
1

THE MECHANISMS, APPLICATIONS, AND TARGET SITE
SELECTION OF BACTERIOPHAGE MU MINIMAL IN

VITRO DNA TRANSPOSITION REACTION

by
Saija Haapa-Paananen

Institute of Biotechnology and
Department of Biosciences, Division of Genetics,

 Helsinki Graduate School in Biotechnology and Molecular Biology,
Faculty of Science, University of Helsinki

ACADEMIC DISSERTATION
To be presented, with the permission of the Faculty of Science of the University
of Helsinki, for public criticism in auditorium 2 at the Viikki Infocenter (Viikinkaari

11, Helsinki) on 25 January 2002, at 12 o’clock noon.

Helsinki 2002



2

Supervisor

Docent Harri Savilahti,
Institute of Biotechnology,

University of Helsinki

Reviewers

Prof. Dennis Bamford
Department of Biosciences,

and Institute of Biotechnology
University of Helsinki

and

Prof. Alan H. Schulman
MTT Agrifood Research Finland, Jokioinen,

and Institute of Biotechnology,
University of Helsinki

Opponent

Michael Chandler, Director
Laboratoire de Microbiologie et Génétique Moléculaire du CNRS,

France

ISBN  952-10-0258-1
ISBN  952-10-0259-X (PDF, http://ethesis.helsinki.fi/)

ISSN  1239-9469
Yliopistopaino Oy

Helsinki 2002



3

TABLE OF CONTENTS

ORIGINAL PUBLICATIONS 5
ABBREVIATIONS 6
A. ABSTRACT 7
B. INTRODUCTION 8
1. TRANSPOSITION IS A WIDESPREAD PHENOMENON 8
2. TRANSPOSABLE ELEMENTS CAN BE DIVIDED INTO TWO MAJOR GROUPS 8
2.1. Some elements transpose via an RNA intermediate 8
2.1.1. Retroviruses 9
2.1.2. Retrotransposons 9
2.2. DNA transposons move via a DNA intermediate 9
3. MECHANISMS OF DNA TRANSPOSITION 10
3.1. Unity in transposition mechanisms 10
3.2. Similarity in the transposase proteins 11
3.3. Retroviral integration 12
3.4. Cut and paste transposition 12
3.4.1. Tn7 12
3.4.2. Tn10 (IS10) 13
3.5. Replicative transposition of Bacteriophage Mu 13
3.5.1. DNA sequences involved in the Mu transposition 14
3.5.2. The proteins involved in Mu transposition 15
3.5.3. Three-site synapsis (LER) 16
3.5.4. Stable synaptic complex formation 17
3.5.5. Donor cleavage 17
3.5.6. Strand transfer 18
3.5.7. Processing of the strand transfer complex 18
3.5.8. Division of labour within the tetramer of MuA 19
3.5.9. Relaxed requirements in vitro 19
4. TARGET SITE SELECTION IN TRANSPOSITION 20
4.1. Several protein factors can act in the target site selection 20
4.2. Regional target site selection 22
4.3. A consensus sequence can often be found 22
4.4. Certain target DNA structures can also be preferred 22
4.5. Bacteriophage Mu target site selection 22
5. TRANSPOSONS AS MOLECULAR TOOLS 23
5.1. Why transposon tools? 23
5.2. Different ways to use transposon tools 24
5.2.1. In vivo tools 24
5.2.2. Simplified in vitro tools 25
C. AIMS OF THE PRESENT STUDY 27
D. MATERIALS AND METHODS 28



4

E. RESULTS AND DISCUSSION 29
1.  THE MINIMAL IN VITRO TRANSPOSITION REACTION RECAPITULATES THE HALLMARKS OF IN

VIVO TRANSPOSITION 29
1.1. One-ended versus two-ended integration (I) 29
1.2. Efficiency (I, II) 30
1.3. Accuracy (I, II) 30
1.4. Target site selection (I, II) 30
2. APPLICATIONS OF THE MINIMAL MU IN VITRO TRANSPOSITION

METHODOLOGY 31
2.1. Genetic footprinting (I) 31
2.2. Sequencing (II) 31
3. TARGET SITE SELECTION (III) 32
3.1. A new quantitative nucleotide-level assay 32
3.2. The nucleotide consensus 33
3.3. Dinucleotide preferences 34
3.4. An apparent symmetry in the target site selection 34
3.5. Insertion site preferences can be predicted 35
3.6. The effect of the sequences surrounding the target pentamer core 35
3.7. The structural properties of the target DNA 35
3.8. The extent of the “surrounding sequence effect” 36
3.9. A general picture of the target site selection 37
F. CONCLUSIONS AND FUTURE PERSPECTIVES 38
G. ACKNOWLEDGEMENTS 39
H. REFERENCES 40



5

ORIGINAL PUBLICATIONS

This  thesis is based on the following articles, which are referred to in the text by
their Roman numerals.

I Haapa S., Taira S., Heikkinen E., and Savilahti H. (1999) An efficient and
accurate integration of mini-Mu transposons in vitro: a general methodology
for functional genetic analysis and molecular biology applications. Nucleic Acids
Res., 27, 2777-2784. A published erratum appears in Nucleic Acids Res., 27,
no. 15. The printing error  in Figure 1A  has been corrected for the electronic
version.

II Haapa S., Suomalainen S., Eerikäinen S., Airaksinen M., Paulin L., and Savilahti
H. (1999) An efficient DNA sequencing strategy based on the bacteriophage
Mu in vitro DNA transposition reaction. Genome Res., 9, 308-315.

III Haapa-Paananen S., Rita H., and Savilahti H. DNA transposition of bacteri-
ophage Mu: a quantitative analysis of target site selection in vitro. J. Biol.
Chem. In press (JBC Papers in Press. Published on November 7, 2001 as
Manuscript M108044200).



6

ABBREVIATIONS

A adenine
ATP adenosine triphosphate
bp base pair(s)
C cytosine
CDC cleaved donor complex
cDNA complementary deoxyribonucleic acid
DMSO dimethyl sulfoxide
DNA deoxyribonucleic acid
ds double-stranded
G guanine
HPLC high-pressure liquid chromatography
HU accessory protein (hydroxyurea)
IHF integration host factor
IR inverted repeat
IS insertion sequence
kb kilobase pairs
LTR long terminal repeat
MRF Mu replication factors
MuA bacteriophage Mu transposase protein A
MuB bacteriophage Mu protein B
nt nucleotide(s)
PAGE polyacrylamide gel electrophoresis
PCR polymerase chain reaction
Pu purine(s)
Py pyrimidine(s)
R purines: adenine or guanine
RE restriction enzyme
RNA ribonucleic acid
ss single stranded
SSC stable synaptic complex
STC strand transfer complex
T thymidine
TCC target capture complex
Tn transposon
Y pyrimidines: cytosine or thymidine
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A. ABSTRACT

Transposons are mobile genetic ele-
ments that are able to translocate from
one site to another within the genomes
of their host organisms by a special
form of DNA recombination called
transposition. Transposons have been
utilised as essential tools in genetics for
many years. However, many of the cur-
rent transposon-based methods suffer
from limitations such as: (a) transposi-
tion is performed in vivo as a multistep
process with limitations in the host
ranges; (b) accuracy and/or efficiency
of the transposition reaction is not opti-
mal; (c) a limited set of target sites is
used.

Bacteriophage Mu uses DNA
transposition to replicate its genome
and is one of the best-characterised
mobile genetic elements. Mu was also
the first mobile element for which a cell-
free in vitro transposition reaction was
established. The in vitro transposition
reaction of bacteriophage Mu has been
further simplified, and under certain
reaction conditions only three mac-
romolecular components are required:
MuA transposase, short Mu right-end
sequences and target DNA. We de-
scribe here a new Mu transposon tool,
which is based on a minimal one-step
in vitro transposition reaction and cir-
cumvents the above limitations. This
Mu transposon-based tool works effi-
ciently and accurately, and displays low
target site selectivity with some prefer-
ences. Since the reaction is performed
in vitro, host-range limitations are
avoided. Firstly, the utility of this sys-
tem in functional genetic analysis is
demonstrated using restriction analysis
and PCR-based genetic footprinting
strategies. Secondly, we describe an ef-
ficient and simple DNA sequencing

strategy based on the minimal bacteri-
ophage Mu in vitro transposition reac-
tion. This proof of concept has led to a
commercial product for DNA sequen-
cing.

The features behind the pref-
erences in the integration site selection
are also further characterised. The Mu
transpositional DNA recombination ma-
chinery selects target sites by assem-
bling a protein-DNA complex that inter-
acts with the target DNA and reacts
whenever it locates a favourable se-
quence composition. Preferential usage
of different target pentamers was stud-
ied with a minimal Mu in vitro system,
and quantitatively compiled consensus
sequences for the most preferred and
the least preferred sites were gener-
ated. The favoured and disfavoured
sites were also analysed as base pair
steps, which dictate the sequence-re-
lated DNA structure. This study dem-
onstrated for the first time the impact
of the surrounding sequences on the
target site selection by MuA. Symmetri-
cal patterns in several DNA structural
parameters spanning a ~23-24-bp re-
gion around the target pentamer were
detected. As a result, a new, more struc-
turally oriented perspective on the tar-
get site selection is obtained. Addition-
ally, this study provides a new means
to predict insertion site preferences.
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B. INTRODUCTION

1. TRANSPOSITION IS A WIDESPREAD
PHENOMENON

Transposable elements are discrete
segments of genetic material that are
capable of moving from one locus to
another in their host genome or even
between different genomes. The phe-
nomenon was first realised by Barbara
McClintock in the 1940s, when she dis-
covered the mobile “controlling ele-
ments” in maize (McClintock, 1987).
Because of this ability to translocate be-
tween genomic locations, transposable
elements (i.e.  transposons) are also
referred to as mobile elements or “jump-
ing genes”. Generally, transposons
move by a special form of recombina-
tion called transposition, which does not
require sequence homology in the tar-
get locus. As a by-product of their
movement, transposable elements
cause insertional mutations and medi-
ate various types of other genome
rearrangements, such as deletions and
inversions. Transposable elements play
an important role in evolution by creat-
ing a source of genetic variation and
by introducing new genetic material into
host genomes. Before their discovery,
genomes were regarded as stable, but
the growing knowledge of different
mobile elements has been a major fac-
tor in changing the thinking towards ge-
nomic fluidity (reviewed by Berg and
Howe, 1989; Leach, 1996; Saedler and
Gierl, 1996; Sherratt, 1995).

Transposable elements are ubiqui-
tous residents of all organisms studied
in detail. Different mobile elements have
been found in prokaryotes as well as in
eukaryotes. For instance, over 50 % of
the maize genome and 45 % of the
human genome are comprised of trans-

posable elements (review by Hurst and
Werren, 2001). Transposition reactions
are utilised in a variety of different proc-
esses, such as in the spreading of anti-
biotic resistance-coding genes in bac-
teria, and in the life cycles of certain
bacteriophages (e.g. Mu). Also, the in-
tegration of retroviruses, such as HIV,
and the intracellular movement of
retroviral-like elements follow transpo-
sition reaction chemistry. Recently, a
similar reaction mechanism was dis-
covered in V(D)J recombination, which
is behind the rearrangement of gene
segments during the maturation of B
and T cell lymphocytes in mammals.
V(D)J recombination generates the di-
versity of the immune system, which is
needed to defend against foreign anti-
gens invading our bodies. Because of
the similarities in reaction mechanisms,
it has been suggested that V(D)J re-
combination  is of an ancestral trans-
positional origin (Agrawal et al., 1998;
Hiom et al., 1998).

