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The human ISWI-containing factor RSF (remodeling and spacing factor) was found to mediate nucleosome
deposition and, in the presence of ATP, generate regularly spaced nucleosome arrays. Using this system,
recombinant chromatin was reconstituted with bacterially produced histones. Acetylation of the histone tails
was found to play an important role in establishing regularly spaced nucleosome arrays. Recombinant
chromatin lacking histone acetylation was impaired in directing transcription. Histone-tail modifications were
found to regulate transcription from the recombinant chromatin. Acetylation of the histone tails by p300 was
found to increase transcription. Methylation of the histone H3 tail by Suv39H1 was found to repress
transcription in an HP1-dependent manner. The effects of histone-tail modifications were observed in nuclear
extracts. A highly reconstituted RNA polymerase II transcription system was refractory to the effect imposed
by acetylation and methylation.
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In eukaryotic cells, genes are complexed with core his-
tones and other chromosomal proteins in the form of
chromatin. The basic repeating unit of chromatin, the
nucleosome, includes two copies of each of the four core
histones—H2A, H2B, H3, and H4—wrapped by 146 base
pairs of DNA (Luger et al. 1997a). With the aid of addi-
tional proteins, including histone H1, nucleosomes are
further packaged into 30-nm fibers with six nucleosomes
per turn in a spiral or solenoid arrangement (for reviews,
see Kornberg and Lorch 1999; Hayes and Hansen 2001).
The 30-nm fiber unfolds to generate a template for tran-
scription, an 11-nm fiber or “beads on a string,” by a
mechanism that is not entirely clear (for review, see Or-
phanides and Reinberg 2000). However, it is thought that
unfolding involves posttranslational modifications, par-
ticularly acetylation, of the core histone N-terminal
tails. The 11-nm fiber is also repressive to processes re-
quiring access of proteins to DNA.
Over the past decade, studies have revealed that there

are different types of protein complexes that can alter the
repressive nature of chromatin (for reviews, see Vignali
et al. 2000; Wolffe and Guschin 2000). These factors ap-

parently can maintain chromatin in a dynamic state.
One family of factors function by covalently modifying
the histone polypeptides, through phosphorylation,
acetylation, and/or methylation, primarily within the
histone tails (for reviews, see Cheung et al. 2000a; Roth
et al. 2001; Zhang and Reinberg 2001). A second class of
factors involves multiprotein complexes that mobilize
and/or alter the structure of nucleosomes (Kingston and
Narlikar 1999; Orphanides and Reinberg 2000; Vignali et
al. 2000). A third family of factors function to re-estab-
lish the structure of chromatin (for reviews, see Ver-
reault 2000; Mello and Almouzni 2001). Importantly, the
chromatin-related factors do not function in isolation;
factors that alter the structure of nucleosomes function
in concert with histone acetyltransferases (Krebs et al.
1999; Agalioti et al. 2000; Hassan et al. 2001), and factors
that re-establish chromatin structure require specific
patterns of histone acetylation (Verreault et al. 1996;
Tyler et al. 1999). Most of the histone acetylation occurs
within the tails, which protrude out of the nucleosome
(Luger et al. 1997a). Therefore, acetylation does not di-
rectly alter the structure of the nucleosome but appears
to affect the ability of nucleosomes to organize into high-
order structures, by affecting internucleosomal interac-
tions (Luger et al. 1997a) and/or interactions of the his-
tone tail with linker DNA (Angelov et al. 2001). How-
ever, acetylation of the histone tails affects the mobility
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of the nucleosomes, and therefore it facilitates the access
of sequence specific DNA-binding proteins to nucleo-
somal DNA (Wolffe and Hayes 1999; Brown et al. 2000).
Moreover, recent studies have shown that acetylation at
some residues within the histone tails serves as marks or
recognition signals for factors to bind to acetylated tails
(for reviews, see Strahl and Allis 2000; Turner 2000; Roth
et al. 2001).
Recent studies have also shown that methylation of

the histone tails affects transcription and chromatin
structure (for reviews, see Rice and Allis 2001; Zhang
and Reinberg 2001). Moreover, increasing evidence sug-
gests that the different modifications of the histone tails
are functionally interconnected (for reviews, see Jenu-
wein and Allis 2001; Zhang and Reinberg 2001). There
are different examples showing interplay between phos-
phorylation, acetylation, and methylation of histones
(Cheung et al. 2000b; Jenuwein and Allis 2001; Zhang
and Reinberg 2001). For example, phosphorylation of his-
tone H3–Ser 10 promotes acetylation of histone H3–Lys
14; moreover, these two modifications prevent methyl-
ation at Lys 9 (Berger 2001). PRMT1 (protein arginine
methyltransferase-1), which stimulates transcription,
specifically methylates histone H4–arginine-3, resulting
in the enhancement of H4-tail acetylation by p300
(Wang et al. 2001). On the other hand, Suv39H1, which
functions as a repressor, methylates histone H3–Lys 9
and acts as a signal for the recruitment of HP1, inducing
the formation of heterochromatin (Bannister et al. 2001;
Lachner et al. 2001). Histone H3–Lys 9 is also a substrate
for acetylation, and methylation by Suv39H1 requires
the action of histone deacetylases (for review, see Berger
2001; Jenuwein and Allis 2001; Nakayama et al. 2001;
Zhang and Reinberg 2001).
A different class of factors that manipulate chromatin

structure is the chromatin remodeling complexes. These
factors use the energy derived from ATP hydrolysis to
mobilize and/or disrupt the nucleosome structure, mak-
ing DNA accessible to DNA-binding proteins (Kingston
and Narlikar 1999; Kornberg and Lorch 1999; Wolffe and
Hayes 1999; Vignali et al. 2000). ATP-dependent chro-
matin remodeling factors are highly conserved between
species. These factors contain a related subunit that be-
longs to the SNF2 family and can be divided into three
classes: SWI2/SNF2, ISWI, and CHD (Vignali et al. 2000).
Although these complexes contain structurally related
catalytic subunits, the factors differ in the mechanism
by which they manipulate nucleosomes. Some of these
complexes, represented by Swi/Snf, can mobilize nucleo-
somes and alter the structure of a nucleosome to in-
crease access to DNA (Vignali et al. 2000). These factors
can also transfer an entire octamer of histone proteins
from one DNA site to another (Lorch et al. 1999; Phelan
et al. 2000). Also, the ISWI-containing factor, NURF
(nucleosome remodeling factor), can mobilize a nucleo-
some and alter its structure; however, apparently NURF
cannot transfer the nucleosome in trans (Hamiche et al.
1999). NURF is therefore functionally different from the
Swi/Snf-containing factors and also different from the
other ISWI-containing factors, ACF (ATP-utilizing chro-

matin assembly and remodeling factor), CHRAC (chro-
matin accessibility factor), and RSF (remodeling and
spacing factor) (see below), which can remodel chroma-
tin to allow access of transcription factors to DNA. Ap-
parently, the remodeling reaction does not result in the
alteration of nucleosome structure but is a consequence
of the ability of these factors to mobilize or slide nucleo-
somes (for reviews, see Kingston and Narlikar 1999; Vig-
nali et al. 2000).
With the existence of different factors that can mobi-

