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Nuclearporecomplexes (NPCs)areproteinassemblies that formchannelsacross thenuclear
envelope to mediate communication between the nucleus and the cytoplasm. Additionally,
NPCs interact with chromatin and influence the position and expression of multiple genes.
Interestingly, the composition of NPCs can vary in different cell-types, tissues, and
developmental states. Here, we review recent findings suggesting that modifications of
NPCcomposition, includingpost-translationalmodifications,playan instructive role incell fate
establishment. In particular, we focus on the role of cell-specific NPC deacetylation in
asymmetrically dividing budding yeast, which modulates transport-dependent and
transport-independent NPC functions to determine the time of commitment to a new
division cycle in daughter cells. By modulating protein localization and gene expression,
NPCs are therefore emerging as central regulators of cell identity.
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INTRODUCTION

Complex organisms develop through the generation of cellular diversity from a single
undifferentiated cell. How are the main cellular components modulated to produce different
types of cells? Understanding the answer to this question is one of the fundamental problems in
biology. One way to generate different cell types after division is through the partitioning of
regulatory molecules to only one of the progeny cells. In the simplest scenario, the asymmetrically
partitioned molecule (or “cell fate determinant”) directs transcription of genes that are important
for differentiation of the receiving cell (Li, 2013). Much of the knowledge on this topic has come
from the study of simple organisms that exhibit basic forms of cell differentiation. One of the best
characterized is the budding yeast Saccharomyces cerevisiae. This organism divides asymmetrically,
giving rise to mother and daughter cells that differ in their identity and behavior. Indeed, newborn
daughter cells have different gene expression patterns than their mothers, which affect cell-type-
specific processes such as cell separation, mating-type switching, and cell cycle progression
(Colman-Lerner et al., 2001; Di Talia et al., 2009; Haber, 2012).

Recent work from our laboratory revealed that in budding yeast, an enzyme that deacetylates
nuclear pore complexes acts as a cell fate determinant in daughter cells (Kumar et al., 2018). Nuclear
pore complexes (NPCs) are multi-protein assemblies that forms channels in the nuclear envelope
thus connecting the nucleus and cytoplasm. We found that deacetylation of NPCs in daughter cells
modulates their gene expression program by multiple mechanisms. These findings established that
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NPCs are biochemically and functionally different in budding
yeast mother and daughter cells. Because NPCs are major
regulators of nuclear composition and gene expression in
eukaryotes, the discovery of cell-type-specific acetylation of
NPCs in yeast opens the possibility that similar mechanisms
may regulate cell differentiation in multicellular organisms. Here
we will briefly describe the structure and function of NPCs,
summarize the main mechanisms by which they regulate gene
expression and differentiation in yeast and animal cells, and
discuss how modulation of NPC acetylation may shape cell
identity in eukaryotes.
NUCLEAR PORE COMPLEXES: ROLES IN
NUCLEO-CYTOPLASMIC TRANSPORT

Since their initial description as components of the “porous
layer” in the nuclear envelope of amphibian oocytes (Callan
et al., 1949; Callan and Tomlin, 1950), NPCs were proposed to
facilitate the transport of molecules between the nucleus and
cytoplasm. Structural studies revealed that NPCs are
macromolecular assemblies composed of approximately 30–50
different nucleoporins (Nups) that form a channel across the
nuclear envelope (NE). The NPC structure is based on an
eightfold radial symmetry and contains specific sub-structures
(for recent reviews, see Knockenhauer and Schwartz, 2016; Beck
and Hurt, 2017; Lin and Hoelz, 2019). These include the central
ring, which lays across the NE; the cytoplasmic and nuclear
rings, which are anchored at opposite sides of the central ring;
and the cytoplasmic filaments and nuclear basket, associated
with the cytoplasmic and nuclear rings, respectively. Although
this general structure is highly conserved among eukaryotes,
NPCs display significant variability across biological species in
terms of size and composition, ranging in size from ~60 MDa in
yeast to ~90–120 MDa in humans (Maimon et al., 2012; Lin and
Hoelz, 2019). As discussed later, some variability in NPC
composition is also present between different cell types in
yeast and animal cells.

Functionally, NPCs operate as a selective barrier that allows
compartmentalization between nucleus and cytoplasm. Small
molecules (below approximately 30 KDa in mass, or 3 nm in
diameter) such as ions and metabolites can freely diffuse through
the NPC in human cells (Mohr et al., 2009). In contrast, transport
of larger molecules including most proteins and RNAs requires
assistance of specific transport receptors that translocate their
cargo through the NPC channel and deliver it to the other side.
Transport of most proteins and some RNA species such as tRNA,
rRNA, and micro-RNAs is assisted by proteins of the karyopherin
family (reviewed in Köhler and Hurt, 2007). Transport
directionality is established by cargo release from karyopherins
in either the nuclear or cytoplasmic side of the channel, achieved
by the Ran GTPase system (Görlich et al., 2003). In contrast,
export of messenger RNA (mRNA) is independent of
karyopherins and Ran, and involves a dedicated heterodimeric
transport receptor (Nxf1/Nxt1 in mammalian cells, and Mtr2/
Mex67 in yeast) (Natalizio and Wente, 2013).
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ROLE OF NUCLEAR PORE COMPLEXES
IN GENOME ORGANIZATION AND
GENE EXPRESSION

The function of NPCs in transport is linked to gene expression,
since thenuclear concentrationof transcriptional regulators and the
rate of mRNA export are dependent on nucleo-cytoplasmic
transport. In addition, NPCs directly impact gene expression by
interacting with chromatin. The nuclear periphery plays a key role
in the non-random distribution of chromatin inside the nucleus
(Akhtar and Gasser, 2007; Cremer and Cremer, 2010) and is
generally considered a repressive environment for transcription
in yeast and metazoans (Taddei and Gasser, 2012; Steglich et al.,
2013). Early visualization of the nuclear membrane showed
heterochromatin preferentially associated with the nuclear
periphery, with the exception of areas near nuclear pores
(Aaronson and Blobel, 1975). These observations led to the idea
that association of active genes with NPCs would facilitate the
nuclear export of their transcripts, and conversely, that increased
transcriptionmay lead to targeting of active genes to nuclear pores.
NPCswould therefore shape chromatin spatial organizationandact
as platforms to couple transcription andmRNA export—the “gene
gating” hypothesis (Blobel, 1985). Supporting this idea, yeast
genome-wide studies demonstrate that certain Nups and NPC-
associated transport factors (e.g., karyopherins) bind preferentially
highly transcribed genes (Casolari et al., 2004) and the existence of a
vast number of interactions between gene promoters and
components of the nuclear pore basket (Schmid et al., 2006).