2. TRANSPOSABLE ELEMENTS CAN BE
DIVIDED INTO TWO MAJOR GROUPS

Transposable elements have adopted
different strategies for their movement
from one genomic site to another. Two
major groups can be distinguished ac-
cording to the genetic material utilised
as an intermediate in the reactions.

2.1. Some elements transpose via
an RNA intermediate

Some transposable elements exist in
one stage of their life cycle as an RNA
intermediate. They are often referred
to as retroelements, as distinct from el-
ements that utilise solely DNA interme-
diates (Figure 1). Retroelements in-
clude retrotransposons and several
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other groups, but  retroviruses also use
similar strategies in their life cycles.

2.1.1. Retroviruses

Common to retroviruses is that they re-
quire a reverse transcriptase to tran-
scribe the RNA intermediate into a
cDNA copy. Infectious retrovirus parti-
cles contain RNA, which is reverse-tran-
scribed after infection into a double-
stranded DNA copy. The dsDNA is
processed and joined to the host ge-
nome by a retroviral enzyme, the
integrase (reviewed by Hindmarsh and
Leis, 1999). New infectious retroviruses
can then be produced from this inte-
grated provirus by the synthesis of new
RNA copies and the packaging of these
RNAs into nucleocapsid particles prior
to the release of mature retroviruses
(reviewed by Coffin et al., 1997; Polard
and Chandler, 1995).

2.1.2. Retrotransposons

Retrotransposons (reviewed by Boeke
and Stoye, 1997) are closely related to
retroviruses in their many conserved
genes and similar life cycles. The ma-
jor difference generally is that although
retrotransposons make nucleoprotein
capsids, these do not mature into in-
fectious viruses and thus do not exit the
host cell. The retrotransposon life cy-
cle is described in Figure 1. Retrotrans-
posons can further be subcategorised
by the presence or lack of long termi-
nal repeats (LTRs) at their terminal
ends. The LTR-retrotransposons code
for retrovirus-like proteins, but lack an
envelope protein that is needed for the
exit from the cell. A diverse group of
elements, which are not flanked by long
terminal repeats, are called non-LTR
retrotransposons. Some retrotrans-
posons have accumulated mutations or
lack necessary proteins, preventing

RETROTRANSPOSITION

DNA TRANSPOSITION

RNA-polymerase

Reverse
Transcriptase

Integrase

RNA
DNA

Transposase

DNA

Transposase

them from transposing unless suitable
proteins are provided in trans.

2.2. DNA transposons move via a
DNA intermediate

A diverse group of transposable ele-
ments relies solely on DNA interme-

Figure 1. Transposable elements can be
divided into two major groups according to
the transposition intermediates used. The
transposable element is shown as a
hatched box within a larger DNA-fragment
(horizontal double line). The enzymes in-
volved in the reactions are enclosed in
boxes. Retrotransposition, as shown
above, involves transcription of the inte-
grated DNA copy of the element  into RNA
by the host RNA polymerase. This is fol-
lowed by reverse transcription of the RNA
into a double-stranded cDNA copy by the
element-encoded reverse transcriptase
(RT). The dsDNA copy is then integrated
into a new target DNA location by the ele-
ment-encoded integrase (IN). The retro-
transposition produces new copies of the
element and is therefore called replicative.
DNA transposition, shown below, is cata-
lysed by an element-encoded transposase
(see text for more details). DNA transposi-
tion can be either replicative or non-
replicative (Adapted from Polard and Chan-
dler, 1995).
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diates without an RNA phase. These
are generally called DNA transposons
and they vary in size and complexity
from small simple insertion sequences
(ISs) to longer composite transposons
made of ISs, and further to more com-
plex bacteriophages. Several DNA
transposable elements, as well as RNA
elements, are known to occur in high
copy numbers in plants (reviewed by
Fedoroff, 2000; Flavell et al., 1994). The
diversity of DNA transposable elements
is reflected  in the over 500 insertion
sequences found in bacteria (Mahillon
and Chandler, 1998), and the number
is constantly growing due to ongoing
sequencing projects. Different DNA
transposons can be classified by simi-
larities in their structure, transposition
reaction mechanism, and nucleotide or
protein sequence conservation. How-
ever, little is still known about the de-
tails of the reaction mechanisms of
many elements.

Generally, DNA transposons have
distinct and unique sequences at the
ends of the element. These sequences
are recognised by an element-encoded
recombinase protein, the transposase.
The transposase needs to recognise
the element ends accurately to avoid
shortening and thus destruction of the
element. Variable numbers of trans-
posases, accessory proteins and anti-
biotic resistance genes, among others,
can be encoded between the ends.
Similarly to retrotransposons, some
DNA transposons have lost necessary
functions (i.e. defective elements) and
are able to transpose only if those func-
tions are provided in trans. Host pro-
teins may also be needed for effective
transposition.

3. MECHANISMS OF DNA TRANSPOSI-
TION

3.1. Unity in transposition mecha-
nisms

DNA transposons can be defined as
pieces of DNA residing in the genome,
which are capable of translocating
themselves into new genomic locations.
Although the reaction mechanisms of
different DNA transposons seemed
complex and varied when discovered,
common themes have emerged during
the past few years (Craig, 1995). DNA
transposons as well as retroviruses
share two critical chemical reaction
steps, namely, phosphodiester bond
cleavage at the ends of the element (do-
nor DNA) and joining of the element
ends into a new target DNA site (see
Figure 2).

These two critical reaction steps,
the donor cleavage and strand trans-
fer, are catalysed by one or more
transposase proteins that bind in a se-
quence-specific manner to the trans-
poson ends and assemble in a protein-
DNA complex called a transpososome
(for reviews see Haniford and Chaco-
nas, 1992; Mizuuchi, 1992; Craig, 1995;
Mizuuchi, 1997). Firstly, a pair of site-
specific endonucleolytic phosphodi-
ester bond cleavages is made at the
flanking host-transposon DNA bound-
ary, exposing the donor 3’-hydroxyl
(OH) ends (donor cleavage step). Sec-
ondly, the donor 3’-OH ends are joined
in a pair of DNA strand transfer reac-
tions to the target DNA 5’-ends, which
are made by a concerted staggered cut
(strand transfer step). These two steps
can be considered as a special form of
site-specific recombination, resulting in
the formation of the transposition inter-
mediate, the strand transfer product.
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These two steps are referred to here
as the transposition reaction, although
also a third step takes place in host cells
where the strand transfer product is
repaired and /or replicated by the host
proteins (see Figure 2 and more details
below). This repair step results in du-
plication of the target site. The length
of the target site duplication depends
on the staggered cut made during
strand transfer.

Depending on the element, either
one or both strands of donor DNA can
be cut by the element-encoded trans-
posase(s), or integrase in the case of
retroviruses. Two different outcomes
can follow, depending on the cleavage
step: either a simple insertion or a
cointegrate formation (see Figure 2).

3.2. Similarity in the transposase
proteins

In addition to the mechanistic parallels
described above, similarities are also
seen at the protein level. The trans-
posase proteins and retroviral in-
tegrases share structurally related cata-
lytic domains. In particular, a three
acidic residue DDE-motif, which is es-
sential for catalytic activity, is conserved
(reviewed by Haren et al., 1999). The
growing number of solved crystal struc-
tures of various integrases and trans-
posases have provided a detailed pic-
ture of the structural homologies (re-
viewed by Rice and Baker, 2001; MuA
core domain, Rice and Mizuuchi, 1995;
ASV integrase, Bujacz et al., 1995; Tn5
transposase synaptic complex, Davies
et al., 2000; HIV-1 integrase, Dyda et

Non-replicative Replicative

Donor cleavage

Target joining

Repair/ Replication

3'OH-
-3'OH

3'OH-
-3'OH

+

simple insertion
cointegrate

Cut and paste
Tn10, Tn7 etc

Phage MuRetrovirus

Transcription

Reverse transcription

3'OH-
-3'OH

simple insertion

HIV

Figure 2. Unity can be seen in the transposition reaction mechanisms. The mobile ele-
ment is depicted by a bold black double-line and the target DNA by a dark grey double-
line. Light grey denotes areas that are repaired/replicated by host cell factors. (Adapted
from Craig 1995).
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al., 1994, Goldgur et al., 1998; RSV
integrase, Yang et al. 2000).

3.3. Retroviral integration

During retrovirus integration (reviewed
by Hindmarsh and Leis, 1999), the vi-
ral RNA genome is first converted to
double-stranded DNA by the virus-en-
coded reverse transcriptase. A few
nucleotides from each 3’-end of this
dsDNA are then cleaved by the retro-
viral integrase and a simple insert is pro-
duced as a result of strand transfer (Fig-
ure 2). Because only one DNA strand
is cleaved, a few unpaired nucleotides
remain attached to the so-called non-
transferred strand. Host proteins pre-
sumably remove or repair these un-
paired nucleotides as well as the sin-
gle stranded gaps that result from the
staggered cut made during strand trans-
fer. Because an integrated retrovirus (or
provirus) is transcribed from the DNA
copy to RNA and further reverse-tran-
scribed to DNA before new integration
(as illustrated in Figure 1 for retrotrans-
position), the number of retrovirus DNA
copies increases. Therefore, retrovirus
integration is always replicative.

3.4. Cut and paste transposition

Some transposons are excised totally
from the surrounding DNA and thus can
freely insert into new target DNA. These
elements are jointly referred as the “cut
and paste” transposons. The strand
transfer product of the cut and paste –
type reaction is a simple insert with sin-
gle stranded gaps around the element
(Figure 2). These gaps are then re-
paired by host proteins. The cut and
paste transposition mechanism results
in the movement of an element from
one place to another without preserv-
ing the element in its original location.
Thus, cut and paste transposition is also

referred to as non-replicative transpo-
sition. However,  non-replicative trans-
posons can also become replicated in-
directly if the host cell replication ma-
chinery replicates through the genomic
region, thus copying the transposon
before excision.

Different transposons have evolved
varying strategies for cutting both DNA
strands (reviewed by Turlan and Chan-
dler, 2000). Transposition mechanisms
of Tn7 and Tn10 are briefly considered
here as examples.

