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Abstract: Regulation of transcription involves dynamic rearrangements of chromatin
structure. The budding yeast Saccharomyces cerevisiae has a variety of highly conserved
factors necessary for these reconstructions. Chromatin remodelers, histone modifiers and
histone chaperones directly associate to promoters and open reading frames of exposed
genes and facilitate activation and repression of transcription. We compare two distinct
patterns of induced transcription: Sustained transcribed genes switch to an activated state
where they remain as long as the induction signal is present. In contrast, single pulsed
transcribed genes show a quick and strong induction pulse resulting in high transcript
levels followed by adaptation and repression to basal levels. We discuss intensively studied
promoters and coding regions from both groups for their co-factor requirements during
transcription. Interplay between chromatin restructuring factors and dynamic transcription
is highly variable and locus dependent.
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1. Introduction
Eukaryotic DNA is complexed with histone octamers, which are composed of dimers of the core
histones H2A, H2B, H3 and H4. 147 bp of DNA are wrapped 1.65 times around each octamer forming
nucleosomes, the basic packaging units of chromatin [1]. Nucleosomes, connected by linker DNA of
variable length as “beads on a string”, generate the 11 nm linear structure. The linker histone H1 is
positioned at the top of the core histone octamer and enables higher organized compaction of DNA
into transcriptionally inactive 30 nm fibres. In addition to topological DNA compaction chromatin
structure exhibits an important regulatory role on several cellular processes including transcription,
replication, silencing and repair of DNA damage. To understand the role of chromatin for regulation of
transcription it is important to know where nucleosomes are positioned and how positioning
is achieved. Genome wide mappings of nucleosomes in S. cerevisiae revealed that many genes
show highly positioned nucleosomes flanking a nucleosome depleted region (NDR) upstream of
transcriptional start sites and downstream of stop codons [2]. These positioned nucleosomes are
usually referred to as +1 and −1 for the nucleosome near the transcriptional start site and the first 5’
nucleosome, respectively. Analysis of the CLN2 promoter showed that multiple redundant activities
cooperate for the establishment of this NDR (and many others as well) and that it is essential for
proper regulated expression of the gene [3]. In contrast, nucleosomes within the open reading frame of
coding genes are less strictly positioned (reviewed in [4]). Here we discuss how the reorganization of
chromatin structure contributes to adaptation of transcriptional programs for particular situations
and requirements.
Basically there are four groups of activities which change chromatin structure during transcription:
histone modifications, eviction and repositioning of histones, chromatin remodeling and histone
variant exchange. Histone modifiers introduce posttranslational, covalent modifications to histone tails
and thereby change the contact between DNA and histones. These modifications govern access of
regulatory factors. Histone chaperones aid eviction and positioning of histones. A third class of
chromatin restructuring factors are ATP dependent chromatin remodelers. These multi-subunit
complexes utilize energy from ATP hydrolysis for various chromatin remodeling activities including
nucleosome sliding, nucleosome displacement and the incorporation and exchange of histone variants.
Living cells need to adjust gene transcription according to diverse internal and external parameters.
These signals are transmitted to the nucleus by various pathways where they trigger changes in gene
expression. In principle, regulated transcription of RNA polymerase II (RNA Pol II) dependent genes
can be categorized into three different patterns according to the type of inducing signals (reviewed
in [5]). As shown in Figure 1, these are sustained transcription, single pulses and oscillations. Induced
sustained transcription patterns switch expression of repressed genes more or less rapidly to an induced
state and occur frequently during changes of metabolic programs (Figure 1A). A classic example is the
regulation of the yeast GAL1/10 locus encoding products required for galactose metabolism. GAL1
transcription is upregulated and sustained as long as galactose is available and glucose is absent. In
contrast, induced single pulse responses occur when cells encounter environmental stress such as high
external osmolarity or heat shock. In these situations, transcripts are rapidly induced followed by
adaptation and reduction to basal levels (Figure 1B) [6]. Finally, oscillatory expression patterns are
characterized by periodic transcription and can be found in genes regulated by cell cycle and circadian
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rhythm (Figure 1C). In this review we focus primarily on the role of chromatin for regulation on the
level of transcriptional initiation and elongation of single pulsed regulated and sustained induced genes
in yeast.
Figure 1. Patterns of induced transcription. (a) Sustained transcription is characterized by
prolonged transcription factor activity depending on the induction signal resulting in
moderate RNA Pol II association and sustained transcript levels; (b) During single pulse
transcription intense transcription factor activity is followed by high RNA Pol II occupancy
over a short period of time resulting in swift upregulation of transcripts and subsequent
repression to basal levels; and (c) Oscillatory transcription appears as a circular pattern
characterized by short and strong transcription factor activity as well as RNA Pol II
binding. Transcripts are quickly and strongly upregulated following a harsh repression to
basal levels.