In yeast, the best-characterized examples of transcriptionally
active genes that associate with NPCs are inducible genes, which
are highly expressed under specific environmental conditions.
Multiple genes, including GAL1, HXK1, INO1, HSP104, and
TSA2 localize in the nuclear interior when repressed, and are
recruited to the nuclear pores when induced (Brickner and
Walter, 2004; Casolari et al., 2004; Casolari et al., 2005;
Dieppois et al., 2006; Taddei et al., 2006; Brickner et al., 2007;
Ahmed et al., 2010). Specifically, nuclear pore basket nups, such
as Nup2, Nup1, Nup60, or Mlp2 are required for perinuclear
localization of the active GAL1 locus (Brickner et al., 2007;
Brickner et al., 2016). Other important factors for the
association of GAL1 to NPCs are components of the Spt-Ada-
Gcn5 acetyltransferase (SAGA) complex, and the transcription
and mRNA export complex 2 (TREX-2) (Casolari et al., 2004;
Cabal et al., 2006; Dieppois et al., 2006; Schmid et al., 2006;
Luthra et al., 2007; Dultz et al., 2016). Thus, targeting of active
genes to NPCs is promoted by basket nups and mRNA
elongation and export factors; interestingly, NPC tethering
may be mediated by RNA for some but not all active genes
(Casolari et al., 2005; Brickner et al., 2007). Additionally, NPC
recruitment of inducible yeast genes relies on specific gene
recruitment sequences (GRS) in their promoters, which are
necessary and sufficient to drive the gene to the NPCs and for
their optimal expression (Ahmed et al., 2010). Strikingly, at least
some of these genes remain associated with NPCs for several
hours after withdrawal of the stimulus and transcriptional
repression. This is linked to their faster reactivation upon a
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second round of induction—a phenomenon known as
“transcriptional memory” that requires Nup100 and the
histone variant H2A.Z (Brickner et al., 2007; Light et al., 2010).

In animal cells, NPCs have been shown to modulate both
chromatin organization and gene expression. As examples of the
role of NPCs in chromatin organization, the nuclear basket protein
Tpr is required for the exclusion of perinuclear heterochromatin
from NPC-associated areas in HeLa cells infected with poliovirus
(Krull et al., 2010), influences HIV integration sites bymaintaining
an open chromatin architecture near the NPC (Lelek et al., 2015;
Wonget al., 2015), andpromotes the formation andmaintenanceof
senescence-associated heterochromatin foci in the nuclear interior
in Ras-induced senescent cells (Boumendil et al., 2019). NPCs
modulate gene expression by associating not only with gene
promoters, but also with enhancers and super-enhancers to
promote enhancer-promoter interactions through chromatin
loops (Ibarra et al., 2016; Pascual-Garcia et al., 2017). In animal
cells, Nup98 (homologue of yeast Nup100), Nup93, and Nup153
modulate gene expression through binding to chromatin either at
thenucleoplasmoratNPCs (Kalverdaet al., 2010; Ibarra et al., 2016;
Liu et al., 2017; Pascual-Garcia and Capelson, 2019).Moreover, the
role ofNPCs in transcriptionalmemory is also conserved in animal
cells.Nup98mediates enhancer-promoter loop formation toensure
faster and higher expression of hormone inducible genes upon
repeated activation in Drosophila (Pascual-Garcia et al., 2017), and
promotes transcriptional memory after treatment with interferon
gamma inhumancells (Light etal., 2013).Thus, the role ofNup98 in
transcriptional memory is conserved in yeast, flies, and humans
(Tan-Wong et al., 2009; Light and Brickner, 2013; D'Urso and
Brickner, 2017).

NPC-dependent mechanisms of gene expression involve their
interaction with transcription factors (TFs) and histone-modifying
enzymes including acetyl-transferases, deacetylases, and ubiquitin-
transferases. For example, in human cells exposed to proliferative
signals, MYC is recruited to the nuclear pore basket where it
interacts with the nups Tpr and Nup153, promoting the
formation of a complex that includes the SAGA acetyltransferase
component Gcn5, and regulating the expression of mitogen-
stimulated genes (Su et al., 2018). In mouse embryonic stem cells,
Nup153 represses developmental genes by recruiting the
polycomb-repressive complex 1 (PRC1) subunit RING1B, which
catalyzes ubiquitination of histone H2A (Jacinto et al., 2015).
Finally, in cardiomyocytes, the histone deacetylase HDAC4
interacts with Nup155 at NPCs, and prevents the association of
sarcomeric and calcium signaling genes to the NPCs to negatively
regulate their expression (Kehat et al., 2011; D'Angelo, 2018).
NUCLEAR PORE PLASTICITY DURING
CELLULAR DIFFERENTIATION

Although the overall structure ofNPCs is conserved across species and
within cell types, recent evidence indicates that NPCs display cell-type
specific variability in their protein composition, which in some cases
canaffect theirgeneregulatory functions.Earlyproteomicsstudieshave
revealed that the levels of nups including Nup50, Tpr, Nup214,
Nup210, Pom121, and Nup37 showed significant variability across
Frontiers in Genetics | www.frontiersin.org 3
cancer cell lines and human tissues (Guan et al., 2000; Cho et al., 2009;
Ori et al., 2013). This opened the possibility that tissue-specific
expression levels of certain nups could mediate protein transport
and/or gene expression changes during development. This may be
the case for murine Nup133, which is predominantly expressed in
embryonic progenitors and is required for efficient neural
differentiation in ESC and neuronal progenitors (Lupu et al., 2008).

Changes in the levels of specific Nups can affect cellular
differentiation by regulating the transcription of developmental
genes in specific cell types. A well-characterized example is the
transmembrane ring NPC component Nup210. The expression of
Nup210 is cell-type specific during mouse organogenesis (Olsson
et al., 2004). In an in vitromyogenicmodel,Nup210 levels are low in
proliferative myoblasts, but increase during myogenic
differentiation (D'Angelo et al., 2012). Interestingly, Nup210
depletion inhibits myotube formation. While absence of Nup210
had no detectable defects in protein import or export, it resulted in
downregulation of genes involved in myogenesis and other
developmental genes (D'Angelo et al., 2012). Nup210 promotes
myoblast differentiation through the recruitment to NPCs of
Mef2C, a TF key for the regulation of skeletal and cardiac muscle
developmental genes at the nuclear periphery (Raices et al., 2017).

