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Abstract
Determining the structure of the nuclear pore complex (NPC) imposes an enormous challenge due to its size,
intricate composition and membrane-embedded nature. In vertebrates, about 1000 protein building blocks
assemble into a 110-MDa complex that fuses the inner and outer membranes of a cell's nucleus. Here, we
review the recent progress in understanding the in situ architecture of the NPC with a specific focus on
approaches using three-dimensional cryo electron microscopy. We discuss technological benefits and
limitations and give an outlook toward obtaining a high-resolution structure of the NPC.
© 2016 The Authors. Published by Elsevier Ltd. This is an open access article under the CC BY license
(http://creativecommons.org/licenses/by/4.0/).

Composition of Nuclear Pore Complexes
Nuclear pores direct the transport of biomolecules
across the nuclear envelope (NE). Morphologically,
nuclear pore complexes (NPCs) contain three
stacked rings. The inner ring spans the fused inner
and outer nuclear membranes. The cytoplasmic and
a nucleoplasmic rings sandwich the inner ring from
both distal ends [1]. The protein components
constituting this structure have been relatively well
characterized. NPCs assemble from multiple copies
of ~ 30 nucleoporins (Nups) that underlie a certain
modularity [2,3]: individual protein building blocks
are preassembled into subcomplexes that subsequently join each other in multiple copies to form the
large NPC structure.
Two of these subcomplexes, the so-called Y and
the inner ring complexes, constitute the NPC
scaffold. This core structure consists primarily of
alpha solenoid and beta propeller domains. The
Y-complex is the structurally best-defined subcomplex and displays a characteristic Y-shape. Both the
Y-shaped outline [4–7] and the six core proteins
constituting it are conserved throughout eukaryotes
[8]. The human Y-complex contains four auxiliary
beta propellers, namely, Nup43, Nup37, Seh1 and
Elys, whereby the latter contains additional domain

features and binds specifically to the nuclear face of
the NPC [9,10]. The Y-complex assembles into a
vertex consisting of a small arm, a large arm and a
stem base that join each other in the center of the Y.
The small arm of the Y contains Nup85 and Seh1 (in
higher eukaryotes, also Nup43); the large arm
contains Elys, Nup37 and Nup160. The stem base
consists of Nup96 and Sec13, which joins Nup85
and Nup160 in the central hub element. The highly
flexible stem tip contains Nup133 and Nup107 [7,8].
The inner ring complex contains five members in
vertebrates, namely, Nup205, Nup188, Nup155,
Nup93 and Nup53 [11]. Its actual outline is less
well understood (see below).
Several other subcomplexes bind peripherally to
the scaffold and are important for the interaction with
cargo and other NPC functions. The trimeric Nup62–
Nup58–Nup54 subcomplex localizes symmetrically
to the central channel region of the NPC [12–14].
Other subcomplexes asymmetrically bind either the
nuclear face or the cytoplasmic face of the NPC. The
Nup214–Nup88–Nup62 subcomplex that also contains Rae1 and Nup98 residues on the cytoplasmic
side [15,16] and is essential for mRNA export [17].
Also, the Nup358–RanGAP1*SUMO1–Ubc9 subcomplex [18] is associated to the cytoplasmic ring
and regulates the nuclear transport receptor–cargo
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complex assembly and disassembly [19]. The exact
interfaces of the remaining components are less well
understood. Tpr, Nup50 and Nup153 bind to the
Y-complex specifically on the nucleoplasmic side
[20]. Only three Nups, Pom121, gp210 and Ndc1,
are integral membrane proteins in vertebrates
[20,21] and cross the lipid bilayer of the NE with a
single alpha helix (Pom121 and gp210) or with a
larger transmembrane domain (Ndc1). While celltype specifically expressed Pom121 appears to bind
to both the Y and inner ring complexes [22], the
ubiquitous Ndc1 binds the inner ring complex [23].
Only Ndc1 appears to be conserved throughout
eukaryotes.

components to the NPC and its subdomains (see,
e.g., Refs. [1] and [25–30]). However, all of these
classical EM techniques suffer from specific limitations. The heavy-metal shadowing and staining
techniques might overemphasize the observed
structures or be more susceptible for specific
subdomains than others. The two-dimensional imaging procedures considerably limit the attainable
resolution and thus restrict the biological questions
that can be addressed. Three-dimensional (3D)
reconstruction techniques [31] and cryoelectron microscopy (cryoEM) of near-native, frozen-embedded
samples [32,33] that contain NPCs in an in situ
scenario have meanwhile proven their potential to
overcome some of these limitations.