3.4.1. Tn7

Tn7 is a relatively large (14-kb) bacte-
rial transposon (reviewed by Craig
1991, 1996). It is exceptional in that it
has separate transposases for cutting
the 3’- and 5’-ends (Sarnovsky et al.,
1996). The Tn7 encodes five separate
transposase genes: TnsA, B, C, D and
E (Waddell and Craig, 1988). The TnsA
protein mediates DNA cleavage reac-
tions at the 5’-ends of Tn7, while TnsB
cuts the 3’-ends and catalyses strand
transfer using the newly made 3’-OH
ends as nucleophiles (May and Craig
1996, Sarnovsky et al., 1996). TnsB is
a member of the retroviral integrase
superfamily, with the common DDE-
motif (Sarnovsky et al., 1996). Rather
surprisingly, structural studies revealed
that the TnsA resembles type II restric-
tion endonucleases (Hickman et al.,
2000). Minimally, TnsA together with
TnsB can mediate DNA breakage and
intramolecular joining alone in certain
special conditions (Biery et al., 2000a).
Normally TnsC, an ATP-dependent
regulatory protein, is needed for trans-
position, as it activates the TnsAB
transposase and mediates contacts to
the target selecting proteins TnsD and
TnsE (Bainton et al., 1993; Stellwagen
and Craig, 1997a; 1998; 2001; Lu and
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Craig, 2000; see the target site selec-
tion chapter below).

3.4.2. Tn10 (IS10)

Tn10 is a composite tetracycline
resistance -causing transposon with in-
verted repeats of insertion sequence
IS10 at its ends (Kleckner et al. 1975).
The Tn10 possesses only one trans-
posase protein containing the common
catalytic DDE-motif (Bolland and
Kleckner, 1996; Kennedy and Haniford
1996), which supposedly functions in
divalent metal ion binding (Allingham et
al. 1999). The Tn10 uses non-replica-
tive cut and paste-type transposition in-
volving double-strand breaks at the
transposon termini (Morisato and Kleck-
ner 1984, Bender and Kleckner 1986,
Benjamin and Kleckner 1992). The first
strand is cut with a mechanism that
seems to be conserved among differ-
ent DNA transposons. After the hydro-
lytic cleavage of the first strand, the ex-
posed 3'-OH can attack the second
(non-transferred) strand and join the 3'-
OH to the scissile phosphate to form a
transposon end hairpin. The Tn10
transposase can then open the hairpin,
regenerating a 3'-OH residue (Kennedy
et al. 1998, Allingham et al. 2001).
These steps yield double-strand
breaks, which free the mobile element
from the flanking host DNA. The target
DNA enters the reaction only after the
transposon excision (Junop and Hani-
ford 1997, Sakai and Kleckner 1997,
Sakai et al. 2000). The catalytic DDE-
motif is needed also for the target cap-
ture (Junop and Haniford 1997).

Bacterial transposon Tn5 also uses
a similar hairpin-mechanism to cut the
two DNA strands (Bhasin et al., 1999).
Still another variation of the theme is
shown by IS911, which excises through
a circle-form intermediate (Polard and

Chandler, 1995; Ton-Hoang et al., 1997,
1998, 1999).

3.5. Replicative transposition of
Bacteriophage Mu

Bacteriophage Mu is a temperate
phage, which was discovered in Es-
cherichia coli by Larry Taylor (1963) be-
cause of its ability to cause mutations.
Hence it was given the name Mu, for
mutator. Bacteriophage Mu is excep-
tional in that it utilises DNA transposi-
tion reaction in two ways: (1) it inte-
grates its DNA into the host genome
non-replicatively following infection,
thus producing simple insertions dur-
ing lysogenisation (Harshey, 1984;
Chaconas et al. 1983); (2) it replicates
itself by multiple rounds of replicative
transposition during  lytic growth
(Chaconas et al. 1981). Little is known
about the mechanism of the first inte-
gration of infecting bacteriophage Mu,
which leads to a simple insertion.
Simple inserts have been proposed as
the result of the repair of the so-called
Shapiro-intermediate (Shapiro 1979) of
the replicative pathway; the 5'-ends may
be nucleolytically cut and repaired, re-
sulting in a simple insertion (Harshey
1987, Craigie and Mizuuchi 1985a,
Lavoie and Chaconas 1996).

The Mu transposition has been
studied for years in vivo, but the
development of a cell-free in vitro sys-
tem (Mizuuchi, 1983) has allowed more
detailed analysis. This has made the
transposition reaction mechanism of
bacteriophage Mu one of the most
extensively studied (reviewed by Mizuu-
chi 1992; Baker 1995; Chaconas et al.
1996; Craigie 1996; Lavoie and Cha-
conas 1996).
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3.5.1. DNA sequences involved in
the Mu transposition

Bacteriophage Mu has a linear dsDNA
genome of 37-Kb in length (Howe,
1987). In addition to the Mu sequences,
heterogeneous host DNA is present in
the phage Mu-ends due to “headfull”
DNA packaging (Bukhari et al., 1976).
Actual Mu DNA has three transposase
binding sites at each end of the Mu
genome, named L1, L2 and L3 at the
left-end and R1, R2 and R3 at the right-
end (Craigie et al., 1984, see Figure 3
for a description of their orientations and
positions). These six sites share a 22-
nucleotide consensus sequence, with
no obvious internal symmetry (Craigie
et al. 1984; Mizuuchi 1992). The R1 and
R2 are close to each other and are ori-

ented similarly, while R3 is oriented in
a different direction. The left-end sites
are oriented similarly, but L1 is sepa-
rated from L2 and L3 (Craigie et al.,
1984). All six binding sites are not
equally important for transposition. In
vitro studies with the mini-Mu donor
plasmid have shown that only R1, R2
and L1 are protected by the MuA
transposase in the CDC and STC com-
plexes (see below) in a Dnase I protec-
tion assay (Lavoie et al., 1991; Mizuuchi
et al. 1991).

The terminal 5’-CA-3’ nucleotides
of the donor ends, especially the last
adenine, are essential for in vivo and
in vitro transposition reactions (Bur-
lingame et al., 1986; Surette et al.,
1991; Coros and Chaconas, 2001). Mu-

L1 L2 L3

R3 R2 R1

Left end
Right end

O1 O2 O3IHF

Operator region

IAS

Pe Pc

6 28 111 133 173151

628505677

889 998

Figure 3. The organisation of the MuA protein binding sites and the internal activator
sequence (IAS) in the Mu genome. The MuA-binding sites, L1-L3 and R1-R3, are shown
by bold arrows. The direction of the arrow marks the orientation of the 22-bp MuA-binding
consensus sequence. Numbering starts from the 5’-ends, the wavy line marks the flanking
host DNA. The IAS/operator region is shown as an expanded internal fragment with the
IHF binding site shown as a hatched rectangle. Two promoters are also shown; Pe directs
the expression of a rightward transcript that includes the A and B genes. Pc directs the
expression of the Mu repressor c gene. The figure is not drawn to scale. The left and right-
ends are drawn according to Craigie et al., 1984; the IAS/ operator part is adapted from
Baker, 1995.
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Figure 4. Illustration of the MuA structure with different functions assigned to various
domains. Two protease hypersensitive sites at residue 243 and 574 divide MuA into three
main domains (Adapted from Baker and Luo, 1994; Krementsova et al., 1998).
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tations in the terminal nucleotides af-
fect formation of the transposition com-
plex, donor cleavage, and strand trans-
fer in vitro; the extent depends on the
type and position of the mutation (Coros
and Chaconas, 2001).

In addition to the terminal trans-
posase binding sites, an internal acti-
vator sequence (i.e. IAS, or transposi-
tional enhancer) is also needed for effi-
cient transposition in vivo and in cer-
tain conditions in vitro (Mizuuchi and
Mizuuchi, 1989; Surette et al. 1989;
Leung et al., 1989). IAS is close to the
left end of the Mu genome and it con-
tains a binding site for IHF (Figure 3).
The enhancer overlaps with two tran-
scriptional operators, which are also the
binding site for a Mu phage encoded
repressor. When the repressor is pro-
duced, it presumably prevents the
synaptic complex assembly by block-
ing the enhancer, and also negatively
regulates the transcription of Mu A and

B genes (Craigie et al., 1984; Mizuuchi
and Mizuuchi, 1989).

3.5.2. The proteins involved in Mu
transposition

Bacteriophage Mu encodes two pro-
teins involved in transposition; the
transposase MuA (Craigie and Mi-
zuuchi, 1985b) and an accessory acti-
vator of transposition, MuB. MuA is a
663 amino acid, 75-kDa protein, which
can be divided into separate domains
by susceptibility to proteolytic cleavage
(Figure 4). The N-terminal domain con-
tains two sequence-specific DNA-bind-
ing domains, which are used to bind to
the operator sequences in the IAS and
the MuA-binding sites within the left and
right ends of the Mu genome (Naka-
yama et al., 1987; Mizuuchi and Mizuu-
chi, 1989; Leung et al., 1989). The C-
terminal domain IIIb is responsible for
interaction with MuB (Baker et al., 1991;
Leung and Harshey 1991) and it has
been suggested that domain IIIa inter-
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acts with the Mu-host junction (Naigam-
walla et al., 1998). The central core (do-
main II) contains three acidic residues
(D269, D336 and E392) essential for
DNA cleavage and strand transfer
(Baker and Luo, 1994; Krementsova et
al., 1998). This catalytic motif is con-
served at the amino acid level but es-
pecially at the structural level between
the MuA protein, different transposases
and retroviral integrases (Rice and
Mizuuchi, 1995; Rice and Baker, 2001).

Bacteriophage Mu also encodes an
activator protein, MuB (Baker et al.,
1991; Surette et al., 1991). The MuB
protein stimulates intermolecular strand
transfer in the presence of ATP (Max-
well et al., 1987) by binding to targets
without Mu-end sequences (Adzuma
and Mizuuchi, 1988; Darzins et al.,
1988). Phage Mu thus avoids destruc-
tive self-insertion because of differen-
tial distribution of the MuB between “im-
mune” (Mu-end sequence-containing)
and “non-immune” DNA molecules, a
phenomenon called target immunity
(Adzuma and Mizuuchi, 1988, 1989;
Darzins et al., 1988). It has been sug-
gested that MuB may  have a differen-
tial role in non-replicative transposition
during infection and replicative trans-
position; MuB is not required for the first
integration although it seems to en-
hance the process (Roldan and Baker,
2001).

Other transposition accessory pro-
teins include the host-encoded DNA
bending proteins HU (i.e. hydroxyurea;
Craigie et al., 1985) and IHF (integration
host factor) in the case of Escherichia
coli. HU promotes assembly by bind-
ing and bending DNA between the L1
and L2 sites (Lavoie and Chaconas,
1993; Lavoie et al., 1996). HU also has
a second binding site in the transposi-
tion complex, which is possibly recog-

nised through an altered DNA structure
(Lavoie and Chaconas, 1994).

The second host-encoded protein,
IHF, binds the transpositional enhancer
(IAS) sequence during initial assembly
(Surette and Chaconas, 1989; Surette
et al., 1989). Highly supercoiled plas-
mid donor DNA is required for efficient
transposition and is important for the
IAS function in vitro, but within physi-
ological supercoiling levels IHF acts as
a “supercoiling relief factor” enabling
transposition (Surette and Chaconas,
1989). High concentrations of IHF can
substitute for HU, both of which are
DNA flexer proteins (Surette and
Chaconas, 1989).