Whereas Nup210 levels increase during myogenic
differentiation, the levels of the nuclear basket component
Nup153 decrease during neural differentiation (Jacinto et al.,
2015; Toda et al., 2017). Thus, Nup153 levels correlate with the
degree of cellular plasticity, and evidence suggests that Nup153
promotes the maintenance of an undifferentiated cellular state.
In mESCs, Nup153 binds to silenced developmental genes at
NPCs and also in the nucleoplasm. Loss of Nup153 causes early
neuronal differentiation, probably by deficient recruitment of
polycomb repressive complexes to developmental genes (Jacinto
et al., 2015). Consistent with a role in repressing differentiation,
in rat neural progenitor cells, Nup153 is necessary for
maintaining the expression of genes distinctive of the neural
progenitor cells specific transcriptional program. Nup153
interacts with the neural progenitor TF Sox2 and together,
both factors regulate gene expression through their association
with promoters and with 3' gene regions, possibly to mediate
transcription and repression, respectively (Toda et al., 2017).

Two important conclusions emerge from these studies. First,
Nup levels and thus NPCs composition can vary in the different
developmental stages. Second, by modulating gene expression
through specific nucleoporins, NPCs can either promote or
prevent cell differentiation. This has led to the proposal that
specialized NPCs with different characteristics may ultimately
lead to cell-specific functions (Raices and D'Angelo, 2012). How
differences in NPC composition arise during development in
animal cells remains unclear.
NUCLEAR PORE DEACETYLATION
REGULATES GENE EXPRESSION IN
BUDDING YEAST DAUGHTER CELLS

A new link between changes in NPC composition and cell
differentiation was revealed by studies of asymmetric division
January 2020 | Volume 10 | Article 1301
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in budding yeast. Yeast cells proliferate by first growing a bud on
the surface of the mother cell; DNA replication is then followed
by transport of one of the newly generated nuclei across the
mother-bud neck and into the future daughter cell. Cytokinesis
produces mother and daughter cells that differ not only in size (at
the time of birth, buds are generally smaller than their mothers)
but also in their age and transcriptional activity (Li, 2013). This is
due to asymmetric partitioning of ageing and cell fate
determinants during cell division (Long et al., 1997; Sinclair
and Guarente, 1997). The lysine deacetylase Hos3 is a new cell
fate determinant that modifies NPCs in newborn daughter cells
(Figure 1A). Hos3 binds to the daughter-cell side of the septin
ring, a cytoskeletal structure that assembles at the bud neck
(Wang and Collins, 2014). Hos3 then transiently associates with
the periphery of the daughter cell nucleus during anaphase
chromosome segregation (Kumar et al., 2018). Since the yeast
NE does not disassemble during mitosis, NPCs destined to the
bud are in close proximity with the bud neck during anaphase.
This suggests that Hos3 transfers from the septin ring to NPCs as
they transit through the bud neck. Recruitment of Hos3 to the
nuclear periphery is associated with Hos3 association with the
nuclear pore basket, and deacetylation of nups at both the central
channel (including Nup49, Nup53, and Nup57) and nuclear
basket (Nup60). Thus, Hos3 establishes biochemical differences
in NPCs between mother and daughter cells: NPCs that are
retained in mother cells are acetylated, whereas NPCs
transmitted to daughter cells are hypo-acetylated (Kumar et al.,
2018). What are the physiological consequences of these
differences in NPC acetylation?

Commitment to a new division cycle is regulated asymmetrically
in S. cerevisiae: daughter cells have a longerG1phase, and thus start a
new cycle later thanmother cells. This is due to a cell size-dependent
delay that prolongs G1 until daughter cells reach the critical cell size
needed to enter in a new round of cell division (Hartwell and Unger,
1977; Turner et al., 2012) and to a size-independent daughter-
specific delay of the G1/S transition (Laabs et al., 2003; Di Talia
et al., 2009). We found that deacetylation of daughter nucleoporins
inhibits cell cycle entry in a manner that is independent of cell size,
through regulation of transport-dependent and transport-
independent NPC functions in daughter cells (Figure 1B). The
transport-dependent pathway may act by modulating the nuclear
concentration of cell cycle regulators, such as the transcriptional
repressorWhi5 (homologue of the retinoblastoma tumor suppressor
protein, pRb). The concentration ofWhi5 at the start of the cell cycle
is highly predictive of G1 duration, and is higher in daughter than in
mother cells (Schmoller et al., 2015). We found that higher nuclear
concentration of Whi5 in daughter cells requires Hos3-dependent
deacetylation of central pore channel nucleoporins (including
Nup49) and to a lesser extent, of the basket nup Nup60 in
daughter cells (Kumar et al., 2018). How NPC acetylation
modulates the nuclear concentration of Whi5 is unclear, but may
involve changes in its nuclear transport dynamics. Supporting this
possibility, NPC deacetylation reduces the nuclear levels of the
karyopherins responsible for Whi5 nuclear import and export
(Kap95 and Msn5), raising the possibly that deacetylation of nups
in the central channel inhibits their affinity for Whi5 transport
Frontiers in Genetics | www.frontiersin.org 4
receptors. Since Kap95 and Msn5 transport multiple cargoes in
addition to Whi5, NPC deacetylation may impact the asymmetric
distribution of a plethora of nuclear proteins.

Deacetylation of NPCs also modulates G1 duration
independently of nuclear transport. Indeed, deacetylation of the
nuclear basket promotes the perinuclear tethering and silencing of
at least one key cell cycle control gene, encoding the G1/S cyclin
Cln2 (homologue of mammalian Cyclin E). We found that in
daughter cells, theCLN2 locus localizes to thenuclear periphery and
associates with the nuclear basket component Nup60 (homologue
ofmammalianNup153) duringG1,when it is repressed.CLN2 then
moves away from NPCs during S phase, when it is expressed.
Artificial targeting ofCLN2 to the nuclear periphery leads to longer
G1 phase, suggesting that association with NPCs leads to CLN2
repression. The daughter-cell-specific recruitment of CLN2 to
NPCs is independent of Whi5 but depends on deacetylation of
Nup60 or Nup49 by Hos3 (Kumar et al., 2018). The molecular
mechanisms mediating CLN2 repression at NPCs remain to
be elucidated.