2. Regulation of Transcriptional Activation
Induction of gene transcription is triggered by the binding of transcriptional activators to specific
promoter elements (upstream activation sequences) followed by recruitment of co-activators such as
mediator and chromatin restructuring factors (e.g., SAGA, RSC). Thereafter, components of the
general transcription machinery including TATA binding protein (TBP), general transcription factors
(GTFs) and RNA Pol II assemble into the pre-initiation complex (PIC). Some loci contain preformed
PICs which are paused for transcription and require additional factors for release into productive
elongation [7]. However, in yeast the rate limiting step of induced transcription is activator dependent
formation of the pre-initiation complex (PIC). Histones are displaced in front of elongating RNA Pol II
and are rapidly reconstituted after passage. The force of transcribing RNA Pol II could be an important
factor for histone displacement. Some chromatin restructuring factors are recruited to the coding
regions of transcribed genes where they assist RNA Pol II during elongation. A prominent example is
the histone chaperone Asf1 which co-migrates with RNA Pol II and facilitates H3-H4 eviction [8]. The
physicochemical properties of DNA are almost uniform. Hence, DNA-sequence dependent processes
such as transcription factor binding need to be localized on the long molecule. Chromatin structure
might be important for marking promoters and transcription units much like the flag on the golf green.
One important feature of chromatin is the definition of the nucleosome depleted region (NDR)
immediately flanked by positioned nucleosomes at promoter regions. Nucleosomes are frequently
depleted from the promoter region by certain chromatin remodeling factors (see Figure 2).
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Figure 2. Nucleosome positions at the stress inducible CTT1 locus: The schematic
representation shows 4 positioned nucleosomes. During uninduced conditions, two (−1 and
+1) are flanking the nucleosome depleted region (NDR) and belong to the promoter,
whereas nucleosomes +2 and +3 are positioned at the 5’ end of the 1.7 kb long ORF (dark
blue line). After induction by hyperosmolarity stress for 10 min (red line) nucleosome
levels are severely depleted in the entire region, after 60 min (light blue line) chromatin
structure at the ORF reaches uninduced levels whereas promoter nucleosomes are not
completely reassociated.