Investigation of the NPC Structure by
Classic Electron Microscopy Techniques

3D Reconstructions of the NPC

NPCs have been discovered using electron
microscopy (EM) already in the 1950s [24]. Their
size, obvious topology and specific localization to the
NE have since then rendered NPCs as easy targets
for classic EM. Many studies used transmission EM
of plastic-embedded sections and scanning EM in
combination with rotary heavy-metal shadowing to
investigate nuclear pore structure, morphology and
function. These studies have strongly influenced the
current scientific concepts of the nucleocytoplasmic
transport system. That is, they revealed that cellular
material passes through a central channel of the
NPC, defined the size limits for its cargos (39 nm),
discovered the general morphological features of
NPCs and allowed localizing candidate protein

Hinshaw et al. obtained the first 3D reconstruction
of the NPC by applying the random conical tilt (RCT)
method to negatively stained Xenopus laevis (X.l.)
NE spreads on EM grids [34], which contain a large
number of NPCs per surface area (Figs. 1 and 2a).
The RCT method is based on the acquisition of
electron micrographs at different tilt angles. These
projections are subsequently used to reconstruct a
3D map of the specimen [35]. The first cryoEM
reconstructions were obtained of the X.l. [36] and
Saccharomyces cerevisiae (S.c.) NPCs [37] using
the RCT method. In the following, also cryoelectron
tomography (cryoET) was used to 3D reconstruct
the X.l. NPC [38]. In contrast to RCT, the tomographic approach is less error prone because it more

Fig. 1. 3D structures of the NPC that were solved using EM. The timeline shows representative structures of the NPC
drawn to scale. The model organism, the method used and the reported resolution are indicated when applicable. Images
have been modified from the cited references (extracted: NPCs were extracted from membranes using heparin and/or
detergent; Nuc: NPCs were embedded in the NE of intact nuclei; NE: NPCs were embedded into isolated NEs; whole cell:
data were acquired on the intact cells).
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Fig. 2. Overview of the NPC scaffold architecture and biological specimen used for its structure determination [39].
(a) Cryoelectron micrograph of spread X.l. oocyte with high NPC density [36]. (b) Three sequential x–y slices of 10 nm in
thickness through a tomogram of a D.d. nucleus. Arrows indicate NPC in top view (left) and side view (right). Arrowheads
show ribosomes decorating the outer nuclear membrane. (c) Isosurface rendering of the structure of the human NPC
resolved to 33 Å seen from front (left), cut in half and tilted (right). Membranes are shown in brown. Dimensions of CR, IR
and NR are indicated (adapted from Ref. [7]).

comprehensively acquires projections at all possible
tilts and subsequently combines subtomograms that
contain individual NPCs by iterative averaging.
However, all the above-mentioned studies sampled
the NPCs primarily or exclusively in top view, which
orients the nucleocytoplasmic axes of the NPCs
parallel with the electron optical axis (Fig. 2a). Since
specimen holders in transmission electron microscopes tilt only up to ~ 60°, the resulting reconstructions lacked isotropic angular coverage. If none of the
primary images contained NPCs in side view so that
the fused inner (INM) and outer (ONM) nuclear
membranes are visible, these features will also not
be resolved in the resulting reconstruction. Nevertheless, these early reconstructions contained features
that resembled the 8-fold rotationally symmetry of the
NPC and captured the rough overall dimensions.
The angular coverage problem was first addressed
by a study that conducted cryoET analyses of nuclei
isolated from the lower eukaryote Dictyostelium
discoideum (D.d.) [39]. The NE was not spread on
the EM grid but embedded with its curvature to enable
imaging of NPC in all possible orientations, including
side views in which the membrane is visible (compare

Fig. 2a and b). After tomographic reconstruction of the
NE, subtomograms that contain individual NPCs seen
in various different orientations are extracted in silico.
Although each individual subtomogram has a nonisotropic angular coverage due to the tilt restriction of
the microscope, the combination of many covers all
necessary projection angles. In this way, subtomogram averaging allows us to obtain an isotropic 3D
reconstruction. With an overall resolution of 8–9 nm,
the D.d. NPC structure for the first time resolved the
fused membranes and the three stacked rings.
Numerous tomographic studies have since then
used this so-called “missing wedge weighted subtomogram averaging procedure” [39,40] to analyze
the structure of various protein complexes, often in the
context of membranes in situ (for review, see, e.g.,
Ref. [41]).
The intrinsic structural plasticity of the NPC [3] had to
be taken into account in order to further improve the
resolution. Subtomogram averaging focused on the
asymmetric units instead of entire NPCs, that is, the
single elements of the 8-fold rotational assembly,
corrected for deviations from the ideal symmetry
(so-called symmetry-independent averaging). This
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strategy facilitated improving the resolution of the NPC
structure to 58 Å [42]. The resulting reconstruction
revealed that the NPC consisted of a symmetric inner
ring structure, while the distal cytoplasmic and nucleoplasmic rings show certain differences likely because
different subcomplexes bind to them. The same
computational structure determination framework was
also used to obtain the first reconstruction of the human
NPC. This was experimentally very challenging because human tissue culture cells contain much fewer
NPCs per surface area as compared to other
experimental model systems [39,43,44]. Maimon et
al. plunge froze U2OS cells directly grown on EM grids
and subjected them to cryoET analysis. Since U2OS
cells have a spread-out morphology, the NPC could be
directly imaged in the cell. This reduces artifacts that
are potentially induced during the sample preparation
to a minimum [45]. This technique required the sample
to be embedded in relatively thick ice, which limited the
signal-to-noise ratio of the primary data and, as a
consequence, the overall resolution. Nevertheless,
Maimon et al. isotropically resolved the human NPC
structure to 66 Å and revealed that its overall dimensions are 120 nm in diameter and 85 nm in height
along the transport axis.
The above-discussed cryoEM studies of the
human, D.d., X.l. and S.c. NPCs revealed, at first
glance, striking structural differences, most notably
in the overall size and the separation of the NPC
subdomains, for example, the different diameters of
the three rings (Fig. 1). However, since the early
studies are based on nonisotropic reconstructions,
structural features appear elongated and distorted
along the electron optical axis (identical with the
nucleocytoplasmic axis). As a consequence, the
structures can be objectively compared neither to
each other nor to the isotropic reconstructions of the
human and D.d. NPCs. Some of the aforementioned
studies also included membrane extraction steps to
enrich for nuclear pores [34,37,46] and thus did not
necessarily investigate a structural state that reflects
an in situ scenario. Since in the technical standards
for measuring the resolution of cryoEM structures
became more rigorous over the years [47,48], a
meaningful comparison of the reported resolution is
not straightforward. Nevertheless, if the isotropic
reconstructions of the human and D.d. NPCs are
compared, their overall size and basic features are
astonishingly similar.

