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A novel single-stranded DNA phage, MH2K, of Bdellovibrio bacteriovorus was isolated, characterized, and
sequenced. This phage is a member of the Microviridae, a family typified by bacteriophage X174. Although B.
bacteriovorus and Escherichia coli are both classified as proteobacteria, MH2K is only distantly related to X174.
Instead, MH2K exhibits an extremely close relationship to the Microviridae of Chlamydia in both genome organization and encoded proteins. Unlike the double-stranded DNA bacteriophages, for which a wide spectrum of
diversity has been observed, the single-stranded icosahedral bacteriophages appear to fall into two distinct
subfamilies. These observations suggest that the mechanisms driving single-stranded DNA bacteriophage
evolution are inherently different from those driving the evolution of the double-stranded bacteriophages.
proximately 20% or less (6), a typical value when comparing
the most distantly related members of either the lambda or
T4-like groups (14, 28). However, unlike tailed doublestranded DNA families, no mosaic species that bridge the
evolutionary chasms have been isolated.
While the available DNA sequences suggest that the evolution of Microviridae may differ from the evolution of the moreprevalent, double-stranded DNA phages, the phages have
been isolated from such distantly related hosts that only the
extremes of a diversity spectrum may have been uncovered. To
further elucidate the evolution of the Microviridae, we have
isolated, characterized, and sequenced a new family member,
MH2K, infecting Bdellovibrio bacteriovorus, a nonenterobacterial proteobacterium with an obligate intracellular parasitic
life cycle similar to that of Chlamydia. The results suggest that
MH2K is closely related to the phages of Chlamydia and
Spiroplasma. In some instances, MH2K is more closely related to an individual chlamydiaphage than chlamydiaphages
are related to each other. While the number of available Microviridae genomes is still limited, these results suggest that the
forces driving single-stranded DNA phage evolution may differ
from those driving double-stranded DNA phage evolution.

Bacteriophages have been isolated and characterized from a
wide range of microorganisms for more than 80 years. The vast
majority of these phages are large double-stranded DNA viruses, as typified by the lambdoid, T-odd and -even families
(1). Recent advances in DNA sequencing technologies and
bioinformatics have facilitated the study of double-stranded
DNA bacteriophage evolution (13, 14, 28). From these and
other studies, a clear picture has emerged (13, 14). The prevalence of double-stranded DNA phages and prophages—cryptic, defective, and replication competent—creates an enormous pool of evolutionary material for horizontal exchange.
Consequently, a mosaic spectrum of related phage species has
arisen.
The icosahedral, single-stranded DNA phages, or Microviridae, appear to be less common than double-stranded DNA
phages. The DNAs of nine members of the family, isolated
from very diverse hosts (proteobacteria, Spiroplasma, and
Chlamydia), have been sequenced (11, 16, 17, 18, 22, 24–26).
The species falls into two distinct subfamilies, although the
subfamilies are not officially recognized in the virus taxonomy.
One is represented by X174 and contains the phages that
propagate in proteobacteria. The other subfamily contains
phages of Chlamydia and Spiroplasma. Although these two
hosts are not closely related, their phages, Chp1, Chp2, and
SpV4, respectively, are quite similar. The principal difference
between the two subfamilies is the existence of two genes and
the complexity of major coat protein. The Chlamydia and Spiroplasma phages do not encode major spike and external scaffolding proteins. Their more-complex coat proteins contain an
insertion loop that forms large threefold-related protrusions
(6). Protein homologies between the two subfamilies are ap-

