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ABSTRACT

A nucleosome-free region or gap containing the origin of replication
and the transcriptional promoter elements is observed on 20 to 25% of the
SV40 minichromosomes isolated at physiological ionic strength late in
infection. We used the preferential sensitivity of the gapped minichromo-
somes to restriction enzymes to obtain sucrose gradient fractions contai-
ning 50 to 80% of gapped molecules. The same fractions are also enriched in
RNA polymerase B (II) molecules engaged in transcription. Using electron
microscopy, we demonstrate here that the transcriptional complexes are
preferentially sensitive to restriction enzyme digestion, which indicate
that they represent a subpopulation of the gapped minichromosomes.

INTRODUCTION

Simian virus 40 (SV40) offers a model system to study the relation-
ship between chromatin structure and gene expression. Late during the
infection cycle, the SV40 genome can be extracted and purified from nuclei
of infected cells in the form of a minichromosome (1), free of cellular
chromatin (2-6). Electron microscopy has shown that 20 to 25% of the
extracted minichromosomes contain a nucleosome-free region (gap) extending
over approximately 400 bp (7, 8). The gap region is preferentially cut in
the nuclei of infected cells by digestion with DNAse I and specific pat-
terns of DNAse I hypersensitive sites within this region have been observed
(9, 10). The region organised in an altered chromatin structure (the ORI
region on the physical map) on gapped minichromosomes contains the origin
of replication (11) and the DNA sequences involved in the regulation of
both early and late transcription (1). As the gapped molecules and those
which exhibit increased DNAse I sensitivity within the ORI region are well
correlated (9, 12), it has been suggested that the generation of an altered

chromatin structure could lead to the formation of an "open window" within
the nucleosomal structure, thereby increasing the accessibility of DNA for

binding of macromolecules involved in transcription (9, 13-15).
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We have previously reported (16) that gapped minichromosomes repre-
sent a subpopulation of minichromosomes, which are preferentially acces-
sible to restriction enzymes and particularly sensitive to simultaneous
digestion with BglI and MspI. This observation offered the possibility to
prepare sucrose gradient fractions enriched in gapped minichromosomes and
thereby to further analyze the biological significance of the altered chro-
matin structure of the gapped molecules. We report here biochemical and
electron microscopy studies which directly show that at least 60% of the
viral transcriptional complexes extracted from nuclei late in infection at
physiological ionic strength are minichromosomes with a nucleosome-free
region.

MATERIALS AND METHODS
Digestion of SV40 minichromosomes and sucrose gradient centrifugation.

SV40 minichromosomes labeled in vivo with [14C] thymidine (2) were
extracted from infected cells 40 hours post-infection and purified at
physiological ionic strength (3). The 755 peak fractions were pooled,
concentrated and incubated with single cleavage site restriction enzymes
(see Results) as described (16). The digestion was stopped by addition of
EDTA (5 mM final concentration) and the samples were dialysed for 2 hours
at 4°C against 10 mM Triethanolamine (TEA) pH 7.5, 50 mM NaCl, 2 mM dithio-
threitol (DTT), 1 mM ethylenediaminetetraacetate (EDTA) and 0.5 mM phenyl-
methylsulfonylfluoride (PMSF). At the end of dialysis, the material was
loaded on a 5-30% (w/v) sucrose gradient in 10 mM TEA pH 7.5, 0.13 M NaCl,
2 mM DTT, 0.1 mM EDTA and 0.5 mM PMSF. After 3 hrs centrifugation in a SW4l
rotor (Beckman) at 40.000 rpm and 4°C, the fractions (0.5 ml) were collec-
ted and 10 p1 aliquots, after addition of SDS (0.5% final concentration),
were analyzed by electrophoresis on 1% agarose gel.

Assay for RNA synthesis in vitro.

