cx36 GJC in the full PLN conformation showed substantial ionic cur-
rent and cation selectivity in our MD simulation, the conformationally
dynamic state of Cx36 GJC might form a larger pore and show max-
imum conductance. For example, a hemichannel region with four PLN
protomers and two consecutive FN protomers without lipids or with
highlymobile lipids has a pore substantially bigger than that with only
PLNprotomers. Therefore, the frequent conformational change of one
or two NTHs in the full PLN conformation could result in an ion-
transfer rate higher than no conformational change. Alternatively, the
full PLN state might be the maximum conductance state, and its
maintenancemight require other factors that are abundant in cells but
not included in our experimental system. A specificmembrane lipid or
amphipathic molecule might strongly bind to the pocket between
neighboring NTHs in the PLN conformation and stabilize the
conformation.

The dynamic conformational change observed in Cx36 GJC, as
previously shown in Cx43 GJC, may help large molecules pass through
the channels. Since a pore with a diameter of ~12 Å can be formed
during the dynamic conformation change (Supplementary Fig. 12),
large cellular metabolites such as ATP or dinucleotides might pass
through the channelmore efficiently in the structural equilibrium state
than in the full PLN state. The binding affinity of NTH for TMD to form
the PLN conformation may have been optimized to maintain the
structural equilibrium in the cell membrane for ease of the gating
regulation. Therefore, the binding of specific signal molecules could

shift the equilibrium to the full PLNor FN state for the channel opening
or closing. However, the hypothesis of thermodynamic equilibrium
interconnecting different states of Cx36 GJC, particularly considering
the role of lipids as structural mediators of channel blocking, remains
to be validated by functional experiments. Unfortunately, there is no
method to measure the conformational state of GJCs during a patch
clamp recording. In addition, it is difficult to designmutational studies
for the measurement of ionic current in a specific channel conforma-
tion. Anymutation to fix NTH or TM1 in a specific conformationwould
inhibit the conformational dynamics of the channel, which may be
crucial for lipid exclusion at its initial assembly. To prove this
hypothesis, further structural and electrophysiological studies are
needed to find molecules or conditions that greatly shift the con-
formational equilibrium of the channel to the FN and PLN states,
respectively, and investigate their effects on the ionic current through
the channel.

Methods
Expression and purification of Cx36-WT and Cx36-ΔN8 in the
human cell expression system
Asynthetic gene fragment encoding the full-lengthhumanCx36 (GJD2)
was purchased from Integrated DNA Technologies and inserted into
pX plasmid vector as previously reported51. The Cx36-WT gene was
expressed in transiently transfected HEK293E cells as a fusion protein
C-terminally connected with a human rhinovirus (HRV) 3C cleavage
site, an enhanced yellow fluorescence protein (eYFP) tag, 10×His-tag,
and Rho-1D4 epitope tag (8 amino acids of TETSQVAPA). The nucleo-
tide sequences of the primers used for molecular cloning are listed in
Supplementary Table 3. The pXY-Cx36-WT plasmid was transfected
using 25-kDa linear polyethylenimine (Polysciences) into HEK293E
cells, which were grown at 37 °C in suspension in Dulbecco’s modified
Eagle’s medium (DMEM) with glucose (4500mg/l) without calcium
(WELGENE) supplemented with 5% fetal bovine serum (FBS). Dimethyl
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Fig. 5 | Overall model and unique structural features of Cx36. Schematic
representation of Cx36 in the FN and PLN states. TM1 in the FN and PLN states,
π-helix spanning residues 30–33, and NTH, are colored green, yellow, black, and
magenta, respectively. The phospholipids, cations, and surface-exposed Asp47 at
the ECL1 of the acidic band, are represented by the tailed gray, blue, and red circles,
respectively. The flexibleNTHof the FN state is outlined by a light-gray dashed line.

The channel pore of Cx36 in the FN state is occluded by membrane components,
whereas that of Cx36 in the PLN state is open. Some lipid molecules are bound to
the hydrophobic pockets (dashed line) around the NTHs in the PLN state. Cx36
undergoes a conformational change from the FN to PLN state via the α-to-π tran-
sition in TM1.
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sulfoxide (Amresco) was added immediately after the transfection to a
final concentration of 1%, and the temperaturewas lowered to 33 °C. At
48 h after transfection, tryptone (Amresco) was added to a final con-
centration of 0.5%. At 96 hours after transfection, the cells were cen-
trifugated at 500×g for 20min.

The harvested cells were resuspended in a buffer A [20mMCAPS
pH 10.5, 500mM KCl, and 2mM β-mercaptoethanol] supplemented
with 10% glycerol and 1mMphenylmethylsulfonyl fluoride (PMSF) and
lysed using a Dounce homogenizer (Bellco) with a tight (B) pestle
(25–30 strokes). The membrane fraction was isolated by high-speed
centrifugation at 42,600×g for 1 h. The membrane pellet was resus-
pended using a WiseTis homogenizer (Daihan Scientific Co., Ltd.) in
50ml buffer A supplemented with 1mM PMSF and 0.5/0.05% (w/v)
LMNG/CHS (Anatrace). After incubation for 2 h with slow rotation, the
sample wasmixed with 2.5ml neutralization buffer containing 1M Tris
(pH 7.0) to lower the sample pH to ~7.5 and centrifugated at 42,600×g
for 1 h. The supernatant was mixed with adipic acid dihydrazide-
agarose resin (Sigma) conjugatedwithRho-1D4 antibody (University of
British Columbia) in an open column (Bio-Rad) and incubated with
slow rotation at 4 °C for 1 h. The resins were settled down in the col-
umn and washed twice with 10 column volumes (CVs) of buffer B
[20mM HEPES pH 7.5, 500mM KCl, 2mM β-mercaptoethanol] sup-
plementedwith 0.005/0.0005% (w/v) LMNG/CHS. The boundproteins
were incubated at 4 °C overnight with the addition of excess HRV 3C
protease (~0.25mg) to remove the C-terminal eYFP-Rho-1D4 tag from
Cx36 and eluted from the resin. The eluted Cx36 proteins were con-
centrated and further purified using Superose 6 Increase 10/300 col-
umn (Cytiva) equilibrated with a buffer B. Peak fractions were pooled,
concentrated to ~2mg/ml, flash-frozen in liquid nitrogen, and stored at
−80 °C for nanodisc reconstitution and EM grid preparation. Protein
purity and quality were assessed by SDS-polyacrylamide gel electro-
phoresis (SDS-PAGE).

