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ABSTRACT Torsional tension in the DNA double helix can be
detected in living cells of Escherichia coli from measurements of
the rate of trimethylpsoralen photobinding to the intracellular
DNA. Here we show that this tension is relaxed in vivo when sin-
gle-strand DNA breaks are introduced by v-irradiation and that
approximately 160 nicks per genome equivalent of DNA are re-
quired to relax >95% ofthe tension. Chromosomes containing less
than 160 nicks per genome equivalent lose only a part of the ten-
sion, depending on the number of nicks. The remaining tension is
maintained during incubations of cells atOC. Chromosomes with
tension relaxed by incubation of cells with inhibitors of DNA gy-
rase interact with the trimethyipsoralen probe independently of
the number of nicks introduced by-irradiation. The results fit a
model in which the chromosome in growingE. coli cells (mean gen-
eration time, 30 min) is segregated into 43 ± 10 domains of super-
coiling per genome equivalent of DNA or 120 ± 30 domains per
nucleoid. The number ofdomains is unchanged in cells depleted of
nascent RNA by growth with rifampicin, but varies somewhat in
cells growing at different rates in different media.

The packaged DNA in.isolated bacterial nucleoids (1) is nega-
tively supercoiled (2) with a density ofabout 1 supercoil per 200
base pairs, and the DNA in this isolated chromosome is segre-
gated into separate domains of supercoiling (2, 3). A domain of
supercoiling is defined as a.segment of chromosomal DNA
bounded by topological constraints on the rotation ofthe double
helix (3). The first rough estimates ofthe number ofdomains per
Escherichia coli chromosome were calculated from the number
of nicks (introduced by DNase) required to relax the supercoil-
ing (2, 3). These studies indicated that the isolated nucleoids had
12 to 80 domains per genome equivalent of E. coli DNA. Later
studies using more accurate methods showed that there were
about 100 domains per genome equivalent (4, 5), but that chro-
mosomes isolated. from exponentially growing cells (mean gen-
eration time, 30 min) contained more than one.genome equiva-
lent of DNA (6, 7) so that there were, on average, about 280
domains per chromosome.

By use of analogous procedures, nuclear structures contain-
ing condensed DNA were later isolated from Drosophila melan-
ogaster (8), mammalian (9, 10), and yeast (11) cells, and it was
found that this packaged DNA was also segregated into multiple
domains of supercoiling. The possible significance of the do-
main substructure of chromosomes and chromatin was imme-
diately appreciated. Separate.domains permit the maintenance
of different degrees ofDNA torsional tension in different parts
of the same chromosome. Thus, it is possible to relax the tor-
sional tension in parts ofa.chromosome without affecting other
parts and also possible, in principle,,.to regulate the torsional
strain independently in different domains, of the same chromo-
some. The last consideration is especially important because
there are suggestions that the DNA torsional tension strongly

influences rates of DNA transcription (12-15), recombination
(16-18), replication (14, 19-21), viral encapsidation (22), trans-
position (23), and changes in chromosome- condensation (22).
Thus, there could be a structural basis in chromosomes and
chromatin permitting regulation of these DNA-dependent pro-
cesses in different domains. Indeed, there is evidence in eu-
karyotes that initiation of DNA replication is regulated in units
comprising many tandem replicons (24-26) and it has been pro-
posed that the units may be equivalent to. a domain (27, 28).

Evidence supporting the domain structure of chromosomes
has come exclusively.from studies of isolated chromosomes or
nuclear structures. The stability. of the isolated bacterial chro-
mosomes and some of the eukarytotic structures is dependent
on nascent RNA molecules and proteins bound to the isolated
chromosomes (1-3, 8). When these chromosomes are incubated
with RNase or when isolation is attempted from cells treated
with inhibitors ofRNA synthesis, the DNA unfolds (1-3, 8, 29)
and the constraints that define domains are lost (3, 30). Investi-
gations of the RNA components of isolated nucleoids have not
revealed a unique class of chromosome-stabilizing RNA; it ap-
pears that the DNA-bound RNA molecules that interact most
strongly are comprised predominantly (ifnot exclusively) of na-
scent mRNA and rRNA species (31). Thus, it has often been con-
sidered that some ofthe stabilizing interactions in these isolated
chromosomes may not reflect the natural interactions in vivo (4,
5, 31-34). This raises the possibility that the observed segrega-
tion of DNA in chromosomal domains may not exist in the nat-
ural state.
To resolve this uncertainty, methods are required. to investi-