Assays for RNA synthesis in vitro were carried out with fraction
aliquots from the sucrose gradient (see above). The samples (120 pl) were
adjusted to 50 mM TEA pH 8.00, 2.2 mM MnC12, 0.1% Sarkosyl, 300 mM ammonium
sulfate, 1 mM DTT, 0.5 mM each of ATP, GTP, CTP and 0.05 mM [3H] UTP (11.8
Ci/mmole, Amersham) and incubated for 1 hour at 32°C. The reactions were
stopped by addition of EDTA (5 mM, final concentration) and the samples
stored at 4°C. The assay mixtures were adsorbed onto filters of DE-81 ion
exchange paper (Whatman) and washed at least 10 times with 0.45 M NazHPOH,
twice with water and once with ethanol. After air drying, the filters were
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counted as described (17). The relative transcriptional activity of the
SV40 minichromosomes was calculated as the ratio between the [3H]-labeled
RNA counts and the [14C]-labeled DNA radioactivity present in each fraction
aliquot.

RNA-DNA hybridization.

[32P] -1abeled RNA was synthesized in vitro as described above with
the following modifications. The reaction was carried out in presence of
0.5 mM each of ATP, GTP, UTP and 10 uM [«-32P]-CTP (410 Ci/mmole,
Amersham). After a 30 min incubation at 32°C, the SV40 minichromosome DNA
was digested to completion with RNase-free DNAse I (Worthington) in presen-
ce of 5 mM MgCl, and yeast t-RNA (0.16 mg/ml). DNAse I was pretreated with
10 mM CaCl, and 1 mg/ml proteinase K (18). The reaction was stopped with
EDTA (10 mM, final concentration) after a 30 min incubation at room tempe-
rature with EDTA and phenol-chloroform extracted. RNA was loaded on a 2 ml
Sephadex G-15 (Pharmacia) column in 10 mM TEA pH 8.00, 1 mM EDTA to remove
free nucleotides. The void volume was precipitated with ethanol in presence
of 0.3 M Na Acetate.

SV40 DNA probes were cloned in M13 vectors. After Hirt extraction
(19) and cesium chloride gradient purification, viral SV40 DNA was digested
with the appropriate restriction enzymes (see Figure 3). The HindIII-
HindIII (coordinates 1046 to 1493) and PstI-BamHI (coordinates 1988 to
2533) fragments were cloned in M13mpl0 and M13mpll vectors (20). The KpnI-
EcoRV (coordinates 294 to 768) fragment was cloned in M13tgl130 and M13tgl3l
vectors (21). Single stranded DNA was prepared as described (20).

For RNA-DNA hybridization, single-stranded DNA in 2 M NaCl, 0.1 M
NaOH was dotted (3 pg/dot) directly on nitrocellulose filters (Schleicher
and Schull, BA85). After air drying, the filters were baked 2 hrs at 80°C
and prehybridized as described (22), in presence of 20 yM CTP. The [32P]-
labeled RNA were denatured for 10 min at 65°C in 50% formamide and hybri-
dization was performed as described (22).

Electron microscopy.

RNA synthesis was carried out in vitro as described (see above) in
presence of 0.5 mM each of ATP, GTP, CTP and UTP. After a 30 to 45 min
incubation at 32°C, the reaction mixtures were adjusted to 5 mM EDTA,
dialysed 1 hour at 4°C against 50 mM TEA pH 8.00 and precipitated with
ethanol. The pelleted RNA-DNA complexes were resuspended in 10 mM TEA
pH 8.00, 0.1 mM EDTA and processed for electron microscopy as described
(23).
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Fig. 1 : Analysis of purified SV40 minichromosomes after restriction enzyme
digestion and sucrose gradient sedimentation.

