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The transient receptor potential (TRP) family of pro-
teins are generally nonselective cation channels that
participate in many sensory and physiological processes.
To date, no structural information at the atomic level is
available for any full-length TRP channels due to diffi-
culties encountered in overexpression, functional puri-
fication,and crystallization of eukaryotic transmembrane
proteins. However, progress toward obtaining TRP pro-
tein structures has been made by combining different
techniques, such as cryo-electron microscopy of entire
proteins, x-ray crystallography of isolated cytosolic do-
mains, and extensive mutagenesis combined with func-
tional assays in heterologous expression systems. This
perspective focuses on recent developments in the de-
termination of TRP channel structure by electron cryo-
microscopy and single-particle analysis, and the use of
multi-resolution and “divide and conquer” approaches
to solving this problem. It also discusses the implica-
tions of new methods for expression and purification
for future prospects in two- and three-dimensional crys-
tallography, as well as the use of biophysical techniques
to assess the functionality of purified TRP proteins that
are used for structural analysis, and to study their direct
interactions with other proteins.

Introduction

Determination of ion channel structures is important
for understanding basic mechanisms of gating, modula-
tion, ion permeation, and selectivity. It holds potential for
structure-based design of channel-targeted therapeutics
and for understanding the structural basis of channelo-
pathies. Despite extensive effort in many laboratories, the
number of solved ion channel structures remains small
because of the challenges presented for integral mem-
brane proteins by the needs of structural methods for
high level expression, high purity, and maintenance of
native protein conformation and activity after removal
from the membrane. These problems have proved espe-
cially challenging for eukaryotic ion channels, among
which high resolution structures have been determined
by x-ray crystallography for only two native channels (Long
et al., 2005; Jasti et al., 2007), and one chimera from
fragments of two eukaryotic potassium channels (Long
et al., 2007). One channel structure, that of the nico-
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tinic acetylcholine receptor, has been solved by electron
crystallography at sufficient resolution to identify side
chains and generate an atomic model (Miyazawa et al.,
2003; Unwin, 2005).

As discussed below, TRP channels present their own
challenges in addition to those presented by eukaryotic
ion channels in general. The members of this family of
channels have emerged as important players in several
human diseases (Venkatachalam and Montell, 2007), as
well as in multiple sensory modalities and signaling path-
ways (Ramsey et al., 2006). They are widely regarded as
attractive targets for novel therapeutics (Krause et al.,
2005; Nilius et al., 2007), but currently their pharmacol-
ogy is nearly as undeveloped as their structural biology.
We review the progress to date in understanding TRP
channel structure and structure relationships, includ-
ing their tetrameric organization, and discuss the pros-
pects for combining a range of techniques to obtain
further advances.

Predicted Domains, Topology, and Stoichiometry

Seven major subfamilies in the TRP family have been
identified: TRPV, TRPA, TRPC, TRPM, TRPP, TRPML,
and TRPN. All are predicted to have six transmembrane
helices, S1-S6, per subunit, with varying sizes of cytoplas-
mic amino and carboxy termini, and are thought to form
tetrameric assemblies (Clapham, 2003; Schindl and
Romanin, 2007; Venkatachalam and Montell, 2007). Gel
filtration analysis (Moiseenkova-Bell et al., 2008), blue
native (low SDS) gel electrophoresis (Jahnel etal., 2001),
and electrophoresis in perfluoro-octanoic acid (Kedei
etal., 2001) all indicated that TRPV1 can form tetramers,
although the electrophoresis assays revealed both lower-
and higher-order complexes as well, depending on con-
ditions. Sucrose gradient centrifugation of TRPV5 and
TRPV6 indicated that they are predominantly tetrameric,
and coimmunoprecipitation experiments suggested they
can form heterotetramers as well as homotetramers
(Hoenderop et al., 2003). As discussed below, the ap-
pearance of purified recombinant TRP channels in
electron micrographs is consistent with homotetrameric
structures. By analogy to potassium channels related to
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the Shaker family, the ion pore is predicted to be formed
by the combination of the S5 and S6 segments with the
“P-loop” connecting them. Within the cytoplasmic do-
mains, some well-known structural motifs have been
identified by sequence comparisons: variable numbers
of ankyrin repeats (TRPV, TRPA, TRPC, and TRPN), a
“TRP” sequence of unknown structure and function
found in some but not all family members, kinase do-
mains in TRPM, and extracellular domains inserted into
the transmembrane domain in TRPP and TRPML. There
have been extensive studies of structure—function rela-
tionships within TRP channels, and these have been re-
viewed elsewhere. The focus here is on the progress
made to date, as limited as it is, in determination of
three-dimensional structures and on the prospects for
breakthroughs in this area in the near future.