The yeast ATP dependent chromatin remodeling complexes include ATPases of the SWI2/SNF2
subfamily which are classified according to the structure of the ATPase domain. The most prominent
members are SWI2, ISWI, CHD and INO80. SWI2 type ATPases have a bromodomain (SWI/SNF
complex, RSC complex, Rad54) and ISWI types contain characteristic SANT and SLIDE domains
(ISW1 complex, ISW2 complex). The CHD type ATPase owns a chromodomain (Chd1) whereas
INO80 types are characterized by a split ATPase domain (INO80 complex, SWR1 complex) (reviewed
in [9]). Each of these remodeling factors has defined activities, which are partially overlapping. The
ATP dependent chromatin remodeling activity of the SWR1 complex is responsible for the exchange
of canonical H2A-H2B dimers by H2A.Z-H2B [10]. The reverse reaction removes H2A.Z from
chromatin and was recently identified to be INO80 dependent [11]. Two-thirds of all nucleosomes in S.
cerevisiae contain this histone variant which is encoded by the HTZ1 gene [12]. Genome wide maps
revealed that H2A.Z is globally located at the promoter regions of inactive genes in euchromatin
keeping them in a state which is poised for transcriptional activation [12–14]. Thus, H2A.Z was
suggested to prevent expansion of silent chromatin into transcriptionally active euchromatin. Recent in
vitro data suggest that SWR1 mediated deposition of H2A.Z depends on acetylation of H2A and H4 by
NuA4 histone acetyltransferase (HAT) complexes [15]. NuA4 contains the Esa1 HAT subunit, shares
four subunits with SWR1 and was also shown to acetylate H2A.Z after its deposition into chromatin [16].
However, the molecular mechanism by which H2A.Z contributes to regulation of transcription is still
unknown. H2A.Z containing nucleosomes could act as signals for guiding activators, co- activators or
general transcription factors to their appropriate positions. A recent study reported that H2A.Z also
influences transcriptional elongation by promoting efficient chromatin remodeling and by stabilization
of RNA Pol II elongation complexes [17].
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2.1. Regulation of Induced, Sustained Transcription
A thoroughly studied example of a sustained transcriptional switch is the yeast bidirectional
GAL1/10 promoter targeted by the Gal4 transactivator. GAL1 encodes a galactokinase required for one
of the first steps in galactose metabolism. In the absence of galactose, Gal4 is bound by the repressor
Gal80 and kept inactive. Galactose promotes binding of the regulator Gal3 to Gal80 and thus enables
Gal4 to interact with co-activators (reviewed in [18]). Gal4 binding to its upstream activating sequence
(UASg) is assisted by the RSC chromatin remodeling complex. RSC, assembled of 15 subunits, is
closely related to the highly conserved SWI/SNF chromatin remodeling complex. Both contain an
ATPase subunit comprising a DNA binding bromodomain and share two actin related proteins: Arp7
and Arp9 [19,20]. RSC is located at the UASg where it partially unwinds a single nucleosome to
promote Gal4 binding [21]. The yeast SAGA complex contains 21 conserved subunits including the
histone acetyltransferase (HAT) Gcn5 and is one of the first co-activators recruited by Gal4 [22]. Gcn5
acetylates specific lysine residues located on N-terminal tails of histones H3 and H4 [23]. Although
SAGA was shown to be essential for PIC formation at the GAL1/10 promoter, HAT activity is not. A
strain lacking the Gcn5 HAT subunit is still able to form a functional PIC, whereas absence of one
conserved subunit (Spt3) of SAGA strongly reduces PIC formation [24,25]. The SAGA complex
seems to have important structural functions for PIC assembly in addition to its catalytic activity. In
the presence of galactose SWI/SNF is recruited to the GAL1/10 promoter where it is involved in the
rapid removal of nucleosomes enabling Gal4 to bind additional sites. Deletion of the SWI/SNF subunit
Snf2 reduces nucleosome removal from the promoter. Consequently, induction of transcription is
delayed, although the overall GAL1 transcript levels are not reduced [26]. Association of SWI/SNF
partially depends on histone modifying complexes. Histone acetylation increases SWI/SNF binding
and nucleosome displacement by SAGA and NuA4 complexes [26–28]. Thus, at the GAL1/10 promoter
several activities interplay for fine-tuning of transcriptional regulation.
The PHO genes were used for pioneering studies on the influence of chromatin structure during
induced transcription [29–31]. The PHO5 gene encodes an acid phosphatase required for mobilization
of phosphate. Phosphate starving conditions cause the activators Pho2 and Pho4 to bind upstream
activating sequences UASp1 and UASp2 to induce PHO5 transcription with sustained expression
characteristics. At this locus SAGA, SWI/SNF and the chromatin remodeling complex INO80 are
involved in transcriptional activation [32,33]. Similar to the GAL locus, co-activators are not essential
for achieving the maximum transcript levels of PHO5 [33]. In fact, they support promoter opening
which is responsible for rapid upregulation of transcription. In contrast, the more weakly induced
PHO8 promoter is dependent on chromatin remodeling factors to a greater extent. PHO8 activation