[1%C] 1abeled SV40 minichromosomes were extracted from infected nuclei
and purified on sucrose gradient (see Materials and Methods). The pooled
755 peak was concentrated (Materials and Methods) and incubated for 30 min
in presence of 5 mM MgCl, at 37°C with (B) or without (A) Kpnl restriction
enzyme. The reactions were stopped by adding 5 mM EDTA (final concentra-
tion). After a 2 hour dialysis, the minichromosomes were fractionated on
sucrose gradient (Materials and Methods). An aliquot (10 u1) of each frac-
tion was analysed by electrophoresis on 1% agarose gel and the DNA visua-
lized after ethidium bromide staining (lower part of the figure). The
percentage of gapped molecules was determined by electron microscopy. Only
molecules containing 20-24 nucleosomes were scored. Similar results were
obtained in five independent experiments. e, [14C]-thymidine in DNA; A,
percentage of molecules with gap.

RESULTS
1. Restriction enzyme digestion shifts the gapped minichromosomes to the
slow sedimenting sucrose gradient fractions of the minichromosome peak.
In an attempt to isolate the subpopulation of minichromosomes contai-
ning a gap, the whole population of purified minichromosomes was fractio-
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Fig. 2 : Sedimentation of SV40 transcriptional complexes.

iral chromatin labeled in vivo with [14C]-thymidine was obtained as
described in Materials and Methods. After concentration, the minichromoso-
mes were resuspended in an appropriate buffer (Materials and Methods) and
incubated for 30 min : (A) at 4°C, (B) at 37°C in presence of 5 mM MgCl
and Kpnl restriction enzyme. At the end of incubation, EDTA was added td
5 mM and the samples were sedimented in sucrose gradients after a 2 hour
dialysis (Materials and Methods). In vitro RNA synthesis was performed
using fraction aliquots as described7n Materials and Methods. The relative
in vitro SV40 transcriptional activity was calculated by dividing the [3H]
RNK cpm retained on DE-81 filters by the [1*C] DNA cpm present in each
assay. Only fractions where [1*C] DNA could be detected are represented.
O, in vitro transcriptional specific activity; e, [1*C]-thymidine in DNA;
A, percentage of molecules with gap, as determined by electron microscopy.

nated on sucrose gradient after Kpnl restriction enzyme digestion. Since
gapped minichromosomes are preferentially digested by restriction enzymes
(16), we expected that the corresponding linearized molecules will sediment
more slowly than the rest of the material on a 5-30% (w/v) sucrose gradient
(24). when analysed by DNA gel electrophoresis, the slow sedimenting frac-
tions contained predominantly form III DNA (see Figure 1B, fractions 14 to
16). The majority of linearized molecules present in these fractions were
in fact minichromosomes containing a gap as observed by electron microscopy
(Figure 1B), whereas gapped minichromosomes were evenly distributed
throughout the 75S minichromosome peak in the absence of restriction enzyme
digestion (Figure 1A).

A similar enrichment of linear minichromosomes containing a gap in
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the slow sedimenting fractions on the sucrose gradient was obtained (not
shown) by digestion with BglI, MspI, EcoRV, EcoRI and BamHI (see Figure 3).
The average number of nucleosomes per minichromosome (20-24) was unchanged
after the restriction enzyme digestion and additional gapped minichromo-
somes were not generated during this treatment, since the overall percen-
tage of minichromosomes with gap (25%) did not vary, when taking into
consideration all of the fractions of the sucrose gradient (result not
shown). Finally the localization and the length of the gap were identical
to those previously determined (7-9, 16): after Bgll or Mspl restriction
enzyme digestion, a nucleosome-free region of approximatively 400 bp was
always localized at one end of the minichromosome (not shown).

2. SV40 transcriptional complexes are also shifted after restriction enzyme

digestion.

Late in infection, the SV40 transcriptional complexes which can be
extracted from infected nuclei cosediment with a subset of the minichromo-
somes on a sucrose gradient (17, 25, 26). They are present on the heavy
side of the minichromosome peak as demonstrated by in vitro RNA chain elon-
gation in presence of ammonium sulfate and sarkosyl (which allow RNA chain
elongation but no reinitiation) (17, 26, 27; Figure 2A). We determined the
RNA polymerase activity present in the different fractions of the sucrose
gradient of digested minichromosomes. After Kpnl restriction enzyme diges-
tion, the majority of in vitro RNA synthesizing activity was found in the
slow sedimentating fractions of the sucrose gradient (Figure 2B). The same
result was obtained when the minichromosomes were digested with either Bgll
or Mspl before fractionation.