Expression Systems and Purification
In general, ion channels are expressed at very low levels
in the membranes in which they occur naturally, and TRP
channels are not exceptions to this rule. Therefore,
finding a system for expressing them at high levels is a
prerequisite for structural methods. Bacterial overex-
pression is the most efficient and economical approach
in most cases for obtaining milligram quantities of pro-
tein, but to date there have been no reports of success-
ful use of bacteria for expression of full-length TRP
channels. Bacteria have proven useful, however, for pro-
ducing large quantities of soluble fragments from the
cytoplasmic domains of TRP channels, including the
ankyrin repeats from TRPV1, TRPV2, and TRPV6 (Jin
et al., 2006; McCleverty et al., 2006; Lishko et al., 2007;
Phelps et al., 2008), the a-kinase domain of TRPM7
(Yamaguchi et al., 2001), and C-terminal cytoplasmic
coiled-coil domain of TRPM7 (Fujiwara and Minor, 2008).
It seems likely that additional cytoplasmic fragments
may yield to this approach. The cytoplasmic domains of
TRP channels make up most of their mass, so solving
fragment structures by x-ray crystallography or nuclear
magnetic resonance may provide high resolution struc-
tures of most of the protein, which could then be fit
into lower resolution structures of the full-length pro-
teins determined by electron microscopy (see below).
Mammalian cell culture has been used to express
numerous fulllength TRP channels. In most cases, the
amounts produced have been sufficient for measuring
currents through the channels, but not nearly enough for
structural methods. However, in the cases of TRPC3 (Mio
et al., 2005, 2007) and TRPM2 (Maruyama et al., 2007),
transfection of mammalian cells and purification in the
detergent dodecyl maltoside have been used to obtain suf-
ficient amounts of protein for electron microscopy.
Another alternative is to use eukaryotic microbes, such
as the methylotropic yeast, Pichia pastori, or the budding
yeast, Saccharomyces cerevisiae, for expressing TRP chan-
nels. The Pichia system has been used successfully for
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aquaporin (Nyblom et al., 2007) and potassium channels
(Long et al., 2005, 2007; Tao and Mackinnon, 2008),
but so far no success has been obtained for TRP channels.
In contrast, S. cerevisiae has proven to be a useful and
versatile system for expressing TRP channels in func-
tional form. The first report of expression of a TRP chan-
nel in yeast was for TRPV1 (Moiseenkova et al., 2003).
The functionality of the protein was demonstrated by li-
gand-triggered Ca*" influx detected with the fluorescent
Ca*-indicator dye, Fura-2. A recent study made use of
these observations to establish a screen for mutants in
TRPV1 with altered function by selection in budding
yeast (Myers et al., 2008). Subsequent improvements
(Moiseenkova-Bell et al., 2008) upon these early efforts,
including the use of a carboxyl-terminal epitope tag
taken from rhodopsin and an immuno-affinity column
of immobilized monoclonal antibody 1-D4 (MacKenzie
etal., 1984), allowed one-step isolation of detergent-sol-
ubilized TRPV1 essentially free of contaminating proteins.
This method allowed purification of milligram amounts
of the protein for functional and structural studies. Gel
filtration chromatography is a useful method for identify-
ing conditions, such as the type of detergent, which
maintain the protein in monodisperse form, and for as-
sessing the subunit stoichiometry of the purified channel.
In the case of TRPVI, a single major peak correspond-
ing to a tetramer was observed upon gel filtration in the
detergent decyl maltoside (Moiseenkova-Bell et al., 2008).
Subsequently, additional TRP channels have been
expressed in S. cerevisiae with the 1-D4 epitope tag,
and TRPV2, TRPY1-4 (Moiseenkova-Bell, V., L. Stanciu,
I. Serysheva, B. Tobe, Y. Zhou, and T.G. Wensel. 2007.
51* Annual Biophysical Society Meeting. Abstr. 2626),
TRPMS, and TRPALI all behave well in this system, allow-
ing for purification of sufficient quantities of protein for
electron microscopy or setting up crystallization trials.