lize and/or alter the structure of the nucleosomes, it is
not surprising to find factors that have the ability to
deposit nucleosome arrays to re-establish the structure
of chromatin. In general, there are two classes of chro-
matin assembly factors: DNA replication coupled factors
and DNA replication independent factors. The bulk of
chromatin assembly occurs during S-phase, when the
DNA is being replicated, and it is achieved by CAF-1
(chromatin assembly factor-1; for reviews, see Verreault
2000; Mello and Almouzni 2001) and RCAF (replication-
coupling assembly factor; Tyler et al. 1999). In this pro-
cess, newly synthesized histones carrying a specific pat-
tern of acetylation, specifically at lysines 5 and 12 on the
N-terminal tail of histone H4, are recognized by CAF-1,
as well as by RCAF, and are deposited onto newly repli-
cated DNA (Verrault et al. 1996; Tyler et al. 1999). Dur-
ing interphase, however, a fraction of nucleosomal his-
tones is lost as a consequence of histone turnover and/or
because of different processes in which DNA is used as
template. Chromatin can be re-established through the
action of specific factors. Histones chaperones, such as
NAP-1 (nucleosome assembly factor-1), together with
factors that use the energy derived from ATP-hydrolysis,
mobilize nucleosomes and mediate chromatin assembly
uncoupled to DNA replication (for review, see Ito et al.
1997b). Two factors have been identified that are able to
assemble regularly spaced chromatin in the presence of
NAP-1: ACF (Ito et al. 1997a) and CHRAC (Varga-Weisz
et al. 1997). These factors were first identified in Dro-
sophila and subsequently in Xenopus laevis and human
cells (Bochar et al. 2000; Guschin et al. 2000; LeRoy et al.
2000; Poot et al. 2000). ACF is composed of two sub-
units, Acf-1 and ISWI (ATPase), whereas CHRAC ap-
pears to be composed by Acf-1, ISWI, and two small sub-
units (CHRAC-16 and CHRAC-14). These factors are
able to mobilize nucleosomes in cis (Langst et al. 1999).
The formation of regularly spaced nucleosomes by

ACF and CHRAC is likely the result of two independent
activities that function in concert. NAP-1 can mediate
nucleosome deposition, whereas the ISWI subunit of
ACF and CHRAC can space nucleosomes in an ATP-
dependent manner on its own (Ito et al. 1999). The effi-
ciency of nucleosome array formation is enhanced by the
common larger subunit composing ACF and CHRAC
(Acf-1, BAF-1A, WCRF-180). Nucleosome formation is
likely to occur in three steps. The first step, which ap-
pears to be rate limiting, is the deposition of the H3/H4
tetramers onto DNA, followed by the fast deposition of
the H2A/H2B dimers. The last step is the wrapping of
the DNA around the histone octamer. Once the nucleo-
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somes are deposited on the DNA, ACF and/or CHRAC
(in a reaction requiring ATP hydrolysis) mobilize nucleo-
somes to create regularly spaced nucleosome arrays
(Ladoux et al. 2000; Nakagawa et al. 2001).
In the present study, we found that RSF, which is an

ISWI-containing factor (LeRoy et al. 1998), is able to de-
posit regularly spaced nucleosomes in the absence of
chaperones. We use the RSF-mediated nucleosome array
reaction and fully reconstitute chromatin with recombi-
nant bacteria-expressed histones. This allowed us to di-
rectly study the role of different histone modifications in
the chromatin assembly reaction and in transcription.

Results

RSF mediates the assembly of nucleosome arrays

We previously reported the ability of RSF to convert ir-
regularly spaced nucleosomes into regularly spaced
nucleosome arrays (LeRoy et al. 1998). This activity is

also present in the Drosophila and human ACF and
CHRAC, which can also assemble regularly spaced
nucleosome arrays in the presence of histone chaperone
NAP-1. These findings prompted us to analyze whether
RSF has the ability to assemble chromatin. Chromatin
assembly reactions were performed using a 3-kb super-
coiled DNA, HeLa-purified core histones, and the his-
tone chaperone NAP-1. Partial micrococcal nuclease di-
gestion shows that RSF assembles chromatin, as de-
tected by the generation of regularly spaced micrococcal
nuclease DNA ladders (Fig. 1A). The reaction is ATP
dependent (Fig. 1A, lane 5) and requires RSF (Fig. 1A, cf.
lane 1 with 2–4). Fractionation of RSF on a gel filtration
column in the presence of high salt (0.5 M KCl) shows
that the activity generating micrococcal nuclease ladders
coeluted with the p325 and hSNF2h subunits of RSF as
shown by SDS-PAGE andWestern blot analyses (Fig. 1B).
Characterization of the chromatin assembly reaction

establishes that RSF functions stoichiometrically with
DNA, as approximately one molecule of RSF was found

Figure 1. RSF mediates the assembly of nucleosome arrays. (A) Ethidium bromide staining of micrococcal nuclease digestions of
chromatin assembled by RSF. Chromatin assembly was performed in the presence (left) and absence (right) of NAP-1, with increasing
amounts of RSF. The highest amount of RSF was also assayed in the absence of ATP, as indicated on the panel. Products of the
assembly reaction were partially digested with two different concentrations of micrococcal nuclease. Each lane number, at the bottom
of the panel, denotes two different concentrations of micrococcal nuclease used in the assays. (B) Fractionation of RSF by gel filtration.
Fractions of the Superose 6 column were assayed by Coomassie blue staining (top), Western blot (middle), and chromatin assembly
(bottom). Each lane number on the micrococcal nuclease assay is between lanes and denotes two different concentrations of micro-
coccal nuclease used in the assay. RSF fractionated between fractions 32 and 36, which corresponds to a complex of ∼ 450 kD. (C)
Southern blot of micrococcal nuclease digestions of RSF-assembled chromatin. Supercoiled (pG5MLP) DNAwas linearized with EcoRI
and used as a substrate in the RSF-assembly reaction (RFIII). As a control, supercoiled DNA was assayed in parallel (RFI). Lane
numbers, at the bottom of the panel, denote two different concentrations of micrococcal nuclease used in the assays.
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to be required to completely assemble one molecule of
DNA (data not shown; see below). According to the
length of the DNA, RSF allowed the deposition of 17
nucleosomes under the conditions used (see Fig. 2). The
RSF-mediated reaction is mechanistically different from
the reaction catalyzed by ACF. Previous studies have
established that ACF functions catalytically and that
one molecule of ACF can catalyze nucleosome deposi-
tion on 90 molecules of DNA (Ito et al. 1997a). The dif-
ferences observed between RSF and ACF are likely ex-
plained by the finding that RSF not only spaces chroma-
tin, but RSF is directly involved in the deposition of
histones onto the DNA (see below).
Micrococcal nuclease digestion (Fig. 1A) and supercoil-

ing experiments (data not shown; see below) show that
RSF is able to assemble regularly spaced chromatin in a
histone chaperone NAP-1-independent manner with lin-
ear or supercoiled DNA (Fig. 1C). To directly visualize
RSF-assembled chromatin, we characterized the reaction
products by electron microscopy using hypo- and hyper-
acetylated histones. In the absence of RSF, the majority
of the DNA was naked or contained one or two nucleo-
somes (Fig. 2, top panel; data not shown). In the presence
of RSF, the DNAwas fully packaged into chromatin (Fig.
2). In general, 79% of the DNA contained nucleosomes,
and the fully assembled DNAwas in an array of correctly
spaced nucleosomes (Fig. 2, middle and bottom panels).