gate the domain structure of chromosomes inside living cells.
Our approach to this problem has exploited trimethylpsoralen
as a probe of the distribution of domains in vivo. Recently, we
showed that this probe photobinds to duplex DNA -at a rate di-
rectly proportional to the torsional tension in the double helix
and.that tension in the winding of the helix-can be detected in
vivo from measurements of the photobinding in living E. coli
cells (35). Tension was relaxed in vivo when single-strand DNA
breaks were introduced in the intracellular E. coli chromosome
by y-irradiation. Thus, it should be possible to quantitate the
number ofbreaks or swivels required in vivo to relax all detect-
able torsional tension in the chromosomal DNA and to deter-
mine thereby if the chromosome in its natural state is segre-
gated into domains. Here we show that the chromosome in
living E. coli cells is segregated into domains and describe how
the number ofdomains varies in cells growing in different con-
ditions and in cells lacking nascent-RNA molecules.

MATERIALS AND METHODS
Bacterial Strain and Growth Conditions. AS 19, a prototropic

derivative of E. coli B selected for permeability to actinomycin
(36) which is also more permeable to trimethylpsoralen than
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most other E. coli strains (37), was used in these studies. Cul-
tures were grown in K, Luria, or succinate medium as described
in the text. M9 buffer and K medium were as described (35).
Succinate medium (SM9) was identical to K medium except that
Na2 succinate was substituted for glucose. Luria broth con-
tained, per of liter deionized water, 10.0 g of tryptone, 5.0 g of
yeast extract, and 10.0 g of NaCl. All cultures were in exponen-
tial growth at 370C and at a density of 2-4 X 108 cells per ml
when cells were harvested.

V-Irradiation of Cells. Growing cells were quickly chilled to
40C, sedimented, resuspended in cold M9 buffer, and exposed
to various doses of6Co irradiation in a Gamma Cell 220 (Atomic
Energy Canada, Ottawa). Cells were held in open glass vials
during irradiation. The dose rate was 5.1 krad/min (1 rad = 1.0
x 102 joules/kg). There were 8.5 single-strand DNA breaks in-
troduced per krad per 2.7 X 109 daltons of DNA. This value is
slightly higher than reported previously (5); however, in the
present studies the bacterial strain, 6OCo source, and irradiation
conditions were different.

Measurement of Single-Strand DNA Breaks. Spheroplasts
of y-irradiated cells, made as described (35), were layered on al-
kaline sucrose gradients and sedimented in the presence of in-
tact '4C-labeled T4 and T7 DNA markers. Molecular weights
of the broken single-stranded E. coli DNA were determined and
used to calculate the number ofsingle-strand breaks per genome
equivalent ofDNA as described (5). This value was corrected for
the 20% of the breaks that are induced by alkali (5, 38). In this
analysis, double-strand breaks that occurred at a frequency
0.077 that of single-strand breaks were scored as two single-
strand breaks.

Photobinding of Trimethylpsoralen. Details of the proce-
dure for measuring amounts of photobound trimethylpsoralen
have been described (35). Briefly, cells'suspended in M9 buffer
at 4°C were mixed with 4,5',8-[3H]trimethylpsoralen (1.2 ,ug/
ml; 1.16 x 106 cpm/,ug) and exposed to doses of 360nm light
of 2 and 4 kJ/m2. Cells were converted to spheroplasts by treat-
ment with lysozyme and EDTA and lysed by the addition of
0.5% NaDodSO4. Cell lysates were extracted twice with phenol
and four times with CHClJisoamyl alcohol, 24:1 (vol/vol), and
the nucleic acids were precipitated by the addition of 2 vol of
ethanol. Precipitates were redissolved in 0.3 ml of 10 mM Tris,
pH 7.6/1 mM EDTA/50 mM NaCl, and the RNA was digested
for several hours with pancreatic RNase (30 pAg/ml) and Ti
RNase (15 units/ml). The digests were applied to Bio-Gel A-150
m columns (1 x 27 cm), and the DNA and digested RNA were
eluted in separate bands at a flow rate of 0. 25 ml/min. The spe-
cific activities of[3H]trimethylpsoralen-labeled DNA and RNA
were determined by measuring radioactivity and absorption at
260 nm. The ratio ofthe specific activities ofDNA and RNA av-
eraged over the two doses of360 nm light is denoted R.