Electron Microscopy in Negative Stain

Electron microscopy has been a useful tool to study ul-
trastructures of cells and tissues. Recently, it has evolved
into a powerful technique to determine structures of bi-
ological macromolecules. The highest resolution struc-
tures have been obtained using two-dimensional crystals,
but unfortunately conditions for forming these for TRP
channels have not yet been reported. Alternatively, sin-
gle-particle analysis (van Heel et al., 2000; Frank, 2002;
Chiu et al.,, 2005; Jiang and Ludtke, 2005) uses thou-
sands of projection images, ideally with more or less
randomly distributed orientations, to obtain sufficient
data for three-dimensional reconstructions. Proteins pro-
vide relatively little contrast against a water background,
so these data are most easily obtained if the image con-
trast is enhanced with the use of negative stains, such as
uranyl acetate. This approach has been applied to several
ion channels, including TRPM2 (Maruyama et al., 2007),
TRPC3 (Mio etal., 2005), and TRPV1 (Moiseenkova, V.,



eceptor
1252 kDa

Prestin
310 kDa

TRPM2
690 kDa

TRPC3
388 kDa

Figure 1.

Na channel
300 kDa

TRPV1
400 kDa

Kv2.1-1.2
380 kDa

Comparison of reported structures from electron microscopy of TRP channels and other membrane proteins. Negative stain

structures, resolution: Prestin, 20 A (Mio et al., 2008a); CFTR, 20 A (Mio et al., 2008b); TRPM2, 37 A (Maruyama et al., 2007); TRPC3,
(Mio et al., 2005). Cryo—electron microscopy structures: Na channel, 19 A (Sato et al., 2004); InsPg receptor, 20 A (Sato et al., 2004);
TRPC3, 15.3 A (Mio et al., 2007); TRPV1, 19 A (Moiseenkova-Bell et al., 2008). Fourier shell correlation >0.5 is used as the resolution
criterion for electron microscopy structures. X-ray structure: Kv2.1-1.2, 2.4 A (Long et al., 2007).

Z.Zhang, B.N. Christensen, and T.G. Wensel. 2005. 49t
Annual Biophysical Society Meeting. Abstr. 551), with
examples shown in Fig. 1. Results from TRPM2 and
TRPC3 suggest that each is bullet-shaped, with a dense
bullet-head domain, interpreted as the transmembrane
channel domain, and a more open but larger putative
cytoplasmic domain. From the TRPC3 results, the height
of the protein was calculated to be 235 A, and the top
view had a width of 200 A; for TRPM2, the height of the
protein reported to be 250 A, and the top view had a
width of 170 A. In their overall shapes, these proteins
resemble other membrane protein structures determined
using this methodology, including prestin (Mio et al.,
2008a), and the cystic fibrosis transmembrane conduc-
tance regulator, CFTR (Mio et al., 2008b). The CFTR
diameter was previously estimated as 9.0 nm, based on
images of freeze-fracture replicas (Eskandari etal., 1998).
In interpreting these results, it is worth bearing in mind
that at best negative stain provides the structure of a
stain-filled “cast” around the part of the protein from
which it is excluded, which therefore has limited resolu-
tion, that the staining conditions can distort the struc-
ture, and that because the contrast comes from the
stain, not the protein, lipid aggregates are difficult to
distinguish from protein. The TRPM2 and TRPC3 struc-
tures were determined using an automatic particle-pick-
ing algorithm that has not been extensively tested.