In reactions reconstituted with hypoacetylated histones,
the nucleosomes interacted more readily (Fig. 2, middle
panel), in contrast to hyperacetylated chromatin, where
chromatin was found to be less compacted (Fig. 2, bot-
tom panel), in agreement with previous observations
(Garcia-Ramirez et al. 1995). In general, the levels of N-
tail acetylation have been associated with a specific type
of chromatin; hypoacetylated histones are associated
with the formation of higher-order repressed chromatin
structure. On the other hand, hyperacetylated histones
are mostly associated with an open, transcriptionally ac-
tive, chromatin structure. These previous observations
correlate with the behavior of the RSF-assembled arrays
in transcription (see below).

Mechanism of RSF-mediated chromatin assembly

To gain insight into the mechanism by which RSF me-
diates chromatin assembly, we investigated the possible
role of RSF as a histone chaperone. Histone chaperones
can be divided into two families: One class, represented
by NAP-1, interacts strongly with histones H2A/H2B.
The other class, represented by CAF-1, interacts strongly
with histones H3/H4 (for review, see Ito et al. 1997b).
The function of these chaperones is likely to facilitate
association between histones and DNA by reducing elec-
trostatic associations between positively charged his-
tones and negatively charged DNA.
To address whether RSF interacts with histone poly-

peptides, immunoprecipitation assays were performed
using antibodies against hSNF2h, the small subunit of
RSF. These antibodies were able to coimmunoprecipi-
tate HeLa core histones in the presence of RSF (Fig. 3A).
The coimmunoprecipitate observed was specific for RSF;
reactions performed in the absence of RSF did not coim-
munoprecipitate histones (Fig. 3A, lane 2). Importantly,
when the H3/H4 tetramers and the H2A/H2B dimers
were used instead of the histone octamer, the antibodies
were able to coimmunoprecipitate the H3/H4 tetramers
but not the H2A/H2B dimers (Fig. 3A, lanes 4 and 7).
From these results, we conclude that RSF interacts with
the histone octamer through an association with the H3/
H4 tetramer.
We next analyzed whether RSF interacts with DNA by

immunoprecipitation, as described above. The results es-
tablished that RSF does not directly bind to DNA (data
not shown; see below), and although RSF interacts with
the H3/H4 tetramer, this interaction is not sufficient for
stable binding of RSF to DNA. The formation of an RSF–
DNA complex requires the octamer (Fig. 3B). Moreover,
although ATP and hydrolysis of the highly energetic �–�
bond are required for the establishment of arrays, ATP
had no effect on octamer-dependent binding of RSF to
DNA (Fig. 3B).
To gain further insights into the mechanism by which

RSF mediates deposition of nucleosome arrays, we ex-
amined intermediates of the reaction by electron mi-
croscopy. Here, chromatin assembly reactions were
performed in the presence of ATP-�S to trap reaction
intermediates. Under limiting ATP concentrations, we

Figure 2. Electron microscopic analysis of RSF-assembled
chromatin. (Top) An electron microscopic visualization of the
RSF-assembled chromatin performed in the absence of RSF.
DNA size is 3 kb. (Middle) The RSF-assembled chromatin per-
formed with hypoacetylated histones purified from HeLa cells.
(Bottom) The reaction with RSF and hyperacetylated histones
purified in the presence of the histone deacetylase inhibitors
TSA and Na-butyrate. The pictures are representatives of the
majority of the molecules visualized on the grid. Bar, 116 nm.
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observed that most DNA molecules contained a single
large protein complex at the base of a DNA loop and
nucleosomes at various positions along the DNA mol-
ecule (Fig. 3C, left panel). The large protein complexes
observed on the DNA were composed of one RSF com-
plex and one or more nucleosomes, as shown by probing
with gold-conjugated antibodies to RSF and histones H3
and H4 (Fig. 3C, right and middle panel, respectively).

Increasing the amount of RSF to fivefold relative to the
number of DNA molecules resulted in no change in the
number and size of the large complexes on DNA, which
agrees with the reaction stoichiometry of one RSF to one
DNA molecule. Further, the size of the DNA loop, pos-
sibly generated by the RSF/nucleosome complex, was
variable, but in most cases, the DNA loop contained one
or two nucleosomes. From the above study of the role of

Figure 3. RSF interacts with the histone tetramer, and its association with DNA requires the octamer. (A) Silver staining of an
immunoprecipitation of the RSF–histone complexes. (Top) A schematic representation of the assay used to analyze the interaction of
RSF with histones is depicted. The reaction was performed in the presence and absence of RSF, with HeLa core histones, H3/H4
tetramers, or H2A/H2B dimers, as indicated above the figure. H3/H4 tetramers and H2A/H2B dimers were separated over a Mono S
column as described (Chang and Luse 1997). Immunoprecipitation reactions were performed as described in Materials and Methods.
The immunocomplexes were washed with a buffer containing 0.5 M KCl and 0.01% NP-40. Immunoprecipitates were separated by
SDS-PAGE followed by silver staining. (Right) The migration of each of the histones. (B) Ethidium bromide staining of an agarose gel
showing a requirement for core histones for the establishment of an RSF–DNA complex.(Top) Schematic representation of the steps
used to analyze binding of RSF to DNA. EcoRI-linearized DNA, RSF and core histone octamers were incubated in the presence and
absence of ATP (0.6 µM) and ATP-�S (6 mM ATP), as indicated. H3/H4 tetramers, H2A/H2B dimers, and H3/H4 tetramers plus
H2A/H2B dimers were incubated with or without RSF for 30 min at 30°C. The complexes were immunoprecipitated, and the
immunoprecipitates were washed with a buffer containing 0.5 M KCl and 0.01% NP40 as described in Materials and Methods.
Products of the immunoprecipitation reaction were separated by electrophoresis on an agarose gel. The arrow indicates the migration
of DNA. (C) Electron microscopic visualization of intermediates in the RSF-chromatin assembly reaction. RSF was incubated with
EcoRI-linearized plasmid and core histones in the presence of 6 mM ATP-�S plus 0.6 µM ATP for 30 min at 30°C. (Left) The products
of the reaction visualized by electron microscopy. (Middle, right) RSF was incubated with EcoRI-linearized DNA and histones as
above. The products of the reactions were first incubated with antibodies against histones H3 (monoclonal) and H4 (polyclonal;
middle) or against the RSF subunit hSNF2h (monoclonal; right). This was followed by the incubation with a secondary antibody
conjugated with gold (10 nm for H3 and H4 antibodies, 5 nm for hSNF2h antibody), as described in Material and Methods. The samples
were visualized by electron microscopy. The arrow shows the secondary antibody gold particle. The big protein complex that appears
in the reaction with antibodies against H3 and H4 (middle) represents multiples secondary antibodies bound to the primary antibody.
The pictures are representatives of the majority of the molecules visualized on the grid. Bar, 85 nm.
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ATP hydrolysis in this reaction (Fig. 3B), we suggest that
the looped structure is an intermediate of the nucleo-
some spacing reaction, not an intermediate of the depo-
sition reaction. Taken together, we suggest that one of
the first steps in the chromatin assembly reaction is the
binding of RSF to the DNA. This binding is dependent on
the core histones and does not require energy.