Reconstructions of the NPC in the
2-nm-Resolution Regime
The NPC assembles in a modular manner from
subcomplexes. This phenomenon might be
exploited to localize subcomplexes. If EM maps
are obtained of both, the entire NPC and isolated
subcomplexes, those might be systematically com-

pared. The first 3D EM map of the NPC that was
sufficiently resolved to correlate its density with the
structural signatures of isolated subcomplexes was
obtained by cryoET applied to NEs, which were
isolated from human tissue culture cells [7,49]. Due
to the batch preparation procedure, a larger data set
with better signal-to-noise ratio was obtained which
resolved the NPC structure to ~ 33 Å [7] (Fig. 2c). At
this resolution, features within the tomographic map
displayed obvious similarities to the isolated human
Y-complex: a systematic search for the structural
signature of a 3D negative staining structure of the
isolated human Y-complex vertex revealed for the
first time how 32 copies of it assemble into two
concentric, slightly shifted rings on both cytoplasmic
and nucleoplasmic sites to form the NPC scaffold
(Fig. 3) [7].
Two recently published tomographic maps of the
X.l. NPC structure by Eibauer et al. [50] (Fig. 3a) and
the human NPC [51] (Fig. 3c), the latter one based
on direct electron detection [52], were reported with
a resolution in the 2-nm regime. The tomographic
map of the X.l. NPC is the first isotropic structure
from this organism and addressed the angular
coverage problem by folding the X.l. NEs on the
EM grid [50]. Both systems have advantages and
disadvantages. While X.l. oocyte NEs contain more
NPCs per surface area and are potentially well
suited for investigating the interaction of cargos with
the NPC, the human system is easier to genetically
manipulate in order to perform perturbation experiments, as exemplified by the gene silencing experiments that revealed the localization of the Nup214
complex to a protrusion of the CR and the scaffolding
function of Nup358 [7,51]. A comparison of the
human and the X.l. structure reveals very similar
overall dimensions that are in line with previous
reconstructions [7,39,42,45]. The Y-complex double-ring signature is clearly visible in the CR of both
reconstructions (Fig. 3a). Although the symmetry of
NPC scaffold components across the NE plane has
been firmly established [20], the Y-complex signature is not as obvious in the NR of the X.l. structure. It
will thus be very interesting to see if those
differences manifest in future reconstructions of the
X.l. NPC.

Integration of Tomographic Maps with
X-ray Structures and Other
Complementary Data
Continuous efforts in X-ray crystallography have
revealed the high-resolution structure of the majority
of the NPC scaffold Nups [20]. Recently, two crystal
structures covering the last missing part of the
Y-complex, the central hub element of vertex region,
were published. Stuwe et al. analyzed the S.c.
Y-complex vertex as a whole and engineered an
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Fig. 3. The Y-complex assembles into two reticulated concentric rings within the nuclear and cytoplasmic rings of the
NPC. (a) Negative staining structure of the human Y-complex at 33 Å resolution (top) that was localized by a systematic
fitting approach within the tomographic map of the human NPC (32 Å resolution; middle) and the X.l. NPC structure (20 Å
resolution; bottom). Images reproduced from Refs. [7] and [50]. (b) Crystal structure of the Y-complex vertex [51,53] (top)
that was localized within the tomographic map of the human NPC resolved to 32 Å [7] (bottom). (c) Fits of X-ray structures
of sufficient size into the tomographic map of the human NPC resolved to 23 Å [51]. The fit of the X-ray structure of the
yeast vertex (top [53]) is shown in comparison to an independently obtained hybrid model of the entire Y-complex (bottom
[51]).