Electron Microscopy in Vitreous Ice

An alternative approach to structure determination by
electron microscopy is the use of samples captured with-
out stain or fixative in vitreous ice. Although the limited
image contrast obtained using this method presents chal-
lenges for proteins <500 kD, the hardware and software
available have been improving steadily, so that now
structures of noncrystalline specimens at a resolution
close to 4 A can be obtained under favorable conditions
(Ludtke etal., 2008). Structures in this resolution range
have not yet been determined for TRP channels, but
progress has been made in determining lower resolu-
tion structures. Recently (Moiseenkova-Bell etal., 2008),
electron cryo-microscopy and single-particle analysis were
used to determine the structure of TRVP1 to a 19-A res-
olution (Fig. 2). The structure is fourfold symmetric
and consists of two well-defined domains. One of these
is compact and of appropriate volume and length (along
the axis of symmetry; presumably the direction of the
transmembrane vector) to be the transmembrane do-
main. This domain measures 40 A (length) by 60 A
(diameter) and was interpreted as containing the ion
channel pore and associated transmembrane helices.
The voltage-gated potassium channel Kv 1.2 has a simi-
lar six-loop topology in its transmembrane domain to
that predicted for TRP channels, and its structure, as
determined by x-ray crystallography (Long et al., 2005),
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Figure 2. Structure of TRPV1 at a 19-A resolution from single-particle analysis and electron cryomicroscopy (Moiseenkova-Bell et al.,
2008). Semitransparent orthogonal surface views are shown from (A) the “top” (the side suggested to face the extracellular milieu), (B)
the “bottom” (the side suggested to be cytoplasmic), and (Cand D) two “side” (perpendicular to the fourfold symmetry axis) directions.
In E, a cutaway view is shown to reveal the empty cavity within the basket-like cytoplasmic domain. A bracket indicates the proposed

transmembrane domain.

fits well into the putative transmembrane domain of the
TRPV1 structure. In addition, a large basket-like domain
hangs from the transmembrane domain by fairly thin
connecting densities. This domain has sufficient vol-
ume to contain both the N- and C-terminal cytoplasmic
domains. Its overall dimensions are 100 A (diameter) by
75 A (Iength along symmetry axis), but its surface en-
closes a large central cavity of unknown function. The
structure of the ankyrin repeat domain of TRPV1 (Lishko
et al., 2007), from its N-terminal region, fits well into
four shoulder-like domains in the putative cytoplas-
mic domain near the proposed membrane surface, al-
though this placement must be considered hypothetical
until a higher resolution structure is obtained. Prelimi-
nary results from TRPV2 suggest its overall structural
architecture resembles that of TRPV1 (Moiseenkova-Bell,
V., L. Stanciu, I. Serysheva, B. Tobe, Y. Zhou, and T.G.
Wensel. 2007. 51* Annual Biophysical Society Meeting.
Abstr. 2626).

Another TRP channel structure determined by elec-
tron cryomicroscopy, that of TRPC3 (Mio et al., 2007),
is strikingly different from both the TRPV1 structure and
the TRPCS3 structure determined in negative stain (Mio
etal., 2005) (Fig. 1). Its overall molecular envelope ex-
ceeds in size that of the InsP3 receptor determined by
the same group (Sato et al., 2004), although the latter has
more than three times the mass (1,250 kD) of TRPC3
(388 kD). The structure, as reported, is very open and
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mesh-like, with many thin connections and no obvious
compact domain of sufficient length to span the bilayer.
Aswith the negative stain studies on TRPC3 and TRPM2,
an automated particle-picking procedure was used. Be-
cause of low contrast, such algorithms tend to be even less
reliable for cryo—electron microscopy images of moder-
ately sized proteins than they are for negative stain data.
It is not obvious why the structure of TRPC3 looks so
different from any of the other TRP channels deter-
mined by electron microscopy, but it is conceivable that
inclusion of lipid aggregates among the images may in-
fluence the results.

Functional Reconstitution and Assays of Purified Proteins
and Fragments

It is desirable that any structural work on TRP channels
be performed on proteins as close to their native and
functionally active states as possible. Structural analysis
requires TRP channels to be purified in detergent solu-
tions, and channels in micellar form can be used for
direct binding studies to detect interactions with small
molecules and other proteins. Properties requiring in-
sertion into a lipid bilayer can be performed by reconstitu-
tion into vesicles or by incorporation of purified protein
into a planar bilayer in a recording chamber. For exam-
ple, methods were recently described for functional re-
constitution and assays of ligand-gated ion flux with
detergent-purified TRPVI (Moiseenkova-Bell et al., 2008)



by the addition of phospholipids and detergent removal
by dialysis to yield TRPVI reconstituted in unilamellar
phospholipids vesicles.