strictly requires Snf2 and the SAGA associated HAT Gcn5. Both, the PHO5 and PHO8 loci require
the histone chaperone Asf1 for PIC formation [34–36].
Interaction between chromatin remodeling complexes has also been observed at the INO1 promoter.
The INO1 gene product is involved in phospholipid biosynthesis and its transcription is repressed in
the presence of inositol and choline [37]. In absence of these metabolites, INO1 promoter nucleosomes
are mobilized by INO80 and SWI/SNF to activate transcription [38]. Recruitment of the SWI/SNF
complex to the INO1 promoter region depends on the presence of the Ino80 ATPase subunit [39].
Together this suggests for sustained transcribed genes that weakly regulated promoters are more
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susceptible to subtle changes of chromatin and thus to activity of chromatin remodeling factors,
compared to strong promoters with a switch-like characteristic.
2.2. Regulation of Induced, Single Pulse Transcription
Yeast stress response genes are characterized by rapid and strong upregulation in response to
cellular stress such as high osmolarity or heat shock followed by downregulation to almost basal
levels. This pattern of transcription is referred to as “single pulse transcription” (Figure 1B). One of the
best studied conditions is increased extracellular osmolarity which is sensed and transmitted by the
mitogen activated protein (MAP) kinase cascade called hyperosmolarity glycerol response (HOG)
pathway. Activation of the Map kinase Hog1 leads to its translocation into the nucleus and subsequent
activation of genes via certain transcription factors. The transcription factor Smp1 is phosphorylated
and activated by Hog1. Hog1 also activates the transcription factor Hot1 by phosphorylation. Importantly,
Hot1 dependent genes show interactions of Hog1 with components of the PIC such as mediator and
RNA Pol II and directly associate to chromatin [40,41]. Hog1 binds to the stress transcription factors
Msn2 and Msn4 and becomes recruited to chromatin but does not phosphorylate them. Chromatin
remodeling is then facilitated by Hog1 induced recruitment of RSC to the activated stress genes.
Furthermore, Hog1 directs the Rpd3L deacetylase complex to promoters which is required for the
induction of environmental stress response genes [42–44]. The histone deacetylase Rpd3 is a subunit
of two complexes: Rpd3L and Rpd3S. While Rpd3L has an activating role for stress gene
transcription, the repressive roles which have been associated with both complexes will be discussed
later. These observations demonstrate a much more general role of MAP kinases for transcriptional
regulation. Interaction between a stress activated protein kinase and transcription factors was also
confirmed in higher eukaryotes [45]. At heat shock genes the chromatin remodelers RSC, SWI/SNF
and ISWI are involved in transcriptional activation. Preloading of the transcriptional activator Hsf1
requires ISWI and RSC complexes indicating that at heat shock genes, similar to the GAL1/10
promoter, chromatin remodeling occurs prior to activator binding [46].
Taken together, induced transcription strongly depends on activator dependent recruitment of
co-activators to form a functional PIC. These co-activators promote acetylation and deacetylation of
histone tails, incorporation of histone variants and ATP dependent chromatin remodeling. In case of
the strongly induced GAL1 and PHO5 promoters, histone acetylation and nucleosome remodeling are
not essential for PIC formation. These activities have a more important role in facilitating swift
upregulation of transcript levels by removal of promoter nucleosomes. During elongation several
chromatin restructuring factors travel with elongating RNA Pol II and assist in removing nucleosomes
and restoration of canonical chromatin.
3. Repressive Role of Chromatin
Gene activation and elongation correlate with intense displacement of nucleosomes at promoter and
transcribed regions (see Figure 2) [8]. Disturbed chromatin structures need to be restored to facilitate
efficient repression of target genes and to avoid transcription from cryptic initiation sites [8,47,48].
The events that promote restoration are promoter closing as well as repositioning of displaced
nucleosomes in coding regions. Additionally, deacetylation of histones plays an important role in this
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respect resulting in tight packaging of chromatin. Similar to activation, transcriptional repression
requires several chromatin restructuring factors such as histone chaperones, chromatin remodelers and
histone modifiers. Repressive activities act redundantly at many gene loci. Strains lacking components
of the ATP-dependent chromatin remodeling complex ISW1, the H4/H2A acetyltransferase complex
NuA4 and the SWR1 complex have globally changed transcript profiles including upregulation of
many stress genes [49]. In addition, the ATP-dependent chromatin remodeling factor Isw2 was correlated
with gene repression by positioning of nucleosomes to unfavorable poly dA-dT DNA sequences in
promoter regions. At the POT1 promoter, absence of Isw2 causes a specific promoter nucleosome to
changes its position to a more favorable sequence resulting in activation of the gene [50].