antibody to stabilize the structure. The dimensions of
the crystal structure are similar to the structure of the
human Y-complex vertex determined by negativestain electron tomography (Fig. 3a and b). A
systematic fitting approach was used to analyze the
tomographic map of the human NPC for structural
similarity [53] and confirmed the Y-complex doublering assembly proposed by Bui et al. [7]. The
second study by Kelly et al. focused on a smaller
fragment covering the central hub element of the
Y-complex complex from the eukaryotic thermophile Myceliophthora thermophila. In order to build
a full atomic model of the Y-complex, a composite
structure was generated based on overlapping
segments and by modeling an 84-amino-acid segment of Nup107 that resides to the stem region of the
Y-complex [8]. Here, a comparison of the structural
similarity between the rigid Y-complex composite
model and the tomographic map of the human NPC
provided by Bui et al. resulted in sterical clashes in the

stem region of the two stacked Y-complexes. However, Bui et al. also showed that the isolated human
Y-complex is very flexible specifically in the stem
region and can therefore assume multiple confirmations [7]. Interestingly, the structures from Stuwe et al.
and Kelley et al. have considerably different conformations, which might hint at intrinsic flexibility of the
Y-complex but might also be attributed to interspecies
differences.
This issue is resolved when X-ray structures are
fitted into the meanwhile available higher-resolved
tomographic map [51] because the flexible stem
region of the Y-complex, in particular, the shape of
Nup133, becomes much more obvious (Fig. 3c).
This analysis revealed that the in situ oligomerization
of the Y-complex requires at least five intersubcomplex interfaces, including the head-to-tail interaction
of Nup160 with Nup133 across subunits [54,55],
which facilitates the ring formation of the NPC. Both
the inner and outer rings form a closed entity on their
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own [51]. The flexible stem region of the Y-complex
and the attachment of the terminal beta propeller of
Nup133 thereby establish the two rings with slightly
different diameters and circumference. Surprisingly,
one of the Y-complex interfaces, an alpha helical
protrusion of the inner Nup107 called finger domain
[56], with the outer Nup43 are both absent in S.c.
(see Ref. [51] for detail) indicating that this contact
has no relevance in S.c. NPC structure. This finding
points to possible architectural or oligomeric differences between organisms that await further
investigation.
Several recent studies used systematic fitting
approaches that systematically explore the tomographic maps for similarity with X-ray structures to
determine the location and orientation of substructures [7,8,51,53]. Since the majority of the NPC
scaffold is composed of alpha solenoid and beta
propeller folds, the shape of different Nups might
appear as similar at the current 2-nm resolution of
the tomographic maps. Also, potential flexibility of
the protein structure needs to be considered. The
integration with complementary experimental data
such as, for example, proximity information, stoichiometry, biochemical data or correlation of EM data
with superresolution microscopy is required to independently confirm the fits [7,49,57,58]. In case of the
Y-complex localization within the NPC scaffold,
additional data that confirm the assignment are
available. Mass spectrometric measurements of Nup
stoichiometry [49] and superresolution light microscopy measurements determined the copy number
and the orientation of the Y-complex in situ [49,59]. It
has also turned out consistent with further structural
studies, namely, a mass spectrometric study that
used proximity labeling to probe Y-complex arrangement in vivo, biochemical data demonstrating the
head-to-tail interaction of Y-complex members, use
of immunoelectron microscopy demonstrating C2
symmetric localization of the Y-complex [26,54,60]
and removal of the outer Y-complex upon gene
silencing of Nup358 [51]. Superresolution light
microscopy measurements have also revealed
insights into the more dynamic, peripheral components of the NPC, such as, for example, the
approximate distance of gp210 from the central
axis [57,61]. Although those dynamic features do
often not manifest in cryoEM averages, the position
of gp210 might be in line with relatively featureless
density observed in the lumen of both nuclear
membranes (Fig. 2c).

A First Glimpse onto the Inner Ring
Architecture
Although the in situ arrangement of the Y-complex
is relatively well understood, our understanding of
inner ring architecture remains underdeveloped.