Treatment .of Cells with Coumermycin. Coumermycin Al
was added to a culture of-exponentially growing AS19 to a final
concentration of 50 ug/ml, and incubation at 37C was contin-
ued for 35 min. Our previous studies showed that the rate of
photobinding of trimethylpsoralen to the DNA in such cells is
similar to that with relaxed DNA (35).

Chemicals, 4,5',8-Trimethylpsoralen was obtained from
Paul B. Elder Co. (Bryan, OH). The [3H]trimethylpsoralen was
prepared commercially by catalytic exchange (New England
Nuclear). Coumermycin Al was a gift from Bristol.Laboratories
(Syracuse, NY). Rifampicin SV grade B was purchased from
Calbiochem.

RESULTS
Detection of Negative Superhelical Tension in Vivo. We

have shown previously that the rate ofphotobinding of trimeth-

ylpsoralen to closed duplex DNA is a linear function of the neg-
ative superhelical density of DNA and have applied this ap-
proach to assay the unrestrained torsional tension in chromosomal
DNA in vivo (35). The "rate ofphotobinding" is expressed as the
number of trimethylpsoralen adducts formed per unit time per
unit mass ofnucleic acid per unit dose of360-nm light. The most
accurate and reproducible analysis is in terms of a ratio, R,
which expresses the rate of photobinding of trimethylpsoralen
to DNA normalized to the rate of binding to total cellular RNA
in the same cells. Analysis in this form normalizes differences in
the intracellular concentration oftrimethylpsoralen available in
different samples for photobinding and also corrects internally
for variation in doses of360-nm light during photobinding. Be-
cause the amounts of trimethylpsoralen photobound to either
the chromosomal DNA or RNA are essentially linear functions
ofthe dose of360-nm light (35), R is closely approximated by the
ratio of specific activities of [3H]trimethylpsoralen-labeled
DNA and RNA isolated after exposure of cells to [3H]-
trimethylpsoralen and light.

E. coli cells that had previously been irradiated with different
doses of y-irradiation to introduce various numbers of single-
strand breaks were treated with constant amounts of
[3H]trimethylpsoralen and light. R for the nucleic acids isolated
from these cells depended on the number ofbreaks in the chro-
mosomal DNA (Fig. 1). The decrease in R with increasing num-
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FIG. 1. Relaxation of DNA superhelical tension by v-irradiation
in living E. coli cells. AS19 cells in exponential growth were quickly
chilled to 00C, sedimented, resuspended in cold M9 buffer, and exposed
to 6Co irradiation. Sam!les removed after various doses of t-irradia-
tion were treated with [ Hitrimethylpsoralen and 360-nm light at in-
cident doses of 2 and 4 kJ/m2. Nucleic acids were purified and the spe-
cific activities of the [3Hltrimethylpsoralen-labeled DNA and RNA
were determined. R is the ratio of DNA and RNA specific activities
averaged over the two doses of 360-nm light. 0, Control cells; 5, cells
from half the control culture grown 30 min at 370C with rifampicin
(100 ,ug/ml). In a separate experiment, cells were incubatedfor 35 min
in the presence of coumermycin Al (50 pug/ml) before -irradiation
(A). (Inset) Effects of relatively low doses of v-rays in a similar ex-
periment. Cells were virradiated and treated with trimethylpsoralen
and light immediately after v-irradiationorheldforl5min at 0C after
virradiation before photobinding of trimethylpsoralen. 0, Control
cells photobound immediately after virradiation; 5, rifampicixr-
treated cells and photobinding immediately after v-irradiation;@, con-
trol cells-held 15 min after. -irradiation before photobinding; U, rif-
ampicin-treated cells held 15 min before photobinding.
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ber of nicks is due primarily to reduced photobinding to the
DNA because changes in the photobinding to RNA are insignif-
icant (35). Also, because the cells were held at 0C prior to and
during photobinding, there is no change in the cellular RNA/
DNA mass ratios due to y-irradiation. A minimum was reached
after which introduction ofadditional single-strand breaks in the
intracellular DNA had no further effect on the rate of psoralen
photobinding. The rate of photobinding to DNA in cells incu-
bated with coumermycin was not affected by y-irradiation. It is
known that coumermycin causes a relaxation of DNA torsional
tension in vivo (35, 39) without introducing permanent single-
strand breaks in the chromosomal DNA (39).