In summary, deacetylation ofNPCs in daughter cells establishes
a key aspectof their identity, inhibiting commitment toanew round
of cell division. It is interesting to note that in addition to the
putative Hos3 substrates studied so far, additional nups are
acetylated in yeast (Figure 2); the function of these modifications,
and the identity of the responsible acetylases and deacetylases, are
not known (Henriksen et al., 2012). Thus, deacetylation of NPCs in
yeast daughter cells may have other functions in addition to
inhibiting the G1/S transition.
FUTURE PERSPECTIVES

Yeast cells have devised an elaborate mechanism to ensure
deacetylation of NPCs in daughter cells and not in mother cells,
by coupling inheritance of a Nup deacetylase with passage of the
nucleus through the bud neck during mitosis (Kumar et al., 2018).
Although this inheritance mechanism may be unique to budding
yeast, it remains possible that modulation of NPC acetylation may
also impact proliferation and differentiation of animal cells.
Although evidence for this is currently lacking, several
observations suggest that this possibility warrants investigation.
Firstly, as is the case in yeast, human nucleoporins are acetylated,
including nups in the central channel (Nup98), nuclear basket
(Nup153, Nup50, and Tpr), cytoplasmic filaments (Nup214,
Nup358), and inner ring (Nup188, Nup205) (Choudhary et al.,
2009;Henriksenet al., 2012) (Figure2).Thephysiological relevance
of these modifications, if any, remains to be explored. Secondly,
nucleoporins associatewith acetylases anddeacetylases bothduring
normal development (Kehat et al., 2011; Su et al., 2018) and in
pathological contexts. Indeed,when fused toDNAbinding proteins
after cancer-induced translocations, nucleoporins such as Nup98
can act as potent transcriptional trans-activators or repressors by
recruiting acetylases and deacetylases (Kasper et al., 1999; Bai et al.,
2006; Wang et al., 2007).

As we have seen, NPC composition can change during cell
differentiation and the mechanisms mediating NPC compositional
January 2020 | Volume 10 | Article 1301
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variability remain unclear (Lupu et al., 2008; D'Angelo et al., 2012;
Toda et al., 2017). It is possible that acetylationof specificNupsmay
affect the ability of NPCs to incorporate additional subunits during
development. Nup acetylation may also regulate their ability to
interact with gene regulatory factors involved in transcription and/
Frontiers in Genetics | www.frontiersin.org 5
or RNA export. Notably, the ortholog of yeast Nup60 (which is
deacetylated to allow for repression of the CLN2 gene) is Nup153,
which as mentioned earlier is essential for repression of
developmental genes in rat neural progenitors (Jacinto et al.,
2015; Toda et al., 2017). It would be of interest to investigate if
FIGURE 1 | Daughter-cell-specific deacetylation of nuclear pore complexes (NPCs) modulates cell cycle identity in budding yeast. (A) During mitotic division, the
deacetylase Hos3 (in green) associates with the bud neck and with daughter-cell NPCs during nuclear migration into the bud. Deacetylated NPCs delay the G1/S transition in
daughter cells. The inset depicts the main architectural elements of NPCs. (B) NPC deacetylation (left) inhibits the G1/S transition in daughter cells through two major
mechanisms: nuclear transport of the transcriptional repressor Whi5 (middle) and NPC-mediated repression of the G1/S cyclin gene CLN2 (right). See text for details.
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Nup153 acetylation or deacetylation is important for its roles in cell
fate specification.

Notably, perinuclear deacetylation is important to maintain
spatial chromatin organization relative to NPCs, as observed after
inhibition of histone deacetylase (HDAC) activity in HeLa cells
(Brown et al., 2008). Perinuclear HDACs are thought to regulate
gene expression and possibly chromatin-NPC interactions through
their well-documented role in deacetylation of histones near
promoter regions (Seto and Yoshida, 2014). However, our
findings in yeast suggest that nucleoporins may represent a novel
category of HDAC substrates with important roles in gene
expression and nuclear organization. Interestingly, mammalian
deacetylases such as HDAC3 and HDAC4 are enriched in the
nuclear periphery and regulate gene expression through regulation
of chromatin interactionswith thenuclearperiphery and/ornuclear
pores (Kehat et al., 2011; Poleshko et al., 2017). Identification of the
molecularmechanisms bywhich perinuclearHDACs regulate gene
expression, whether by deacetylation of histone or non-histone
proteins such as nucleoporins, will be an important
future challenge.
Frontiers in Genetics | www.frontiersin.org 6
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(IGBMC). MG-A is a recipient of a Postdoctoral Fellowship
APOSTD/2017/094 from the Generalitat Valenciana.
REFERENCES

Aaronson, R. P., and Blobel, G. (1975). Isolation of nuclear pore complexes in
association with a lamina. Proc. Natl. Acad. Sci. U. S. A. 72, 1007–1011. doi:
10.1073/pnas.72.3.1007

Ahmed, S., Brickner, D. G., Light, W. H., Cajigas, I., McDonough, M., Froyshteter, A.
B., et al. (2010).DNAzip codes control an ancientmechanism for gene targeting to
the nuclear periphery. Nat. Cell Biol. 12, 111–118. doi: 10.1038/ncb2011
Akhtar, A., and Gasser, S. M. (2007). The nuclear envelope and transcriptional
control. Nat. Rev. Genet. 8, 507–517. doi: 10.1038/nrg2122

Bai, X.-T., Gu, B.-W., Yin, T., Niu, C., Xi, X.-D., Zhang, J., et al. (2006). Trans-
repressive effect of NUP98-PMX1 on PMX1-regulated c-FOS gene through
recruitment of histone deacetylase 1 by FG repeats. Cancer Res. 66, 4584–4590.
doi: 10.1158/0008-5472.CAN-05-3101
FIGURE 2 | Position within the nuclear pore complex of acetylated nucleoporins in yeast and human cells. Examples of acetylated Nups are based on (Choudhary
et al., 2009; Henriksen et al., 2012) and are located in the central channel (purple), inner ring (red), transmembrane ring (orange), cytoplasmic filaments (blue), and
nuclear basket (green). Functions relevant to cell identity establishment are annotated. See text for details and references.
January 2020 | Volume 10 | Article 1301

https://doi.org/10.1073/pnas.72.3.1007
https://doi.org/10.1038/ncb2011
https://doi.org/10.1038/nrg2122
https://doi.org/10.1158/0008-5472.CAN-05-3101
https://www.frontiersin.org/journals/genetics
http://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles


Gomar-Alba and Mendoza Modulation of Cell Identity by NPC Modification
Beck, M., and Hurt, E. (2017). The nuclear pore complex: understanding its
function through structural insight. Nat. Rev. Mol. Cell Biol. 18, 73–89. doi:
10.1038/nrm.2016.147