The Cx36-ΔN8 construct was created by polymerase chain reac-
tion (PCR) using pXY-Cx36-WT as a template. The resulting plasmid
pXY-Cx36-ΔN8 was transfected into HEK293E cells, and the mutant
Cx36 was expressed and purified using the same protocol as for
Cx36-WT.

Expression and purification of Cx36-BRIL and Cx36-BRIL-ΔN16
in the baculovirus expression system
The full-length Cx36 gene was subcloned into pEG BacMam
expression vector to produce pEG-Cx3652, which was designed to
express Cx36 as a fusion protein with the C-terminal eYFP and
FLAG tags (8 amino acids of DYKDDDDK) or only with the FLAG
tag. This plasmid was further engineered to create pEG-Cx36-BRIL
through the deletion of the CL region (residues 109–187) by PCR
and the insertion of the cytochrome b562RIL gene fragment
(BRIL; residues 21–128) by the conventional enzymatic DNA
assembly method53. E. coli DH10Bac strain (Gibco, cat #10361012)
was transformed with pEG-Cx36-BRIL to produce Cx36-BRIL
Bacmid, which was transfected into Spodoptera frugiperda (Sf9)
to produce baculovirus containing the Cx36-BRIL expression
cassette, according to manufacturer’s instructions. Human
embryonic kidney (HEK) 293E cells and Spodoptera frugiperda
(Sf9) cells were obtained from ATCC (CRL10852 and CRL-1711).

Sf9 cells were grown at 27 °C in suspension in ESF293 medium
(Expression Systems) supplemented with 0.06mg/ml penicillin G and
0.1mg/ml streptomycin (Sigma). At 72 h after infection, the cells were
centrifugated at 500×g for 10min. Themembranewas solubilizedwith
buffer C [20mM HEPES pH 7.5 and 200mM NaCl] supplemented with
5mM ethylenediaminetetraacetic acid (EDTA), protease inhibitors
(1mMPMSF, 2μg/ml leupeptin, 2μMpepstatin A, and 2μMaprotinin),
and 1% (w/v) LMNG for 2 h at 4 °C. The insoluble fraction was removed
by high-speed centrifugation at 100,000×g for 1 h. The soluble fraction
was twofolddilutedwith buffer C supplementedwith 0.01% LMNGand

mixed with monoclonal anti-FLAG antibody agarose beads (Wako
chemicals, cat #016-22784). The mixture was incubated with slow
rotation at 4 °C for 5 h. The resinswere settled down in the column and
washed three times with 10 CVs of buffer D [20mM HEPES pH 7.5,
200mM NaCl, 0.01% LMNG, and 0.001% CHS]. The bound proteins
were eluted with buffer D supplemented with 450μg/ml FLAG peptide
(sigma) at 4 °C overnight. The eluates were concentrated and further
purified using Superose 6 Increase 10/300 column equilibrated with
buffer D. Peak fractions were pooled, concentrated to ~2mg/ml, flash-
frozen in liquid nitrogen, and stored at −80 °C for EMgridpreparation.

The Cx36-BRIL-ΔN16 construct was created by PCR using pEG-
Cx36-BRIL as a template. The resulting plasmid pEG-Cx36-BRIL-ΔN16
was used for Bacmid and baculovirus production. The mutant Cx36
was expressed and purified, using the same protocol as for Cx36-BRIL.

Reconstitution of Cx36-WT, Cx36-ΔN8, and Cx36-BRIL-ΔN16 in
lipid nanodiscs
Purified Cx36-WT, Cx36-ΔN8, and Cx36-BRIL-ΔN16 proteins were
reconstituted into membrane scaffold protein (MSP1E1) nanodiscs
containing soybean polar lipids extract. Soybean lipid extract powder
(Avanti), mainly composed of phosphatidylcholine, phosphatidy-
lethanolamine, phosphatidylinositol, and phosphatidic acid was solu-
bilized in 5/0.5% (w/v) LMNG/CHS and incubated at room temperature
for overnight to make a clear lipid stock solution in ~10mg/ml. The
pET28a plasmid containing MSP1E1 gene was obtained from Addgene
(plasmid #20062). The membrane scaffold protein (MSP1E1) was
expressed and purified as previously described54. The purified
Cx36 sample was mixed with the soybean polar lipid extract stock
(~10mg/ml) at the molar ratio of Cx36 to lipids of 1:100 and incubated
at 4 °C for 1 h. Then, the purifiedMSP1E1 proteinwas added to the final
molar ratio of Cx36:MSP1E1:lipids of 1:0.5:100. The mixture was incu-
bated with slow rotation at 4 ˚C for 30min. For the removal of
detergents and the protein-nanodisc reconstruction, Bio-Beads SM2
resin (Bio-Rad, resin 100mg) was pre-washed with buffer E [20mM
HEPESpH 7.5, 250mMNaCl, and 2mM β-mercaptoethanol] and added
to the Cx36-lipid-MSP mixture. After 4 h with gentle rotation, the
supernatant was collected, and another round of detergent removal
was done with the pre-washed 100 mg Bio-Beads SM2 resin. The
mixture was incubated overnight at 4 °C with gentle rotation. To
remove insoluble particles, the supernatant was filtered through a
membrane with a pore diameter of 0.22μm (Millipore). The filtered
sample was further purified by size-exclusion chromatography using
Superose 6 Increase 10/300 column equilibrated with buffer E for
Cx36-WT and Cx36-ΔN8 or buffer C for Cx36-BRIL-ΔN16. Fractions
containing both Cx36 and MSP1E1 were pooled, concentrated to
~2mg/ml, flash-frozen in liquid nitrogen, and stored at −80 °C for EM
grid preparation. Protein purity and quality were assessed by
SDS-PAGE.