Thus, it seems that the introduction of single-strand breaks in
chromosomal DNA by y-irradiation has no effect on the photo-
binding reaction unless the DNA is initially wound with tor-
sional tension. The results reinforce previous conclusions (35)
that the DNA in living E. coli cells is normally wound with unre-
strained torsional tension which can be relieved when swivels
are introduced into the DNA by y-irradiation.
Number of Domains of Supercoiling in Vivo. Torsional ten-

sion determined from the rate of trimethylpsoralen photobind-
ing was lost progressively as the number of single-strand breaks
introduced into the chromosome increased (Figs. 1 and 2). Be-
cause multiple nicks were required to complete the relaxation,
it appeared that independent domains of DNA supercoiling ex-
ist in vivo. The R value resulting from a given number of single-
strand breaks did not vary when cells containing partially re-
laxed chromosomes were held at 0C after y-irradiation (Fig. 1
Inset). Thus, it seems that the partial relaxation obtained from a
given number of nicks had gone to completion and could not be
attributed to slow kinetics of relaxation. This is exactly as ex-
pected if the relaxation occurred in an all-or-none fashion only
in domains containing a swivel and was not propagated into ad-
jacent domains lacking a swivel.

To determine the average number of domains of supercoiling

Breaks per genome equivalent ofDNA

0 10 20 30 40

'Co irradiation, krad

FIG. 2. Determination of number of domains of supercoiling per

genome equivalent ofDNA. R values were measured in an experiment
similar to thatin Fig. 1. Data are presented asFR, the fractional change
in R relative to the change between unirradiated cells and cells with
fully relaxed chromosomalDNA (extensive y-irradiation). Because the
change in R represents the difference in the rate of photobinding to
chromosomes containing supercoiled or nicked domains, we-assume
thatFR describes the fraction of intact domains remaining in the chro-
mosome: FR = e-(m) in whichx is the number of nicks and m is the to-
tal number of domains of supercoiling per genome-sized duplex DNA
molecule. The number of nicks introduced was determined by sedimen-
tation oftheDNA from y-irradiated cells on alkaline sucrose gradients.
0, data points. Lines are theoretical relationships predicted from the
above equation corresponding to 30 (curve c), 43 (curve b), and 60
(curve a) domains per genome equivalent of DNA.

(m) per genome equivalent ofDNA in vivo, we assumed the sim-
plest model, that the domains are of equal size and each is
wound with the same density of unrestrained supercoils. We
also assumed that the distribution of nicks introduced into the
domains by y-irradiation is described by a Poisson distribution.
Ifa single nick per domain is sufficient to relax all tension in that
domain, the fraction of the original tension remaining in the
chromosome after the introduction ofa defined number ofnicks
will be described by the zero-order term of the Poisson distri-
bution, or the fraction of domains containing no nicks, p(O) =
e(X/m), in which x is the number of nicks introduced per genome
equivalent of DNA. Support for the assumption of equal-sized
domains comes from the observation that the rate of decay of
torsional tension with numbers of single-strand hits is close to
first-order (Figs. 1 and 2). Theoretical relationships can then be
constructed which relate different values ofm to the change in
R with the average number of single-strand breaks per genome
equivalent of DNA (Fig. 2). In the analysis shown, the curve for
a value of43 domains per genome equivalent is the best fit. The
deviation of the experimental points from the theoretical curve
at high numbers of nicks per genome equivalent is within the
experimental variability.