Blobel, G. (1985). Gene gating: a hypothesis. Proc. Natl. Acad. Sci. U. S. A. 82,
8527–8529. doi: 10.1073/pnas.82.24.8527

Boumendil, C., Hari, P., Olsen, K. C. F., Acosta, J. C., and Bickmore, W. A. (2019).
Nuclear pore density controls heterochromatin reorganization during
senescence. Genes Dev. 33, 144–149. doi: 10.1101/gad.321117.118

Brickner, J. H., and Walter, P. (2004). Gene recruitment of the activated INO1
locus to the nuclear membrane. PLoS Biol. 2, e342. doi: 10.1371/
journal.pbio.0020342

Brickner, D. G., Cajigas, I., Fondufe-Mittendorf, Y., Ahmed, S., Lee, P.-C.,
Widom, J., et al. (2007). H2A.Z-mediated localization of genes at the nuclear
periphery confers epigenetic memory of previous transcriptional state. PLoS
Biol. 5, e81. doi: 10.1371/journal.pbio.0050081

Brickner, D. G., Sood, V., Tutucci, E., Coukos, R., Viets, K., Singer, R. H., et al.
(2016). Subnuclear positioning and interchromosomal clustering of the GAL1-
10 locus are controlled by separable, interdependent mechanisms. Mol. Biol.
Cell 27, 2980–2993. doi: 10.1091/mbc.E16-03-0174

Brown, C. R., Kennedy, C. J., Delmar, V. A., Forbes, D. J., and Silver, P. A. (2008).
Global histone acetylation induces functional genomic reorganization at
mammalian nuclear pore complexes. Genes Dev. 22, 627–639. doi: 10.1101/
gad.1632708

Cabal, G. G., Genovesio, A., Rodriguez-Navarro, S., Zimmer, C., Gadal, O.,
Lesne, A., et al. (2006). SAGA interacting factors confine sub-diffusion of
transcribed genes to the nuclear envelope. Nature 441, 770–773. doi: 10.1038/
nature04752

Callan, H. G., and Tomlin, S. G. (1950). 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, 367–378. doi:
10.1038/163280a0

Callan, H. G., Randall, J. T., and Tomlin, S. G. (1949). An electron microscope
study of the nuclear membrane. Nature 163, 280.

Casolari, J. M., Brown, C. R., Komili, S., West, J., Hieronymus, H., and Silver, P. A.
(2004). Genome-wide localization of the nuclear transport machinery couples
transcriptional status and nuclear organization. Cell 117, 427–439. doi:
10.1016/s0092-8674(04)00448-9

Casolari, J. M., Brown, C. R., Drubin, D. A., Rando, O. J., and Silver, P. A. (2005).
Developmentally induced changes in transcriptional program alter spatial
organization across chromosomes. Genes Dev. 19, 1188–1198. doi: 10.1101/
gad.1307205

Cho, A. R., Yang, K. J., Bae, Y., Bahk, Y. Y., Kim, E., Lee, H., et al. (2009). Tissue-
specific expression and subcellular localization of ALADIN, the absence of
which causes human triple A syndrome. Exp. Mol. Med. 41, 381–386. doi:
10.3858/emm.2009.41.6.043

Choudhary, C., Kumar, C., Gnad, F., Nielsen, M. L., Rehman, M., Walther, T. C.,
et al. (2009). Lysine acetylation targets protein complexes and co-regulates
major cellular functions. Science 325, 834–840. doi: 10.1126/science.1175371

Colman-Lerner, A., Chin, T. E., and Brent, R. (2001). Yeast Cbk1 and Mob2
activate daughter-specific genetic programs to induce asymmetric cell fates.
Cell 107, 739–750. doi: 10.1016/s0092-8674(01)00596-7

Cremer, T., and Cremer, M. (2010). Chromosome territories. Cold Spring Harb.
Perspect. Biol. 2, a003889. doi: 10.1101/cshperspect.a003889

D'Angelo, M. A., Gomez-Cavazos, J. S., Mei, A., Lackner, D. H., and Hetzer, M. W.
(2012). A change in nuclear pore complex composition regulates cell
differentiation. Dev. Cell 22, 446–458. doi: 10.1016/j.devcel.2011.11.021

D'Angelo, M. A. (2018). Nuclear pore complexes as hubs for gene regulation.
Nucleus 9, 142–148. doi: 10.1080/19491034.2017.1395542

D'Urso, A., and Brickner, J. H. (2017). Epigenetic transcriptional memory. Curr.
Genet. 63, 435–439. doi: 10.1007/s00294-016-0661-8

Di Talia, S., Wang, H., Skotheim, J. M., Rosebrock, A. P., Futcher, B., and
Cross, F. R. (2009). Daughter-specific transcription factors regulate cell size
control in budding yeast. PLoS Biol. 7, e1000221. doi: 10.1371/
journal.pbio.1000221

Dieppois, G., Iglesias, N., and Stutz, F. (2006). Cotranscriptional recruitment to the
mRNA export receptor Mex67p contributes to nuclear pore anchoring of
activated genes. Mol. Cell. Biol. 26, 7858–7870. doi: 10.1128/MCB.00870-06
Frontiers in Genetics | www.frontiersin.org 7
Dultz, E., Tjong, H., Weider, E., Herzog, M., Young, B., Brune, C., et al. (2016).
Global reorganization of budding yeast chromosome conformation in different
physiological conditions. J. Cell Biol. 212, 321–334. doi: 10.1083/jcb.201507069

Görlich, D., Seewald, M. J., and Ribbeck, K. (2003). Characterization of Ran-driven
cargo transport and the RanGTPase system by kinetic measurements and
computer simulation. EMBO J. 22, 1088–1100. doi: 10.1093/emboj/cdg113

Guan, T., Kehlenbach, R. H., Schirmer, E. C., Kehlenbach, A., Fan, F.,
Clurman, B. E., et al. (2000). Nup50, a nucleoplasmically oriented
nucleoporin with a role in nuclear protein export. Mol. Cell. Biol. 20, 5619–
5630. doi: 10.1128/mcb.20.15.5619-5630.2000

Haber, J. E. (2012). Mating-type genes and MAT switching in Saccharomyces
cerevisiae. Genetics 191, 33–64. doi: 10.1534/genetics.111.134577