Fluorescence-detection size-exclusion chromatography
The oligomerization state of Cx36 was evaluated by fluorescence-
detection size-exclusion chromatography (FSEC)55. C-terminally eYFP-
tagged Cx36-WT and Cx36-K238E were expressed as described above
and solubilizedwith buffer C supplementedwith 5mMEDTA, protease
inhibitors, and 1% (w/v) LMNG for 2 h at 4 ˚C. The insoluble fraction
was removed by high-speed centrifugation at 100,000×g for 1 h. The
soluble fraction was loaded onto Superose 6 increase 5/150 GL size-
exclusion column, and the fluorescence signal was monitored by a
fluorescence detector (Agilent Technologies, cat #DEAEJ00102).

Cryo-EM specimen preparation and data collection
Three microliters of purified Cx36 proteins (1–2mg/ml) in detergents
or nanodiscs were applied onto a negatively glow-discharged (15mA
current, 60 s) holey carbon grid (Quantifoil R1.2/1.3 Cu 200 mesh). In
case of Cx36LMNG-WT and Cx36Nano-WT, to improve orientation
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diversity, phenylalanine was added at the final concentration of
50mM. The grid was blotted and plunge-frozen in liquid ethane using
Vitrobot Mark IV (ThermoFisher Scientific, USA) at 4 °C and 100%
humidity. Cryo-EM images were collected at Institute for Basic Science
(IBS) and Korea Basic Science Institute (KBSI), using Krios G4 (Ther-
moFisher Scientific;TFS, USA) equipped with BioQuantum K3 detector
(Gatan Inc, USA) and Titan Krios G2 (FEI, USA) with Falcon 3EC
detector, respectively. Automated data acquisition was performed in
electron counting mode using EPU software (TFS, USA). More details
are described in Supplementary Table 2.

Image processing and reconstruction
The cryo-EM imageprocessingwasperformedwith cryoSPARCversion
3.156 or Relion 3.1 softwares57 (Supplementary Fig. 13). The Cx36LMNG-
WTdatasetwasprocessedusing cryoSPARC (v.3.1.0.). Patch-basedpre-
processing (Patch motion correction & Patch CTF estimation) was
performed for the dataset containing 3780 movies. Next, 609,292
particles picked by reference-based auto-picking were extracted into
360-pixel boxes. After three rounds of 2D classification, good particles
were re-extracted into 512-pixel boxes and subjected to two rounds of
2D classification. Finally, 51,480 particles were used for 3D refinement
with D6 symmetry, which yielded an EM density map at a resolu-
tion of 3.2Å.

The Cx36LMNG-BRIL dataset was processed using cryoSPARC
(v.3.1.0.). Patch-based pre-processing (Patch motion correction &
Patch CTF estimation) was performed on the dataset containing 2228
movies. Next, 435,817 particles pickedby reference-based auto-picking
were extracted into 340-pixel boxes. After three rounds of 2D classi-
fication, good particles were re-extracted into 540-pixel boxes and
subjected to three rounds of 2D classification. Finally, 70,095 particles
were used for 3D refinement with D6 symmetry, which yielded an EM
density map at a resolution of 2.2 Å.

The Cx36Nano-BRIL dataset was processed using cryoSPARC
(v.3.1.0.). Patch-based pre-processing (Patch motion correction &
Patch CTF estimation) was performed on the dataset containing 499
movies. Next, 71,238 particles picked by reference-based auto-picking
were extracted into 400-pixel boxes. After three rounds of 2D classi-
fication, good particles were re-extracted into 512-pixel boxes and
subjected to three rounds of 2D classification. Finally, 10,611 particles
were used for 3D refinement with D6 symmetry, which yielded an EM
density map at a resolution of 3.4 Å.

The Cx36 Nano-WT-ΔN8 dataset was processed using cryoSPARC
(v.3.1.0.). Patch-based pre-processing (Patch motion correction &
Patch CTF estimation) was performed on the dataset containing 3463
movies. Next, 766,823 particles picked by reference-based auto-pick-
ing were extracted into 360-pixel boxes. After six rounds of 2D clas-
sification, good particles were re-extracted into 540-pixel boxes and
subjected to three rounds of 2D classification. Finally, 460,806 parti-
cles were used for 3D refinement with D6 symmetry, which yielded
an EM density map at a resolution of 3.2 Å.

The Cx36Nano-BRIL-ΔN16 dataset was processed using cryoSPARC
(v.3.2.0.). Patch-based pre-processing (Patch motion correction &
Patch CTF estimation) was performed on the dataset containing 2402
movies. Next, 426,090 particles picked by reference-based auto-pick-
ing were extracted into 512-pixel boxes. After five rounds of 2D clas-
sification, good particles were used for the generation of 3D initial
model. Finally, 39,444 particles were used for 3D refinement with
D6 symmetry, whichyielded anEMdensitymapat a resolution of 3.4Å.