Numerous repeats of this experiment have shown a repro-
ducibility of about ± 10 domains per genome equivalent. For
example, the data given in Fig. 1 fit best with m = 33. Results
averaged over all data indicate about 43 ± 10 domains per ge-
nome equivalent of DNA. Because nucleoids in cells grown in
similar conditions contain 2.8 genome equivalents of DNA (7),
there should be about 120 ± 30 domains per bacterial chromo-
some in vivo. This value does not differ greatly from the number
of domains estimated with isolated nucleoids (4, 5).

Variation in Number of Domains per Chromosome. When
repeated measurements of the number of domains were made
on chromosomes in cells from the same culture, reproducibility
was greater than ± 10 domains (for example, see Fig. 1). It
therefore seemed possible that variability in different cultures
might be attributable in part to uncontrolled variations in
growth conditions. To determine if the number of domains var-
ied in cells grown in different media, cells were grown in suc-
cinate, K, or Luria broth media at 370C. Cultures were inocu-
lated so that all three cultures reached a density of 2-4 x 108
cells per ml at the same time. Cells were harvested, y-irradi-
ated, and treated with [3H]trimethylpsoralen and light as be-
fore, and the R values were determined.

Data from a representative experiment are shown in Fig. 3.
There was little difference between the numbers of domains in
cells grown in K medium or in Luria broth, but cells grown in
succinate medium consistently had fewer domains (about 25 do-
mains) than did cells grown in richer media. The frequency of
DNA nicks introduced by a given dose of y-irradiation was es-
sentially the same in cells grown in succinate or in K medium.
The fractional decrease in R in repeats of this experiment was
0.7 in cells grown in succinate and 0.6 in cells grown in K me-
dium. This could be explained if the density of unrestrained su-
percoils were slightly less in chromosomes of cells grown in K
medium; however, additional studies will be required to con-
firm this interpretation. The results indicate that the interac-
tions defining the boundaries of domains may be dynamic and
may vary in cells growing at different rates.
Number of Domains in Cells Depleted of Nascent RNA. To

determine if nascent RNA molecules are involved in the stabi-
lization of the domains of supercoiling in vivo, exponentially
growing cells were incubated with rifampicin to eliminate na-
scent RNA, and the number of nicks required to relax torsional
tension in the chromosome was determined. If nascent RNA
molecules are required to stabilize domains of supercoiling in
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FIG. 3. Variation in the number ofdomains ofsupercoiling in cells
growing in different medium. Results from an experiment similar to
that of Fig. 2 are shown in which AS19 cells were grown in succinate
medium (A), K medium (0), or Luria broth (E). The curves are theo-
retical lines corresponding to 27 (curve c), 54 (curve b), and 65 (curve a)
domains ofsupercoiling per genome equivalent ofDNA.

vivo, fewer nicks should be required to relax the DNA tension
after treatment with rifampicin. There was no difference in the
rate of photobinding to chromosomal DNA in control and rif-
ampicin-treated cells (Fig. 1). This suggests that the domains of
supercoiling in chromosomes ofliving cells are not stabilized by
nascent RNA molecules. Control experiments showed that the
rate of [3H]uridine incorporation was inhibited more than 92%
by 30 min of rifampicin treatment. Also, sedimentation studies
on alkaline sucrose gradients showed thatDNA from rifampicin-
treated or control cells y-irradiated with the same dose had the
same number ofnicks.
To determine the in vivo stability of partially relaxed chro-

mosomes in control and rifampicin-treated cells, samples were

treated with low doses of y-irradiation and held for different
times before treatment with trimethylpsoralen and light (Fig.
1 Inset). There was no detectable difference in the photobinding
to partially relaxed chromosomes in control or rifampicin-
treated cells when photobinding was delayed. Thus, the par-
tially relaxed chromosomes, containing a mixture ofnicked and
supercoiled domains, are stable in cells for at least 15 min after
the y-irradiation, and the stability is not dependent on nascent
RNA molecules.