It is clear when comparing Figure 2A and B that the linearization of
a portion of the minichromosomes before fractionation causes a displacement
of the RNA polymerase peak on sucrose gradient. This preferential shift of
the transcriptional complexes is not observed after incubation without

restriction enzyme at 37°C in presence of MgCl2 (not shown) and does not
seem to be restricted to the action of enzyme digesting in the ORI region,
since an identical displacement of the RNA polymerase activity was observed
after BamHI digestion (not shown).
3. Characterization of RNA synthesized by the SV40 transcriptional
complexes.

The lack of total conversion from the fast sedimenting transcriptio-
nal complexes to the slow sedimenting transcriptional complexes after
restriction enzyme digestion (see Figure 2B) may suggest that we were
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Fig. 3 : Characterization of restriction enzyme-digested transcriptional
complexes by dot-blot hybridization.

Purified SV40 minichromosomes were digested with Kpnl restriction
enzyme and fractionated on sucrose gradient as described in legend to
Figure 2. Aliquots (120 p1) containing identical amounts of SV40 DNA
(0.3 ug) from fractions 16 and 21 (see Figures 1 and 2) were incubated at
32°C, in parallel with undigested bulk minichromosomes (8 gg SV40 DNA), for
in vitro RNA synthesis during 30 min in presence of [«-32P]CTP (Materials
and Methods). At the end of the incubation period, the RNA was purified
and hybridized to different single stranded probes dotted on nitrocellulose
filters (Materials and Methods). The upper part of the figure indicates the
localization of the DNA probes on the SV40 genome (solid bars) [coordinates
according to the BBB system (1)]. The lower part of the figure shows the
autoradiograms of the in vitro synthesized RNA hybridized to the different
probes, using fraction 16 (A), fraction 21 (B) and undigested minichromo-
somes (C). The late and early coding strand of the probes are dotted in
lanes a and b, respectively. Probe IV (a and b), used as control, corres-
pond to the isolated strands of the EcoRI-BamHI fragment of wild-type
pBR322. Al11 probes are roughly 500 nucleotides in length. Filters A and B
were exposed to X-ray film for 12 hours and filter C was exposed 2 hours.

dealing with at least two different subpopulations of transcribing mini-
chromosomes. To demonstrate that the slow and the fast sedimenting trans-
criptional complexes have the same characteristics, we have mapped the

2051



Nucleic Acids Research

I m I v Table 1 : Quantitation of the
dot-bTot hybridization.
The [32P] 1labeled RNA

326 [ 314 | 146 | BL hybridized to the probes I, II,

A III and IV in Figure 3 (A, B and
22 | BL | BL | 10 C) was cut out from the filters

- and counted. [32P] radioactivity

94 | 53 | 47 | BL (in cpm) was normalized to the

B same amount of SV40 DNA (0.3 ng)
BL | BL | BL | BL in each experiment (A, B and C),

and is given after substraction
1035| 204 | 139 | BL of the background. Similar
C results were obtained in three
36 [ BL | BL | 12 independent experiments. BL,
background level.

regions of the SV40 late genome transcribed in the different sucrose gra-
dient fractions. The mapping was done by dot-blot hybridization, using the
separated strands of three SV40 DNA segments belonging to the late region
(see Figure 3, upper part).

Minichromosomes were fractionated on sucrose gradient after Kpnl
restriction enzyme digestion and samples containing an identical amount of
SV40 DNA from fraction 16 and 21 (see Figure 2B) were assayed for RNA poly-
merase activity. The elongated RNA from each assay was hybridised to the
different single stranded probes dotted on separated filters (Materials and
Methods). As shown in Figure 3, the in vitro elongated RNA chains obtained
with fraction 16 (Figure 3A) and fraction 21 (Figure 3B) were essentially
complementary to the late coding strand (a), as well as the in vitro
elongated RNA chains obtained with undigested bulk minichromosomes (Figure
3C). However, more RNA was synthesized in fraction 16 (Figure 3A) than in
fraction 21 (Figure 3B) confirming the above results (Figure 2B).