Focused 3D classification for the Cx36Nano-WT dataset and
structure determination of full PLN, full FN, and structurally
hetero-junctional Cx36 GJCs
The Cx36Nano-WT dataset was processed using Relion (v.3.1). Beam-
induced motion correction and CTF estimation of 7250 movies was
performed using MotionCor2 version 1.2.6 and Gctf version 1.18,

respectively. Next, 689,081 particles picked by reference-based auto-
picking were extracted into 360-pixel boxes. After six rounds of 2D
classification, good particles were re-extracted into 540-pixel boxes
and subjected to additional three rounds of 2D classification. After five
rounds of 3D classification, final 85,080 particles were used for 3D
refinement with D6 symmetry imposition, which yielded a 3.19 Å
consensus map. The consensus map was used for further processing
focused on GJC or hemichannel. The overall workflow is presented in
Supplementary Fig. 3.

In the approach focused on GJC, 85,080 particles were subjected
to 3D skip-alignment classification with D6 symmetry imposition. To
increase the accuracy of classification, we applied amask covering GJC
for a focused 3D classification. The first 25 iterations with Regulariza-
tion parameter (T) of 20 and the second 10 iterations with increasing T
value (T = 40) and GJC mask were performed. In the resulting three
classes, Class 1 and 2, respectively, including ~50% and ~15% GJC par-
ticles showed clearmap densities of pore-lining NTHs (PLNs), whereas
the NTH densities were unclear in Class 3 with ~35% particles. To
improve the map quality, particles in two GJC classes were used for 3D
refinement with D6 symmetry imposition and local angular searches,
respectively. After sharpening, the result showed a 3.05 Å GJC map
with full PLN state and a 3.16 Å GJC map with full FN state.

In the approach focused on hemichannel, 85,080 particles were
used for 3D skip-alignment classification, as previously described in
ref. 38. Cx36 hemichannel in the PLN state andCx43hemichannel in the
GCN state (PDB 7F92) were combined and used to create a hemi-
channel mask. Two masks covering each hemichannel of the con-
sensus GJC map were used to generate the subtracted particles in two
opposite orientations. After re-centering and re-extraction into 300-
pixel boxes, the subtracted particles were subjected to 3D classifica-
tion (K = 6; K is the number of classes to classify) with C1 symmetry
imposition to align into one orientation. Three hemichannel classes
(Class 2, 4, and 6) with good quality side views were subjected to
focused 3D refinement (C1 symmetry) with a soft mask covering
hemichannel to obtain a 3.65 Å map reconstructed from 140,255 par-
ticles. With this new consensus map, we performed 25 iterations of 3D
classification (T = 10). Then, the additional 10 iterations were per-
formed with increasing T value (T = 20) and a soft mask covering only
the cytoplasmic half of hemichannel to classify more accurately for
NTH conformations. To obtain a structurally hetero-junctional GJC
map, hemichannel particles in five classes (Class 1, 3, 4, 5, and 8) in the
FN state were chosen and traced back to their original GJC particles,
and the redundant particles were removed. Finally, 14,155GJC particles
were subjected to 3D refinement with 1.8° angular sampling, produ-
cing a 4.9 Å unsharpened map refined with C1 symmetry imposition
and a 3.3 Å sharpened map refined with C6 symmetry imposition. The
GJC structures clearly showed PLN hemichannel on one side and FN
hemichannel on the other side.

Protomer-focused classification for the Cx36Nano-WT dataset
D6 symmetry expansionwasperformedwith the 3.19 Å consensusmap
from the Cx36Nano-WT dataset. All protomer particles were subtracted
using a mask covering a single protomer. The subtracted protomer
particles were subjected to focused 3D classification (K = 8, T = 20)
with the protomer mask and without orientation search. In the
resulting eight classes, three classes showed the flexible NTH con-
formation (FN protomer), and five classes showed the pore-lining NTH
conformation (PLN protomer) (Supplementary Fig. 8a).

Analysis of the distribution of PLN protomers in GJC particles
To investigate how many PLN protomers were included in each GJC
particle, weanalyzed themetadatafile generatedbyprotomer-focused
3D classification as previously reported39. The metadata includes the
class number of each protomer particle and the identification number
(ID) of theoriginal GJCparticle. EachGJC ID shouldbe found 12 times in
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the metadata due to D6 symmetry expansion. The metadata was sor-
ted by protomer class number, and GJC IDs were collected only for the
two classes with the PLN conformation. The number of repetitions of
eachGJC ID in the collection indicates the number of PLN protomers in
theGJC particle.We counted the number of GJCs at each of 13 different
ratios of FN to PLN protomers (0:12 to 12:0) to produce the final dis-
tribution graph in Supplementary Fig. 8b. To analyze relative protomer
positions in each hemichannel represented in Supplementary Fig. 8c,
we used the rotation angle information for the rotation of each GJC
particle during the symmetry expansion, which is recorded in the
metadata file for each PLN protomer. More detailed information is
described in the previous report in ref. 26.

Model building and refinement
All structural models with acyl chains and/or CHSmolecules were built
in Coot program58,59. Allmodels donot includeCL (Ala102-Glu193), and
CT (Trp277-Val321), and all models except the PLN state of Cx36LMNG-
WT, Cx36Nano-WT andCx36Nano-BRILdonot includeNTH (Met1-His18),
due to weak map density. The structure of Cx36LMNG-BRIL GJC was
initially solved andused as a reference formodeling other structures in
the FN state. The head groups of lipids and detergents could not be
modeled due to weak map density. All structures were refined using
phenix.real_space_refine60 in PHENIX software and visualized using
UCSF Chimera61.