MATERIALS AND METHODS
Media and Bdellovibrio strains. The host-independent B. bacteriovorus strain
HI 109 was grown in medium containing 1.0% peptone, 0.5% yeast extract, 3.0
mM MgCl2, and 2.0 mM CaCl2. Plates and soft agar were supplemented with 1.2
and 0.7% agar, respectively. Plaque assays were performed by mixing 0.3 ml of
exponentially growing cells with phage in 2.0 ml of soft agar. Plates were incubated at 33°C for 48 to 72 h.
Isolation of phage MH2K. A 200-ml volume of raw sewage sludge was
centrifuged at 5,000 ⫻ g to remove the large debris. The supernatant was then
passed through 0.45- and 0.22-m-pore-size filters. One milliliter of this solution
was mixed with 10.0 ml of exponentially growing cells at 30°C and incubated for
6 h. Cultures were passed through a 0.45-m-pore-size filter and then concentrated to 1.0 ml in a Centricon filter. One hundred microliters was layered atop
of a 5 to 30% sucrose gradient, along with wild-type X174 as an S value marker,
and spun for 1.0 h at 240,000 ⫻ g in an SW50.1 rotor. Gradients were fraction-
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FIG. 1. Genetic maps of MH2K, Chp2 (18), and X174 (25). Reading frames that encode proteins with Chp2 homologues were designated
with the same numbers used in the Chp2 genetic map (18). Reading frames that are not found in Chp2 were assigned letters. The numbering of
the nucleotides commences with the start codon of gene 1.

ated, and the titer of infectious X174 on Escherichia coli C for each fraction was
determined. Fractions containing material with S values less than 114 were
pooled and reconcentrated to a final volume of 100 l, layered atop a second
sucrose gradient, and treated as described above. Finally, fractions were plated
on Bdellovibrio for the isolation of phage. Single plaques were picked and used
to infect 1.0 ml of exponentially growing cells. Phage DNA was extracted and
analyzed using X174 protocols as described below.
Isolation and purification of MH2K genomic and RF DNA. To isolate
genomic DNA, 1.0 liter of exponentially growing cells was inoculated with
MH2K at a multiplicity of infection (MOI) of 0.001. After an 18-h incubation
at 33°C, infected cells were stored at 4°C for 12 h. Cellular debris, containing
attached phage particles, was concentrated by centrifugation. Pellets were resuspended in 8.0 ml of borate EDTA buffer (10), and virus and DNA were extracted
three times with 8.0 ml of ether. Virions were purified on CsCl gradients, and
DNA was extracted as previously described (10). To determine the strandedness
of the genomes, genomic DNA was digested with S1 nuclease (Promega) as
specified by the manufacturer. Results were compared to those of similar digestions of genomic and replicative-form (RF) X174 DNA. To generate RF DNA,
100 ml of exponentially growing cells was inoculated with MH2K at an MOI of
5.0 and incubated for 6.0 h. Infected cells were concentrated by centrifugation.
RF DNA was extracted and characterized by standard techniques (5).
For electron microscopy, particles were purified as described above and concentrated 10-fold with Centricon filters, stained with 2.0% uranyl acetate, and
examined with a JEOL EM10A electron microscope.
Cloning and sequencing of MH2K RF DNA. RF DNA was digested with
HindIII (1395), BglII (1515), MspAI (350 and 2816), EcoRI (392, 1090, and
4107), or StuI (1185 and 3541) endonucleases (nucleotide positions of restriction
enzyme digestion sites given in parentheses). Fragments from single-enzyme
digestions were cloned into a modified TOPO vector (Invitrogen) digested with
enzymes yielding compatible ends. Clones were sequenced by the DNA sequencing facility at the University of Arizona. T7 and M13R primers were provided by
the facility. The entire genome was sequenced twice. Overlapping clones were
used to determine the order of the genes.
Sequence alignment. The amino acid sequences of the major capsid proteins
of the coliphages ␣3, G4, K, and X174; the chlamydiaphages Chp1 and Chp2;
a Spiroplasma phage, SpV4; and MH2K were aligned using the program
CLUSTAL W, version 1.4 (29). Default parameters were used. The colors of the
resulting alignment were modified to give a better representation of the similarities and differences between the eight sequences. The secondary structure elements of X174, based on knowledge of the atomic resolution structure (19, 20,
21), are given under the sequence alignment.
Nucleotide sequence accession number. The nucleotide sequence of MH2K
was deposited in GenBank under accession number AF306496.