Reconstitution of RSF-mediated chromatin assembly

We next investigated whether RSF could mediate the
formation of nucleosome arrays with bacterially pro-
duced core histones. This would permit the analysis of
the different histone-tail modifications involved during
the establishment of nucleosome arrays, as well as in
transcription.
We first analyzed whether RSF is able to interact with

the histone octamer reconstituted with bacterially ex-
pressed polypeptides. Immunoprecipitation studies, per-
formed as described above, show that antibodies against
hSNF2h coimmunoprecipitated the bacterially produced
histones (Fig. 4A). This result established that RSF inter-
acts with the histone octamer regardless of posttransla-
tional histone modifications. We expanded this observa-
tion and analyzed whether RSF could generate nucleo-
some arrays using the bacterially produced histones.
Micrococcal nuclease digestion shows the formation of
regularly spaced nucleosomal arrays (Fig. 4B), although
the reaction with bacterially expressed histones was less
efficient than that observed with histones purified from
HeLa cells (Fig. 4B, cf. lanes 1 and 2).
Histone tails and their acetylation have been shown to

affect chromatin assembly. DNA replication coupled
chromatin assembly, catalyzed by CAF-1 and RCAF, re-
quires a specific pattern of histone-tail acetylation (Ver-
reault et al. 1996; Tyler et al. 1999). On the other hand,
the tail of histone H4 has been shown to be essential
to stimulate the ATPase activity of Drosophila ISWI
(Georgel et al. 1997; Clapier et al. 2001) and to attain
spaced nucleosomes (Clapier et al. 2001). In light of these
previous observations, and the finding that nucleosome
arrays generated with bacterially isolated histones are
spaced less efficiently than those obtained with human
histones (Fig. 4B), we investigated whether the RSF-chro-
matin assembly reaction requires histone tails and could
be affected by acetylation.
We began the analysis by asking whether the tails of

the core histones are important for RSF–octamer inter-
action. Octamers reconstituted with core histones with
deleted tails (Fig. 4D, lane 2) were incubated with RSF,
and the possible interaction was analyzed by immuno-
precipitation as above. Antibodies against the small sub-
unit of RSF immunoprecipitated the tailless octamer in
an RSF-dependent manner (Fig. 4C); therefore, we con-
clude that the tails are not necessary for interaction with
RSF. Although RSF was able to interact with the tailless
octamer, we could not see RSF-dependent histone depo-
sition with the tailless octamer (data not shown; see be-
low). This prompted us to analyze the function of each of
the core histone tails on RSF-mediated histone deposi-

tion onto DNA and on RSF-mediated nucleosome array
formation and whether acetylation affects any of these
reactions.
We found that p300-mediated acetylation of the his-

tone polypeptides before assembly improved RSF-medi-
ated nucleosome array formation (Fig. 4E, cf. lanes 2 and
3). This effect was caused by acetylation, as reactions
performed in the absence of AcCoA failed to stimulate
nucleosome array formation (data not shown). To inves-
tigate which of the histone tails are targeted by p300
acetylation in the assembly reaction, octamers were gen-
erated using different combinations of histone polypep-
tides with the tail deleted (Fig. 4D). These octamers were
used in the chromatin assembly reaction in the presence
and absence of p300 and analyzed for arrays using the
micrococcal nuclease digestion assay. As expected (Cla-
pier et al. 2001), the tail of histone H4 was necessary to
attain correctly spaced nucleosome arrays, regardless of
whether the tails of the other core histones were acety-
lated (Fig. 4E, lanes 6 and 7). From the micrococcal
nuclease digestion pattern, which demonstrate the pres-
ence of mononucleosomes, it is possible to conclude that
the histones were deposited onto the DNA, but the
nucleosomes could not be spaced.
We investigated whether the tails of the core histones,

other than that of H4, were required. Assembly reactions
were analyzed with wild-type H4, but the tails of the
histones H3, H2A, and H2B were deleted. Under these
conditions, poor nucleosome array formation was ob-
served, and p300-mediated acetylation (of histone H4)
failed to enhance the efficiency of array formation (Fig.
4E, lanes 4 and 5). These results collectively establish
that the histone tails and their acetylation are important
for RSF-dependent nucleosome array formation.
We then assessed the role of the H3, H2A, and H2B

tails, individually. Interestingly, the deletion of the his-
tone H3 tail enhanced nucleosome deposition and, in a
p300-acetylation–dependent manner, greatly enhanced
the formation of nucleosome arrays (Fig. 4E, lanes 8 and
9). This result strongly suggests that acetylation of the
H2A and/or H2B tail is important in establishing nucleo-
some arrays. This was analyzed using octamers missing
the H2A or H2B tail. Interestingly, octamers deleted of
the H2A tail were deposited, and p300 failed to stimulate
array formation (Fig. 4E, lanes 10 and 11). Similarly, ar-
ray formation using H2B tailless octamer was not effi-
cient, and p300-mediated acetylation could not stimu-
late the reaction (Fig. 4E, lanes 12 and 13). From these
results, we conclude that the tails of H2A and H2B are
important for assembly and that p300-mediated stimu-
lation of array formation requires these tails. Under the
conditions of our assay, the histone H3 tail appears to
interfere with p300-mediated stimulation of array forma-
tion (Fig. 4E, cf. lanes 3 and 9). It is important to consider
that although octamers were provided in the chromatin
assembly reaction, the conditions for optimal RSF activ-
ity included 0.05 M KCl, a salt concentration that is not
permissive for octamers (Thomas and Kornberg 1975;
Greyling et al. 1983). Therefore, the histones in the chro-
matin assembly reaction are likely to exist as dimers
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Figure 4. Reconstitution of RSF-mediated chromatin assembly with recombinant histones. (A) RSF interacts with recombinant
histones. Silver staining of coimmunoprecipitates obtained using antibodies against hSNF2h. (Lanes 4–6) Results with RSF and
recombinant histones. (Lanes 1–3) As a control, HeLa purified core histones were used. The immunoprecipitates were washed with a
buffer containing 0.5 M KCl and 0.01% NP-40. Indicated are the migration of recombinant histones (right) and the migration of native
histones (left). (B) Southern blot analysis of partial micrococcal nuclease digestion of RSF assembly with native and recombinant
histones, as indicated. Each lane number, at the bottom of the panel, denotes two different concentrations of micrococcal nuclease
used in the assays. (C) Silver staining of RSF immunoprecipitates from reactions using recombinant histone octamer deleted of
N-terminal tails. Immunoprecipitation was performed using antibodies against hSNF2h. The immunoprecipitates were washed with
a buffer containing 0.5 M KCl and 0.01% NP-40. (Right) The migration of recombinant tailless histones. (D) Coomassie blue staining
of a 15% SDS-PAGE containing different octamers formed with histone polypeptides deleted of the tails, as indicated at the top of the
panel. The migration of wild-type histones (left) and tailless histones (right). (E) Ethidium bromide staining of partial micrococcal
nuclease digestion of products obtained in the RSF-assembled chromatin using recombinant octamers with different combinations of
histone tails (indicated at top). The octamers used were those analyzed inD. Reactions were performed in the presence and the absence
of p300 plus 10 µM acetyl-CoA as indicated. As a control, the first lane represents chromatin assembled with native histones. Each
lane number, at the bottom of the panel, denotes two different concentrations of micrococcal nuclease used in the assays.
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(H2A/H2B) and tetramers (H3/H4). Therefore, we sug-
gest that first the H3/H4 tetramer–RSF complex forms
and subsequently H2A/H2B contacts the H3/H4–RSF
complex. Importantly, acetylation appears not to affect
the binding of RSF to the histones, as native histones,
bacterially produced histones, and tailless histones bind
to RSF, with similar apparent affinities (data not shown).