DISCUSSION

Data presented here show that DNA in the E. coli chromosome
is organized in vivo into independent supercoiled domains.
Thus, different levels of torsional tension in the winding of the
double helix can be maintained in different parts of the same

chromosome in a living cell. A swivel introduced into a specific
site in the chromosome during DNA recombination, repair, or

replication, for example, will relax the torsional tension in only
one domain without affecting the bulk of the chromosome.
Whether or not different states of torsional strain are actually
maintained in separate domains is unknown, but the present re-

sults indicate that regulation at this level is feasible structurally.
The number of domains per genome equivalent seemed to

vary somewhat in cells growing in different media. The varia-

tion was in the opposite direction expected if there were a con-
stant number of constraints defining domains per cell. For ex-
ample, cells growing in succinate medium (mean generation
time, 60 min) had about 20 fewer domains per genome equiva-
lent and even fewer domains per chromosome than cells grow-
ing in Luria broth (mean generation time, 25 min) which have,
on average, more DNA per cell and more DNA per chromo-
some. It seems, therefore, that the absolute number of interac-
tions defining the limits ofdomains vary in cells growing at dif-
ferent rates. The actual number of domains per genome
equivalent in cells growing in K medium was 43 ± 10. This num-
ber agrees, within a factor of2, with the number estimated from
studies of nucleoids isolated from cells growing at similar rates
(5). Thus, even though the interactions defining the domains
may be rearranged during isolation ofchromosomes, the struc-
ture seems to be preserved with respect to this quantitative
feature.

Several models for the structure ofthe bacterial chromosome
have been proposed based on studies ofisolated nucleoids. Be-
cause the present results indicate that the constraints defining
domains are independent of nascent RNA molecules, they do
not support models proposing stabilization by such RNA (3).
The stabilizing RNA-DNA interactions that occur in vitro in the
isolated chromosome may occur as a result ofR looping or other
aggregations induced during isolation, as previously considered
(4, 31, 32). Nevertheless, these interactions do stabilize the
chromosome in a structure having similar size, DNA content,
and number of domains as the chromosome in its natural state
(32), although they may lead to an inside-out inversion ofthe nu-
cleoid DNA (4). Our data do not rule out the possibility that sta-
ble, non-nascent RNA molecules are involved in chromosome
structure in vivo, although an extensive search failed to find
such molecules in isolated nucleoids (31).
The results are also compatible with models in which domains

are defined by direct DNA-membrane interactions (40) or are
stabilized by proteins such as DNA gyrase complexes which
could link separate DNA segments of the same chromosome
(39, 41, 42). Models which proposed linkage of the chromosome
to the cell envelope via the complex of nascent mRNA, ribo-
somes, and nascent peptide chain (29, 34, 40) may have to be
reconsidered. Although our results do not argue against the
existence of such complexes, they suggest that they are not crit-
ical in defining domains.
The procedures using trimethylpsoralen to probe the domain

structure of chromosomes may also be applicable to eukaryotic
systems. Net torsional tension in intracellular DNA has not yet
been detected in the eukaryotic cells that have been studied
(35). However, suitable modifications of this approach may
open the way for investigations of the domain organization in
chromosomes lacking natural torsional tension.

We thank B. K. Lydersen for valuable discussions, S. S. Broyles and
0. W. Pfenninger for assistance in performing some ofthe experiments,
and R. W. Trow and the Veterans Administration Medical Center, Den-
ver, CO, for performing the 6OCo irradiations. This study was supported
by National Institutes of Health Grant GM 19243-10.

1. Stonington, 0. & Pettijohn, D. (1971) Proc. NatL Acad. Sci. USA
68, 6-9.

2. Worcel, A. & Burgi, E. (1972)J. MoL BioL 71, 127-147.
3. Pettijohn, D. & Hecht, R. (1973) Cold Spring Harbor Symp.

Quant. BioL 38, 31-41.
4. Kavenoff, R. & Bowen, B. (1976) Chromosoma 59, 89-101.
5. Lydersen, B. & Pettijohn, D. (1977) Chromosoma 62, 199-215.
6. Hecht, R., Taggart, R. & Pettijohn, D. (1975) Nature (London)

253,60-62.
7. Van Ness, J. & Pettijohn, D. (1979)J. MoL BioL 129,501-508.
8. Benyajati, C. & Worcel, A. (1976) Cell 9, 393-407.