However, based on systematic fitting of inner ring
structures into the tomographic maps and biochemical data, a few principles about the architecture of
the inner ring might be proposed. The tomographic
map of the human NPC clearly resolves the lipid
bilayer of the membrane. Also, regions where it has
been displaced by other components are apparent,
which give valuable insights about how the NPC
scaffold is anchored to the NE [51]. Out of the three
integral membrane proteins, only Ndc1 has a
transmembrane domain that is large enough to be
detected at this resolution [51], while Pom121 and
gp210 cannot be resolved. Thus, one might speculate that Ndc1 occupies a C2-symmetric pair of
transmembrane spanning densities, which are apparent in the inner ring region close to the NE
symmetry plane (Fig. 4a). This potential localization
of Ndc1 might be considered as an anchor point for
scaffold Nups. In close proximity, two membrane
touching points of the scaffold structure into which
the systematic fitting approach has placed the
membrane binding beta propeller of Nup155 are
apparent (Fig. 4a and b). A proximity to Ndc1 is in
line with biochemical interaction data [11]. However,
a third membrane touching point is apparent in the
respective region, which might be attributed to the
membrane binding protein Nup35, which plays a
crucial role in inner ring assembly and has been
shown to engage with Nup155 and Ndc1 [23,62-64].
Nup35 dimerizes and thus might direct Nup155 in a
pairwise fashion at the site of Ndc1. In this model,
two pairs of Nup155 point their alpha solenoid region
into two opposing directions, thereby crossing the
entire inner ring in an antiparallel fashion on the one
hand and bridging it to the outer rings on the other
hand. Nup155 could thus function as a spacer to
maintain the distance to the outer rings. Interestingly,
it has been experimentally demonstrated or predicted, respectively, that the beta propeller domains of
the Y-complex members Nup133 and Nup160
interact with the NE membrane via an amphipathic
alpha helical membrane binding motif [65,66]. These
two proteins are structurally related to Nup155. In all
three cases, their fits in to the tomographic map
suggest that their membrane binding motif dips into
the outer leaf of the lipid bilayer but does not entirely
penetrate it in situ [51].
The inner ring complex also comprises Nup93,
Nup205 and Nup188 [11]. While Nup205 and
Nup188 are large proteins with a very characteristic
question mark shape [67,68] that can be fitted in the
tomographic map, Nup93 is too small. However,
Nup205 and Nup188 are paralogous and cannot be
distinguished from each other at the current resolution [51]. The systematic fitting approach suggested
that 32 copies of these proteins symmetrically locate
into the inner ring in a staggered fashion close to
Nup155 and as a second layer that is more distant
from the membrane (Fig. 4c and d). In addition to
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Fig. 4. Scaffold architecture of the NPC [51]. The NPC is shown cut in half (a) four copies of the Y-complex per
asymmetric unit of the NPC builds the scaffold of the cytoplasmic ring (CR) and the nucleoplasmic ring (NR). The outer
copy is shown in orange; the inner copy is shown in gray. Multiple membrane contacts are apparent in the inner ring
structure: density that contacts the outer leaf of the bilipid layer is shown in green and purple; apparent transmembrane
domains are shown in blue. (b) Nup155 (green) appears to interact with the membrane at the points indicated in (a). (c) Six
question mark densities (red) per asymmetric unit resembling the shapes of Nup205 or Nup188 localize to the CR, IR and
NR. Another copy might reside only on the cytoplasmic site and is shown in orange. (d) Proteins of neighboring asymmetric
units are shown as well.

these inner ring locations, additional hits are
obtained in close proximity of the Y-complex vertices
within the outer rings [51], suggesting that additional
16 copies of Nup205/Nup188 might locate into the CR
but only 8 copies might locate into the NR (Fig. 4c).
None of the suggested location interferes with already
assigned density. Biochemical evidence supports
binding of Nup205 and Nup188 to the outer rings:
first, Nup188 and Nup93 bind to the cytoplasmic
Nup214–Nup84–Nup62–Nup98–Rae1 complex [51],
which was is further supported by cross-linking mass
spectrometric data [7]. Second, affinity isolations of
Nup205 copurified Y-complex members. Higher-resolved cryoEM maps and further biochemical analysis

are needed to clarify how exactly Nup205 and 188
distribute within the scaffold and to understand the
inner ring architecture in more detail.

Outlook
The analysis of the nuclear pore structure in situ
has recently gained momentum, to some extent
owing to technical advances in cryoEM but obviously
also due to various other advances. Recent studies
have obtained a resolution that is sufficient to
interpret the 3D EM maps obtained from an in situ
scenario in the context of biochemical and structural
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data obtained in vitro. These studies revealed that
the NPC structure is even more complex than
originally anticipated. In example, it has turned out
that Nups cannot be assigned to only one subcomplex as shown for Nup188 and Nup93 that bind
the cytoplasmic Nup214–Nup84–Nup62–Nup98–
Rae1 complex and Nup62 that assembles with
Nup58–Nup54 and additionally with Nup188–
Nup93–Nup214–Nup84–Nup98–Rae1 [13,14,51].
The fact that multiple copies of the same protein
might engage in different local interactions within the
NPC assembly complicates the interpretation of
various biochemical and interaction data. Many
open questions regarding the structure of the NPC
remain to be answered. How exactly is the inner
ring complex built and held together? Do the
nuclear-ring-specific Nups such as TPR, Nup153
and Nup50 contribute to NPC scaffold formation
and if so, how?
A thorough understanding of NPC structure would
enable further functional investigations and is
therefore of high human health relevance [69,70].
In light of the vast amount of experimental data
available for lower eukaryotes, it appears very
important to investigate possible differences of the
NPC structure across the tree of life. Insights into
NPC structure of lower eukaryotes might not only
reveal the evolutionary principles but also give an
idea about the similarity of the structures. Advances
in automated data acquisition, data processing and
technological breakthroughs such as direct electron
detection have not yet been exploited to investigate
the lower eukaryotic structure but hold great potential
to clarify this point. The combination with biochemical
and cell biological approaches and X-ray crystallography will likely be a powerful tool to answer these and
related questions concerning the NPC structure as a
joint effort of the scientific field.