According to these data, the displacement of the transcriptional
complexes on a sucrose gradient after restriction enzyme digestion do not
correspond to a selection of a subpopulation of transcriptional complexes.
However, it appears that there is a selective loss of transcriptional acti-
vity during restriction enzyme digestion, since, for the same amount of
SV40 DNA there is relatively more RNA hybridised to probe I (KpnI-EcoRV
fragment) with undigested minichromosomes (Table 1C) than with digested
minichromosomes (Table 1A, B).

4. The SV40 transcriptional complexes correspond to gapped minichromosomes .

To demonstrate that the in vitro synthesized RNA originates from
minichromosomes containing a nucleosome-free region, minichromosomes were
fractionated after a double BglI + Mspl restriction enzyme digestion. We
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Fig. 4 : DNA analysis of sucrose gradient fractions containing BglI or
Bg1I + Mspl digested minichromosomes.

Purified SV40 minichromosomes were obtained as described in legend to
Figure 1. After digestion either with BglI (A) or with both Bgll and Mspl
(B) restriction enzymes, the nucleoprotein complexes were fractionated on
sucrose gradient (Materials and Methods). Aliquots (10 ul1) of the fractions
from the "light" and middle part of DNA peak (14 to 20; see Figure 1) were
analyzed by electrophoresis in presence of SDS on 1% agarose gel. DNA was
visualized after ethidium bromide staining. I, II and III represent SV40
DNA in superhelical, relaxed circular and linear forms, respectively. The
4889 bp DNA corresponds to the large BglI-Mspl fragment after excision of
most of the ORI region.

have reported previously (16) that BglI + MspI restriction enzyme digestion
of minichromosomes yields a 354 bp and a 4889 bp chromatin fragment which
result from digestion of gapped molecules. Minichromosomes were digested
with BglI and Mspl restriction enzymes and fractionated on sucrose gra-
dient. The DNA present in each fraction of the sucrose gradient was analy-
sed by electrophoresis on agarose gel. The light fraction (14-16) contained
essentially linearized minichromosomes together with minichromosomes from
which the BglI-Mspl segment of 354 bp was excised (Figure 4B), since the
4889 bp band was absent when minichromosomes were cleaved with BglI alone
(Figure 4A). When aliquots of each fraction of the sucrose gradient
containing the Bgll + Mspl restricted minichromosomes were tested for their
ability to synthesize RNA in vitro, the majority of RNA polymerase activity
was found in the slow sedimenting fractions (15 and 16; not shown), as
observed above after digestion with BglI, Kpnl or Mspl restriction enzymes
alone.
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Fig. 5 : Electron microscopic
observation of Bgll + Mspl line-
arized transcriptional comple-
xes.

BglI + Mspl digested mini-
chromosomes were sedimented on
sucrose gradient as described in
legend to Figure 4. Aliquots of
fraction 16 (see Figure 4B) were
elongated in vitro and processed
for electron microscopy as
described in Materials and
Methods. One RNA-T4 gene 32
protein tail is observed on each
linearized minichromosome DNA.
The bar corresponds to 0.25 um.