Biochemistry: Sinden and Pettijohn



228 Biochemistry: Sinden and Pettijohn

9. Cook, P. R. & Brazell, I. A. (1975)1J. Cell Sci. 19, 261-279.
10. Ide, T., Nakane, M., Anzai, K. & Andoh, T. (1975) Nature (Lon-

don) 258,445-447.
11. Pinon, R. & Salts, Y. (1977) Proc. Nati Acad. Sci. USA 74,

2850-2854.
12. Hayashi, Y. & Hayashi, M. (1971) Biochemistry 10, 4212-4217.
13. Smith, C., Kubo, M. & Imamoto, F. (1978) Nature (London) 275,

420-423.
14. Kreuzer, K. & Cozzarelli, N. (1979)J. Bacteriol. 140, 424-435.
15. Sanzey, B. (1979)J. Bacteriol 138, 40-47.
16. Mizuuchi, K. & Nash, H. (1976) Proc. Nati Acad. Sci. USA 73,

3524-3528.
17. Holloman, W. & Radding, C. (1976) Proc. Natl Acad. Sci. USA 73,

3910-3914.
18. Hays, J. & Boehmer, S. (1978) Proc. Nati Acad. Sci. USA 75,

4125-4129.
19. Wang, J. (1971)J. Mol. Biol 55, 523-533.
20. Studenbauer, W. (1975)J. Mol Biol. 96, 201-205.
21. Ryan, M. (1976) Biochemistry 15, 3769-3777.
22. Bauer, W., Ressner, E., Kates, J. & Putzke, J. (1977) Proc. Natl.

Acad. Sci. USA 74, 1841-1845.
23. Shapiro, J. (1979) Proc. Natl. Acad. Sci. USA 76, 1933-1937.
24. Hori, T. & Lark, K. (1973)J. Mol Biol. 77, 391-404.
25. Blumenthal, A., Kriegstein, H. & Hogness, D. (1973) Cold Spring

Harbor Symp. Quant. Biol 38, 205-223.

26. Hand, R. (1975)J. Cell Biol 64, 89-97.
27. Povirk, L. & Painter, R. (1976) Biochim. Biophys. Acta 432,

267-272.
28. Mattern, M. & Painter, R. (1979) Biochim. Biophys. Acta 563,

306-312.
29. Dworsky, R. & Schaechter, M. (1973)j. Bacteriol 116, 1364-1374.
30. Drlica, K. & Worcel, A. (1975)J. Mol Biol 98, 393-411.
31. Hecht, R. & Pettijohn, D. (1976) Nucleic Acids Res. 3, 767-788.
32. Pettijohn, D. (1976) Crit. Rev. Biochem. 4, 175-202.
33. Meyer, M., Dejong, M., Woldringh, C. & Nanninga, N. (1976)

Eur.J. Biochem. 63, 469-475.
34. Kleppe, K., Ovrebo, S. & Lossing, I. (1979)J. Gen. Microbiol. 112,

1-13.
35. Sinden, R., Carlson, J. & Pettijohn, D. (1980) Cell 21, 773-783.
36. Sekiguchi, M. & Iida, S. (1967) Proc. Natl. Acad. Sci. USA 58,

2315-2319.
37. Sinden, R. R. & Cole, R. S. (1980) in DNA Repair, A Laboratory

Manual of Research Procedures, eds. Friedberg, E. & Hanawalt,
P. (Dekker, New York), Vol. 1, Part A, pp. 69-81.

38. Paterson, M., Roozen, K. & Setlow, R. B. (1973)J. Radiat. Biol
23, 495-508.

39. Drlica, K. & Snyder, M. (1978)J. Mol Biol. 120, 145-154.
40. Leibowitz, P. & Schaechter, M. (1975) Int. Rev. Cytol 41, 1-28.
41. Snyder, M. & Drlica, K. (1979)J. Mol Biol. 131, 287-302.
42. Liu, L., Liu, C.-C. & Alberts, B. (1980) Cell 19, 697-707.

Proc. Nad Acad. Sci. USA 78 (1981)