MD simulation protocol
We performed all MD simulations using the GROMACS package62. We
used the CHARMM36 force field in the Gromacs format downloaded
from the website of the Mackerell group: the CHARMM36m for
proteins63, the CHARMM36 for lipid molecules64, the CHARMM-
modified TIP3P model for water molecules, and the
CHARMM36 standard ion parameters. In combination with the
CHARMM force fields, we employed the CUFIX corrections to improve
the charge-charge interactions among ions and charged side chains65.
Van der Waals forces were computed using a 10- to 12-Å switching
scheme. Long-range electrostatic forces were calculated using the
particle-mesh Ewald summation scheme66 of a 1.2-Å grid spacing and
12-Å real-space cutoff. The time step was two femtoseconds by con-
straining covalent bonds to hydrogen in non-water using the LINCS67

and water molecules using the SETTLE algorithm68.

MD preparation of Cx36 embedded in a lipid bilayer
We used the structural model of Cx36Nano-WT in the PLN state for MD
simulation, in which the CL and CT regions aremissing. To prepare the
GJCmodel composed of Cx36 with the CL, wemanually reconstructed
the unstructured CL of eachCx36 chain (residues 102 to 196) using the
corresponding region in the predictedCx36model (Q9UKL4) from the
Alphafold Protein Structure Database69. Near the transmembrane
domain of each hemichannel of Cx36, we placed a lipid bilayer of a 1-
palmitoyl-2-oleoyl-sn-glycero-3-phosphatidylcholine (POPC), followed
by the removal of lipid molecules overlapping with the channel. We
immersed the resulting complex of Cx36 and the double bilayer sys-
tems in anexplicit solutionof 150mMNaCl. Thefinal systemcontained
a channel, 734 POPC lipids, 135,625 water molecules, 450 Na ions, and
462 Cl ions in a periodic hexagonal box (a = b ≈ 14 nm, c ≈ 34 nm,
α = β = 90˚, γ = 60˚).We energy-minimized each system for 5000 steps
andequilibrated it for 70 ns under a constant surface tension–constant
temperature (NPγT) ensemble at zero surface tension (γ = 0)70 and
300K temperature71. We simulated each of the assembled systems for
400ns in total (200 ns at a voltage bias of 0mVwith position restraints
on the experimentally determinedheavy atoms followedby 200ns at a
voltage bias of 200mV). For the measurements of ionic currents
through the two channels composed of Cx36 with and without the CL,
we performed the simulation under 200mV for 1.2 and 0.6 µs,
respectively, starting from the final structure of the equilibration.

During MD simulations, we saved atomic coordinates every 20ps.
Using the saved trajectory, we computed the three-dimensional den-
sity-flux map and visualized the results as described in a previous
report by Yoo and Aksimentiev72.

The Cα root mean square deviations (RMSDs) of Cx36 GJC with
and without the CL converged to about ~4 Å and ~3.5 Å, respectively,
suggesting that these channels remained structurally stable under a
thermal fluctuation (Supplementary Fig. 7f, k). The root mean square
fluctuation (RMSF) using the trajectory more than 200-ns (Supple-
mentary Fig. 7f, i) was ~2 Å for all residues except those in six CLs and
several terminal residues, suggesting that this channel does not have
particularly dynamic structural motifs and are stable in lipid bilayers.

Reporting summary
Further information on research design is available in the Nature
Portfolio Reporting Summary linked to this article.

Data availability
The data that support this study are available from the corresponding
authors upon request. Cryo-EM density maps have been deposited in
Electron Microscopy Data Bank (EMDB) under accession codes EMD-
33270 (Cx36LMNG-BRIL), EMD-34822 (Cx36Nano-BRIL), EMD-33256
(Cx36LMNG-WT), EMD-34856 (Cx36LMNG-WT (C6 symmetry)), EMD-
34857 (Cx36LMNG-WT (C1 symmetry)), EMD-33315 (Cx36Nano-WT in PLN
state), EMD-33327 (Cx36Nano-WT (C6 symmetry)), EMD-33328
(Cx36Nano-WT (C1 symmetry)), EMD-33274 (Cx36Nano-ΔN8
(D6 symmetry)), EMD-33275 (Cx36Nano-ΔN8 (C1 symmetry)), EMD-
33254 (Cx36Nano-BRIL-ΔN16 (D6 symmetry)) and EMD-33255
(Cx36Nano-BRIL-ΔN16 (C1 symmetry)). Atomic coordinates for models
have been deposited at the Protein Data Bank (PDB) under accession
codes 7XKT (Cx36LMNG-BRIL), 7XKK (Cx36LMNG-WT), 8HKP (Cx36LMNG-
WT (C6 symmetry)), 7XNH (Cx36Nano-WT in PLN state), 7XNV
(Cx36Nano-WT (C6 symmetry)), 7XL8 (Cx36Nano-ΔN8 (D6 symmetry))
and 7XKI (Cx36Nano-BRIL-ΔN16 (D6 symmetry)). The previously pub-
lished structures used for structural comparison were obtained from
the Protein Data Bank under accession codes 2ZW3, 6L3T, 7F94, 7JKC,
and 7JJP. The raw data of MD simulation generated in this study have
been deposited in the Zenodo OpenAIRE database and is available
under accession code 7608483. Source data are provided with
this paper.

References
1. Harris, A. L. Emerging issues of connexin channels: biophysics fills

the gap. Q. Rev. Biophys. 34, 325–472 (2001).
2. Harris, A. L. Connexin channel permeability to cytoplasmic mole-

cules. Prog. Biophys. Mol. Biol. 94, 120–143 (2007).
3. Laird, D. W. & Lampe, P. D. Therapeutic strategies targeting con-

nexins. Nat. Rev. Drug Discov. 17, 905–921 (2018).
4. Oshima, A. et al. Three-dimensional structure of a human con-

nexin26 gap junction channel reveals a plug in the vestibule. Proc.
Natl Acad. Sci. USA 104, 10034–10039 (2007).

5. Khan, A. K. et al. A steric “ball-and-chain” mechanism for pH-
mediated regulation of gap junction channels. Cell Rep. 31,
107482 (2020).