RESULTS
Genome organization of MH2K. RF DNA was digested
and cloned into a modified TOPO vector as described in Materials and Methods and sequenced. The genetic map of
MH2K is depicted in Fig. 1. The organization and size of the
4,594-base DNA genome are very similar to those of chlamydiaphages (18, 22, 26). However, the location of gene 5 differs.
In MH2K, it is located between genes 3 and 8, as opposed to
after gene 4. The MH2K genome is approximately 20%
smaller than the X174-like phages. This is due to the absence
of genes encoding the major spike and external scaffolding
proteins, as is seen in SpV4 and the chlamydiaphages (6, 18, 22,
24, 26). The relationship between MH2K and the previously
isolated Microviridae phage MAC-1 (2) is unclear since no
MAC-1 sequence data are available. Three other phages were
isolated. Their morphologies were similar to those of previously isolated bacteriophages MAC-3, MAC-6, and VL1 (2,
30).
Computer analysis of the MH2K genome suggests the existence of two very strong promoters (23). They reside in the
two largest noncoding regions, located between genes 5 and 8
(230 bases) and between genes 3 and 5 (247 bases). Genes 1, 2,
3, 4, 5, and 8 all have upstream ribosome binding sites and
homologues within the chlamydiaphages. There are four additional open reading frames (ORFs) within the MH2K genome, ORFs N, W, X, Y, and Z. All five ORFs are contained
within overlapping reading frames. The largest of these ORFs,
ORF N, is the only one with a discernible ribosome binding
site. The predicted protein is very hydrophobic and is similar to
the X174 lysis protein in character.
Protein homologies. The MH2K proteins encoded by
genes 1 to 5 and 8 were compared to homologous proteins
found in Chp1, Chp2, SpV4, and X174-like phages. The
MH2K proteins most closely resemble the chlamydiaphage
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TABLE 1. Putative MH2K gene products and amino acid homologies
% Amino acid identity between:
Gene
producta

Coding
sequenceb

VP1
VP2
VP3
VP4
VP5
VP8

1–1602
1684–2283
2330–2785
3651–4598
3032–3286
3516–3632

MH2K and
Chp2 proteins

MH2K and
Chp1 proteins

MH2K and
SpV4 proteins

Chp2 and Chp1
proteins

MH2K and
X174-like
proteins

46.9
26.5
32
27.9
39.5
32.6

40.4
21.3
27.6
22.5
26.8
33.3

38
25
18.4
27
18.4
31

49.6
29.9
27.3
22.2
30.2
54.5

19 (␣3 F)
20 (␣3 H)
18 (␣3 B)
18 (G4A)
20 (␣3 C)
21 (G4 J)

a
Genes (and gene products) which are conserved between MH2K and the chlamydiaphages. The locations of the unconserved ORFs N, W, X, Y, and Z are
nucleotides 3997 to 4326, 1836 to 1991, 917 to 1129, 425 to 616, and 267 to 461, respectively.
b
Location within the MH2K genome.

proteins, especially those of Chp2 (Table 1). Considering the
evolutionary distance between their respective hosts, this result
was unexpected (see Discussion). In some instances, comparisons of MH2K and Chp2 proteins reveal closer relationships
than that seen between the Chp1 and Chp2 proteins. In addition, polyclonal antibodies raised against the Chp2 major coat
protein cross-react with MH2K (I. Clarke, personal communication). Only weak homologies exist with the proteins of the
X174-like phages (X174, G4, ␣3, S13, and K). There does
not appear to be significant homologies between the MH2K
ORFs N, W, X, Y, and Z and the small Chp2 ORFs 6 and 7.
MH2K virion and virion proteins. The T⫽1 capsid is primarily composed of Vp1, the major coat protein, as assayed by
polyacrylamide gel electrophoresis, and measures 27 ⫾ 2 nm in
diameter (Fig. 2). Vp2, with an amino acid composition similar
to that of the X174 DNA pilot protein, protein H, is also a
component of the virion. The exact nature of Vp3 remains
somewhat obscure. Like the chlamydiaphage proteins (18, 22,
26), MH2K Vp3 most closely resembles the internal scaffolding proteins of the X174-like phages. Various amounts (depending on the purification protocol used) of Vp3 are associated with MH2K capsids. Whether this is caused by the
selective loss of this protein due to particle instability or the