X-Ray Crystallography of Fragments

In lieu of crystals of full-length TRP channels, a promis-
ing approach is the crystallization of fragments that are
experimentally more tractable. Recently (discussed in
detail in a Perspective by Rachelle Gaudet in this issue
[p. 231]), progress has been made in the determina-
tion of the structures of the N-terminal cytoplasmic portion
that contains ankyrin repeat domains for TRPV2, TRPVI,
and TRPV6 channels (Jin et al., 2006; McCleverty et al.,
2006; Lishko et al., 2007; Phelps et al., 2007, 2008). The
structure of the a-kinase domain of TRPM7 (Yamaguchi
etal., 2001), and the structure of the C-terminal cyto-
plasmic coiled-coil domain of the same protein (Fujiwara
and Minor, 2008), were also determined. It seems likely
that structures of carboxyl-terminal cytoplasmic domains,
or perhaps engineered constructs linking the N- and
C-terminal domains (without the transmembrane seg-
ments), will be forthcoming. Such structures enhance
the value of lower resolution structures determined by
techniques such as electron cryo-microscopy or spectro-
scopic techniques because as their resolutions improve,
the latter can be used to determine the relative align-
ment and positioning of the various domains determined
at higher resolution.

Future Prospects

Although initial progress in determining the three-di-
mensional structures of TRP channels has been slow, it
is likely to pick up speed. Expression systems and purifi-
cation procedures have been worked out for both full-
length proteins and soluble domains, and it s likely that
these methods will be extended to additional TRP chan-
nels and their domains. The amounts of some full-length
TRP channels obtained by expression in budding yeast
are sufficient for extensive crystallization trials. Alterna-
tive expression systems may also bear fruit. In addition,
there is reason for optimism that some TRP channels
will be amenable to two-dimensional crystallization, which
would open up the possibility of using electron crystal-
lography to obtain higher resolution structures than
those obtained by single-particle analysis. Meanwhile, the
resolution of the latter is sure to improve with advance-
ments in technology and collection of more data on TRP
channels and their complexes. Additional complemen-
tary structural techniques, such as fluorescence resonance
energy transfer, nuclear magnetic resonance, and electron
paramagnetic resonance are likely to provide additional
structural constraints for enhancing our understanding
of TRP channel structures and their relationships to
channel function. An interesting alternative approach
to determine channel structures embedded in bilayers,
which might be applicable to reconstituted TRP chan-

nels, is the combination of single-particle analysis and
random conical tilt images of freeze-fracture replicas
(Lanzavecchia et al., 2005).

The authors would like to thank the National Institutes of Health
(grants EY07981 and DK071505) and the Welch Foundation
(grant Q0035) for research and training grant support.

REFERENCES

Chiu, W., M.L. Baker, W. Jiang, M. Dougherty, and M.F. Schmid.
2005. Electron cryomicroscopy of biological machines at sub-
nanometer resolution. Structure. 13:363-372.

Clapham, D.E. 2003. TRP channels as cellular sensors. Nature.
426:517-524.

Eskandari, S., E.M. Wright, M. Kreman, D.M. Starace, and G.A.
Zampighi. 1998. Structural analysis of cloned plasma membrane
proteins by freeze-fracture electron microscopy. Proc. Natl. Acad.
Sci. USA. 95:11235-11240.

Frank, J. 2002. Single-particle imaging of macromolecules by cryo-elec-
tron microscopy. Annu. Rev. Biophys. Biomol. Struct. 31:303-319.

Fujiwara, Y., and D.L. Minor Jr. 2008. X-ray crystal structure of a
TRPM assembly domain reveals an antiparallel fourstranded
coiled-coil. J. Mol. Biol. 383:854-870.

Hoenderop, ]J.G., T. Voets, S. Hoefs, F. Weidema, ]J. Prenen, B.
Nilius, and R.J. Bindels. 2003. Homo- and heterotetrameric ar-
chitecture of the epithelial Ca2+ channels TRPV5 and TRPV6.
EMBO J. 22:776-785.

Jahnel, R., M. Dreger, C. Gillen, O. Bender, J. Kurreck, and F. Hucho.
2001. Biochemical characterization of the vanilloid receptor 1 ex-
pressed in a dorsal root ganglia derived cell line. Fur. J. Biochem.
268:5489-5496.