To determine if the RNA polymerase molecules were present on the
linearized or the double cleaved minichromosomes (minichromosomes with
gap), aliquots of different fractions from the sucrose gradient containing
the Bgll + Mspl restricted minichromosomes were subjected to in vitro RNA
synthesis and examined by electron microscopy after incubation with T4
phage gene 32 protein which binds to single-stranded nucleic acid (23).
Transcriptionally inactive molecules were visualized as naked DNA fila-
ments, since histones are totally dissociated by Sarkosyl from the mini-
chromosomes (28). Transcriptional complexes are characterized by the pre-
sence of a thick RNA-T4 gene 32 protein tail connected to the DNA strand
(23). 95% of the transcriptional complexes (molecules with RNA-T4 gene 32
protein tail) present in fraction 16 and 21 were linear molecules. The
transcriptional complexes were not observed in absence of in vitro elonga-
tion or after DNAse-free RNAse treatment (not shown). They represent 2 to
4% of the molecules present in fraction 16 and less than 1% of those pre-
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Fig. 6 : Distribution of the DNA
Tength of the transcriptional
complexes after BglI or Bgll +
Mspl digestion as determined by
electron microscopy.

SV40 minichromosomes were
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N

NUMBER OF MOLECULES
¢

A7 digested either with Bgll only
7 AN (A) or with Bgll + Mspl (B)
A/ A4 restriction enzymes and proces-

A A, sed as indicated in legend to
1.41 1.47 1.53 1.59 LENGTH(um) P]ate 1. The DNA ]ength Of the

*B 7 transcriptional complexes was
104 determined on electron micros-
copic micrographs, similar to

4 those shown in Plate 1.
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1.4 1.47 153 1.59 LENGTH(um)

sent in fraction 21. Only one RNA-T4 gene 32 protein tail is generally
present per SV40 genome (Figure 5), confirming our previous observations
(17).

DNA length measurements of the population of transcriptional comple-
xes in fraction 16 of BglI + Mspl digested minichromosomes revealed a minor
and a major peak, at 1.55 um and 1.45 pm (Figure 6B). The peak at 1.55 um
represents the minichromosomes cleaved only once, since it corresponds to
the population of linearized transcriptional complexes cut with BglI or
MspI alone (Figure 6A). This peak of DNA length is also obtained after
linearization of purified SV40 DNA with either of these enzymes (not
shown). The peak at 1.45 um represents the double cut minichromosomes,
since it is not present when minichromosomes are cut only once (Figure 6A)
and corresponds to the length of the BglI-MspI SV40 DNA fragment of 4889 bp
(not shown). The molecules present in the double cut peak represent 66% of
the total population of characterized transcriptional complexes. Since
fraction 16 contains three to four times less double cut than single cut
SV40 DNA molecules (see Figure 4B), most of the transcriptional complexes
are preferentially sensitive to simultaneous digestion with BglI and Mspl
restriction enzymes, and therefore correspond to gapped minichromosomes
which are known to be preferentially sensitive to simultaneous digestion by
Bgll and Mspl (see above and 16).
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DISCUSSION

1. SV40 transcriptional complexes are more sensitive to restriction enzyme
digestion than bulk minichromosomes.

Late in infection, SV40 transcriptional complexes can be extracted
from infected nuclei and sediment somewhat faster than the bulk of mini-
chromosomes on sucrose gradient (17, 25, 26; see also Figure 2A). They
consist of minichromosomes associated with RNA polymerase B (17, 29) and
represent almost 1% of the minichromosomes present late in infection (30).
We show here that, after restriction enzyme digestion, the extracted
transcriptional complexes sediment slower than the bulk of minichromosomes
on sucrose gradient and that most of the in vitro RNA synthesizing activity
is associated with linearized minichromosomes as evidenced by electron
microscopy, demonstrating that the SV40 transcriptional complexes are
preferentially digested by restriction enzymes.

Luchnick et al. (31) have reported that a fraction (2.5%) of the mini-
chromosomes in which the DNA is under torsional strain is enriched in endo-
geneous RNA polymerase B. They have subsequently reported that the same
fraction of minichromosomes, which can be relaxed by topoisomerase I, is
also hypersensitive to DNAse I digestion (32). It is possible that we are
dealing with the same subpopulation of minichromosomes. In this case, the
"torsionally strained" minichromosomes will also be preferentially cut by
restriction enzymes under our conditions of digestion.