FIG. 2. Electron micrograph of MH2K. Magnification, ⫻31,500.
Bar, 100 nm.

copurification of capsids and procapsids remains to be determined.
Figure 3 depicts an alignment of the sequences of eight
Microviridae major coat proteins. Bacteriophages X174, G4,
K, and ␣3 are coliphages. However, host range variants which
infect Salmonella enterica serovar Typhimurium and Shigella
have been reported (3, 12). The aligned major coat protein
sequences resulted in the identification of two distinct subclasses. MH2K, Chp1, Chp2, and SpV4 represented a class
with large amino acid insertions between ␤-strands E and F of
the core ␤-barrel motif; the X174-like phages formed the
other class (Fig. 3). These additional amino acids are located
between residues 210 and 280 in the MH2K sequence. The
cryoelectron microscope image reconstruction of SpV4 (6)
demonstrates that they form large protrusions at the threefold
icosahedral axes of symmetry. The ␤-barrel core is conserved
among all the phages.
DISCUSSION
Unlike the large double-stranded DNA bacteriophages for
which a broad diversity spectrum has been observed (13, 14,
28), the sequenced members of Microviridae fall into two very
distinctive subfamilies. However, the hosts of these phages, ␥
proteobacteria Chlamydia and Spiroplasma, are distantly related. To further study Microviridae diversity, a virus of the 
proteobacterium B. bacteriovorus, MH2K, was isolated. The
data presented here indicate that MH2K, Chp2, Chp1, and
SpV4 share a common ancestor not found in the X174-like
lineage. For two of the gene products, Vp3 and Vp5, similarities between MH2K and the chlamydiaphage Chp2 were
greater than between Chp2 and Chp1 (18, 26).
If phages reflect their host’s phylogeny, this result is surprising. B. bacteriovorus is more closely related to the ␥ proteobacteria than to the chlamydia. However, the phylogenetic classification of B. bacteriovorus, based exclusively on 16S RNA
sequences, may be incorrect. Considering the predatory nature
of Bdellovibrio, which hunt and replicate inside proteobacteria,
it is possible that its 16S RNA sequence was derived via a
horizontal transfer, as has been seen in other bacteria (31). On
the other hand, several B. bacteriovorus genomic sequences
were characterized during the cloning of MH2K (GenBank
accession numbers AF339026 to 339030). These sequences
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FIG. 3. Multiple-sequence alignment of coat proteins of Microviridae phages. Different colors were added to give a better representation of the similarities between the eight sequences. The
four X174-like phages are grouped on the bottom; the smaller Microviridae are grouped at the top. Amino acids identical in all sequences (red boldface type) and conserved (green boldface
type) and semiconserved (blue boldface type) substitutions in all sequences are indicated. Amino acids identical within the subgroups (red type) and conserved (green type) and semiconserved
(blue type) substitutions within the subgroups are indicated. Dashes represent gaps introduced to maximize alignment of the sequences. The secondary structure (2°) of X174 is presented
on the last line. The yellow arrows represent ␤-strands, and the green cylinders represent ␣-helices.
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were most closely related to genes of proteobacteria and exhibit no discernible homologies with those of Chlamydia.
If the classification of Bdellovibrio is correct, then the evolution of single-stranded icosahedral bacteriophages may be
fundamentally different from the evolution of the doublestranded phages, which is most likely driven by horizontal
exchange (13, 14). There are several factors that may limit
horizontal transfer in single-stranded DNA viruses. For example, Microviridae replication does not require recombination,