3.5.3. Three-site synapsis (LER)

Bacteriophage Mu transposes through
a series of protein-DNA complexes
called transpososomes, which consist
of the two ends of the bacteriophage
Mu genome, synapsed by the MuA
transposase protein. MuA binds initially
as a monomer to the MuA binding sites
at  the ends of the donor DNA , but func-
tions as a tetramer of MuA (Lavoie et
al., 1991; Baker and Mizuuchi, 1992;
Baker et al. 1993). The first complex
known to form during in vitro transposi-
tion is a three-site synaptic LER-com-
plex between the enhancer, left- and
right-ends of Mu (Watson and Cha-
conas, 1996). Host HU and IHF proteins
help in the formation and stabilisation
of productive LER. The N-terminal do-
main of MuA, which binds to the en-
hancer, is essential for LER-formation.
The LER-complex is a transient inter-
mediate that is rapidly converted to a
stable synaptic complex (Watson and
Chaconas, 1996). Figure 5 shows the
formation of LER and the following
transpososome complexes in vitro with
supercoiled plasmid substrates.
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3.5.4. Stable synaptic complex
formation

The transient LER is converted to a sta-
ble synaptic complex (SSC, Mizuuchi
et al., 1992) also called a type 0 com-
plex. In the SSC the two ends of Mu
are synapsed stably with a tetramer of
MuA, but no cleavage has yet occurred.
The IAS is not a stable component of
SSC and it is required only for assem-
bly (Mizuuchi et al. 1992). The SSC
accumulates in the presence of Ca2+,
whereas either Mg2+ or Mn2+ is needed
for the following steps (Mizuuchi et al.,
1992). Formation of SSC is a critical
control point in the Mu transposition
pathway before any chemical reaction
steps are made (Mizuuchi et al., 1992).
High control is achieved by meeting

several requirements: the properly ori-
ented Mu-ends, accessory DNA sites,
suitable divalent cation, supercoiled
DNA topology and probably extensive
structural transitions in the DNA-protein
transpososome with high transition en-
ergy requirements.

3.5.5. Donor cleavage

Mu transposition includes two critical
chemical steps similar to those de-
scribed above for other DNA trans-
posons. In the first chemical step, a pair
of site-specific endonucleolytic cleav-
ages is made at the flanking host –
transposon DNA boundary, exposing
the Mu 3’-OH ends. In the presence of
Mg2+, the SSC is converted to a cleaved
donor complex (CDC, Craigie and
Mizuuchi, 1987), also called a type 1
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HU, IHF
Mg2+

L R
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L R
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strand
cleavage

mini-Mu LER Type 0 Type 1

Type 2

SSC CDC

STC

intermolecular
strand transfer

intra-
molecular

strand
transfer

target DNA
MuB, ATP

Insertion in
vector DNA

Insertion in
Mu DNA

Figure 5. The replicative bacteriophage Mu DNA transposition pathway. Mu in vitro
transposition reaction with supercoiled Mini-Mu donor plasmid, enhancer sequence, right-
and left-end binding sites for MuA. In addition to MuA, also HU, IHF, Mg2+, MuB, ATP and
target plasmid are required for the reaction. See the text for more details. (Drawn accord-
ing to Wu and Chaconas, 1997).
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transpososome complex (Surette et al.,
1987). In the CDC, the cleaved Mu-
ends are held together non-covalently
ready to complete strand transfer if
MuB, ATP and target DNA is provided
(Figure 5). Also, donor DNA pre-
cleaved with restriction enzymes can
accomplish strand transfer upon incu-
bation with MuA, MuB, ATP, and target
DNA (Craigie and Mizuuchi, 1987).
Thus, the cleavage and strand transfer
are not energetically coupled.

Donor cleavage occurs by a single-
step mechanism involving direct hy-
drolysis by water without covalent in-
termediates (Mizuuchi et al., 1999). In
donor cleavage, a water molecule acts
as the nucleophile attacking  the scissile
phosphodiester bond at the transposon
3’-end.

3.5.6. Strand transfer

The second chemical step consists of
a pair of DNA strand transfer reactions
in which the Mu donor 3’-OH ends are
joined to the target DNA 5’-ends, which
are made by a concerted 5-bp stag-
gered cut. The transpososome complex
is called a strand transfer complex
(STC) or a type 2 transpososome
(Craigie and Mizuuchi, 1985a; Surette
et al., 1987). The strand transfer reac-
tion results in a branched molecule (i.e.
the Shapiro-intermediate; Shapiro,
1979), in which the donor DNA is
covalently linked to the target DNA via
5-nt single stranded gaps.

Strand transfer occurs via a one-
step transesterification mechanism (Mi-
zuuchi and Adzuma, 1991). The 3’-OH
ends of the donor DNA act as the
nucleophiles attacking  the target DNA
phosphates, which are in staggered
positions, thus accomplishing a simulta-
neous one-step cleavage and joining.
Similar polynucleotidyl transfer reaction

mechanisms are shared among several
DNA transposition, retrovirus, and
V(D)J recombination reactions (Ken-
nedy et al., 2000; Mizuuchi, 1997).

MuB, together with ATP, stimulates
the strand transfer by recruiting a suit-
able target and delivering it to the
transpososome (Baker et al., 1991;
Yamauchi and Baker, 1998). The MuB
bound target DNA can also be captured
earlier along the reaction pathway dur-
ing the LER, SSC or CDC complexes,
thus before the actual strand transfer
(Naigamwalla and Chaconas, 1997).
MuB also stimulates donor cleavage,
especially if a terminal nucleotide has
been mutated in one transposon end
or the transposon is surrounded by
unfavourable flanking sequences
(Surette et al., 1991; Wu and Cha-
conas, 1992).

3.5.7. Processing of the strand
transfer complex

The strand transfer product is a
branched molecule with single stranded
gaps and the MuA tetramer still intact.
The ST-product usually serves as a
template for Mu DNA replication, which
leads to the formation of cointegrates.
Alternatively, simple inserts can be
formed possibly via repair of the ST-
product (Craigie and Mizuuchi, 1985a).
The stably bound MuA at the strand
transfer product poses an impediment
for assembly of the replication fork by
host replication factors (Kruklitis and
Nakai, 1994). Therefore, during transi-
tion from the transpososome to a
replisome, the STC is destabilised and
disassembled by Escherichia coli host
proteins ClpX and other Mu replication
factors (MRFs) (Kruklitis et al., 1996;
Jones et al., 1998; Burton et al., 2001;
Nakai et al., 2001). MuA apparently  has
a critical function at the beginning of this
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system used a donor DNA carrying the
two Mu-ends in a proper orientation (i.e.
in the same orientation as in the phage
DNA) within a plasmid, extracts con-
taining the A and B gene products of
Mu, and E. coli extract with host fac-
tors (Mizuuchi, 1983). Mu transposition
has been analysed extensively since,
and the requirements for transposition
have been further defined and mini-
mised.

High superhelicity of the donor
DNA plasmid eliminates the require-
ment of IHF (Surette et al., 1989;
Surette and Chaconas, 1989), thus al-
lowing HU to substitute for IHF. Addi-
tion of glycerol and reduction of the salt
concentration relax requirements for
formation of transpososomes (Mizuuchi
and Mizuuchi, 1989). Even more dras-
tic relaxation of the topological require-
ments can be obtained with the use of
dimethyl sulfoxide i.e. DMSO (Craigie
and Mizuuchi, 1986; Mizuuchi and
Mizuuchi, 1989; Baker and Mizuuchi,
1992). The requirement of supercoiled
donor DNA in vitro (Craigie et al., 1985)
can be avoided by using DMSO (Craigie
and Mizuuchi, 1986). In this case trans-
position can also proceed with a Mini-
Mu donor plasmid that carries the Mu-
ends in the wrong orientation (Mizuuchi
and Mizuuchi, 1989, Baker and Mizuu-
chi, 1992). DMSO also enables trans-
position without HU, the IAS enhancer
sequence, or without the N-terminal
domain of MuA, which binds IAS (Mi-
zuuchi and Mizuuchi, 1989). Addition
of DMSO thus seems to relax the condi-
tions particularly during the initial as-
sembly of the transpososome.

Transposition reactions can be fur-
ther simplified by the use of a pre-cut
donor DNA fragment. The pre-cut ends
of the donor are transferred to the tar-
get DNA bypassing the donor cleavage

transition process (Nakai and Kruklitis,
1995). The host proteins process the
single stranded gaps around the ST-
product; thus the final transposition
product is flanked by the 5-bp target site
duplications (Allet, 1979; Kahmann and
Kamp, 1979), a hallmark of genuine
transposition.

3.5.8. Division of labour within the
tetramer of MuA

There have been vigorous and even
conflicting studies concerning the sub-
unit arrangement of MuA tetramer sup-
plying the active site DDE-motif for do-
nor cleavage and strand transfer. The
catalysis is known to take place in trans;
that is, a MuA monomer bound to one
Mu-end catalyses reactions on the
other Mu-end (Aldaz et al., 1996;
Savilahti and Mizuuchi, 1996). It was
originally suggested that complete
transposition required four active
monomers (Baker et al., 1993, 1994).
However, more recent studies have
shown that only two monomers bound
to the R1 and L1 sites (or the R1 sites
of two R-end donors) are sufficient to
provide the DDE-motifs for active site
and catalyse complete transposition in
trans (Namgoong and Harshey, 1998;
Williams et al., 1999). The active sites
thus work co-operatively, providing a
way to control reciprocal two-ended
integration. This is also shown by the
ability of an uncleaved Mu-end to in-
hibit strand transfer on the other Mu-
end (Williams et al., 1999).

3.5.9. Relaxed requirements in vitro

Bacteriophage Mu was the first trans-
poson for which a cell-free in vitro
transposition system was described
(Mizuuchi, 1983). The system enables
more detailed analyses in versatile ex-
perimental settings. The original in vitro
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step. The strand transfer is most effi-
cient if the normal left and right-ends
are replaced by a pair of two pre-cut
right-ends as the linear donor fragment
(Craigie and Mizuuchi, 1987; Nam-
goong et al., 1994). The STC transpo-
sosomes thus formed contain two cop-
ies of the Mu right-ends, with the R1
and R2 sites bound by a tetramer of
MuA (Mizuuchi et al., 1991). Therefore,
the asymmetric left/right -end confor-
mation is not necessary for the proper
transpososome assembly and stability.
Further, in modified in vitro reaction con-
ditions including DMSO, a pair of short
dsDNA fragments containing only the
R1 and R2 binding-sites for MuA can
form SSC, CDC and STC transpo-
sosomes in the presence of only MuA
protein (Figure 6, Savilahti et al., 1995).

4. TARGET SITE SELECTION IN TRANS-
POSITION

The choice of the integration site can
have significant consequences not only
for the host organism but also for the

transposon itself. Insertions into essen-
tial host genes can mean destruction
of the host as well as the transposon.
Therefore, transposons have evolved
various strategies to avoid essential
genes, find safe-havens, limit transpo-
sition efficiency or restrict transposition
to times of emergency. Most elements
show some level of target selectivity,
ranging from totally sequence-specific
to nearly random selection. Examples
of target site selection strategies of dif-
ferent transposons are discussed in the
following paragraphs and summarised
in Table 1.