2. Characterization of restriction enzyme digested transcriptional
complexes.

The small percentage (1-2%) of transcriptional complexes that we have
observed after restriction enzyme digestion is in agreement with previous
studies (17, 25, 26). However, we cannot rule out that some of the charac-
terized transcriptional complexes do not correspond to actively transcri-
bing complexes in vivo. "Pausing" RNA polymerase molecules are indeed acti-
vated under transcriptional conditions (27, 33, 34).

As mentioned in the results section, some loss of RNA polymerase acti-
vity occurs during restriction enzyme digestion (see also 35). This loss
appears to be not random, since the RNA polymerase molecules present in the
5' region of the late transcription unit between the Kpnl and the EcoRY
restriction sites (see Figure 3) are preferentially concerned. It is inte-
resting that this region corresponds to that where premature termination of
transcription has been found late in infection (33, 34). It is possible
that the RNA polymerase molecules present in this region of “attenuation"
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are preferentially inhibited or released during the restriction enzyme
treatment at 37°C.
3. Relationship between transcriptional complexes and gapped molecules.

A report published while the present study was in progress (12) has
shown that all transcriptionally active minichromosomes exhibit hypersensi-
tivity to both DNAse 1 and restriction enzymes, and that the nuclease
hypersensitive molecules are well correlated with gapped molecules, sugges-
ting that all transcribing SV40 minichromosomes possess a nucleosome-free
ORI region. Our results demonstrate directly that at least 60% of the SV40
transcriptional complexes correspond to gapped minichromosomes. We cannot
exclude that some of the transcriptional complexes do not have a nucleo-

some-free region. In fact, not all minichromosomes with gap are preferen-
tially sensitive to restriction enzymes even in large excess of enzyme, and
some minichromosomes without gap are also digested (16).

The SV40 transcriptional complexes represent not more than 1% of the
total minichromosome population (30) and approximately 25% of the minichro-
mosomes containing a nucleosome-free region (a gap). Therefore, it is
possible that the majority of the gapped minichromosomes represent poten-
tial transcriptional complexes which display no RNA polymerase activity due

to limiting amounts of specific transcriptional factors present in the
nuclei (36).

ACKNOWLEDGEMENTS

We thank Prof. Pierre Chambon for constant interest and helpful
discussions, Evelyne May for comments and discussions during the project,
Geoffrey Richards and Glenn Albrecht for critical reading of the manuscript
and Patrick Schultz for helpful advice. We are grateful to Evelyne Regnier
for excellent assistance, to Monique Acker, Monique Gilbert, Betty Heller
and Laurence Heydler for cell culture and to Claudine Kister, Bernard
Boulay and Christiane Wer1é for help in preparing the manuscript. This work
was supported by the CNRS (ATP 6984), the INSERM, the Fondation pour la
Recherche Médicale, the Ministére de l1a Recherche et de la Technologie and
the Association pour le Développement de la Recherche sur le Cancer.

*To whom correspondence should be addressed

REFERENCES.

1. Tooze, J. (1982). DNA Tumor Viruses. Cold Spring Harbor Laboratory,
New-York.

2. Bellard, M., Oudet, P., Germond, J.E. and Chambon, P. (1976). Eur.
J. Biochem. 70, 543-553.

3. Varsharsky, A.J., Nedospasov, S.A., Schmatchenko, V.V., Bakayev, V.V.,

2057



Nucleic Acids Research

4.
5.
6.

7.
8.

9.

10.
11.

12.
13.

14.

15.
16.

17.

18.
19.
20.

21.
22.
23.

24.

25.
26.
27.
28.
29.
30.

31.
32.
33.
34.

35.
36.

gglgakov, P.M. and Georgiev, G.P. (1977). Nucleic Acids Res. 7, 3303-
Keller, W., Muller, U., Eicken, I., Wendel, I. and Zentgraf, H. (1977).
Cold Spring Harbor Symp. Quant. Biol. 42, 227-244.