Jasti, J., H. Furukawa, E.B. Gonzales, and E. Gouaux. 2007. Structure
of acid-sensing ion channel 1 at 1.9 A resolution and low pH.
Nature. 449:316-323.

Jiang, W., and S.J. Ludtke. 2005. Electron cryomicroscopy of sin-
gle particles at subnanometer resolution. Curr. Opin. Struct. Biol.
15:571-577.

Jin, X,, J. Touhey, and R. Gaudet. 2006. Structure of the N-terminal
ankyrin repeat domain of the TRPV2 ion channel. J. Biol. Chem.
281:25006-25010.

Kedei, N., T. Szabo, J.D. Lile, J.J. Treanor, Z. Olah, M.]. Iadarola,
and P.M. Blumberg. 2001. Analysis of the native quaternary struc-
ture of vanilloid receptor 1. J. Biol. Chem. 276:28613-28619.

Krause, J.E., B.L. Chenard, and D.N. Cortright. 2005. Transient re-
ceptor potential ion channels as targets for the discovery of pain
therapeutics. Curr. Opin. Investig. Drugs. 6:48-57.

Lanzavecchia, S., F. Cantele, P.L. Bellon, L. Zampighi, M. Kreman, E.
Wright, and G.A. Zampighi. 2005. Conical tomography of freeze-
fracture replicas: a method for the study of integral membrane pro-
teins inserted in phospholipid bilayers. J. Struct. Biol. 149:87-98.

Lishko, P.V., E. Procko, X. Jin, C.B. Phelps, and R. Gaudet. 2007.
The ankyrin repeats of TRPV1 bind multiple ligands and modu-
late channel sensitivity. Neuron. 54:905-918.

Long, S.B., E.B. Campbell, and R. Mackinnon. 2005. Crystal struc-
ture of a mammalian voltage-dependent Shaker family K+ chan-
nel. Science. 309:897-903.

Long, S.B., X. Tao, E.B. Campbell, and R. MacKinnon. 2007.
Atomic structure of a voltage-dependent K+ channel in a lipid
membrane-like environment. Nature. 450:376-382.

Ludtke, SJ., M.L. Baker, D.H. Chen, J.L.. Song, D.T. Chuang, and
W. Chiu. 2008. De novo backbone trace of GroEL from single
particle electron cryomicroscopy. Structure. 16:441-448.

MacKenzie, D., A. Arendt, P. Hargrave, J.H. McDowell, and R.S.
Molday. 1984. Localization of binding sites for carboxyl terminal

Moiseenkova-Bell and Wensel 243



specific anti-rhodopsin monoclonal antibodies using synthetic
peptides. Biochemistry. 23:6544-6549.

Maruyama, Y., T. Ogura, K. Mio, S. Kiyonaka, K. Kato, Y. Mori, and
C. Sato. 2007. Three-dimensional reconstruction using transmis-
sion electron microscopy reveals a swollen, bell-shaped structure
of transient receptor potential melastatin type 2 cation channel.
J- Biol. Chem. 282:36961-36970.

McCleverty, C.J., E. Koesema, A. Patapoutian, S.A. Lesley, and A.
Kreusch. 2006. Crystal structure of the human TRPV2 channel
ankyrin repeat domain. Protein Sci. 15:2201-2206.

Mio, K., T. Ogura, Y. Hara, Y. Mori, and C. Sato. 2005. The non-se-
lective cation-permeable channel TRPC3 is a tetrahedron with a
cap on the large cytoplasmic end. Biochem. Biophys. Res. Commun.
333:768-7717.

Mio, K., T. Ogura, S. Kiyonaka, Y. Hiroaki, Y. Tanimura, Y. Fujiyoshi,
Y. Mori, and C. Sato. 2007. The TRPC3 channel has a large inter-
nal chamber surrounded by signal sensing antennas. J. Mol. Biol.
367:373-383.

Mio, K., Y. Kubo, T. Ogura, T. Yamamoto, F. Arisaka, and C. Sato.
2008a. The motor protein prestin is a bullet-shaped molecule
with inner cavities. J. Biol. Chem. 283:1137-1145.

Mio, K., T. Ogura, M. Mio, H. Shimizu, T.C. Hwang, C. Sato, and
Y. Sohma. 2008b. Three-dimensional reconstruction of human
CFTR chloride channel revealed an ellipsoidal structure with ori-
fices beneath the putative transmembrane domain. /. Biol. Chem.
283:30300-30310.