Transcription on RSF-assembled chromatin templates

We next analyzed the RSF-assembled chromatin in tran-
scription performed in vitro. In our initial studies, we
used RSF-assembled chromatin with histones derived
from HeLa cells. We began the analysis by testing
whether the reconstituted assembled chromatin could
be remodeled. The DNA used contains a 390-nt G-less
cassette with five Gal4 DNA-binding sites upstream
of the adenovirus major late promoter. The activator
Gal4VP16 was added during or after chromatin assem-
bly. As a result, chromatin was remodeled (Fig. 5A), as
shown by the loss of the micrococcal nuclease digestion
ladder and the appearance of smeared DNA. Remodeling
was dependent on the presence of the activator (Fig. 5A,
cf. lane 1 with 2 and 3) and occurred only within the
vicinity of the activator binding sites (Fig. 5A, cf. left and
right panels), as shown by the presence of micrococcal
nuclease DNA ladder distal to the activator binding sites.
Having established that the RSF-assembled chromatin

can be remodeled on activator binding, we analyzed the
in vitro reconstituted chromatin templates in RNA poly-
merase II–dependent transcription reactions using
nuclear extracts or a fully reconstituted transcription
system. As expected, transcription directed by HeLa
nuclear extract and using the reconstituted chromatin
templates was repressed relatively to transcription di-
rected from naked DNA (Fig. 5B, cf. lanes 2 and 4). How-
ever, in the presence of the activator Gal4VP16, tran-
scription from the chromatin and naked DNA templates
was stimulated (Fig. 5B, cf. lanes 3 and 5). We also tested
RSF-assembled chromatin templates using a reconsti-
tuted transcription system. We reported previously that
transcription from chromatin templates requires, in ad-
dition to an activator and the general transcription fac-
tors, two chromatin-related factors: RSF, which allows
the formation of transcription initiation competent com-
plexes, and FACT (facilitates chromatin transcription),
which allows RNA polymerase II to traverse through
nucleosomes (LeRoy et al. 1998). Consistent with our
previous findings, the production of full-length tran-
scripts on RSF-assembled chromatin templates was de-
pendent on FACT; in its absence, short RNA molecules
were detected (Fig. 5C). Transcription from the reconsti-
tuted system was also dependent on activator, as in its
absence no remodeling was observed (Fig. 5A; for details,
see LeRoy et al. 1998; data not shown). Therefore, these
studies allow us to conclude that transcription from the
reconstituted chromatin templates, assembled by RSF
and human histones, behaved as previously established
using chromatin assembled in extracts.
We expanded the studies and analyzed transcription

from chromatin templates reconstituted with hypo- and
hyperacetylated human histones using both nuclear ex-
tracts and the reconstituted transcription system. Using
nuclear extracts, we found that the chromatin reconsti-
tuted with hyperacetylated histones was transcription-
ally active, whereas the chromatin reconstituted with
hypoacetylated histone was transcriptionally impaired
(Fig. 5D). This effect was not caused by the use of dif-
ferent amounts of each chromatin, as approximately
equimolar amounts of each template were used (Fig. 5D).
Moreover, transcription from the hypo- and hyperacety-
lated chromatin responded similarly to the concentra-
tion of chromatin added to the reaction (Fig. 5D, cf. lanes
6–8 with 14–16); however, the template utilization was
drastically different (Fig. 5D). Our findings are in agree-
ment with previous studies showing that hypoacetylated
chromatin correlates with the formation of higher-order
chromatin structure and with transcriptional repression,
whereas hyperacetylated chromatin correlates with ac-
tive transcription (Garcia-Ramirez et al. 1995). Surpris-
ingly, the reconstituted transcription system could not
recapitulate the differences observed between hypo- and
hyperacetylated chromatin in extracts (Fig. 5E; see be-
low). Therefore, our studies also suggest that hypoacety-
lation is not sufficient for repression, but factors present
in nuclear extract and missing in the reconstituted sys-
tem use the hypoacetylated chromatin to establish re-
pression (see below). Similarly, our studies suggest that
acetylation per se is not sufficient to stimulate transcrip-
tion, but factors present in nuclear extract and missing
in the reconstituted system use the hyperacetylated
chromatin to stimulate transcription.
Next we characterized the chromatin reconstituted

with bacterially produced histones in transcription. We
analyzed the recombinant chromatin for its response to
two different histone-tail modifications, acetylation and
methylation.
In agreement with the results presented above with