6. Oshima, A. Structure and closure of connexin gap junction chan-
nels. FEBS Lett. 588, 1230–1237 (2014).

7. Lopez, W. et al. Mechanism of gating by calcium in connexin
hemichannels. Proc. Natl Acad. Sci. USA 113, E7986–e7995 (2016).

8. Lampe, P. D. & Lau, A. F. Regulation of gap junctions by phos-
phorylation of connexins. Arch. Biochem. Biophys. 384,
205–215 (2000).

9. Söhl, G., Maxeiner, S. & Willecke, K. Expression and functions of
neuronal gap junctions. Nat. Rev. Neurosci. 6, 191–200 (2005).

10. Mas, C. et al. Association of the connexin36 gene with juvenile
myoclonic epilepsy. J. Med. Genet. 41, e93 (2004).

Article https://doi.org/10.1038/s41467-023-37040-8

Nature Communications |         (2023) 14:1347 13

https://www.ebi.ac.uk/emdb/EMD-33270
https://www.ebi.ac.uk/emdb/EMD-33270
https://www.ebi.ac.uk/emdb/EMD-34822
https://www.ebi.ac.uk/emdb/EMD-33256
https://www.ebi.ac.uk/emdb/EMD-34856
https://www.ebi.ac.uk/emdb/EMD-34857
https://www.ebi.ac.uk/emdb/EMD-34857
https://www.ebi.ac.uk/emdb/EMD-33315
https://www.ebi.ac.uk/emdb/EMD-33327
https://www.ebi.ac.uk/emdb/EMD-33328
https://www.ebi.ac.uk/emdb/EMD-33274
https://www.ebi.ac.uk/emdb/EMD-33275
https://www.ebi.ac.uk/emdb/EMD-33254
https://www.ebi.ac.uk/emdb/EMD-33254
https://www.ebi.ac.uk/emdb/EMD-33255
https://doi.org/10.2210/pdb7XKT/pdb
https://doi.org/10.2210/pdb7XKK/pdb
https://doi.org/10.2210/pdb8HKP/pdb
https://doi.org/10.2210/pdb7XNH/pdb
https://doi.org/10.2210/pdb7XNV/pdb
https://doi.org/10.2210/pdb7XL8/pdb
https://doi.org/10.2210/pdb7XKI/pdb
http://doi.org/10.2210/pdb2ZW3/pdb
http://doi.org/10.2210/pdb6L3T/pdb
http://doi.org/10.2210/pdb7F94/pdb
http://doi.org/10.2210/pdb7JKC/pdb
http://doi.org/10.2210/pdb7JJP/pdb
https://doi.org/10.5281/zenodo.7608483


11. Pérez-Armendariz, E. M. Connexin 36, a key element in pancreatic
beta cell function. Neuropharmacology 75, 557–566 (2013).

12. Deans, M. R. et al. Synchronous activity of inhibitory networks in
neocortex requires electrical synapses containing connexin36.
Neuron 31, 477–485 (2001).

13. Blatow, M. et al. A novel network of multipolar bursting inter-
neurons generates theta frequency oscillations in neocortex. Neu-
ron 38, 805–817 (2003).

14. Zoidl, G. R. & Spray, D. C. The roles of calmodulin and CaMKII in
Cx36 plasticity. Int. J. Mol. Sci. 22, 4473 (2021).

15. Nguyen, L. M. et al. Decreasing cx36 gap junction coupling com-
pensates for overactive KATP channels to restore insulin secretion
and prevent hyperglycemia in amousemodel of neonatal diabetes.
Diabetes 63, 1685–1697 (2014).

16. Yamasaki, R. Connexins in health and disease. Clin. Exp. Neu-
roimmunol. 9, 30–36 (2018).

17. Belousov, A. B. et al. potential role for neuronal connexin 36 in the
pathogenesis of amyotrophic lateral sclerosis. Neurosci. Lett. 666,
1–4 (2018).

18. Burendei, B. et al. Cryo-EM structures of undocked innexin-6
hemichannels in phospholipids. Sci. Adv. 6, eaax3157 (2020).

19. Kuzuya, M. et al. Structures of human pannexin-1 in nanodiscs
reveal gating mediated by dynamic movement of the N terminus
and phospholipids. Sci. Signal 15, eabg6941 (2022).

20. Taylor, K. A. & Glaeser, R. M. Retrospective on the early develop-
ment of cryoelectron microscopy of macromolecules and a pro-
spective on opportunities for the future. J. Struct. Biol. 163,
214–223 (2008).

21. Maeda, S. et al. Structure of the connexin 26 gap junction channel
at 3.5A resolution. Nature 458, 597–602 (2009).

22. Flores, J. A. et al. Connexin-46/50 in a dynamic lipid environment
resolved by CryoEM at 1.9Å. Nat. Commun. 11, 4331 (2020).

23. Lee, H. J. et al. Cryo-EM structure of human Cx31.3/GJC3 connexin
hemichannel. Sci. Adv. 6, eaba4996 (2020).

24. Bai, D. & Wang, A. H. Extracellular domains play different roles in
gap junction formation and docking compatibility. Biochem. J.458,
1–10 (2014).

25. Palacios-Prado, N. et al. Molecular determinants of magnesium-
dependent synaptic plasticity at electrical synapses formed by
connexin36. Nat. Commun. 5, 1–13 (2014).

26. Lee, H. J. et al. Conformational changes in the human Cx43/GJA1
gap junction channel visualized using cryo-EM. Nat. Commun. 14,
1–18 (2023).

27. González-Nieto, D. et al. Regulation of neuronal connexin-36
channels by pH. Proc. Natl Acad. Sci. USA 105, 17169–17174 (2008).

28. Charpantier, E., Cancela, J. & Meda, P. Beta cells preferentially
exchange cationic molecules via connexin 36 gap junction chan-
nels. Diabetologia 50, 2332–2341 (2007).