As already mentioned, the histone deacetylase Rpd3 is a subunit of two complexes: Rpd3L and
Rpd3S. Both have been associated with transcriptional repression. The Rpd3L large histone deacetylase
complex (HDAC) is recruited to the INO1 promoter where it removes H4 K5 acetylation under
non-induced conditions [51]. Rpd3S represses transcription of target genes and initiation from cryptic
sites by deacetylation within coding regions [52,53]. These observations suggest that deacetylation of
histones in promoter regions suppresses transcription prior to induction, whereas deacetylation of
histones in coding regions supports downregulation and avoids initiation from cryptic sites. At the
level of initiation HDACs create compacted, hypoacetylated regions that suppress PIC formation at
promoter regions. During elongation these modifiers as well as elongation factors associate to coding
regions to avoid cryptic transcription [47,48].
Histone chaperones also function in the repression of induced genes. They are predominantly
associated with elongating RNA Pol II and restore canonical chromatin structure. Asf1 and Spt6 have
been intensively studied for their activities during transcriptional regulation. Asf1 interacts with H3-H4
dimers and is associated to promoters and coding regions of active genes. In case of the inducible
GAL1/10 system Asf1 is necessary for histone eviction and positioning and thus is involved in
activation and repression [8]. In case of some stress induced genes Asf1 has a strictly repressive role
and is not required for activation [54].
The histone chaperone Spt6 interacts directly with phosphorylated Serine2 of RNA Pol II CTD [55].
Spt6 has been described as a repressive factor with a varying role dependent on the particular gene.
The mechanism of how Spt6 influences transcription is not known yet. At highly induced genes
absence of Spt6 leads to loss of open reading frame nucleosomes and in case of the serine-inducible
CHA1 locus to the delocalization of the +1 nucleosome [56]. Spt6 is required for repression of strongly
induced stress genes [54]. In addition to Spt6, the INO80 complex is involved in transcriptional
repression of stress genes. Strains lacking the INO80 subunit Arp8 show higher and prolonged
transcript levels of stress genes. This effect was observed for several single pulse genes induced by
high osmolarity, heat shock or copper stress. The hyperinduction coincides with a delay in restoration
of chromatin structure along promoter and open reading frame regions and genetic data suggest that
Spt6 and Arp8 are required for the same function [54]. The unique expression kinetics of stress
induced genes might cause disturbance of chromatin leading to generation of a signal attracting
INO80. Transcriptional activation by the stress responsive transcription factor Msn2 is sufficient to
attract INO80. In DNA repair, the INO80 complex is recruited to double strand breaks via the Nhp10
subunit which interacts with S129 phosphorylated H2A (gamma-H2AX) [57]. This mechanism does
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not function for the recruitment to transcription sites, suggesting an alternative way directing chromatin
remodelers to their appropriate positions [54].
Basically there are two different activities of INO80 described which could contribute to the
observed transcriptional effects. INO80 is able to slide nucleosomes along DNA without dissociation
and able to reduce the distance between nucleosomes on an artificial DNA construct [58]. In addition,
INO80 could also contribute to the regulation of gene expression by exchanging histone variants for
canonical histones. The INO80 complex triggers replacement of H2A.Z-H2B dimers by H2A-H2B and
thus is involved in removal of H2A.Z [11]. A recent publication claims that H2A.Z supports
transcriptional elongation by facilitating the correct assembly and modification status of RNA Pol II
elongation complex [17]. This would favor a model where the INO80 complex removes H2A.Z from
coding regions, thereby reducing elongation. Presumably both, nucleosome sliding and H2A.Z
removal could play together for the downregulation of stress genes by the INO80 complex.
4. Conclusions
In summary, activation and repression of induced genes are influenced by chromatin restructuring
factors. The factors involved as well as the importance of these factors for transcriptional regulation
varies for different loci. Some are essential for PIC formation and thus for activation whereas others
are required for fine-tuning of transcript levels. Multiple studies have shown that transcriptional
activation and repression are regulated at the level of initiation and elongation. Although functions of
these factors have been extensively characterized, many of the signals which direct them to distinct
loci remain unclear. It is speculated that characteristic induction kinetics may also be a signal to attract
certain chromatin restructuring factors.
Acknowledgments
We regret that restrictions did not permit us to cite all important papers. We are grateful to Daniela
Fichtenbauer for critically reading the manuscript. Work in the CS lab has been funded by the AMS,
the Austrian Science Fund FWF B12–19966, the Herzfelder Foundation and Grant I031-B from the
University of Vienna.
References
1.
2.