4.1. Several protein factors can
act in the target site selection

In addition to the transposase, other
transposon-coded or host proteins may
also influence selection of a target site.
For example, the bacterial transposon
Tn7 shows an elaborate target site se-
lection arsenal (Craig, 1991; 1996).
TnsABC together with TnsD protein
promotes a high frequency insertion into
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Figure 6. The Mu in vitro transposition reaction with minimal components: a short Mu
right-end donor with the R1 and R2 binding sites, MuA transposase, linear target DNA (in
grey) in modified in vitro reaction conditions with DMSO. (Adapted from Savilahti et al.,
1995).
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a specific attTn7-site in the Escherichia
coli genome (Craig, 1991; 1996; DeBoy
and Craig, 2000). TnsD binds to the
attTn7-site sequence-specifically and
induces DNA distortion that can be rec-
ognised by TnsC, which in turn activates
the TnsAB transposition machinery
(Kuduvalli et al., 2001; Rao et al., 2000).
If the attTn7-site is unavailable, the
TnsABC  and TnsE proteins mediate a
low-frequency insertion into various
sites (Kubo and Craig, 1990; Peters and
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Table 1. Summary of the consensus sequences recognised and other features of the target site
selection within different transposable elements.

Craig, 2000). The TnsE protein has
been shown to direct transposition
close to regions where DNA replication
terminates or proximal to the DNA dou-
ble-strand breaks (Peters and Craig,
2000, 2001). Also, conjugating plas-
mids are favoured targets of the TnsE-
mediated pathway (Wolkow et al.,
1996). Thus the Tn7 transposon has
evolved two clever strategies: to either
insert into a safe haven, attTn7, or to
adventurously spread into unknown re-
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gions with the chance to survive and
potentially spread into new host cells.

4.2. Regional target site selection

Transposons can select target sites at
various, and often intertwined levels,
ranging from the broader “regional
level” to the actual sequence level. The
regional target site preference means
that many sites within limited regions
of chromosomes are utilised favourably,
whereas other regions are disfavoured
(Kleckner, 1981). Regional target pref-
erences can guide transposons to cer-
tain safe regions of their host genome,
such as transcriptionally silenced re-
gions with an altered chromatin struc-
ture or regions upstream of genes tran-
scribed by the RNA polymerase III
(yeast Ty-retrotransposons, Boeke and
Devine, 1998). The TnsE-mediated tar-
get site selection of Tn7, described
above, can also serve as an example
of the regional selection. Some trans-
posons, such as Mu (Adzuma and
Mizuuchi, 1988, 1989), Tn7 (DeBoy and
Craig, 1996; Hauer and Shapiro, 1984;
Stellwagen and Craig, 1997b), and the
Tn3 family (Lee et al., 1983), avoid in-
sertion into themselves and thus show
target immunity (see below for more de-
tails) that can also be regarded as a
form of regional selection.

4.3. A consensus sequence can
often be found

Most commonly transposons insert into
non-random positions with variable lev-
els of sequence preference detectable
within the duplicated target sequence
(Craig, 1997). For example, the bacte-
rial transposon Tn10/IS10 prefers the
sequence 5’-NGCTNAGCN-3’ (Halling
and Kleckner, 1982; Bender and
Kleckner, 1992), while the Tc1/mariner
family elements always insert into a TA

(Van Luenen et al., 1994; Van Luenen
and Plasterk, 1994). In some cases,
preferences can also be detected in the
region surrounding the duplicated se-
quence. For example, Tc1 prefers the
TA embedded in CAYA-TA-TRTG
(Ketting et al., 1997) and Tn5/IS50 pre-
fers a sequence of A-GNTYWRANC-T
within a cluster of similar sequences
(Goryshin et al., 1998).

4.4. Certain target DNA structures
can also be preferred

DNA is far from a monotonous rod; it is
a dynamic, flexible molecule with se-
quence-dependent DNA structure gov-
erned by the limitations of the backbone
(review by Alleman and Egli, 1997). It
is therefore natural that some trans-
posons seem to recognise certain struc-
tures or DNA sequence-related struc-
ture. For example, IS231A recognises
a consensus within an apparent S-
shaped DNA structure (Hallet et al.,
1994). Similarly, DNA bent around
nucleosomes and cruciform DNA are
favoured as retroviral integration target
sites in vitro (Muller and Varmus, 1994;
Katz et al., 1998). A triple-helical DNA
structure can be recognised by the Tn7
TnsC protein (Rao et al., 2000). A se-
quence-related DNA structure has been
considered important in the Tn10 tar-
get site flanking sequences (Bender
and Kleckner, 1992; Pribil and Haniford,
2000) and in P element insertion sites
(Liao et al., 2000). Generally, target rec-
ognition can be thought of as fitting the
target DNA to the protein active site
through optimisation of the contacts
made.

4.5. Bacteriophage Mu target site
selection

Bacteriophage Mu was originally
thought to transpose essentially ran-
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domly into a number of target sites in
the host genome (Bukhari and Zipser,
1972; Daniell et al., 1972; Couturier,
1976). However, some degree of non-
randomness in targeting was revealed
by closer examination in vivo (Raibaud
et al., 1979; Silhavy et al., 1979; Emr
and Silhavy, 1980; Castilho and Casa-
badan, 1991). Preference has been ob-
served, for example, for the control
region of lacZ when it is not being tran-
scribed (Wang and Higgins, 1994) and
near the bgl promoter around an A/T-
rich segment (Manna et al., 2001).

Some preference at the 5-bp tar-
get site duplication was revealed for the
first time by the phage genome -host
DNA junction sequence determination
(Kamp and Kahmann, 1980). Analysis
of junction sequences of mini-Mu inser-
tion sites further revealed a similar con-
sensus sequence (5’-N-Y-G/C-R-N-3’,
where N is any nt, Y is C or T, and R is
A or G) in in vivo and in vitro transposi-
tion (Mizuuchi and Mizuuchi, 1993). An
identical consensus was obtained from
in vitro reactions containing MuA and
HU, either with or without MuB.

A regional target site preference
has been associated with DNA
stretches exhibiting high affinity for the
MuB protein (Mizuuchi and Mizuuchi,
1993). As already mentioned, MuB is
also responsible for the target immu-
nity process, which helps Mu to avoid
insertion into itself and thus self-de-
struction. In the presence of ATP, MuB
binds to potential “non-immune” target
DNAs that do not contain Mu-end se-
quences (Adzuma and Mizuuchi, 1988)
and stimulates intermolecular strand
transfer (Maxwell et al., 1987). The MuA
protein, bound to Mu-end sequences,
can interact with the MuB protein bound
on the same “immune” DNA molecule
and catalyse the dissociation of MuB

via a process that requires ATP hy-
drolysis (Adzuma and Mizuuchi, 1988,
1989). Target immunity is cis-acting
under normal conditions, so Mu-end se-
quences in the same DNA molecule
confer gradually decaying immunity to
distances up to 20-25 kb (Adzuma and
Mizuuchi, 1989; Darzins et al. 1988;
Manna and Higgins, 1999). Looping (or
the domain structure of chromosome)
between DNA sites bound by MuA and
MuB has been proposed as a mecha-
nism for the target immunity (Adzuma
and Mizuuchi, 1989; Manna and Hig-
gins, 1999). Thus MuB has multiple
roles in target immunity, target capture
and regional target selection. It has also
been asserted  that different forms of
MuA (monomers vs. tetramers in trans-
pososomes) can react with an ATP-
ADP switch controlled MuB in different
ways (Yamauchi and Baker, 1998).

Transposition can also be per-
formed without MuB, and the target can
be captured into transpososomes by
MuA. However, mini-Mu donors tend to
use sites on the donor plasmid itself as
targets (intramolecular targets) and the
reaction is less efficient with MuA alone
(Maxwell et al., 1987). Nevertheless, in
certain in vitro conditions the Mu trans-
position reaction can be performed effi-
ciently with only MuA, a short Mu right-
end donor DNA, and target DNA as the
minimal macromolecular components
(Savilahti et al., 1995).

5. TRANSPOSONS AS MOLECULAR
TOOLS

5.1. Why transposon tools?

Since their discovery over fifty years
ago, transposable elements have been
utilised widely in bacteria, but also in
eukaryotes for various molecular ge-
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netic tasks in vivo and during recent
years in cell-free systems in vitro (re-
viewed by Hamer et al., 2001; Hayes
and Hallet, 2000). Transposons cata-
lyse their own insertion into variable
target sites, thus performing the duties
of a restriction enzyme/ endonuclease
and a DNA ligase in a single package.
The ability of transposon insertions to
cause mutations and potentially alter
the expression of genes has been ex-
ploited widely to analyse the functions
of genes and the proteins they encode.
One advantage of transposon tools is
that pools of mutants can be produced
easily. This contrasts with other muta-
genesis strategies using standard mo-
lecular cloning methods, which are of-
ten laborious multistep procedures and
demand the construction of each mu-
tant one by one.

Modern molecular biology methods
have enabled the relatively easy con-
struction of  “design”-transposons; a
multitude of phenotypic or physical
markers can be engineered between
the transposon end sequences. For
example, different selectable marker
genes, predetermined restriction sites,
reporter genes, promoters and replica-
tion origins can be included within trans-
posons (Berg and Berg, 1995). This
allows a wide utilisation of transposons
for different tasks, such as mutagen-
esis, induction of RNA synthesis by pro-
moter transposons, monitoring tran-
scription or translation by reporter trans-
posons, identifying open reading
frames, characterising operon or-
ganisation, generating rearrangements
(deletions or fusions), and DNA se-
quencing (Berg and Berg, 1995).

5.2. Different ways to use
transposon tools

Different transposon tools utilise trans-

posable elements and transposases
from various sources. The actual trans-
position reaction can take place either
in vivo or in vitro. In vivo transposition
requires either mobilisation of an
endogenous transposon residing in the
host chromosome or introduction of a
suitable transposon and transposase
into the host cell by transformation or
bacterial mating. The use of trans-
posons as molecular tools in vivo can
suffer from the restricted host ranges
of different elements. This limitation can
be avoided in some cases by shuttle
mutagenesis: transposition takes place
within the surrogate host Escherichia
coli; the mutagenised DNA is then iso-
lated and transformed into the original
host (Hamer et al., 2001).

5.2.1. In vivo tools

Different transposons have been uti-
lised successfully in vivo for many pur-
poses, some examples of which are
summarised in the first part of Table 2.
For example, several DNA sequencing
strategies have been developed on the
basis of in vivo transposition (Adachi et
al., 1987; Strathman et al., 1991; Ka-
sai et al., 1992; Phadnis et al., 1989;
Berg et al., 1993). Important genes (or
parts of genes) required for growth un-
der certain selective conditions can be
mapped by PCR-based genetic foot-
printing. This strategy has been utilised
for the analysis of gene functions in
yeast Saccharomyces cerevisiae by the
Ty1 transposable element (Smith et al.,
1995) and by the Mariner-based trans-
poson in Pseudomonas aeruginosa
(Wong and Mekalanos, 2000). Trans-
poson facilitated insertional mutagen-
esis has been utilised to tag proteins
with e.g. protease recognition sites
(Ehrmann et al., 1997), antibody-bind-
ing epitopes (Sedgwick et al., 1991) or
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reporter genes such as gene coding for
the green fluorescent protein (Ross-
Macdonald et al., 1997). In vivo trans-
position has been applied successfully
to the functional analysis of genes, pro-
teins and whole genomes (i.e. func-
tional genomics) in diverse organisms
including several bacteria, plants, fungi
and yeast (reviewed by Hamer et al.,
2001).