29. Bukauskas, F. F. Neurons and β-cells of the pancreas express con-
nexin36, forming gap junction channels that exhibit strong cationic
selectivity. J. Membr. Biol. 245, 243–253 (2012).

30. Nightingale, E. R. Phenomenological theory of ion solvation.
Effective radii of hydrated ions. J. Phys. Chem.63, 1381–1387 (1959).

31. Moreno, A. P. et al. Biophysical evidence that connexin-36 forms
functional gap junction channels between pancreatic mouse β-
cells. Am. J. Physiol. Endocrinol. Metab. 288, E948–E956 (2005).

32. Srinivas, M. et al. Functional properties of channels formed by the
neuronal gap junction protein connexin36. J. Neurosci. 19,
9848–9855 (1999).

33. Yeh, I.-C. & Hummer, G. Diffusion and electrophoretic mobility of
single-stranded RNA from molecular dynamics simulations. Bio-
phys. J. 86, 681–689 (2004).

34. Aksimentiev, A. & Schulten, K. Imaging α-hemolysin withmolecular
dynamics: ionic conductance, osmotic permeability, and the elec-
trostatic potential map. Biophys. J. 88, 3745–3761 (2005).

35. Vega, C. & Abascal, J. L. Simulatingwater with rigid non-polarizable
models: a general perspective. Phys. Chem. Chem. Phys. 13,
19663–19688 (2011).

36. Prajapati, J. D. et al. Changes in salt concentration modify the
translocation of neutral molecules through a ΔCymA nanopore in a
non-monotonic manner. ACS Nano 16, 7701–7712 (2022).

37. Cao, C. et al. Single-molecule sensingof peptides andnucleic acids
by engineered aerolysin nanopores. Nat. Commun. 10, 1–11 (2019).

38. Gestaut, D. et al. The chaperonin TRiC/CCT associates with pre-
foldin through a conserved electrostatic interface essential for
cellular proteostasis. Cell 177, 751–765 (2019).

39. Roh, S.-H. et al. Subunit conformational variation within individual
GroEL oligomers resolved by Cryo-EM. Proc. Natl Acad. Sci. USA
114, 8259–8264 (2017).

40. Zubcevic, L. & Lee, S. Y. The role of π-helices in TRP channel gating.
Curr. Opin. Struct. Biol. 58, 314–323 (2019).

41. Martin, E. A., Lasseigne, A. M. & Miller, A. C. Understanding the
molecular and cell biological mechanisms of electrical synapse
formation. Front. Neuroanat. 14, 12 (2020).

42. Haimovici, A. et al. Brain organization into resting state networks
emerges at criticality on a model of the human connectome. Phys.
Rev. Lett. 110, 178101 (2013).

43. O’Brien, J. Design principles of electrical synaptic plasticity. Neu-
rosci. Lett. 695, 4–11 (2019).

44. Bargiello, T. A. et al. Gatingof connexin channelsby transjunctional-
voltage: conformations and models of open and closed states.
Biochim. Biophys. Acta Biomembr. 1860, 22–39 (2018).

45. Myers, J. B. et al. Structure of native lens connexin 46/50 inter-
cellular channels by cryo-EM. Nature 564, 372–377 (2018).

46. Marandykina, A. et al. Regulation of connexin36 gap junction
channels by n‐alkanols and arachidonic acid. J. Physiol. 591,
2087–2101 (2013).

47. Peracchia, C. Calmodulin-cork model of gap junction channel gat-
ing—one molecule, two mechanisms. Int. J. Mol. Sci. 21,
4938 (2020).

48. Kraujalis, T. et al. The amino terminal domain and modulation of
connexin36gap junction channels by intracellularmagnesium ions.
Front. Physiol. 13, 247 (2022).

49. Rimkute, L. et al. Modulation of connexin-36 gap junction channels
by intracellular pHandmagnesium ions.Front. Physiol.9, 362 (2018).

50. Verselis, V. K., Ginter,C. S. &Bargiello, T. A.Opposite voltagegating
polarities of two closely related onnexins. Nature 368,
348–351 (1994).

51. Nguyen, T. A. et al. Functional anatomy of the human micro-
processor. Cell 161, 1374–1387 (2015).

52. Goehring, A. et al. Screening and large-scale expression of mem-
brane proteins in mammalian cells for structural studies. Nat. Pro-
toc. 9, 2574 (2014).

53. Gibson, D. G. Enzymatic assembly of overlapping DNA fragments.
Methods Enzymol. 498, 349–361 (2011).

54. Ritchie, T. et al. Reconstitution of membrane proteins in phospho-
lipid bilayer nanodiscs. Methods Enzymol. 464, 211–231 (2009).

55. Kawate, T. & Gouaux, E. Fluorescence-detection size-exclusion
chromatography for precrystallization screening of integral mem-
brane proteins. Structure 14, 673–681 (2006).

56. Punjani, A. et al. cryoSPARC: algorithms for rapid unsupervised
cryo-EM structure determination. Nat. Methods 14, 290–296 (2017).

57. Zivanov, J. et al. New tools for automated high-resolution cryo-EM
structure determination in RELION-3. eLife 7, e42166 (2018).

58. Emsley, P. & Cowtan, K. Coot: model-building tools for molecular
graphics. Acta Crystallogr. Sect. D: Biol. Crystallogr. 60,
2126–2132 (2004).

59. Casañal, A., Lohkamp, B. & Emsley, P. Current developments in coot
for macromolecular model building of electron cryo‐microscopy
and crystallographic data. Protein Sci. 29, 1055–1064 (2020).

Article https://doi.org/10.1038/s41467-023-37040-8

Nature Communications |         (2023) 14:1347 14



60. Afonine, P. V. et al. Real-space refinement in PHENIX for cryo-EM
and crystallography. Acta Crystallogr. D. 74, 531–544 (2018).