3.
4.

Luger, K.; Mader, A.W.; Richmond, R.K.; Sargent, D.F.; Richmond, T.J. Crystal structure of the
nucleosome core particle at 2.8 A resolution. Nature 1997, 389, 251–260.
Yuan, G.C.; Liu, Y.J.; Dion, M.F.; Slack, M.D.; Wu, L.F.; Altschuler, S.J.; Rando, O.J.
Genome-scale identification of nucleosome positions in S. cerevisiae. Science 2005, 309,
626–630.
Bai, L.; Ondracka, A.; Cross, F.R. Multiple sequence-specific factors generate the
nucleosome-depleted region on CLN2 promoter. Mol. Cell. 2011, 42, 465–476.
Jiang, C.; Pugh, B.F. Nucleosome positioning and gene regulation: Advances through genomics.
Nat. Rev. Genet. 2009, 10, 161–172.

Int. J. Mol. Sci. 2011, 12
5.
6.
7.
8.
9.
10.
11.

12.

13.

14.

15.

16.

17.
18.
19.

20.

4766

Yosef, N.; Regev, A. Impulse control: Temporal dynamics in gene transcription. Cell 2011, 144,
886–896.
Chechik, G.; Koller, D. Timing of gene expression responses to environmental changes.
J. Comput. Biol. 2009, 16, 279–290.
Rougvie, A.E.; Lis, J.T. The RNA polymerase II molecule at the 5’ end of the uninduced hsp70
gene of D. melanogaster is transcriptionally engaged. Cell 1988, 54, 795–804.
Schwabish, M.A.; Struhl, K. Asf1 mediates histone eviction and deposition during elongation by
RNA polymerase II. Mol. Cell. 2006, 22, 415–422.
Eberharter, A.; Becker, P.B. ATP-dependent nucleosome remodelling: Factors and functions.
J. Cell Sci. 2004, 117, 3707–3711.
Mizuguchi, G.; Shen, X.; Landry, J.; Wu, W.H.; Sen, S.; Wu, C. ATP-driven exchange of histone
H2A.Z variant catalyzed by SWR1 chromatin remodeling complex. Science 2004, 303, 343–348.
Papamichos-Chronakis, M.; Watanabe, S.; Rando, O.J.; Peterson, C.L. Global regulation of
H2A.Z localization by the INO80 chromatin-remodeling enzyme is essential for genome integrity.
Cell 2011, 144, 200–213.
Guillemette, B.; Bataille, A.R.; Gevry, N.; Adam, M.; Blanchette, M.; Robert, F.; Gaudreau, L.
Variant histone H2A.Z is globally localized to the promoters of inactive yeast genes and regulates
nucleosome positioning. PLoS Biol. 2005, 3, e384.
Zhang, H.; Roberts, D.N.; Cairns, B.R. Genome-wide dynamics of Htz1, a histone H2A variant
that poises repressed/basal promoters for activation through histone loss. Cell 2005, 123,
219–231.
Raisner, R.M.; Hartley, P.D.; Meneghini, M.D.; Bao, M.Z.; Liu, C.L.; Schreiber, S.L.; Rando, O.J.;
Madhani, H.D. Histone variant H2A.Z marks the 5’ ends of both active and inactive genes in
euchromatin. Cell 2005, 123, 233–248.
Altaf, M.; Auger, A.; Monnet-Saksouk, J.; Brodeur, J.; Piquet, S.; Cramet, M.; Bouchard, N.;
Lacoste, N.; Utley, R.T.; Gaudreau, L.; et al. NuA4-dependent acetylation of nucleosomal
histones H4 and H2A directly stimulates incorporation of H2A.Z by the SWR1 complex. J. Biol.
Chem. 2010, 285, 15966–15977.
Keogh, M.C.; Mennella, T.A.; Sawa, C.; Berthelet, S.; Krogan, N.J.; Wolek, A.; Podolny, V.;
Carpenter, L.R.; Greenblatt, J.F.; Baetz, K.; et al. The Saccharomyces cerevisiae histone H2A
variant Htz1 is acetylated by NuA4. Genes Dev. 2006, 20, 660–665.
Santisteban, M.S.; Hang, M.; Smith, M.M. Histone variant H2A.Z and RNA polymerase II
transcription elongation. Mol. Cell. Biol. 2011, 31, 1848–1860.
Traven, A.; Jelicic, B.; Sopta, M. Yeast Gal4: A transcriptional paradigm revisited. EMBO Rep.
2006, 7, 496–499.
Cairns, B.R.; Erdjument-Bromage, H.; Tempst, P.; Winston, F.; Kornberg, R.D. Two actin-related
proteins are shared functional components of the chromatin-remodeling complexes RSC and
SWI/SNF. Mol. Cell. 1998, 2, 639–651.
Hassan, A.H.; Prochasson, P.; Neely, K.E.; Galasinski, S.C.; Chandy, M.; Carrozza, M.J.;
Workman, J.L. Function and selectivity of bromodomains in anchoring chromatin-modifying
complexes to promoter nucleosomes. Cell 2002, 111, 369–379.