and recombination is not prevalent. Double-stranded RF DNA
is not abundant (20 to 50 copies per cell), and recombination
frequencies for mutations separated by 2,500 bases range from
10⫺3 to ⫺10⫺4 (B. A. Fane, unpublished results). Genomes are
circular throughout the replication cycle, necessitating two recombination events. Lysogenic or latent life cycles have never
been observed, therefore minimizing horizontal exchange with
prophages. In addition, the small T⫽1 capsid may restrict the
incorporation of exogenous DNA sequences, or morons (13).
Although it is unlikely that these small viruses can acquire
morons, all members of the Microviridae appear to have preserved ORFs, found mostly in overlapping genes. Mutations
could accrete in these reading frames, termed cretins (for accrete in), until a gene encoding a beneficial function is produced. Examples of cretins may include the X174 lysis gene
E, the putative MH2K lysis gene N, and the X174 genes A*
and K, both unessential and of unclear function (7, 27). The
close relationship between MH2K and the chlamydiaphages
suggest that Microviridae evolution may be driven by cretins
and species jumping. In light of these results, the present classification, dividing the Microviridae into four genera, based on
host range (14), should be reexamined to reflect two distinct
subfamilies.
Genetic maps of MH2K, Chp2 (18), and X174 (25) are
given in Fig. 1. Neither Chp2 nor MH2K encodes an external
scaffolding or major spike protein, X174 D or G protein,
respectively. The external scaffolding protein has at least two
known functions in X174 morphogenesis. It stabilizes the
procapsids at the two- and threefold axes of symmetry (8, 9)
and directs the placement of the major spike protein. These
functions are either not required or performed by different
proteins in MH2K-like phages. First, there is no major spike
protein. The twofold stabilization function may be performed
by Vp3, the internal scaffolding protein equivalent, which in
X174 self-associates across twofold axes of symmetry. Finally,
as seen in the cryoimage reconstruction of SpV4, a large coat
protein insertion loop forms spikes at the threefold axis of
symmetry. This large insertion loop may be a relic of the
ancestral external scaffolding or major spike protein. Coding
Vp3 in a normal reading frame, as opposed to a cretin, may be
a related phenomenon. The B proteins of the X174-like
phages are highly divergent, yet they cross-function, suggesting
that interactions are primarily nonspecific and flexible (5). In
addition, amino-terminal deletions are tolerated (4), probably
because the external scaffolding protein performs a similar
function. With the loss of the external scaffolding protein,
internal scaffolding protein interactions may need to be more
specific, requiring a reading frame unconstrained by other
genes.
Regardless of their evolution, the similarity between
MH2K and the chlamydiaphages is rather fortuitous. Chla-
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mydia research has been stifled by the lack of a genetic transfer
system, and it is hoped that the chlamydiaphages can serve as
a basis for its establishment. To develop the in vitro packaging
system necessary for fruition, the precise functions of the
phage proteins and cis-acting packaging elements must be
identified. These questions will be much easier to address in
the MH2K system, in which host-independent Bdellovibrio
mutants can be used in plaque assays to facilitate both genetic
and biochemical analyses.
ACKNOWLEDGMENTS
We thank Hans-Wolfgang Ackermann for technical assistance and
helpful comments, Ricardo Bernal for technical assistance, Ian Clarke
for helpful comments and reporting unpublished results, and Mark
Martin and Andrew Snyder for donating the Bdellovibrio bacteriovorus