5.2.2. Simplified in vitro tools

Complications associated with host-
range limitations can be avoided if the
transposition reactions are performed
in vitro and the resulting integrants are
transformed into the host cell. The in
vitro systems are based on the use of
purified, or partially purified, com-
ponents of the transposition machines
in defined cell-free conditions. This al-
lows easy manipulation of the compo-
nents; in particular the donor fragment
can be modified to include selection
markers, tags, and epitopes. An in vitro
transposition system has already been
established for several different trans-
posons. Some of the most useful and/
or simple in vitro systems are based on
e.g. Tn5, Tn7, Tn552, Ty1, Mariner, and
Mu-phage transposition (Tn5, Goryshin
and Reznikoff, 1998; Tn7, Waddell and
Craig, 1988, Biery et al., 2000b; Tn552,
Leschziner et al., 1998; Ty1, Eichinger
and Boeke, 1988; Mariner, Lampe et
al., 1996; Mu, Mizuuchi, 1983, Haapa
et al., 1999a). The in vitro systems have
been used for various tasks, examples
of which are summarised in Table 2. In
addition to larger insertional mutations,
transposons can be utilised to make
smaller, for example, five amino acid
(i.e. pentapeptide or 15-bp) insertions
into the target proteins (reviewed by
Hayes and Hallet, 2000). The in vitro
conditions enable the manipulation of

the mutant pool en masse. This is ex-
ploited in the pentapeptide scanning
mutagenesis, where most of the trans-
poson is cut away from the insertion site
by the use of restriction enzymes and
ligase (Mu, Taira et al., 1999, Laurent
et al., 2000; Tn7, Biery et al., 2000b;
Tn4430 with transposition in vivo, Hallet
et al., 1997).

Several in vitro transposition sys-
tems are currently available commer-
cially for different purposes. These sys-
tems are based on transposition re-
actions catalysed by the Ty1 virus-like
particles (Primer Island system from
Perkin-Elmer), a hyperactive mutant
transposase of Tn5 (EZ::TN  systems
from Epicentre), TnsABC transposases
of Tn7 (GPS : Genome Priming Sys-
tem from New England Biolabs) or the
MuA transposase of phage Mu (TGS:
Template Generation System and
MGS: Mutation Generation System
from Finnzymes).

Also, a new combination of in vitro
and in vivo systems is produced by
transforming, usually by electropo-
ration, in vitro pre-assembled trans-
poson-transposase complexes (i.e.
transposo(so)mes) into the host cells
where transposition takes place in vivo
(Tn5, Goryshin et al., 2000; Mu,
Lamberg et al., in press). This transpo-
some approach is free of the host-range
limitations, because it only requires a
procedure to introduce the trans-
posomes into the host cell. The trans-
posome strategy has been shown to
work with several bacterial species (the
Tn5 strategy with Escherichia coli, Sal-
monella typhimurium, Proteus vulgaris,
Pseudomonas sp., Goryshin et al.,
2000; Hoffman et al., 2000; and the Mu
strategy with E. coli, S. typhimurium,
Erwinia carotovora, Yersinia entero-
colitica, Lamberg et al., in press) and
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in yeast (Goryshin et al., 2000).

Table 2. Summary of versatile applications of different in vivo and in vitro transposition systems.
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TRANSPOSON USE(S) OF SYSTEM REFERENCES
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C. AIMS OF THE PRESENT STUDY

A cell-free in vitro reaction was developed for the bacteriophage Mu transposition
reaction  some years ago (Mizuuchi 1983). This reaction has subsequently been
simplified further, and in certain in vitro conditions only MuA transposase, short Mu
right-end donor DNA, and target DNA are needed as minimal macromolecular
components to perform the transposition reaction (Savilahti et al., 1995). We be-
lieved that this minimal in vitro system could be developed into a simple and effi-
cient in vitro transposon tool. For that purpose, it was necessary to analyse several
details of the transposition reaction mechanism prevailing in minimal in vitro condi-
tions. Target site selection is an important aspect of transposition with regard to
applications, but it also includes more general scientific interests.

The aim of this study was specifically to:

1) construct mini-Mu donor DNA fragments and to examine the bacteriophage Mu
in vitro transposition reaction mechanism (the frequency of one-ended vs. two-
ended integration, reaction efficiency, target site duplication accuracy and tar-
get site selection) as well as to test the suitability of the minimal Mu in vitro
transposition assay for applicational purposes.

2) design a new sequencing template generation methodology based on the mini-
mal Mu in vitro transposition assay and to test the suitability of the methodology
for a sequencing project of substantial size.

3) analyse the bacteriophage Mu target site selection at nucleotide level in condi-
tions under which the effect of MuA transposase can be analysed alone. A
quantitative assay had to be developed for that purpose.
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D. MATERIALS AND METHODS

The bacterial strains used in cloning as well as the plasmids and oligonucleotides are
described in the original publications. The transposon donor DNA fragments are described
in detail in the original publications and summarised in Table 3. The experimental methods
used in this study are described in the original publications and summarised in Table 4.

Table 3. Transposon donor DNA fragments used in this study.

Table 4. Methods used in this study.
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E. RESULTS AND DISCUSSION

1.  THE MINIMAL IN VITRO TRANSPOSI-
TION REACTION RECAPITULATES THE
HALLMARKS OF IN VIVO TRANSPO-
SITION

The essential features of the genuine
productive in vivo Mu transposition re-
action are: 1) two-ended integration of
the element; 2) accuracy of the reac-
tion and 5-bp target site duplication; 3)
relatively random target site selection.
We analysed the details of the minimal
Mu in vitro transposition reaction, focus-
ing on these above features.

In the minimal in vitro reaction con-
ditions (Savilahti et al., 1995), a short
Mu right-end double stranded DNA
fragment was used as the donor DNA.
For applicational and other purposes it
is practical to include at least a se-
lectable marker between the two right-
ends of Mu. Two such mini-Mu donor
DNA constructs were designed and
constructed (supF-Mu and cat-Mu) with
either a supF amber supressor tRNA
or chloramphenicol acetyltransferase
gene (cat) as a marker (I). Transposition
reactions can be further simplified by
using pre-cut donors, whose active 3’-
ends are already cleaved and thus
ready for the strand transfer step
(Craigie and Mizuuchi, 1987). There-
fore, the supF-Mu and cat-Mu donors
were cut out of the plasmid backbone
with BglII, which liberates the reactive
3’-OH ends and leaves the 4-nt flanks
on the non-transferred strands. The do-
nor fragments were further purified us-
ing anion exchange chromatography.

1.1. One-ended versus two-ended
integration (I)

The frequency of one-ended versus

two-ended integration was studied by
using  electrophoresis and autoradiog-
raphy (I; Figure 2) to analyse the trans-
position reaction products resulting
from reactions with the radioactively la-
belled pre-cut donor (supF-Mu) and the
supercoiled plasmid (pBC SK+) target.
The reaction products were additionally
digested with AvaII (which cuts once
within the donor fragment) to distinguish
between the two-ended and one-ended
integrations. The amounts of different
reaction products can be quantified
easily. To summarise, in the minimal in
vitro transposition reaction conditions
used, the major products result from the
two-ended integration of a single do-
nor into a target (I; Figure 2). One-
ended integrations can be deliberately
generated by using a mixture of wild-
type MuA and an active site mutant
MuAE392Q, which is defective in the trans-
position reaction (Baker and Luo,
1994).

Multiple transposons can also in-
tegrate into a single target (I; Figure 2,
10 nM of donor), because the target
immunity is not effective in the in vitro
conditions when MuB is not present.
However, multiple integrations into a
single target can easily be avoided by
using a molar excess of the target DNA
in relation to the donor. In our reaction
conditions, the majority of the transpo-
sition products result from single inte-
grations (I; Figure 2). Thus the in vitro
reaction product profile is to some ex-
tent modifiable and can be suited to
applicational use. For instance, it is de-
sirable to have a single transposon in-
serted via both ends into a target in or-
der to be able to read the DNA se-
quence outwards from the transposon
end specific primers (as is done in pub-
lication II).
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1.2. Efficiency (I, II)

Efficiency of integration into target
plasmids can be scored by transforming
products of the in vitro transposition
reactions into competent E. coli cells
and selecting for the mini-Mu and plas-
mid markers. The recovery of mini-Mu
transposon insertions was about 4-11.8
% of the total plasmids recovered,
which carried the target plasmid marker
(I; table 1, 10 nM donor). Approximately
103 transposon marker-carrying colo-
nies were obtained easily when 1 µl of
transposition reaction (i.e. 10 fmol of
donor DNA) was transformed into
standard competent cells (competence
status 106-107 cfu/µg plasmid DNA). For
sequencing purposes, we further low-
ered the amount of the donor in rela-
tion to the target in order to avoid mul-
tiple insertions into a single target plas-
mid. We recovered 540 transposon
marker-bearing colonies by electro-
poration (competence status 107 cfu/µg
plasmid DNA) when only one tenth of
the phenol extracted transposition re-
action was transformed (i.e. 2 fmol of
donor DNA; II). With electroporation
and/or better competent cells (109 cfu/
µg plasmid DNA) even up to 107-108

transposon-carrying colonies per µg of
DNA can be acquired (I). Thus the mini-
mal in vitro transposition reaction effi-
ciency is more than sufficient for
applicational purposes.

1.3. Accuracy (I, II)

Accuracy of the reaction is demanded
in two reaction steps: in cutting the 3’-
ends of the transposon and in the con-
certed target site cleavage/joining. The
mobile element avoids degrading itself
by recognising and precisely cleaving
its own 3’-ends. Accuracy in generat-
ing the target site duplication is impor-

tant for applications, because in
sequencing, the obtained DNA se-
quences are joined together into a mini-
contig by the target site duplications,
which are repeated at each transposon
end. Also, in the pentapeptide scanning
mutagenesis, accurate 5-bp target site
duplications are required to generate
the final 15-bp insertion. We have ana-
lysed transposon insertion sites from a
total of 125 individual clones by
sequencing (54 clones in I; 71 clones
in II). All of the sequenced clones con-
tained an accurately duplicated 5-bp
target site flanking the transposon end
sequences and thus showed the hall-
mark target site duplication (Allet, 1979;
Kahmann and Kamp, 1979).