hypoacetylated chromatin, the chromatin reconstituted
with bacterially produced histones, which is devoid of
any posttranslational modifications, was impaired. On
remodeling and activator binding, transcription was ob-
served, and the levels of transcription were similar to
those observed with hypoacetylated chromatin (Fig. 6A).
These low levels of transcription were observed in
nuclear extract and in the reconstituted transcription
system.We investigated whether acetylation of the chro-
matin might stimulate transcription. This was found to
be the case in nuclear extracts, as the addition of p300
resulted in approximately fivefold stimulation of tran-
scription, which was dependent on acetyl-CoA (Fig. 6A).
Interestingly, similar treatment of the chromatin fol-
lowed by transcription using the reconstituted system
failed to stimulate transcription. The inability of the re-
constituted system to respond to acetylation with re-
combinant chromatin appears consistent with the re-
sults presented above (Fig. 5E; see Discussion) and was
owing to the assay conditions (see Materials and Meth-
ods). The reconstituted transcription systemwas healthy
(Fig. 5B, lane 1) and capable of directing transcription
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Figure 5. Transcription on RSF-assembled chromatin. (A) Southern blot of micrococcal nuclease digestions of RSF-assembled and
remodeled chromatin. Chromatin was assembled with RSF in the presence and absence of the activator Gal4VP16, added during the
assembly or after the assembly as indicated. The Southern blot was probed with a promoter probe (left), followed by stripping off the
probe and reprobing with a distal probe (right). The illustration (bottom) shows schematically the location of the probes (for details,
see Orphanides et al. 1998). Each lane number, at the bottom of the panel, denotes two different concentrations of micrococcal
nuclease used in the assays. (B) Transcription on RSF-assembled chromatin. (Top) A scheme of the procedure used to deposit chromatin
and its analysis on transcription. Transcription was performed with nuclear extract in the presence and absence of the activator
Gal4VP16. As a control, transcription from naked DNA is shown (lanes 1–3). The same amount of DNAwas used in all lanes. Products
of the transcription reactions were separated by electrophoresis on a denaturing polyacrylamide gel. (Right) Full-length transcripts (390
nt). (C) Reconstituted transcription on RSF-assembled chromatin. Transcription was performed using a reconstituted system, in the
presence and absence of FACT. All reactions contained the activator Gal4VP16. Short products are observed as a result of transcription
without FACT. Products of the transcription reactions were separated by electrophoresis on a denaturing polyacrylamide gel. (Right)
Full-length transcripts obtained in the presence of FACT (390 nt). (D) Transcription on nuclear extract using chromatin templates
reconstituted with hypo- and hyperacetylated histones isolated from HeLa cells. Increasing amounts of hypo- and hyperacetylated
chromatin (equal molar amounts) were added to nuclear extract in the presence and absence of the activator Gal4VP16. Products of
the transcription reactions were separated by electrophoresis on a denaturing polyacrylamide gel. (Right) Full-length transcripts (390
nt). (E) Analysis of the chromatin reconstituted with hypo- and hyperacetylated histones using a reconstituted transcription system.
Transcription reactions were performed in the presence of Gal4–VP16, but with and without FACT, as described in Materials and
Methods. Products of the transcription reactions were separated by electrophoresis on a denaturing polyacrylamide gel. (Right)
Full-length transcripts (390 nt).
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from chromatin reconstituted with human histones (Fig.
5C; see Discussion). These results establish that the
chromatin reconstituted with bacterially produced his-
tone polypeptides is active but requires p300-mediated
acetylation for optimal transcription activity. We next
analyzed the response of the recombinant chromatin to
methylation.
Methylation of histone tails plays an important role in

transcription regulation. The identification of several
proteins with histone methyl transferase (HMT) activity,
together with the characterization of some of their bio-
logical functions has helped to elucidate the function of
specific modifications occurring at the histone tails.
One of the HMT proteins is Suv39H1, which specifi-

cally methylates Lys 9 of histone H3 (Rea et al. 2000).

This modification acts as a mark for the recruitment and
binding of HP1 (Bannister et al. 2001; Lachner et al. 2001;
Nakayama et al. 2001), which has been implicated in
gene silencing and formation of higher-order, repressive
chromatin structure (for review, see Eissenberg and Elgin
2000). Because Lys 9 of histone H3 can also be acety-
lated, and these modifications (acetylation and methyl-
ation) cannot coexist within the same residue, methyl-
ation of histone H3–Lys 9 requires the action of histone
deacetylases (Nakayama et al. 2001). In our studies, de-
scribed below, we bypassed the requirement for histone
deacetylase by using recombinant chromatin, which is
devoid of any histone-tail modifications. To directly ana-
lyze the effect of methylation by Suv39H1 on transcrip-
tion, the recombinant chromatin was treated with the

Figure 6. Transcription using chromatin reconstituted with RSF and recombinant histones. (A) p300 stimulates transcription in
nuclear extract but not in the reconstituted system. Chromatin templates were incubated (top, bottom) with recombinant p300 and
1 µM acetylCoA/2 mM Na-butyrate for 30 min before performing transcription. Assays performed in the reconstituted system (top)
received Gal4VP16 and were performed in the presence or absence of FACT, as indicated. Transcriptions performed in extracts
(bottom) received Gal4VP16 as indicated. Products of the transcription reactions were separated by electrophoresis on a denaturing
polyacrylamide gel. (Right) Full-length transcripts (390 nt). (B) SUV39H1 methylates octamer and nucleosome. Baculovirus-expressed
Suv39H1 was assayed for methylation on recombinant core histone octamers and recombinant nucleosomes. The substrates were
incubated with 3H-SAM in the presence of Suv39H1 for 30 min at 30°C. Products were separated by SDS-PAGE, and labeled poly-
peptides were detected. (Right) Methylated histone H3. (C) Suv39H1 methylation inhibits transcription in an HP1�-dependent man-
ner. Chromatin was incubated with recombinant Suv39H1 and 2.5 µM SAM for 30 min followed by 30-min incubation with HP1�.
The reaction was further incubated under transcription conditions using nuclear extracts in the presence or absence of Gal4VP16, as
indicated. Products of the transcription reactions were separated by electrophoresis on a denaturing polyacrylamide gel. (Right)
Full-length transcripts (390 nt). (D) Suv39H1/HP1�-mediated repression is not observed in the reconstituted transcription system.
Chromatin was incubated with recombinant Suv39H1 and 2.5 µM SAM for 30 min followed by 30-min incubation with HP1� followed
by transcription in a reconstituted system. Reactions were performed in the presence of Gal4VP16 in the presence or absence of FACT,
as indicated. Products of the transcription reactions were separated by electrophoresis on a denaturing polyacrylamide gel. (Right)
Full-length transcripts (390 nt).
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methylase and then added to transcription systems in
the presence and absence of HP1. Baculovirus-expressed
Suv39H1 was able to methylate octamers as well as
nucleosomes (Fig. 6B). On treatment of the assembled
chromatin with Suv39H1, the levels of transcription
were decreased (Fig. 6C, cf. lanes 2 and 7), probably a
reflection of HP1 present in the extract. However, the
addition of HP1 further increases repression, in a con-
centration-dependent manner (Fig. 6C, lanes 8–10). Re-
pression by HP1 was dependent on Suv39H1-mediated
methylation; in the absence of SAM (data not shown) or
in the absence of Suv39H1 (Fig. 6C, cf. lanes 3–5 with
8–10), HP1 was unable to repress transcription. HP1-me-
diated transcription repression was not only dependent
on methylation by Suv39H1, but it also required chro-
matin; HP1 was without effect on transcription directed
by naked DNA (data not shown). Importantly, chroma-
tin, Suv39H1-mediated methylation, and HP1 are not
sufficient to establish repression, as repression could not
be recapitulated in a reconstituted chromatin transcrip-
tion system (Fig. 6D). It is likely that other factors, pre-
sent in extracts, are necessary to establish fully repressed
transcription conditions.
The above observations suggest that acetylation and

methylation apparently mark the chromatin for other
factors that bind the acetylated or methylated mark to
stimulate or repress transcription, respectively. These
results are in agreement with the histone code hypoth-
esis that predicts that the pattern of histone-tail modifi-
cations serves as a recognition code for the binding of
proteins that modulate chromatin structure and func-
tion (for reviews, see Strahl and Allis 2000; Turner 2000).