Acknowledgements
We gratefully acknowledge Ina Hollerer and Edward
Lemke for critically reading of the manuscript. M.B.
acknowledges funding by European Molecular Biology Laboratory and the European Research Council
(309271-NPCAtlas).
Received 21 August 2015;
Received in revised form 2 December 2015;
Accepted 6 January 2016
Available online 12 January 2016
Keywords:
nuclear pore complex;
cryoelectron microscopy

Abbreviations used:
NPC, nuclear pore complex; NE, nuclear envelope; EM,
electron microscopy; 3D, three-dimensional; cryoEM,
cryoelectron microscopy; RCT, random conical tilt; X.l.,
Xenopus laevis; S.c., Saccharomyces cerevisiae; cryoET,
cryoelectron tomography; D.d., Dictyostelium discoideum.

References
[1] P.N. Unwin, R.A. Milligan, A large particle associated with the
perimeter of the nuclear pore complex, J. Cell Biol. 93 (1)
(1982) 63–75.
[2] T.U. Schwartz, Modularity within the architecture of the nuclear
pore complex, Curr. Opin. Struct. Biol. 15 (2) (2005) 221–226.
[3] C.W. Akey, Structural plasticity of the nuclear pore complex,
J. Mol. Biol. 248 (2) (1995) 273–293.
[4] M. Lutzmann, et al., Modular self-assembly of a Y-shaped
multiprotein complex from seven nucleoporins, EMBO J. 21
(3) (2002) 387–397.
[5] M. Kampmann, G. Blobel, Three-dimensional structure and
flexibility of a membrane-coating module of the nuclear pore
complex, Nat. Struct. Mol. Biol. 16 (7) (2009) 782–788.
[6] K. Thierbach, et al., Protein interfaces of the conserved
Nup84 complex from Chaetomium thermophilum shown by
crosslinking mass spectrometry and electron microscopy,
Structure 21 (9) (2013) 1672–1682.
[7] K.H. Bui, et al., Integrated structural analysis of the human
nuclear pore complex scaffold, Cell 155 (6) (2013) 1233–1243.
[8] K. Kelley, et al., Atomic structure of the Y complex of the
nuclear pore, Nat. Struct. Mol. Biol. 22 (5) (2015) 425–431.
[9] I. Loiodice, et al., The entire Nup107-160 complex, including
three new members, is targeted as one entity to kinetochores
in mitosis, Mol. Biol. Cell 15 (7) (2004) 3333–3344.
[10] B.A. Rasala, et al., ELYS is a dual nucleoporin/kinetochore
protein required for nuclear pore assembly and proper
cell division, Proc. Natl. Acad. Sci. U. S. A. 103 (47) (2006)
17801–17806.
[11] B. Vollmer, W. Antonin, The diverse roles of the Nup93/Nic96
complex proteins—Structural scaffolds of the nuclear pore
complex with additional cellular functions, Biol. Chem. 395
(5) (2014) 515–528.
[12] T. Hu, T. Guan, L. Gerace, Molecular and functional
characterization of the p62 complex, an assembly of
nuclear pore complex glycoproteins, J. Cell Biol. 134 (3)
(1996) 589–601.
[13] T. Stuwe, et al., Architecture of the fungal nuclear pore inner
ring complex, Science 350 (6256) (2015) 56–64.
[14] H. Chug, et al., Crystal structure of the metazoan Nup62*Nup58*Nup54 nucleoporin complex, Science 350 (6256)
(2015) 106–110.
[15] M. Fornerod, et al., Chromosomal localization of genes
encoding CAN/Nup214-interacting proteins—Human CRM1
localizes to 2p16, whereas Nup88 localizes to 17p13 and is
physically linked to SF2p32, Genomics 42 (3) (1997) 538–540.
[16] S.M. Bailer, et al., Nup116p associates with the Nup82pNsp1p-Nup159p nucleoporin complex, J. Biol. Chem. 275
(31) (2000) 23540–23548.
[17] A.R. Alcazar-Roman, et al., Inositol hexakisphosphate and
Gle1 activate the DEAD-box protein Dbp5 for nuclear mRNA
export, Nat. Cell Biol. 8 (7) (2006) 711–716.