1.4. Target site selection (I, II)

Bacteriophage Mu shows only moder-
ate target site preference in comparison
with  other transposons. A consensus
sequence of duplication (5’-N-Y-G/C-R-
N-3’) has been found in both in vivo and
in vitro transposition reactions by deter-
mining the junction sequences of mini-
Mu insertion sites (Mizuuchi and
Mizuuchi, 1993). Target site selection
is important with regard to applicational
purposes as well. A fairly even distri-
bution of transposon insertion sites, ex-
cept within the essential origin of repli-
cation, was seen within a 3.4-kb target
plasmid pBC SK+ when the junction se-
quences of 52 individual clones were
sequenced (I; Figure 3A). Similarly, a
relatively even distribution of insertions
was also seen during the sequencing
of a 10.3-kb mouse genomic insert
cloned within a 2.9-kb plasmid (II; Fig-
ures 2 and 3, Table 2). In addition, no
orientation dependence was seen
within the transposon insertions into the
target plasmid (I, II).
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Additionally, the fine-scale distribu-
tion of integrated supF-Mu transposons
was analysed with a PCR-based assay.
This assay, with one 5’-labelled target-
specific and one transposon-specific
primer, revealed that nearly all phos-
phodiester bonds were used as targets,
but with different frequencies (I; Figure
3B). As well as supercoiled plasmid tar-
gets, open circular and linear DNA can
also serve as targets. The target DNA
conformation does not affect the trans-
position reaction efficiency or the inte-
gration site selection (I; data not
shown). Nor does the type of donor
DNA, neither the supF-Mu nor a 50-bp
Mu right-end oligo donor, affect the in-
tegration site selection (I; data not
shown).

These experiments showed that al-
though some preferred sites are ob-
served, MuA directs integrations rela-
tively evenly within longer DNA seg-
ments. This is in contrast to in vitro re-
actions where MuB is present. A re-
gional target site preference associated
with DNA sites exhibiting high affinity
for MuB has been detected (Mizuuchi
and Mizuuchi, 1993).

2. APPLICATIONS OF THE MINIMAL MU
IN VITRO TRANSPOSITION
METHODOLOGY

Since the generation of mutants by the
minimal Mu in vitro transposition is
highly efficient, accurate and relatively
random, we believe that this system can
easily be used for versatile purposes
as a tool for molecular biology. This was
demonstrated by two different exam-
ples.

2.1. Genetic footprinting (I)

Functional DNA regions (e.g. genes,
origins of replication, promoters) can be

localised by insertional mutagenesis.
The extensive pools of insertion mu-
tants, which are needed for the func-
tional analysis, can be easily generated
by Mu transposition. We designed an
assay based on the comparison of two
pools of insertion mutants: an un-
selected pool and one selected for a
function. Both pools were selected for
the transposon (cat-Mu) marker. As a
test case, we selected for functions
essential for plasmid replication (selec-
tion with ampicillin). The DNA regions
of interest were localised with two dif-
ferent assays: either a simple restriction
digestion followed by Southern blotting
(I; Figure 4) or a PCR-based footprinting
assay (I; Figure 5). The regions essen-
tial for the plasmid replication cannot
tolerate transposon insertions. In the
digestion-based assay, these essential
areas are seen as underrepresented,
transposon-containing restriction frag-
ments as compared to the unselected
pool (I; Figure 4). In the PCR-based
detection assay, a clear footprint can
be seen at the replication origin (I; Fig-
ure 5). Both detection assays proved
feasible for functional mapping; how-
ever, the PCR-based assay gives a
clearly more detailed nucleotide level
resolution.

2.2. Sequencing (II)

As a second application, we designed
a system for generating templates for
DNA sequencing based on the minimal
Mu in vitro transposition (II). To test the
system, we determined a 10,288-bp
sequence from a mouse genomic lo-
cus containing the Kcc2-gene. The cor-
responding protein, KCC2, is a K+/Cl-

transporter that is abundantly ex-
pressed in the mouse brain and as-
sumed to be involved in extruding chlo-
ride ions in mature neurons (Payne et
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al., 1996). The cat-Mu mini-transposon
was integrated in vitro into the target
plasmid, the reaction products were
electro-transformed into E. coli, and the
integrants were selected for resistance
to chloramphenicol and ampicillin (from
the target plasmid). We screened with
restriction digestions 95 clones, of
which 83 % had a transposon inte-
grated into the insert portion of the plas-
mid. Additionally, colony PCR can be
used for screening, or optionally, the
integrants can be shotgun-sequenced
without screening. For 71 clones, the
DNA sequence was determined start-
ing from the unique primers within the
transposon ends. Totally,  10,288-bp
worth of sequence was retrieved with a
redundancy of 6.6 (II; Table 1). The
mean interval distance between inser-
tions was 146-bp; the minimum dis-
tance was 0-bp (two integrations into
same site) and the maximum distance
570-bp (II; Table 2). On  average, about
500-bp of sequence was determined
with a single primer; thus a single
transposon insertion can yield about 1-
kb worth of sequence information.

The minimal in vitro transposition
system proved to be well suited for se-
quencing template generation in sev-
eral ways. The system is efficient and
easy to use. The requirements for trans-
position reaction are simple and easily
modifiable. A single protein, MuA, and
only a few nanograms of the artificial
donor DNA are needed for the one-hour
in vitro reaction. The artificial cat-Mu
transposon provided an easily se-
lectable marker for the integrant re-
trieval, although other selectable
marker containing donors can also be
designed. Only two putative double-
integrants, which are unsuitable for
sequencing, were observed during
screening (~2 % of all, II; Table 1). And

finally, the target site selection by MuA
was random enough for retrieving suit-
able templates for sequencing (II; Fig-
ure 2, Tables 2 and 3). The integrants
collected during a sequencing project
can additionally be exploited as inser-
tion mutants for functional studies.

Based on these studies on the
minimal Mu in vitro transposition, a
commercial product from Finnzymes
has become available for transposon-
facilitated sequencing  (TGS, Template
Generation System). The Mu-based se-
quencing system is now in standard use
in the Sequencing facility at the Insti-
tute of Biotechnology, University of
Helsinki.

3.  TARGET SITE SELECTION (III)
In the two publications described above
(I, II), the target site selection and ac-
curacy of the target site duplication were
analysed with an emphasis on the appli-
cational use. The results showed a rela-
tively even selection of integration sites
with some preferences. We were inter-
ested in further analysing  these prefer-
ences. The minimal Mu in vitro trans-
position assay enables dissection of the
target site selection in controlled reac-
tion conditions in isolation from regional
level selection factors. We believe that
while regional target selection can be
modulated by contacts between the
transpososomes and accessory factors
(such as MuB) bound to or embedded
in the DNA structure, the final DNA-pro-
tein interactions between the target site
and the transpososome must act in the
sequence level selection.

3.1. A new quantitative nucleotide-
level assay

The sequence level target site selec-
tion is difficult to study in vivo because
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multiple selection factors can act simul-
taneously. Therefore, we set up a di-
rect nucleotide level in vitro assay in
which the target choice is influenced by
the MuA transposase alone (III). The
assay (III; Figure 2) gives the opportu-
nity to quantitatively analyse how fre-
quently different sequences are used
as the target sites. Our aim was to ex-
amine the preference of all 1024 differ-
ent 5-bp sequences. To do so, 20 dif-
ferent target DNA fragments with a sin-
gle 5’-end labelled were made (III; Fig-
ure 3A and B) and together with a short
right-end donor DNA used as sub-
strates in the transposition reactions.
The transposition reaction products
were analysed as populations of 5’-la-
belled DNA molecules by denaturing
polyacrylamide gel electrophoresis fol-
lowed by autoradiography. The quanti-
fication results were adjusted for differ-
ences in the labelling. The data set col-
lected contained at least one observa-
tion from 806 different pentamers,
which corresponds to 79 % of all possi-
ble 1024 pentamers (III; Figure 3C, D
and E). The data was notably skewed
when arranged by intensity (III; Figure
3D); only one tenth of the 1540 data
points account for half of the total in-
tensity sum. Thus relatively few sites
are clearly preferred, whereas most
sites are acceptable.

In our assay the transposition re-
action products are detected directly
without potentially artifactual amplifica-
tion steps. However, all quantitative
assays inevitably include some level of
error. Based on the data shown in Fig-
ure 2C (III), we estimated that about 3.8
% of the total variation (see also chap-
ter 3.6) is caused by poor gel quality
and/or pipetting accuracy.

3.2. The nucleotide consensus

A consensus sequence of duplication
(5’-N-Y-G/C-R-N-3’) has previously
been observed in both in vivo and in
vitro transposition reactions either with
or without MuB (Mizuuchi and Mizuuchi,
1993). Our data set enables the calcu-
lation of the target consensus in sev-
eral novel ways. A target site consen-
sus sequence can be compiled by tabu-
lating the band intensities (i.e. the in-
sertion frequencies of sites) with the
corresponding nucleotide sequence (III;
Figure 4A). In addition, consensus se-
quences for the most favoured, but also
for the disfavoured target sites can be
calculated. The consensus for the most
preferred 10 % of pentamers was 5’-C-
Y-G/C-R-G-3’ (III; Figure 4B) with
statistically significant differences in the
nucleotide usage in all five positions. A
consensus for the disfavoured sites has
usually not been analysed or it has been
assumed to be the opposite of the
consensus of the preferred sites
(Davies and Hutchison, 1995). From
our data set we could actually analyse
the disfavoured sites as well; the
consensus sequence for the least
preferable 10 % of pentamers, 5’-N-A/
G-A/T-C/T-N-3’ (III; Figure 4D), was
essentially the opposite of that of the
most preferred pentamers. No sig-
nificant preferences in the nucleotide
usage were found for the medium pref-
erable sites (III; Figure 4C).

Thus, the consensus sequence ob-
tained for the preferred sites follows the
consensus of the previously published
in vivo and in vitro experiments
(Mizuuchi and Mizuuchi, 1993), except
for the additional statistically significant
preferences at positions 1 and 5 in our
data. Cytosines were previously as-
sumed to be preferred in vivo at posi-
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tions 1 and 5 at the left end and
guanines at positions 1 and 5 at the
right end (Kamp and Kahmann, 1980).
No explanation for these differences
exsists, but the low number of insertions
studied previously, different reaction
conditions, and additional protein fac-
tors (MuB, HU) in the reactions might
affect the results.

3.3. Dinucleotide preferences

Because the target site selection of
phage Mu transposition seems to be
relatively flexible, recognition could be
based on the sequence-related DNA
structure rather than on the specific
sequence. The DNA structure can be
described by 16 base steps (or di-
nucleotides), which reflect the structural
relationships of the adjacent bases. We
wanted to determine whether  these
base steps could describe the target
site selection more accurately than sim-
ply bases. Some dinucleotides were
found to be more preferred than others
(III; Figure 5). As expected, preferences
were more pronounced when only the
most preferred 10 % of pentamers (III;
Figures 5C) were analysed as com-
pared to the frequency-type consensus
(III; Figure 5A and B). Again, the dinu-
cleotide preference for the least pref-
erable 10 % of pentamers (III; Figure
5D) was the opposite of that of the most
preferred pentamers.

Generally, this kind of dinucleotide
“Manhattan-model” represents the tar-
get site preferences more accurately
and with a better resolution than the
standard sequence analysis (16 base-
steps vs. 4 bases). Some dinucleotides
are known to be especially flexible (CA/
TG, TA), bistable (GG/CC, CG, AG/CT,
TA) or rigid (AA/TT, AT, GA/TC) thus
reflecting sequence-related DNA struc-
ture (Lilley, 1995). In our data, the flex-

ible or bistable dinucleotides seem pre-
ferred at the central positions and ei-
ther the bistable or rigid steps are fa-
voured at the edges of the 5-bp core
target site (III; Figures 5A, B, C).