Discussion

In these studies, we have established conditions to re-
constitute regularly spaced nucleosome arrays using bac-
terially expressed histones. This system has allowed us
to begin to analyze the role of the histone tails and their
modifications in establishing regularly spaced nucleo-
some arrays and in transcription.
Reconstitution of recombinant chromatin was

achieved with bacterially produced histones in a reaction
catalyzed by RSF. Our studies established that RSF de-
posits nucleosomes in the absence of chaperones. Al-
though we did not use recombinant RSF, and therefore
cannot absolutely rule out the presence of catalytic
amounts of contaminating histone chaperones in the
RSF preparation, this seems unlikely. The RSF prepara-
tion used was highly purified and obtained after gel fil-
tration chromatography in the presence of high salt.
Also, antibodies against CAF-1 (p48) did not detect these
polypeptides in fractions containing RSF. Moreover, the
reaction catalyzed by RSF appears mechanistically dif-
ferent from the reaction catalyzed by ACF, which re-
quires the histone chaperone NAP-1 (Ito et al. 1997b).
RSF appears to function stoichiometrically with DNA,
whereas ACF functions catalytically. The assembly of
regularly spaced nucleosomes, catalyzed by RSF, appears
to proceed by at least two steps. The first step is nucleo-

some deposition, and it is likely mediated by the large
subunit of RSF. This subunit is encoded by a novel gene,
for which we have recently obtained a cDNA (A. Loyola,
G. LeRoy, and D. Reinberg, unpubl.). The amino acid
sequence of p325 shows the presence of a large charged
region, which we suggest might participate directly in
the nucleosome assembly reaction. The small subunit of
RSF, hSNF2h, does not interact directly with the histone
octamer (Clapier et al. 2001); however, RSF, like histone
chaperones, was found to interact with the H3/H4 te-
tramer and the octamer. Moreover, the binding of RSF to
DNA is dependent on the histone octamer. The interac-
tion of RSF with the octamer is independent of the his-
tone tails and does not require posttranslational modifi-
cations, as RSF interacts with the histone octamer gen-
erated with bacterially produced histones and with
recombinant octamers deleted of the histone tails. Al-
though, the nucleosome deposition step catalyzed by
RSF is independent of the histone tails, the second step
of the reaction, the ATP-dependent nucleosome spacing,
was found to be dependent on histone tails. Moreover,
the efficiency of array formation was found to be stimu-
lated by p300-mediated acetylation. In agreement with
previous studies showing that the Drosophila ISWI poly-
peptide requires the H4 tails for ATP-dependent nucleo-
some mobilization (Clapier et al. 2001), we found that
the histone H4 tail is necessary for array formation.
However, the histone H4 tail was not sufficient for the
formation of regularly spaced nucleosome arrays, as the
tails of the other histones influenced array formation.
p300-mediated stimulation of array formation was found
to require acetylation of the tails of the H2A/H2B dimer.
Surprisingly, however, we also found that the histone H3
tail negatively affects the p300-mediated stimulation of
array formation. We speculate that the negative effect
imposed by the histone H3 tail might be overcome by
other modifications such as phosphorylation of histone
H3 at Ser 10 or an alternative HAT mediates acetylation
of this tail. This remains to be elucidated.
The establishment of conditions that permit the re-

constitution of recombinant chromatin allows for the
analysis of the effect of the different histone tail modi-
fications in transcription. Toward this goal, we analyzed
the ability of the recombinant chromatin to be used as
template for transcription and specifically analyzed the
effect of two histone-tail modifications: p300-mediated
acetylation and Suv39H1-mediated methylation.
Although these two modifications can have opposite

effects on transcription, these modifications were not
recognized in a highly reconstituted transcription sys-
tem; their effect was observed only in crude extracts.
The inability of the reconstituted system to recognize
these modifications was not owing to a poor transcrip-
tion system. The reconstituted transcription system is
healthy: In comparison to transcription directed by ex-
tracts, the reconstituted system is capable of directing
basal transcription to levels higher than those observed
in extracts, even in the presence of the activator and
using approximately equimolar amounts of general tran-
scription factors and RNA polymerase II (Fig. 5B). The
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reconstituted system under activation conditions was
also unable to recognize alterations caused by acetyla-
tion or methylation. There are different explanations to
these findings. The most logical explanation is that
acetylation and/or methylation per se does not affect
template utilization but affects the ability of the chro-
matin templates to be recognized by the transcription
machinery. It is likely that these modifications provide
marks on the histone tails that are recognized by factors
present in extracts but missing in the reconstituted sys-
tem that affects transcription. This hypothesis is sup-
ported by our findings with methylation and transcrip-
tion. We found that HP1-mediated repression of tran-
scription requires Suv39H1-mediated methylation of
histone H3. This finding is in perfect agreement with
recent results obtained in vivo showing that the binding
of HP1 to chromatin requires methylation of histone
H3–Lys 9 (Bannister at al. 2001; Lachner et al. 2001; Na-
kayama et al. 2001). Surprisingly, however, we found
that chromatin, H3–Lys 9 methylation, and HP1 are not
sufficient to establish repression, as this could not be
reproduced in a reconstituted transcription system. It is
likely that other factors are required to establish repres-
sion. The studies in yeast have shown that histone
deacetylation is required to establish the appropriate
substrate for methylation by Suv39H1 (Nakayama et al.
2001). Although the use of chromatin without pre-exist-
ing modification bypasses the requirement for the his-
tone deacetylase enzymatic activity, it is possible that
the histone deacetylases that targets histone H3–lysines
9 and 14 not only functions to generate the appropriate
substrate but also might be active components of the
Suv39H1-repressive complex.
With regards to acetylation, we observed that chroma-

tin reconstituted with hypoacetylated human histone
polypeptides was not optimal for transcription in crude
extracts; however, the reconstituted system was indiffer-
ent to acetylation of the histone polypeptides. This find-
ing is in agreement with the histone-code hypothesis
(Strahl and Allis 2000; Turner 2000) and strongly sug-
gests that factors in the extract, but lacking in the re-
constituted system, might recognize the acetylated
mark(s) to stimulate transcription. Using recombinant
chromatin, we observed that acetylation of histone tails,
specifically by p300, stimulates transcription in extracts.
In agreement with the results obtained using chromatin
reconstituted with hypo/hyperacetylated human his-
tones, no effect was observed in a reconstituted tran-
scription system. Although a possible explanation to this
observation is the absence of a factor in the reconstituted
system, the inability of the reconstituted transcription
system to respond to acetylation of the recombinant
chromatin might also be the result of the inability of
p300 to acetylate specific residues on the histone tails.
The recombinant chromatin is devoid of histone-tail
modifications, and it is likely that p300-mediated acety-
lation of a specific residue might require other histone
modifications. This possibility is supported by studies
showing that phosphorylation of histone H3–Ser 10
modulates acetylation of histone H3–Lys 14 (Cheung et

al. 2000a; Lo et al. 2000, 2001). The presence of a specific
kinase in the extract might phosphorylate histone H3–
Ser 10, resulting in efficient acetylation. Elucidation of
the factors necessary for p300-mediated acetylation to
result in optimal transcription and of the factor(s) re-
quired for Suv39–H1-mediated methylation to result in
repression of transcription, and their exact mechanism
of action, require further studies. The development of
the system described in the present study, capable of
generating recombinant chromatin will permit the set-
ting of biochemical complementation assays to isolate
the different factors involved in these processes as well
as the elucidation of their mechanism of action.