61. Pettersen, E. F. et al. UCSF Chimera—a visualization system for
exploratory research and analysis. J. Comput. Chem. 25,
1605–1612 (2004).

62. Huang, J. et al. CHARMM36m: an improved force field for folded
and intrinsically disordered proteins. Nat. Methods 14, 71–73 (2017).

63. Klauda, J. B. et al. Update of the CHARMM all-atom additive force
field for lipids: validation on six lipid types. J. Phys. Chem. B 114,
7830–7843 (2010).

64. Abraham, M. J. et al. GROMACS: high performance molecular
simulations through multi-level parallelism from laptops to super-
computers. SoftwareX 1-2, 19–28 (2015).

65. Yoo, J. & Aksimentiev, A. New tricks for old dogs: improving the
accuracy of biomolecular forcefieldsbypair-specificcorrections to
non-bonded interactions. Phys. Chem. Chem. Phys. 20,
8432–8449 (2018).

66. Darden, T., York, D. & Pedersen, L. Particle mesh Ewald: an N⋅log(N)
method for Ewald sums in large systems. J. Chem. Phys. 98,
10089–10092 (1993).

67. Hess, B. et al. LINCS: a linear constraint solver for molecular simu-
lations. J. Comput. Chem. 18, 1463–1472 (1997).

68. Miyamoto, S. & Kollman, P. A. Settle: an analytical version of the
SHAKE and RATTLE algorithm for rigid water models. J. Comput.
Chem. 13, 952–962 (1992).

69. Jumper, J. et al. Highly accurate protein structure prediction with
AlphaFold. Nature 596, 583–589 (2021).

70. Parrinello, M. & Rahman, A. Polymorphic transitions in single crys-
tals: a new molecular dynamics method. J. Appl. Phys. 52,
7182–7190 (1981).

71. Nosé, S. & Klein, M. L. Constant pressure molecular dynamics for
molecular systems. Mol. Phys. 50, 1055–1076 (1983).

72. Yoo, J.&Aksimentiev,A.Moleculardynamicsofmembrane-spanning
DNA channels: conductance mechanism, electro-osmotic transport,
and mechanical gating. J. Phys. Chem. Lett. 6, 4680–4687 (2015).

Acknowledgements
This work was supported by the Suh Kyungbae Foundation (SUHF-
18010097 to J.-S.W.), the National Research Foundation (NRF) grants
funded by the Ministry of Science and ICT (NRF-2018R1C1B6004447 to
J.-S.W. and NRF-2020R1A2C1101424 to J.Y.), and by the National Super-
computing Center (KSC-2020-CRE-0080 to J.Y.). This work was also
supported by SamsungScience& Technology Foundation and Research
(SSTF-BA2101-13) and the NRF grants (2015M3D3A1A01064919,
2022R1A2B5B02002529, 2022R1A5A6000760) to H.H.L.

Author contributions
J.-S.W. and H.H.L. conceived this project; H.J.C. purified BRIL-fused
Cx36 and solved the initial structure; S.-N.L. purified Cx36-WT and
solved the structures in lipids; H.J. and B.R. performed electron micro-
scopy; H.J.C., S.-N.L., H.J., B.R., and H.-J.L. performed EM image pro-
cessing; S.-N.L., H.J.C., and J.-S.W. performedmodel building; M.K. and
J.Y. performed MD simulations; S.-N.L., H.J.C., J.-S.W., and H.H.L. wrote
the manuscript.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-023-37040-8.

Correspondence and requests for materials should be addressed to
Jae-Sung Woo or Hyung Ho Lee.

Peer review information Nature Communications thanks Tomás Perez-
Acle and the other, anonymous, reviewer(s) for their contribution to the
peer review of this work. Peer reviewer reports are available.

Reprints and permissions information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to
jurisdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2023

Article https://doi.org/10.1038/s41467-023-37040-8

Nature Communications |         (2023) 14:1347 15

https://doi.org/10.1038/s41467-023-37040-8
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Cryo-EM structures of human Cx36/GJD2 neuronal gap junction channel
	Results
	Structure determination of Cx36 GJC at 2.2 Å resolution using the BRIL-fusion method
	Unique features of the hemichannel-hemichannel docking interface
	Cx36LMNG-BRIL has flexible NTHs and pore-bound detergents
	Structures of Cx36 GJC in soybean lipids in two different conformations
	Unique structural features and hydrophobic pockets of Cx36 GJC in the PLN state
	The structurally hetero-junctional Cx36Nano-WT GJC
	The pore in the FN state is completely obstructed by lipids
	The acidic pore surface of Cx36 GJC confers strong cation selectivity
	Dynamic conformational changes in individual protomers in a single Cx36 GJC
	Structural comparison of Cx36 FN and PLN protomers reveals α-to-π helix transition in TM1

	Discussion
	Methods
	Expression and purification of Cx36-WT and Cx36-ΔN8 in the human cell expression system
	Expression and purification of Cx36-BRIL and Cx36-BRIL-ΔN16 in the baculovirus expression system
	Reconstitution of Cx36-WT, Cx36-ΔN8, and Cx36-BRIL-ΔN16 in lipid nanodiscs
	Fluorescence-detection size-exclusion chromatography
	Cryo-EM specimen preparation and data collection
	Image processing and reconstruction
	Focused 3D classification for the Cx36Nano-WT dataset and structure determination of full PLN, full FN, and structurally hetero-junctional Cx36 GJCs
	Protomer-focused classification for the Cx36Nano-WT dataset
	Analysis of the distribution of PLN protomers in GJC particles
	Model building and refinement
	MD simulation protocol
	MD preparation of Cx36 embedded in a lipid bilayer
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