Hartwell, L. H., and Unger, M. W. (1977). Unequal division in Saccharomyces
cerevisiae and its implications for the control of cell division. J. Cell Biol. 75,
422–435. doi: 10.1083/jcb.75.2.422

Henriksen, P., Wagner, S. A., Weinert, B. T., Sharma, S., Bacinskaja, G.,
Rehman, M., et al. (2012). Proteome-wide analysis of lysine acetylation
suggests its broad regulatory scope in Saccharomyces cerevisiae. Mol. Cell.
Proteomics 11, 1510–1522. doi: 10.1074/mcp.M112.017251

Ibarra, A., Benner, C., Tyagi, S., Cool, J., and Hetzer, M. W. (2016). Nucleoporin-
mediated regulation of cell identity genes. Genes Dev. 30, 2253–2258. doi:
10.1101/gad.287417.116

Jacinto, F. V., Benner, C., and Hetzer, M. W. (2015). The nucleoporin Nup153
regulates embryonic stem cell pluripotency through gene silencing. Genes Dev.
29, 1224–1238. doi: 10.1101/gad.260919.115

Kalverda, B., Pickersgill, H., Shloma, V. V., and Fornerod, M. (2010).
Nucleoporins directly stimulate expression of developmental and cell-cycle
genes inside the nucleoplasm. Cell 140, 360–371. doi: 10.1016/j.cell.2010.01.011

Kasper, L. H., Brindle, P. K., Schnabel, C. A., Pritchard, C. E., Cleary, M. L., and
van Deursen, J. M. (1999). CREB binding protein interacts with nucleoporin-
specific FG repeats that activate transcription and mediate NUP98-HOXA9
oncogenicity. Mol. Cell. Biol. 19, 764–776. doi: 10.1128/mcb.19.1.764

Kehat, I., Accornero, F., Aronow, B. J., and Molkentin, J. D. (2011). Modulation of
chromatin position and gene expression by HDAC4 interaction with
nucleoporins. J. Cell Biol. 193, 21–29. doi: 10.1083/jcb.201101046

Knockenhauer, K. E., and Schwartz, T. U. (2016). The nuclear pore complex as a
flexible and dynamic gate. Cell 164, 1162–1171. doi: 10.1016/j.cell.2016.01.034

Köhler, A., and Hurt, E. (2007). Exporting RNA from the nucleus to the
cytoplasm. Nat. Rev. Mol. Cell Biol. 8, 761–773. doi: 10.1038/nrm2255

Krull, S., Dörries, J., Boysen, B., Reidenbach, S., Magnius, L., Norder, H., et al.
(2010). Protein Tpr is required for establishing nuclear pore-associated zones
of heterochromatin exclusion. EMBO J. 29, 1659–1673. doi: 10.1038/
emboj.2010.54

Kumar, A., Sharma, P., Gomar-Alba, M., Shcheprova, Z., Daulny, A.,
Sanmartín, T., et al. (2018). Daughter-cell-specific modulation of nuclear
pore complexes controls cell cycle entry during asymmetric division. Nat.
Cell Biol. 20, 432–442. doi: 10.1038/s41556-018-0056-9

Laabs, T. L., Markwardt, D. D., Slattery, M. G., Newcomb, L. L., Stillman, D. J., and
Heideman, W. (2003). ACE2 is required for daughter cell-specific G1 delay in
Saccharomyces cerevisiae. Proc. Natl. Acad. Sci. U. S. A. 100, 10275–10280. doi:
10.1073/pnas.1833999100

Lelek, M., Casartelli, N., Pellin, D., Rizzi, E., Souque, P., Severgnini, M., et al.
(2015). Chromatin organization at the nuclear pore favours HIV replication.
Nat. Commun. 6, 6483. doi: 10.1038/ncomms7483

Li, R. (2013). The art of choreographing asymmetric cell division. Dev. Cell 25,
439–450. doi: 10.1016/j.devcel.2013.05.003

Light, W. H., and Brickner, J. H. (2013). Nuclear pore proteins regulate chromatin
structure and transcriptional memory by a conserved mechanism. Nucleus 4,
357–360. doi: 10.4161/nucl.26209

Light, W. H., Brickner, D. G., Brand, V. R., and Brickner, J. H. (2010). Interaction
of a DNA zip code with the nuclear pore complex promotes H2A.Z
incorporation and INO1 transcriptional memory. Mol. Cell 40, 112–125. doi:
10.1016/j.molcel.2010.09.007

Light, W. H., Freaney, J., Sood, V., Thompson, A., D'Urso, A., Horvath, C. M., et al.
(2013). A conserved role for human Nup98 in altering chromatin structure and
promoting epigenetic transcriptional memory. PloS Biol. 11, e1001524. doi:
10.1371/journal.pbio.1001524
January 2020 | Volume 10 | Article 1301

https://doi.org/10.1038/nrm.2016.147
https://doi.org/10.1073/pnas.82.24.8527
https://doi.org/10.1101/gad.321117.118
https://doi.org/10.1371/journal.pbio.0020342
https://doi.org/10.1371/journal.pbio.0020342
https://doi.org/10.1371/journal.pbio.0050081
https://doi.org/10.1091/mbc.E16-03-0174
https://doi.org/10.1101/gad.1632708
https://doi.org/10.1101/gad.1632708
https://doi.org/10.1038/nature04752
https://doi.org/10.1038/nature04752
https://doi.org/10.1038/163280a0
https://doi.org/10.1016/s0092-8674(04)00448-9
https://doi.org/10.1101/gad.1307205
https://doi.org/10.1101/gad.1307205
https://doi.org/10.3858/emm.2009.41.6.043
https://doi.org/10.1126/science.1175371
https://doi.org/10.1016/s0092-8674(01)00596-7
https://doi.org/10.1101/cshperspect.a003889
https://doi.org/10.1016/j.devcel.2011.11.021
https://doi.org/10.1080/19491034.2017.1395542
https://doi.org/10.1007/s00294-016-0661-8
https://doi.org/10.1371/journal.pbio.1000221
https://doi.org/10.1371/journal.pbio.1000221
https://doi.org/10.1128/MCB.00870-06
https://doi.org/10.1083/jcb.201507069
https://doi.org/10.1093/emboj/cdg113
https://doi.org/10.1128/mcb.20.15.5619-5630.2000
https://doi.org/10.1534/genetics.111.134577
https://doi.org/10.1083/jcb.75.2.422
https://doi.org/10.1074/mcp.M112.017251
https://doi.org/10.1101/gad.287417.116
https://doi.org/10.1101/gad.260919.115
https://doi.org/10.1016/j.cell.2010.01.011
https://doi.org/10.1128/mcb.19.1.764
https://doi.org/10.1083/jcb.201101046
https://doi.org/10.1016/j.cell.2016.01.034
https://doi.org/10.1038/nrm2255
https://doi.org/10.1038/emboj.2010.54
https://doi.org/10.1038/emboj.2010.54
https://doi.org/10.1038/s41556-018-0056-9
https://doi.org/10.1073/pnas.1833999100
https://doi.org/10.1038/ncomms7483
https://doi.org/10.1016/j.devcel.2013.05.003
https://doi.org/10.4161/nucl.26209
https://doi.org/10.1016/j.molcel.2010.09.007
https://doi.org/10.1371/journal.pbio.1001524
https://www.frontiersin.org/journals/genetics
http://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles


Gomar-Alba and Mendoza Modulation of Cell Identity by NPC Modification
Lin, D. H., and Hoelz, A. (2019). The Structure of the Nuclear Pore Complex (An
Update). Annu. Rev. Biochem. 88, 725–783. doi: 10.1146/annurev-biochem-
062917-011901

Liu, X., Zhang, Y., Chen, Y., Li, M., Zhou, F., Li, K., et al. (2017). In situ capture of
chromatin interactions by biotinylated dCas9. Cell 170, 1028–1043.e19. doi:
10.1016/j.cell.2017.08.003

Long, R. M., Singer, R. H., Meng, X., Gonzalez, I., Nasmyth, K., and Jansen,
R. P. (1997). Mating type switching in yeast controlled by asymmetric
localization of ASH1 mRNA. Science 277, 383–387. doi: 10.1126/science.
277.5324.383

Lupu, F., Alves, A., Anderson, K., Doye, V., and Lacy, E. (2008). Nuclear pore
composition regulates neural stem/progenitor cell differentiation in the mouse
embryo. Dev. Cell 14, 831–842. doi: 10.1016/j.devcel.2008.03.011

Luthra, R., Kerr, S. C., Harreman, M. T., Apponi, L. H., Fasken, M. B.,
Ramineni, S., et al. (2007). Actively transcribed GAL genes can be physically
linked to the nuclear pore by the SAGA chromatin modifying complex. J. Biol.
Chem. 282, 3042–3049. doi: 10.1074/jbc.M608741200

Maimon, T., Elad, N., Dahan, I., and Medalia, O. (2012). The human nuclear pore
complex as revealed by cryo-electron tomography. Structure 20, 998–1006. doi:
10.1016/j.str.2012.03.025

Mohr, D., Frey, S., Fischer, T., Güttler, T., and Görlich, D. (2009). Characterisation
of the passive permeability barrier of nuclear pore complexes. EMBO J. 28,
2541–2553. doi: 10.1038/emboj.2009.200

Natalizio, B. J., and Wente, S. R. (2013). Postage for the messenger: designating
routes for nuclear mRNA export. Trends Cell Biol. 23, 365–373. doi: 10.1016/
j.tcb.2013.03.006

Olsson, M., Schéele, S., and Ekblom, P. (2004). Limited expression of nuclear pore
membrane glycoprotein 210 in cell lines and tissues suggests cell-type specific
nuclear pores in metazoans. Exp. Cell Res. 292, 359–370. doi: 10.1016/
j.yexcr.2003.09.014

Ori, A., Banterle, N., Iskar, M., Andrés-Pons, A., Escher, C., Khanh Bui, H., et al.
(2013). Cell type-specific nuclear pores: a case in point for context-dependent
stoichiometry of molecular machines. Mol. Syst. Biol. 9, 648. doi: 10.1038/
msb.2013.4

Pascual-Garcia, P., and Capelson, M. (2019). Nuclear pores in genome
architecture and enhancer function. Curr. Opin. Cell Biol. 58, 126–133. doi:
10.1016/j.ceb.2019.04.001

Pascual-Garcia, P., Debo, B., Aleman, J. R., Talamas, J. A., Lan, Y., Nguyen, N. H.,
et al. (2017). Metazoan nuclear pores provide a scaffold for poised genes and
mediate induced enhancer-promoter contacts. Mol. Cell 66, 63–76.e6. doi:
10.1016/j.molcel.2017.02.020

Poleshko, A., Shah, P. P., Gupta, M., Babu, A., Morley, M. P., Manderfield, L. J.,
et al. (2017). Genome-nuclear lamina interactions regulate cardiac stem cell
lineage restriction. Cell 171, 573–587.e14. doi: 10.1016/j.cell.2017.09.018

Raices, M., and D'Angelo, M. A. (2012). Nuclear pore complex composition: a new
regulator of tissue-specific and developmental functions. Nat. Rev. Mol. Cell
Biol. 13, 687–699. doi: 10.1038/nrm3461

Raices, M., Bukata, L., Sakuma, S., Borlido, J., Hernandez, L. S., Hart, D. O., et al.
(2017). Nuclear pores regulate muscle development and maintenance by
assembling a localized Mef2C complex. Dev. Cell 41, 540–554.e7. doi:
10.1016/j.devcel.2017.05.007
Frontiers in Genetics | www.frontiersin.org 8
Schmid, M., Arib, G., Laemmli, C., Nishikawa, J., Durussel, T., and Laemmli, U. K.
(2006). Nup-PI: the nucleopore-promoter interaction of genes in yeast. Mol.
Cell 21, 379–391. doi: 10.1016/j.molcel.2005.12.012

Schmoller, K. M., Turner, J. J., Kõivomägi, M., and Skotheim, J. M. (2015). Dilution of
the cell cycle inhibitor Whi5 controls budding-yeast cell size. Nature. 526, 268–272.
doi: 10.1038/nature14908

Seto, E., and Yoshida, M. (2014). Erasers of histone acetylation: the histone
deacetylase enzymes. Cold Spring Harb. Perspect. Biol. 6, a018713. doi: 10.1101/
cshperspect.a018713

Sinclair, D. A., and Guarente, L. (1997). Extrachromosomal rDNA circles—a cause
of aging in yeast. Cell 91, 1033–1042.