Int. J. Mol. Sci. 2011, 12

4767

21. Floer, M.; Wang, X.; Prabhu, V.; Berrozpe, G.; Narayan, S.; Spagna, D.; Alvarez, D.; Kendall, J.;
Krasnitz, A.; Stepansky, A.; et al. A RSC/nucleosome complex determines chromatin architecture
and facilitates activator binding. Cell 2010, 141, 407–418.
22. Larschan, E.; Winston, F. The S. cerevisiae SAGA complex functions in vivo as a coactivator for
transcriptional activation by Gal4. Genes Dev. 2001, 15, 1946–1956.
23. Kuo, M.H.; Brownell, J.E.; Sobel, R.E.; Ranalli, T.A.; Cook, R.G.; Edmondson, D.G.; Roth, S.Y.;
Allis, C.D. Transcription-linked acetylation by Gcn5p of histones H3 and H4 at specific lysines.
Nature 1996, 383, 269–272.
24. Bryant, G.O.; Ptashne, M. Independent recruitment in vivo by Gal4 of two complexes required for
transcription. Mol. Cell. 2003, 11, 1301–1309.
25. Bhaumik, S.R.; Green, M.R. SAGA is an essential in vivo target of the yeast acidic activator
Gal4p. Genes Dev. 2001, 15, 1935–1945.
26. Bryant, G.O.; Prabhu, V.; Floer, M.; Wang, X.; Spagna, D.; Schreiber, D.; Ptashne, M. Activator
control of nucleosome occupancy in activation and repression of transcription. PLoS Biol. 2008,
6, 2928–2939.
27. Hassan, A.H.; Neely, K.E.; Workman, J.L. Histone acetyltransferase complexes stabilize swi/snf
binding to promoter nucleosomes. Cell 2001, 104, 817–827.
28. Chandy, M.; Gutierrez, J.L.; Prochasson, P.; Workman, J.L. SWI/SNF displaces SAGA-acetylated
nucleosomes. Eukaryotic Cell 2006, 5, 1738–1747.
29. Korber, P.; Luckenbach, T.; Blaschke, D.; Horz, W. Evidence for histone eviction in trans upon
induction of the yeast PHO5 promoter. Mol. Cell. Biol. 2004, 24, 10965–10974.
30. Almer, A.; Horz, W. Nuclease hypersensitive regions with adjacent positioned nucleosomes mark
the gene boundaries of the PHO5/PHO3 locus in yeast. EMBO J. 1986, 5, 2681–2687.
31. Schmid, A.; Fascher, K.D.; Horz, W. Nucleosome disruption at the yeast PHO5 promoter upon
PHO5 induction occurs in the absence of DNA replication. Cell 1992, 71, 853–864.
32. Gregory, P.D.; Schmid, A.; Zavari, M.; Munsterkotter, M.; Horz, W. Chromatin remodelling at
the PHO8 promoter requires SWI-SNF and SAGA at a step subsequent to activator binding.
EMBO J. 1999, 18, 6407–6414.
33. Barbaric, S.; Luckenbach, T.; Schmid, A.; Blaschke, D.; Horz, W.; Korber, P. Redundancy of
chromatin remodeling pathways for the induction of the yeast PHO5 promoter in vivo. J. Biol.
Chem. 2007, 282, 27610–27621.
34. Adkins, M.W.; Howar, S.R.; Tyler, J.K. Chromatin disassembly mediated by the histone
chaperone Asf1 is essential for transcriptional activation of the yeast PHO5 and PHO8 genes.
Mol. Cell. 2004, 14, 657–666.
35. Adkins, M.W.; Williams, S.K.; Linger, J.; Tyler, J.K. Chromatin disassembly from the PHO5
promoter is essential for the recruitment of the general transcription machinery and coactivators.
Mol. Cell. Biol. 2007, 27, 6372–6382.
36. Korber, P.; Barbaric, S.; Luckenbach, T.; Schmid, A.; Schermer, U.J.; Blaschke, D.; Horz, W.
The histone chaperone Asf1 increases the rate of histone eviction at the yeast PHO5 and PHO8
promoters. J. Biol. Chem. 2006, 281, 5539–5545.