Materials and methods

Purification of proteins

HeLa core histones were purified as described (Orphanides et al.
1998). RSF was purified from the HeLa nuclear pellet fraction as
described (LeRoy et al. 1998). ACF was purified from HeLa
nuclear extract as described (LeRoy et al. 2000). Bacterially ex-
pressed full-length and tailless Xenopus laevis histones were
expressed and purified as described (Luger et al. 1997b). Recom-
binant histidine-tagged Drosophila NAP-1 was expressed from
baculovirus in SF9 cells. The protein was purified by standard
nickel affinity purification, followed by a purification on a Hi-
Trap Q Sepharose HP eluted with a linear gradient from 0.2–0.5
MNaCl. NAP-1 eluted at 0.3MNaCl. Recombinant Flag-tagged
human HP1�, p300, and Suv39H1 were expressed from baculo-
virus in SF9 cells. The proteins were purified by standard M2
affinity purification.

Antibodies

Monoclonal antibodies against the RSF subunits p325 and
hSNF2h were developed by Bios-Chile. Polyclonal antibodies
against histones H4 and monoclonal antibodies against histone
H3 were purchased from Upstate Biotechnology. Gold conju-
gated antibodies were purchased from Sigma.

Chromatin assembly reaction

Chromatin assembly reactions were performed as follows: 2 µg
of a 3-kb supercoiled DNA (pG5MLP) was incubated with 1.8 µg
of histones (native histones isolated from HeLa cells or bacte-
rially produced wild-type or tailless histones), 0.3 µg of RSF, 150
µg of bovine serum albumin, 3 mM ATP, 30 mM phosphocre-
atine, 0.2 µg of phosphocreatine kinase, 5 mM MgCl2, 50 mM
KCl, 10 mM HEPES (pH 7.6), 0.2 mM EDTA, and 5% glycerol.
Reactions were incubated for 6 to 12 h at 30°C. When p300 was
tested, histones were first incubated with p300 and 10 µM ace-
tyl-CoA in the assembly buffer for 1 h at 30°C, followed by the
chromatin assembly reaction.

Analysis of chromatin

Typically a standard chromatin assembly reaction was partially
digested with two different concentrations of micrococcal
nuclease. The DNA was purified and deproteinized, and the
products were analyzed on an agarose gel. For supercoiling as-
say, the chromatin assembly reaction was performed as de-
scribed above, using DNA relaxed with topoisomerase I (Pro-
mega). The reaction was performed in the presence of topoisom-
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erase I for 5–6 h at 30°C, and the topoisomers were analyzed on
an agarose gel.

Electron microscopy

Chromatin was assembled as described above. The products of
the reaction were fixed with glutaraldehyde, and the DNA–pro-
tein complexes were purified by gel filtration (1 mL of A5M
resin, Bio-Rad). The fractions containing chromatin were pre-
pared for electron microscopy (Griffith and Christiansen 1978).
For the characterization of the DNA loop-associated complexes,
the reaction was incubated with antibodies against histones H3
(monoclonal) and H4 (polyclonal) and against the RSF subunit
hSNF2h (monoclonal). After the first antibody incubation, the
reaction was fixed with glutaraldehyde and purified by gel fil-
tration. Then the reaction was incubated with rabbit antibodies
conjugated with 5-nm gold particle and against mouse antibod-
ies conjugated with 10-nm gold particles, then fixed with glu-
taraldehyde, purified, and prepared for electron microscopy
(Griffith and Christiansen 1978). The protein–DNA complexes
were mixed in a buffer containing 2 mM spermidine, adsorbed
to glow-charged carbon-coated grids, washed with a water/
graded ethanol series, and rotary shadow cast with tungsten.
Samples were examined using a Philips 420 electron micro-
scope. Micrographs are shown in reverse contrast. A Cohu CCD
camera attached to a Macintosh computer programmed with
National Institutes of Health (NIH) IMAGE software was used
to form the images.

Immunoprecipitations

HeLa core histones (1.8 µg), RSF (0.3 µg) and BSA (150 µg) were
mixed in the chromatin assembly reaction buffer (without ATP)
for 20 min at 30°C. Antibody against hSNF2h was added and
incubated with rotation for 1 h at 4°C in the presence of 0.01%
NP-40 followed by the addition and incubation with Protein
G-agarose for 1 h at 4°C. The beads were washed three times
with 10× beads volume of BC500 plus 0.01% NP-40 and eluted
with SDS-PAGE loading sample. The proteins were analyzed by
15% SDS-PAGE followed by silver staining.
Immunoprecipitation of the RSF–DNA complex was per-

formed as follows: Linear pG5MLP template was incubated
with RSF and histones in the chromatin assembly buffer for 30
min at 30°C. Immunoprecipitation was performed as described
above, and the DNA products were analyzed on an agarose gel.

Chromatin transcription

Chromatin was purified by CL-4B gel filtration chromatography
as previously described (Orphanides et al. 1998). Transcription
was performed as previously described (Orphanides et al. 1998)
using ∼ 40 ng of chromatin and 80 µg of HeLa nuclear extract in
the presence and absence of the activator Gal4VP16. Reconsti-
tuted transcription was performed in the presence of the acti-
vator Gal4VP16. In its absence, no promoter remodeling oc-
curred, and therefore it was required, regardless of whether the
transcription was reconstituted with TBP, under basal tran-
scription conditions, or with TFIID and the coactivators PC4
and Mediator. Basal transcription was reconstituted using re-
combinant TBP, TFIIB, TFIIE, TFIIF expressed in Escherichia
coli, and highly purified RNA polymerase II and TFIIH, purified
from HeLa cells as described (Maldonado et al. 1996). Transcrip-
tion on chromatin templates was measured as a function of
FACT. Transcription reconstituted under activation conditions
contained TFIID and the coactivators PC4 and Mediator. Acti-
vator was added to all reactions, and transcription was analyzed

as a function of FACT. No differences were observed using the
different reconstituted transcription systems, the state of acety-
lation of the histone polypeptides was not apparent in reconsti-
tuted systems. RNA products were deproteinized, precipitated
with ethanol, and analyzed on 6% acrylamide denaturing gels.
For reactions performed with HATs, 40 ng of CL-4B purified
chromatin was incubated for 30 min at 30°C with Gal4–VP16, 1
µM of acetyl CoA, 2 mMNa-butyrate, and p300 in transcription
buffer. The templates were then used in transcription as indi-
cated above. For reactions performed with Suv39H1, 40 ng of
purified chromatin was incubated with 2.5 µM of S-adenosyl-
L-methionine (SAM) and Suv39H1 in transcription buffer for 30
min at 30°C, followed by 30 min incubation with recombinant
HP1� at 30°C. Transcription assays were performed as de-
scribed above.
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