HI 109 strain.
This work was supported in part by funds from the University of
Florida College of Medicine (M.A.-M. and R.M.), the National Science Foundation (grant MCB 9982284 to B.A F.), and the Undergraduate Research Program in Biology (Howard Hughes Medical Institute,
grant 71195–521304) at the University of Arizona (K.L.B.).
REFERENCES
1. Ackermann, H.-W. 2000. Frequency of morphologic phage descriptions in
the year 2000. Arch. Virol. 146:843–857.
2. Althauser, M., W. A. Samsonoff, C. Anderson, and S. F. Conti. 1972. Isolation and preliminary characterization of bacteriophages for Bdellovibrio bacteriovorus. J. Virol. 10:516–523.
3. Bull, J. J., M. R. Badgett, H. A. Wichman, J. P. Hueselsenbeck, D. M. Hillis,
A. Gulati, C. Ho, and I. J. Molineux. 1997. Exceptional evolution in a virus.
Genetics 147:1497–1507.
4. Burch, A. D., and B. A. Fane. 2000. Efficient complementation by chimeric
Microviridae internal scaffolding proteins is a function of the COOH-terminus of the encoded protein. Virology 270:286–290.
5. Burch, A. D., J. Ta, and B. A. Fane. 1999. Cross-functional analysis of the
Microviridae internal scaffolding protein. J. Mol. Biol. 286:95–104.
6. Chipman, P. R., M. Agbandje-McKenna, J. Renaudin, T. S. Baker, and R.
McKenna. 1988. Structural analysis of the spiroplasma virus, SpV4: implications for the evolutionary variation to obtain host diversity among the
Microviridae. Structure 6:135–145.
7. Colasanti, J., and D. T. Denhardt. 1987. Mechanism of replication of bacteriophage X174. XXII. Site-specific mutagenesis of the A* gene reveals
that A* protein is not essential for X174 DNA replication. J. Mol. Biol.
197:47–54.
8. Dokland, T., R. McKenna, L. L. Ilag, B. R. Bowen, N. L. Incardona, B. A.
Fane, and M. G. Rossmann. 1997. Structure of a viral assembly intermediate
with molecular scaffolding. Nature 389:308–313.
9. Dokland, T., R. A. Bernal, A. D. Burch, S. Pletnev, B. A. Fane, and M. G.
Rossmann. 1999. The role of scaffolding proteins in the assembly of the
small, single-stranded DNA virus X174. J. Mol. Biol. 288:595–608.
10. Fane, B. A., and M. Hayashi. 1991. Second-site suppressors of a coldsensitive prohead accessory protein of bacteriophage X174. Genetics 128:
663–671.
11. Godson, G. N., B. G. Barrell, R. Standen, and J. C. Fiddes. 1978. Nucleotide
sequence of bacteriophage G4 DNA. Nature 276:236–247.
12. Hayashi, M., A. Aoyama, D. L. Richardson, and M. N. Hayashi. 1988.
Biology of the bacteriophage X174, p. 1–71. In R. Calendar (ed.), The
bacteriophages, vol. 2. Plenum Publishing Corporation, New York, N.Y.
13. Hendrix, R. W., J. G. Lawrence, G. F. Hatfull, and S. Casjens. 2000. The
origins and ongoing evolution of viruses. Trends Microbiol. 8:504–508.
14. Hendrix, R. W., M. C. Smith, N. Burns, E. F. Ford, and G. F. Hatfull. 1999.
Evolutionary relationships among diverse bacteriophages and prophages: all
the world’s a phage. Proc. Natl. Acad. Sci. USA 96:2192–2197.
15. Hsia, R. C., L. M. Ting, and P. M. Bavoil. 2000. Microvirus of Chlamydia
psittaci strain guinea pig inclusion conjunctivitis: isolation and molecular
characterization. Microbiology 46:1651–1660.
16. Incardona, N. L., and J. Maniloff. 2000. Family Microviridae, p. 277–284. In
M. H. V. Van Regenmortel, C. M. Fauyquet, D. H. L. Bishop, E. B.
Carstens, M. K. Estes, S. M. Lemon, J. Maniloff, M. A. Mayo, D. J. McGeoch, C. R. Pringle, and R. B. Wickner (ed.), Virus taxonomy: classification
and nomenclature of viruses. Seventh report of the International Committee
on Taxonomy of Viruses. Academic Press, San Diego, Calif.
17. Kodaira, K., K. Nakano, S. Okada, and A. Taketo. 1992. Nucleotide sequence of the genome of bacteriophage ␣3: interrelationship of the genome
structure and the gene products with those of the phages X174, G4 and K.
Biochim. Biophys. Acta 1130:277–288.