Miyazawa, A., Y. Fujiyoshi, and N. Unwin. 2003. Structure and
gating mechanism of the acetylcholine receptor pore. Nature.
424:949-955.

Moiseenkova, VY., H.L. Hellmich, and B.N. Christensen. 2003.
Overexpression and purification of the vanilloid receptor in
yeast (Saccharomyces cerevisiae). Biochem. Biophys. Res. Commun.
310:196-201.

Moiseenkova-Bell, V.Y., L.A. Stanciu, L.I. Serysheva, B.J. Tobe,
and T.G. Wensel. 2008. Structure of TRPVI channel re-
vealed by electron cryomicroscopy. Proc. Natl. Acad. Sci. USA.
105:7451-7455.

244 Progress toward TRP Channel Structures

Myers, B.R., C.]. Bohlen, and D. Julius. 2008. A yeast genetic screen
reveals a critical role for the pore helix domain in TRP channel
gating. Neuron. 58:362-373.

Nilius, B., G. Owsianik, T. Voets, and J.A. Peters. 2007. Transient recep-
tor potential cation channels in disease. Physiol. Rev. 87:165-217.
Nyblom, M., F. Oberg, K. Lindkvist-Petersson, K. Hallgren, H.
Findlay, J. Wikstrom, A. Karlsson, O. Hansson, P.J. Booth, R.M.
Bill, et al. 2007. Exceptional overproduction of a functional hu-

man membrane protein. Protein Expr. Purif. 56:110-120.

Phelps, C.B., E. Procko, P.V. Lishko, RR. Wang, and R. Gaudet. 2007.
Insights into the roles of conserved and divergent residues in the an-
kyrin repeats of TRPV ion channels. Channels (Austin). 1:148-151.

Phelps, C.B., RJ. Huang, P.V. Lishko, R.R. Wang, and R. Gaudet.
2008. Structural analyses of the ankyrin repeat domain of TRPV6
and related TRPV ion channels. Biochemistry. 47:2476-2484.

Ramsey, LS., M. Delling, and D.E. Clapham. 2006. An introduction
to TRP channels. Annu. Rev. Physiol. 68:619-647.

Sato, C., K. Hamada, T. Ogura, A. Miyazawa, K. Iwasaki, Y. Hiroaki,
K. Tani, A. Terauchi, Y. Fujiyoshi, and K. Mikoshiba. 2004. Inositol
1,4,5-trisphosphate receptor contains multiple cavities and L-
shaped ligand-binding domains. /. Mol. Biol. 336:155—164.

Schindl, R., and C. Romanin. 2007. Assembly domains in TRP chan-
nels. Biochem. Soc. Trans. 35:84-85.

Tao, X., and R. Mackinnon. 2008. Functional analysis of Kv1.2 and
paddle chimera Kv channels in planar lipid bilayers. J. Mol. Biol.
382:24-33.

Unwin, N. 2005. Refined structure of the nicotinic acetylcholine re-
ceptor at 4A resolution. J. Mol. Biol. 346:967-989.

van Heel, M., B. Gowen, R. Matadeen, E.V. Orlova, R. Finn, T. Pape,
D. Cohen, H. Stark, R. Schmidt, M. Schatz, and A. Patwardhan.
2000. Single-particle electron cryo-microscopy: towards atomic
resolution. Q. Rev. Biophys. 33:307-369.

Venkatachalam, K., and C. Montell. 2007. TRP channels. Annu. Rev.
Biochem. 76:387-4117.

Yamaguchi, H., M. Matsushita, A.C. Nairn, and J. Kuriyan. 2001.
Crystal structure of the atypical protein kinase domain of a TRP
channel with phosphotransferase activity. Mol. Cell. 7:1047-1057.




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (Adobe RGB \0501998\051)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /UseDeviceIndependentColor
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings true
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue true
  /ColorSettingsFile (U.S. Prepress Defaults)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 299
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 600
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.00000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 299
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 600
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.00000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 599
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.00000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org?)
  /PDFXTrapped /False

  /SyntheticBoldness 1.000000
  /Description <<
    /ENU <>
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [612.000 792.000]
>> setpagedevice