Steglich, B., Sazer, S., and Ekwall, K. (2013). Transcriptional regulation at the yeast
nuclear envelope. Nucleus 4, 379–389. doi: 10.4161/nucl.26394

Su, Y., Pelz, C., Huang, T., Torkenczy, K., Wang, X., Cherry, A., et al. (2018). Post-
translational modification localizes MYC to the nuclear pore basket to regulate
a subset of target genes involved in cellular responses to environmental signals.
Genes Dev. 32, 1398–1419. doi: 10.1101/gad.314377.118

Taddei, A., and Gasser, S. M. (2012). Structure and function in the budding yeast
nucleus. Genetics 192, 107–129. doi: 10.1534/genetics.112.140608

Taddei, A., Van Houwe, G., Hediger, F., Kalck, V., Cubizolles, F., Schober, H., et al.
(2006). Nuclear pore association confers optimal expression levels for an
inducible yeast gene. Nature 441, 774–778. doi: 10.1038/nature04845

Tan-Wong, S. M., Wijayatilake, H. D., and Proudfoot, N. J. (2009). Gene loops
function to maintain transcriptional memory through interaction with the
nuclear pore complex. Genes Dev. 23, 2610–2624. doi: 10.1101/gad.1823209

Toda, T., Hsu, J. Y., Linker, S. B., Hu, L., Schafer, S. T., Mertens, J., et al. (2017).
Nup153 interacts with Sox2 to enable bimodal gene regulation and
maintenance of neural progenitor cells. Cell Stem Cell 21, 618–634.e7. doi:
10.1016/j.stem.2017.08.012

Turner, J. J., Ewald, J. C., and Skotheim, J. M. (2012). Cell Size Control in Yeast.
Curr. Biol. 22, R350–R359. doi: 10.1016/j.cub.2012.02.041

Wang, M., and Collins, R. N. (2014). A lysine deacetylase Hos3 is targeted to the
bud neck and involved in the spindle position checkpoint. Mol. Biol. Cell 25,
2720–2734. doi: 10.1091/mbc.E13-10-0619

Wang, G. G., Cai, L., Pasillas, M. P., and Kamps, M. P. (2007). NUP98-NSD1 links
H3K36 methylation to Hox-A gene activation and leukaemogenesis. Nat. Cell
Biol. 9, 804–812. doi: 10.1038/ncb1608

Wong, R. W., Mamede, J. I., and Hope, T. J. (2015). Impact of nucleoporin-
mediated chromatin localization and nuclear architecture on HIV integration
site selection. J. Virol. 89, 9702–9705. doi: 10.1128/JVI.01669-15

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2020 Gomar-Alba and Mendoza. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) and the copyright owner(s) are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice. No
use, distribution or reproduction is permitted which does not comply with these terms.
January 2020 | Volume 10 | Article 1301

https://doi.org/10.1146/annurev-biochem-062917-011901
https://doi.org/10.1146/annurev-biochem-062917-011901
https://doi.org/10.1016/j.cell.2017.08.003
https://doi.org/10.1126/science.277.5324.383
https://doi.org/10.1126/science.277.5324.383
https://doi.org/10.1016/j.devcel.2008.03.011
https://doi.org/10.1074/jbc.M608741200
https://doi.org/10.1016/j.str.2012.03.025
https://doi.org/10.1038/emboj.2009.200
https://doi.org/10.1016/j.tcb.2013.03.006
https://doi.org/10.1016/j.tcb.2013.03.006
https://doi.org/10.1016/j.yexcr.2003.09.014
https://doi.org/10.1016/j.yexcr.2003.09.014
https://doi.org/10.1038/msb.2013.4
https://doi.org/10.1038/msb.2013.4
https://doi.org/10.1016/j.ceb.2019.04.001
https://doi.org/10.1016/j.molcel.2017.02.020
https://doi.org/10.1016/j.cell.2017.09.018
https://doi.org/10.1038/nrm3461
https://doi.org/10.1016/j.devcel.2017.05.007
https://doi.org/10.1016/j.molcel.2005.12.012
https://doi.org/10.1038/nature14908
https://doi.org/10.1101/cshperspect.a018713
https://doi.org/10.1101/cshperspect.a018713
https://doi.org/10.4161/nucl.26394
https://doi.org/10.1101/gad.314377.118
https://doi.org/10.1534/genetics.112.140608
https://doi.org/10.1038/nature04845
https://doi.org/10.1101/gad.1823209
https://doi.org/10.1016/j.stem.2017.08.012
https://doi.org/10.1016/j.cub.2012.02.041
https://doi.org/10.1091/mbc.E13-10-0619
https://doi.org/10.1038/ncb1608
https://doi.org/10.1128/JVI.01669-15
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/genetics
http://www.frontiersin.org/
https://www.frontiersin.org/journals/genetics#articles

	Modulation of Cell Identity by Modification of Nuclear Pore�Complexes
	Introduction
	Nuclear Pore Complexes: Roles in Nucleo-Cytoplasmic Transport
	Role of Nuclear Pore Complexes in Genome Organization and Gene�Expression
	Nuclear Pore Plasticity During Cellular Differentiation
	Nuclear Pore Deacetylation Regulates Gene Expression in Budding Yeast Daughter Cells
	Future Perspectives
	Author Contributions
	Funding
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages false
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 1
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness false
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages false
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /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 false
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /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 false
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /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 ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU (T&F settings for black and white printer PDFs 20081208)
  >>
  /ExportLayers /ExportVisibleLayers
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /BleedOffset [
        0
        0
        0
        0
      ]
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /ClipComplexRegions true
        /ConvertStrokesToOutlines false
        /ConvertTextToOutlines false
        /GradientResolution 300
        /LineArtTextResolution 1200
        /PresetName ([High Resolution])
        /PresetSelector /HighResolution
        /RasterVectorBalance 1
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks true
      /IncludeHyperlinks true
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MarksOffset 6
      /MarksWeight 0.250000
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PageMarksFile /RomanDefault
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
    <<
      /AllowImageBreaks true
      /AllowTableBreaks true
      /ExpandPage false
      /HonorBaseURL true
      /HonorRolloverEffect false
      /IgnoreHTMLPageBreaks false
      /IncludeHeaderFooter false
      /MarginOffset [
        0
        0
        0
        0
      ]
      /MetadataAuthor ()
      /MetadataKeywords ()
      /MetadataSubject ()
      /MetadataTitle ()
      /MetricPageSize [
        0
        0
      ]
      /MetricUnit /inch
      /MobileCompatible 0
      /Namespace [
        (Adobe)
        (GoLive)
        (8.0)
      ]
      /OpenZoomToHTMLFontSize false
      /PageOrientation /Portrait
      /RemoveBackground false
      /ShrinkContent true
      /TreatColorsAs /MainMonitorColors
      /UseEmbeddedProfiles false
      /UseHTMLTitleAsMetadata true
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