1094

BRENTLINGER ET AL.

18. Lui, B. L., J. S. Everson, B. Fane, P. Giannikopoulou, E. Vertou, P. R.
Lambden, and I. N. Clareke. 2000. Molecular characterization of a bacteriophage (Chp2) from Chlamydia psittaci. J. Virol. 74:3464–3469.
19. McKenna, R., B. R. Bowen, L. L. Ilag, M. G. Rossmann, and B. A. Fane.
1996. The atomic structure of the degraded procapsid particle of bacteriophage G4: induced structural changes in the presence of calcium ions and
functional implications. J. Mol. Biol. 256:736–750.
20. McKenna, R., L. L. Ilag, and M. G. Rossmann. 1994. Analysis of the singlestranded DNA bacteriophage X174 at a resolution of 3.0 Å. J. Mol. Biol.
237:517–543.
21. McKenna, R., D. Xia, P. Willingmann, L. L. Ilag, S. Krishnaswamy, M. G.
Rossmann, N. H. Olson, T. S. Baker, and N. L. Incardona. 1992. Atomic
structure of single-stranded DNA bacteriophage X174 and its functional
implications. Nature 355:137–143.
22. Read, T. D., R. C. Brunham, C. Shen, S. R. Gill, J. F. Heidelberg, O. White,
E. K. Hickey, J. Peterson, T. Utterback, K. Berry, S. Bass, K. Linher, J.
Weidman, H. Khouri, B. Craven, C. Bowman, R. Dodson, M. Gwinn, W.
Nelson, R. DeBoy, J. Kolonay, G. McClarty, S. L. Salzberg, J. Eisen, and
C. M. Fraser. 2000. Genome sequences of Chlamydia trachomatis MoPn and
Chlamydia pneumoniae AR39. Nucleic Acids Res. 28:1397–1406.
23. Reese, M. G., N. L. Harris, and F. H. Eeckman. 1996. Large scale sequencing
specific neural networks for promoter and splice site recognition. In L.
Hunter and T. E. Klein (ed.), Electronic Proceedings of the 1996 Pacific
Symposium on Biocomputing. World Scientific Publishing Co., Singapore.
24. Renaudin, J., M. C. Paracel, and J. M. Bove. 1987. Spiroplasma virus 4:

J. BACTERIOL.

25.

26.
27.
28.
29.

30.
31.

nucleotide sequence of the viral DNA, regulatory signals, and the proposed
genome organization. J. Bacteriol. 169:4950–4961.
Sanger, F., A. R. Coulson, C. T. Friedmann, G. M. Air, B. G. Barrell, N. L.
Brown, J. C. Fiddes, C. A. Hutchison III, P. M. Slocombe, and M. Smith.
1978. The nucleotide sequence of bacteriophage X174. J. Mol. Biol. 125:
225–246.
Storey, C. C., M. Lusher, and S. J. Richmond. 1989. Analysis of the complete
nucleotide sequence of Chp1, a phage which infects Chlamydia psittaci.
J. Gen. Virol. 70:3381–3390.
Tessman, E. S., I. Tessman, and T. J. Pollock. 1980. Gene K of bacteriophage X174 codes for a nonessential protein. J. Virol. 33:557–560.
Tétart, F., C. Desplats, M. Kutateladze, C. Monod, H.-W. Ackermann, and
H. M. Krisch. 2001. Phylogeny of the major head and tail genes of the
wide-ranging T4-type bacteriophages. J. Bacteriol. 183:358–366.
Thompson, J. D., D. G. Higgins, and T. J. Gibson. 1994. CLUSTAL W:
improving the sensitivity of progressive multiple sequence alignment through
sequence weighting, position specific gap penalties and weight matrix choice.
Nucleic Acids Res. 22:4673–4680.
Varon, M., and R. Levishon. 1972. Three-membered parasitic system: a
bacteriophage, Bdellovibrio bacteriovorus, and Escherichia coli. J. Virol.
9:519–525.
Yap, W. H., Z. Zhang, and Y. Wang. 1999. Distinct types of rRNA operons
exist in the genome of the actinomycete Thermomonospora chromogena and
evidence for horizontal transfer of an entire rRNA operon. J. Bacteriol.
181:5201–5209.