Review: Structure Determination of the Nuclear Pore Complex

[18] A. Werner, A. Flotho, F. Melchior, The RanBP2/RanGAP1*SUMO1/Ubc9 complex is a multisubunit SUMO E3 ligase,
Mol. Cell 46 (3) (2012) 287–298.
[19] N.R. Yaseen, G. Blobel, GTP hydrolysis links initiation
and termination of nuclear import on the nucleoporin nup358,
J. Biol. Chem. 274 (37) (1999) 26493–26502.
[20] A. Hoelz, E.W. Debler, G. Blobel, The structure of the nuclear
pore complex, Annu. Rev. Biochem. 80 (2011) 613–643.
[21] J. Mansfeld, et al., The conserved transmembrane nucleoporin NDC1 is required for nuclear pore complex assembly in
vertebrate cells, Mol. Cell 22 (1) (2006) 93–103.
[22] J.M. Mitchell, et al., Pom121 links two essential subcomplexes
of the nuclear pore complex core to the membrane, J. Cell Biol.
191 (2010) 505–521.
[23] N. Eisenhardt, J. Redolfi, W. Antonin, Interaction of Nup53
with Ndc1 and Nup155 is required for nuclear pore complex
assembly, J. Cell Sci. 127 (Pt 4) (2014) 908–921.
[24] H.G. Callan, S.G. Tomlin, Experimental studies on amphibian
oocyte nuclei. I. Investigation of the structure of the nuclear
membrane by means of the electron microscope, Proc. R.
Soc. Lond. B Biol. Sci. 137 (888) (1950) 367–378.
[25] W.W. Franke, U. Scheer, The ultrastructure of the nuclear
envelope of amphibian oocytes: A reinvestigation. I. The
mature oocyte, J. Ultrastruct. Res. 30 (3) (1970) 288–316.
[26] M.P. Rout, et al., The yeast nuclear pore complex: Composition, architecture, and transport mechanism, J. Cell Biol. 148 (4)
(2000) 635–651.
[27] T.D. Allen, et al., The nuclear pore complex: mediator of
translocation between nucleus and cytoplasm, J. Cell Sci.
113 (Pt 10) (2000) 1651–1659.
[28] N. Pante, M. Kann, Nuclear pore complex is able to transport
macromolecules with diameters of about 39 nm, Mol. Biol.
Cell 13 (2) (2002) 425–434.
[29] H. Ris, High-resolution field-emission scanning electron
microscopy of nuclear pore complex, Scanning 19 (5) (1997)
368–375.
[30] S. Krull, et al., Nucleoporins as components of the nuclear
pore complex core structure and Tpr as the architectural
element of the nuclear basket, Mol. Biol. Cell 15 (9) (2004)
4261–4277.
[31] D.J. De Rosier, A. Klug, Reconstruction of three dimensional
structures from electron micrographs, Nature 217 (5124)
(1968) 130–134.
[32] J. Dubochet, et al., Cryo-electron microscopy of vitrified
specimens, Q. Rev. Biophys. 21 (2) (1988) 129–228.
[33] M. Adrian, et al., Cryo-electron microscopy of viruses, Nature
308 (5954) (1984) 32–36.
[34] J.E. Hinshaw, B.O. Carragher, R.A. Milligan, Architecture
and design of the nuclear pore complex, Cell 69 (7) (1992)
1133–1141.
[35] M. Radermacher, et al., Three-dimensional reconstruction
from a single-exposure, random conical tilt series applied to
the 50S ribosomal subunit of Escherichia coli, J. Microsc. 146
(Pt 2) (1987) 113–136.
[36] C.W. Akey, M. Radermacher, Architecture of the Xenopus
nuclear pore complex revealed by three-dimensional cryoelectron microscopy, J. Cell Biol. 122 (1) (1993) 1–19.
[37] Q. Yang, M.P. Rout, C.W. Akey, Three-dimensional architecture of the isolated yeast nuclear pore complex:
Functional and evolutionary implications, Mol. Cell 1 (2)
(1998) 223–234.
[38] D. Stoffler, et al., Cryo-electron tomography provides novel
insights into nuclear pore architecture: Implications for nucleocytoplasmic transport, J. Mol. Biol. 328 (1) (2003) 119–130.