Fernandez-Munoz, R., Coca-Prados, M. and Hsu, M.T. (1979). J. Virol.
29, 612-623.

Tack, L.C., Wassarman, P.M. and DePamphilis, M.L. (1981). J. Biol.
Chem. 256, 8821-8828.

Saragosti, S., Moyne, G. and Yaniv, M. (1980). Cell 20, 65-73.
Jakobovits, E.B., Bratosin, S. and Aloni, Y. (1980). Nature 285, 263-
265.

Jongstra, J., Reudelhuber, T.L., Oudet, P., Benoist, C., Chae, C.,
Jeltsch, J., Mathis, D.J. and Chambon, P. (1984). Nature 307, 708-714.
Cereghini, S. and Yaniv, M. (1984). EMBO J. 3, 1243-1253.

Bersgma, D.J., Olive, D.M., Martzell, S.W. and Subramanian, K.N.
(1982). Proc. Natl. Acad. Sci. U.S.A. 79, 381-385.

Choder, M., Bratosin, S. and Aloni, Y. T1984). EMBO J. 3, 2929-2936.
Moreau, P., Hen, R., Wasylyk, B., Everett, R., Gaub, M."and Chambon, P.
(1981). Nucleic Acids Res. 9, 6047-6068.

Wasylyk, B., Wasylyk, C., Augereau, P. and Chambon, P. (1983). Cell 32,
503-514.

Khoury, G. and Gruss, P. (1983). Cell 33, 313-314.

Weiss, E., Ghose, D., Schultz, P. and Tudet, P. (1985). Chromosoma
(Berl) 92, 391-400.

Gariglio, P., Llopis, R., Oudet, P. and Chambon, P. (1979). J. Mol.
Biol. 131, 75-105.

Tullis, R.H. and Rubin, H. (1980). Anal. Biochem. 107, 260-264.

Hirt, B. (1967). J. Mol. Biol. 26, 365-369. -

Messing, J. : New M13 vectors for cloning, in Wu, R., Grossman, L.,
Moldave, K. (Eds) (1983). Methods in Enzymology, Academic Press, New-
York 101, 20-78.

Kieny, M.P., Lathe, R. and Lecocq, J. (1983). Gene 26, 91-99.

Thomas, P.S. (1980). Proc. Natl. Acad. Sci. U.S.A. 77, 5201-5205.
Delius, H., Westphal, H. and Axelrod, N. (1973). J.”Wol. Biol. 74, 677-
687.

Scott, W.A., Walter, C.F. and Gryer, B.L. (1984). Mol. Cel. Biol. 4,
604-610. -
Green, M.H. and Brooks, T.L. (1976). Virology 72, 110-120.

Edenberg, H.J. (1980). Nucleic Acids Res. 8, 573-586.

Llopis, R. and Stark, G.R. (1982). J. Virol. 44, 864-870.

Gariglio, P. and Mousset, S. (1975). Febs letf. 56, 149-155.

Laub, 0. and Aloni, Y. (1976). Virology 75, 346-354.

Llop'ls;,gg., Perrin, F., Bellard, F. and Gariglio, P. (1981). J. Virol.
38, 82-90.

Tuchnik, A.N., Bakayev, V.V., Zbarsky, H.B. and Georgiev, G.P. (1982).
EMBO J. 1, 1353-1358.

Luchnik, A.N., Bakayev, V.V., Yugai, A.A., Zbarsky, H.B. and Georgiev,
G.P. (1985). Nucleic Acids Res. 13, 1135-1148.

Laub, 0., Jakobovits, E.B. and Aloni, Y. (1980). Proc. Natl. Acad. Sci.
U.S.A. 77, 3297-3301.

Hay, N., Skolnik-David, H. and Aloni, Y. (1982). Cell 29, 183-193.
Kessler, M. and Aloni, Y. (1984). J. Virol. 52, 277-280.

Schéler, H.R. and Gruss, P. (1984). Cell 36, 403-411.

2058