Int. J. Mol. Sci. 2011, 12

4768

37. Hirsch, J.P.; Henry, S.A. Expression of the Saccharomyces cerevisiae inositol-1-phosphate
synthase (INO1) gene is regulated by factors that affect phospholipid synthesis. Mol. Cell. Biol.
1986, 6, 3320–3328.
38. Ford, J.; Odeyale, O.; Eskandar, A.; Kouba, N.; Shen, C.H. A SWI/SNF- and INO80-dependent
nucleosome movement at the INO1 promoter. Biochem. Biophys. Res. Commun. 2007, 361,
974–979.
39. Ford, J.; Odeyale, O.; Shen, C.H. Activator-dependent recruitment of SWI/SNF and INO80
during INO1 activation. Biochem. Biophys. Res. Commun. 2008, 373, 602–606.
40. Alepuz, P.M.; de Nadal, E.; Zapater, M.; Ammerer, G.; Posas, F. Osmostress-induced
transcription by Hot1 depends on a Hog1-mediated recruitment of the RNA Pol II. EMBO J.
2003, 22, 2433–2442.
41. Alepuz, P.M.; Jovanovic, A.; Reiser, V.; Ammerer, G. Stress-induced map kinase Hog1 is part of
transcription activation complexes. Mol. Cell. 2001, 7, 767–777.
42. De Nadal, E.; Zapater, M.; Alepuz, P.M.; Sumoy, L.; Mas, G.; Posas, F. The MAPK Hog1
recruits Rpd3 histone deacetylase to activate osmoresponsive genes. Nature 2004, 427, 370–374.
43. Ruiz-Roig, C.; Vieitez, C.; Posas, F.; de Nadal, E. The Rpd3L HDAC complex is essential for the
heat stress response in yeast. Mol. Microbiol. 2010, 76, 1049–1062.
44. Alejandro-Osorio, A.L.; Huebert, D.J.; Porcaro, D.T.; Sonntag, M.E.; Nillasithanukroh, S.;
Will, J.L.; Gasch, A.P. The histone deacetylase Rpd3p is required for transient changes in
genomic expression in response to stress. Genome Biol. 2009, 10, R57.
45. Ferreiro, I.; Barragan, M.; Gubern, A.; Ballestar, E.; Joaquin, M.; Posas, F. The p38 SAPK is
recruited to chromatin via its interaction with transcription factors. J. Biol. Chem. 2010, 285,
31819–31828.
46. Erkina, T.Y.; Zou, Y.; Freeling, S.; Vorobyev, V.I.; Erkine, A.M. Functional interplay between
chromatin remodeling complexes RSC, SWI/SNF and ISWI in regulation of yeast heat shock
genes. Nucleic Acids Res. 2010, 38, 1441–1449.
47. Mason, P.B.; Struhl, K. The FACT complex travels with elongating RNA polymerase II and is
important for the fidelity of transcriptional initiation in vivo. Mol. Cell. Biol. 2003, 23,
8323–8333.
48. Kaplan, C.D.; Laprade, L.; Winston, F. Transcription elongation factors repress transcription
initiation from cryptic sites. Science 2003, 301, 1096–1099.
49. Lindstrom, K.C.; Vary, J.C., Jr; Parthun, M.R.; Delrow, J.; Tsukiyama, T. Isw1 functions in
parallel with the NuA4 and Swr1 complexes in stress-induced gene repression. Mol. Cell. Biol.
2006, 26, 6117–6129.
50. Whitehouse, I.; Tsukiyama, T. Antagonistic forces that position nucleosomes in vivo. Nat. Struct.
Mol. Biol. 2006, 13, 633–640.
51. Rundlett, S.E.; Carmen, A.A.; Suka, N.; Turner, B.M.; Grunstein, M. Transcriptional repression
by UME6 involves deacetylation of lysine 5 of histone H4 by RPD3. Nature 1998, 392, 831–835.
52. Carrozza, M.J.; Li, B.; Florens, L.; Suganuma, T.; Swanson, S.K.; Lee, K.K.; Shia, W.J.;
Anderson, S.; Yates, J.; Washburn, M.P.; et al. Histone H3 methylation by Set2 directs
deacetylation of coding regions by Rpd3S to suppress spurious intragenic transcription. Cell 2005,
123, 581–592.

Int. J. Mol. Sci. 2011, 12

4769

53. Keogh, M.C.; Kurdistani, S.K.; Morris, S.A.; Ahn, S.H.; Podolny, V.; Collins, S.R.; Schuldiner, M.;
Chin, K.; Punna, T.; Thompson, N.J.; et al. Cotranscriptional set2 methylation of histone H3
lysine 36 recruits a repressive Rpd3 complex. Cell 2005, 123, 593–605.
54. Klopf, E.; Paskova, L.; Sole, C.; Mas, G.; Petryshyn, A.; Posas, F.; Wintersberger, U.;
Ammerer, G.; Schuller, C. Cooperation between the INO80 complex and histone chaperones
determines adaptation of stress gene transcription in the yeast Saccharomyces cerevisiae.
Mol. Cell. Biol. 2009, 29, 4994–5007.
55. Yoh, S.M.; Cho, H.; Pickle, L.; Evans, R.M.; Jones, K.A. The Spt6 SH2 domain binds Ser2-P
RNAPII to direct Iws1-dependent mRNA splicing and export. Genes Dev. 2007, 21, 160–174.
56. Ivanovska, I.; Jacques, P.E.; Rando, O.J.; Robert, F.; Winston, F. Control of chromatin structure
by spt6: Different consequences in coding and regulatory regions. Mol. Cell. Biol. 2011, 31,
531–541.
57. Morrison, A.J.; Highland, J.; Krogan, N.J.; Arbel-Eden, A.; Greenblatt, J.F.; Haber, J.E.; Shen, X.
INO80 and gamma-H2AX interaction links ATP-dependent chromatin remodeling to DNA
damage repair. Cell 2004, 119, 767–775.
58. Udugama, M.; Sabri, A.; Bartholomew, B. The INO80 ATP-dependent chromatin remodeling
complex is a nucleosome spacing factor. Mol. Cell. Biol. 2011, 31, 662–673.
© 2011 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article
distributed under the terms and conditions of the Creative Commons Attribution license
(http://creativecommons.org/licenses/by/3.0/).