2009

[39] M. Beck, et al., Nuclear pore complex structure and dynamics
revealed by cryoelectron tomography, Science 306 (5700)
(2004) 1387–1390.
[40] F. Forster, et al., Retrovirus envelope protein complex
structure in situ studied by cryo-electron tomography, Proc.
Natl. Acad. Sci. U. S. A. 102 (13) (2005) 4729–4734.
[41] J.A. Briggs, Structural biology in situ—The potential of
subtomogram averaging, Curr. Opin. Struct. Biol. 23 (2)
(2013) 261–267.
[42] M. Beck, et al., Snapshots of nuclear pore complexes in
action captured by cryo-electron tomography, Nature 449
(7162) (2007) 611–615.
[43] N. Pante, B. Fahrenkrog, Exploring nuclear pore complex
molecular architecture by immuno-electron microscopy using
Xenopus oocytes, Methods Cell Biol. 122 (2014) 81–98.
[44] M. Winey, et al., Nuclear pore complex number and
distribution throughout the Saccharomyces cerevisiae cell
cycle by three-dimensional reconstruction from electron
micrographs of nuclear envelopes, Mol. Biol. Cell 8 (11)
(1997) 2119–2132.
[45] T. Maimon, et al., The human nuclear pore complex as
revealed by cryo-electron tomography, Structure 20 (6) (2012)
998–1006.
[46] M.P. Rout, G. Blobel, Isolation of the yeast nuclear pore
complex, J. Cell Biol. 123 (4) (1993) 771–783.
[47] W.O. Saxton, W. Baumeister, The correlation averaging of a
regularly arranged bacterial cell envelope protein, J. Microsc.
127 (Pt 2) (1982) 127–138.
[48] S.H. Scheres, S. Chen, Prevention of overfitting in cryo-EM
structure determination, Nat. Methods 9 (9) (2012) 853–854.
[49] A. Ori, et al., Cell type-specific nuclear pores: A case in point
for context-dependent stoichiometry of molecular machines,
Mol. Syst. Biol. 9 (2013) 648.
[50] M. Eibauer, et al., Structure and gating of the nuclear pore
complex, Nat. Commun. 6 (2015) 7532.
[51] A. von Appen, et al., In situ structural analysis of the human
nuclear pore complex, Nature 526 (7571) (2015) 140–143.
[52] W. Kuhlbrandt, Cryo-EM enters a new era, eLife 3 (2014)
e03678.
[53] T. Stuwe, et al., Nuclear pores. Architecture of the nuclear
pore complex coat, Science 347 (6226) (2015) 1148–1152.
[54] H.S. Seo, et al., Structural and functional analysis of Nup120
suggests ring formation of the Nup84 complex, Proc. Natl.
Acad. Sci. U. S. A. 106 (34) (2009) 14281–14286.
[55] F. Alber, et al., Determining the architectures of macromolecular assemblies, Nature 450 (7170) (2007) 683–694.
[56] T. Boehmer, et al., Structural and functional studies of Nup107/
Nup133 interaction and its implications for the architecture of
the nuclear pore complex, Mol. Cell 30 (6) (2008) 721–731.
[57] A. Loschberger, et al., Super-resolution imaging visualizes
the eightfold symmetry of gp210 proteins around the nuclear
pore complex and resolves the central channel with
nanometer resolution, J. Cell Sci. 125 (Pt 3) (2012) 570–575.
[58] J. Fischer, et al., Linker Nups connect the nuclear pore
complex inner ring with the outer ring and transport channel,
Nat. Struct. Mol. Biol. 22 (10) (2015) 774–781.
[59] A. Szymborska, et al., Nuclear pore scaffold structure
analyzed by super-resolution microscopy and particle averaging, Science 341 (6146) (2013) 655–658.
[60] D.I. Kim, et al., Probing nuclear pore complex architecture
with proximity-dependent biotinylation, Proc. Natl. Acad. Sci.
U. S. A. 111 (24) (2014) E2453–E2461.
[61] A. Loschberger, et al., Correlative super-resolution fluorescence and electron microscopy of the nuclear pore complex

2010

[62]

[63]

[64]

[65]

Review: Structure Determination of the Nuclear Pore Complex

with molecular resolution, J. Cell Sci. 127 (Pt 20) (2014)
4351–4355.
S. Amlacher, et al., Insight into structure and assembly of the
nuclear pore complex by utilizing the genome of a eukaryotic
thermophile, Cell 146 (2) (2011) 277–289.
B. Vollmer, et al., Dimerization and direct membrane
interaction of Nup53 contribute to nuclear pore complex
assembly, EMBO J. 31 (20) (2012) 4072–4084.
S.S. Patel, M.F. Rexach, Discovering novel interactions at
the nuclear pore complex using bead halo: A rapid method for
detecting molecular interactions of high and low affinity at
equilibrium, Mol. Cell. Proteomics 7 (1) (2008) 121–131.
G. Drin, et al., A general amphipathic alpha-helical motif for
sensing membrane curvature, Nat. Struct. Mol. Biol. 14 (2)
(2007) 138–146.

[66] S.J. Kim, et al., Integrative structure–function mapping of the
nucleoporin Nup133 suggests a conserved mechanism for
membrane anchoring of the nuclear pore complex, Mol. Cell.
Proteomics 13 (11) (2014) 2911–2926.
[67] D. Flemming, et al., Analysis of the yeast nucleoporin
Nup188 reveals a conserved S-like structure with similarity
to karyopherins, J. Struct. Biol. 177 (1) (2012) 99–105.
[68] K.R. Andersen, et al., Scaffold nucleoporins Nup188 and
Nup192 share structural and functional properties with
nuclear transport receptors, eLife 2 (2013) e00745.
[69] A. Kohler, E. Hurt, Gene regulation by nucleoporins and links
to cancer, Mol. Cell 38 (1) (2010) 6–15.
[70] M. Capelson, M.W. Hetzer, The role of nuclear pores in gene
regulation, development and disease, EMBO Rep. 10 (7)
(2009) 697–705.