3.4. An apparent symmetry in the
target site selection

The nucleotide and dinucleotide con-
sensus of the preferred target sites (III,
Figures 4 and 5) show two-fold inverted
symmetry (i.e. palindromy), which re-
flects the Watson-Crick base pairing
rules of the dsDNA. We believe that the
apparent symmetry in the target sites
arises from functional two-fold sym-
metry of the transposition reaction. Bio-
chemical data on the Mu transposition
complexes has indicated that the ac-
tive sites of two of the four MuA
protomers are used to promote cleav-
age and strand transfer reactions at the
two ends of the element (Williams et
al., 1999). The MuA monomers and, in
our assay, also the right end donors are
functionally symmetrical. Because the
transposition complex is most probably
symmetrical also in relation to the tar-
get DNA, recognition can be made in
both orientations without affecting the
specific contacts. Therefore, it is impos-
sible to know in which orientation each
sequence should be aligned, and the
consensus will inevitably look symmetri-
cal, even if the individual targets are
asymmetrical. This kind of reasoning
may also apply to other transposons for
which symmetry or palindromy in the
target sites has been observed (Tn10,
Bender and Kleckner, 1992; Tn3,
Davies and Hutchison, 1995; Tn5,
Goryshin et al., 1998; IS231A, Hallet et
al., 1994; IS903, Hu et al., 2001; Tc1,
Ketting at al., 1997; P element, Liao et
al. 2000). It is also noteworthy that a
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consensus does not represent the best
individual target site but an average.

3.5. Insertion site preferences can
be predicted

We believed that the dinucleotide data
could be used to make predictions on
the attractiveness of each pentamer.
This was proven with statistical meth-
ods as well as experimentally. The hy-
pothesis was that a sum of base-step
values (predictional value) calculated
for a pentamer (from Figure 5B, III)
would correlate with the observed in-
tensity value. Statistical testing of the
hypothesis (III; Figure 6A) using
Spearman’s rank correlation showed
highly significant correlation between
the predicted and observed intensity
values. The predictional value of the
“Manhattan”-model was tested ex-
perimentally by designing four different
custom targets. The results show that
the Mu transposon preferentially inserts
where we had predicted and the sur-
rounding sequences are virtually with-
out insertions as designed (III; Figure
6B). Thus, the attractiveness of a
pentamer can be predicted with rela-
tively high accuracy by additively cal-
culating the base-step values over the
5-bp target site and new target mole-
cules can be designed for various pur-
poses. For example, target fragments
with only one major target site can be
designed. This type of a target will be
essential in protein-DNA cross-linking
experiments for further probing the con-
tacts between the transpososome and
the target site, and also for target cap-
ture complex crystallisation.

3.6. The effect of the sequences
surrounding the target pentamer
core

No consensus has previously been de-
tected beyond the duplicated target site
(Mizuuchi and Mizuuchi, 1993). This
does not mean, however, that the se-
quences surrounding the target pen-
tamer can not influence target site se-
lection. We had multiple observations
in different surroundings of 73 pen-
tamers,  which showed clear variations
in their intensities (III; Figure 3E). The
analysis of variance revealed that 38
% of the total variance was due to the
surroundings (i.e. variation between
multiple observations within each
pentamer) and 62 % to the pentamer
itself (i.e. variation of pentamer inten-
sity means). In this approach, the vari-
ation caused by the environment is as-
sumed to be equal for all pentamers.
Approximately 10 % of the surrounding
component variation (i.e. 3.8 % of the
total variation) was estimated to origi-
nate from variation in gel quality and
pipetting accuracy. The calculation is
based on the data shown in Figure 2C
(III).

3.7. The structural properties of
the target DNA

The importance of the structural prop-
erties of DNA at the target site and
around it was further analysed with a
program described by Liao et al. (2000).
Four different measures of physical
properties of DNA: protein induced
deformability (Olson et al., 1998), B-
DNA twist (Gorin et al., 1995), A-philicity
(Ivanov and Minchenkova, 1995), and
propeller twist (El Hassan and
Calladine, 1996) as well as GC-content
were calculated for aligned 35-bp se-
quences (n=77). All four physical pa-
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rameters studied showed notable sym-
metrical signals at the 5-bp target site
extending to the flanking DNA (III; Fig-
ure 7, from second to fifth panel). A ran-
dom data set lacks the patterns seen
in the insertion site data set. Sym-
metrical alteration in the GC/AT prefer-
ence was also noted in the target area
extending to the flanks (III; Figure 7,
upper panel). Because no clear se-
quence preferences were seen in the
surrounding sequences, this suggests
that the transposase-DNA contacts
could be made with the backbone phos-
phate groups and/or sugar residues in-
stead of direct base contacts.

 Interestingly, the pyrimidine- pu-
rine dimers are most easily deformed
in protein-DNA complexes and they can
act as flexible “hinges”, fitting the DNA
to the protein surface (Olson et al.,
1998). In our analysis, three peaks were
seen in the protein-induced deform-
ability (III; Figure 7, second panel). The
periodicities of these peaks (9-10 nt)
coincide well with the B-DNA helical
pitch (10.5-bp), and thus may be indica-
tive of anisotropic bending. Previously,
DNA bending has been proposed for
the IS231A target site (Hallet et al.,
1994) and the retroviral insertion sites
(Muller and Varmus, 1994).

Target recognition probably in-
volves fitting of the target DNA to the
protein active site through optimisation
of the contacts made. This can be an
additive process, suggested for IHF by
Rice et al. (1996) and for Tn10 trans-
posase target recognition by Pribil and
Haniford (2000). Transpososome bind-
ing to the consensus base pairs can
facilitate a kink formation, and this in
turn would permit additional contacts to
the flanking DNA. In Mu target site rec-
ognition, the three putative protein-in-
duced deformability areas could act as

hinges in a similar, additive, sequential
process. If the duplicated pentamer is
surrounded by a poor sequence, which
is unable to form suitable hinges, part
of the potential contacts to the flanking
DNA are omitted. Thus, the trans-
pososome would be more prone to dis-
sociate and locate to a new target site.
However, this is hypothetical, and struc-
tural information from target capture
complexes is required to clarify how Mu
transpososome recognises the target
DNA.

3.8. The extent of the “surround-
ing sequence effect”

Because the flanking sequences were
found to contribute significantly to the
attractiveness of the target pentamers,
either there must be protein contacts
with a wider area around the duplicated
pentamer, or the sequence context
must affect the conformation of the tar-
get pentamer (e.g. widening or tighten-
ing the B-DNA grooves). This demands
further studies, but some estimates on
the length of this effective surrounding
area can be provided by our data. The
symmetrical patterns in the structural
parameters analysed (III; Figure 7) ex-
tended some 9-10 nucleotides to the
surrounding areas. Also, parallel results
have been seen in experiments in which
we tested how close to the DNA edge
Mu can transpose (III; data not shown).
Together, the observations suggest that
the Mu transpososome can make con-
tacts with, or is influenced by, a target
covering a region up to a 23-25 -bp. A
broad zone of contacts (~24-bp) has
been detected with contact-probing ex-
periments between the transpososome
and the target DNA in the target cap-
ture complex of Tn10 (Pribil and
Haniford, 2000). Longer sequence mo-
tifs with preferred sequences or puta-
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tive sequence features have been de-
tected for  IS903, P-element and Tn3
(Hu et al., 2001; Liao et al., 2000;
Davies and Hutchinson, 1995). Thus,
a broad zone of contacts may be a gen-
eral feature in transpososome-target
recognition.

3.9. A general picture of the target
site selection

Regionally preferred sites have been
found to be clustered next to, but not
within, the area of MuB footprint
(Mizuuchi and Mizuuchi, 1993). These
results were most convincingly ex-
plained via a protein-protein interaction;
MuB would bind some regions of the
target DNA preferentially, deliver
transpososomes to the region, activate
the complex for strand transfer, and
then allow the complex to diffuse along
the target DNA before strand transfer
(Mizuuchi and Mizuuchi, 1993). If this
was the case, MuA could then choose
the exact sequence level target site,
which would explain the similar consen-
sus sequence results obtained from ex-
periments either with or without MuB
(Mizuuchi and Mizuuchi, 1993; III). Our
experiments have provided further
proof that MuA is able to find suitable
targets and bind target DNA without
contacting MuB.
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F. CONCLUSIONS AND FU-
TURE PERSPECTIVES

This study described a new methodol-
ogy for molecular biology applications
based on minimal in vitro bacteriophage
Mu transposition reaction (I). The de-
scribed minimal Mu in vitro transposi-
tion system was shown to work effi-
ciently and with low target site selectivity
(I, II). The target site duplication of the
genuine in vivo transposition reaction
was reproduced accurately in the mini-
mal in vitro reaction (I, II). In addition,
the Mu transposon tool is simple since
it is composed of only a few compo-
nents. Applicability of the Mu system in
a functional genetic analysis was dem-
onstrated using restriction analysis and
PCR-based genetic footprinting strate-
gies (I). In addition, the described
methodology was shown to be easily
modifiable and applicable to efficient
and easy DNA sequencing template
generation (II).

The nucleotide level target site se-
lection by MuA alone was further stud-
ied with a new type of quantitative as-
say (III). The quantified data was ana-
lysed for the most favoured and
disfavoured target sequences as base
pairs, as well as base pair steps that
dictate the sequence-related DNA
structure. The results revealed a new,
more structurally oriented perspective
on target site selection, providing a new
means to predict preferences of target
pentamers. The study further demon-
strated for the first time the impact of
the surrounding sequences on the tar-
get site selection by MuA, and detected
symmetrical patterns in several struc-
tural parameters of DNA  spanning a
~23-24-bp region around the target
pentamer. These results suggest a
large DNA binding area for the trans-
pososome and potential hinge regions

in the target DNA.
In the future, protein-DNA cross-

linking experiments and structural infor-
mation obtained from target capture
complexes will be a necessity for finally
uncovering the details of Mu insertion
site selection. For these studies it will
be necessary to design a target DNA
molecule, which has a single major tar-
get site (such as is in III, Figure 6B).
Additionally, our quantitative nucleotide
level assay provides the opportunity to
study the regional level target site se-
lection in conditions where MuB is
present. The ability to predict potential
insertion sites can be attractive for
projects ultilising Mu transposition as a
tool for sequencing or generating in-
sertion mutant pools. It would also be
interesting to make computational pre-
dictions or molecular models that would
also take into account the structural
preferences at the target core and in
the flanking sequences.

The work conducted during this
study has led to a commercial product
for DNA sequencing (TGS: Template
Generation System, Finnzymes). Re-
cently, a second product for insertional
mutagenesis based on Mu trans-
position has become available (MGS:
Mutation Generation System, Finn-
zymes). The Mu in vitro transposon tool
has already been applied to the analy-
sis of the HIV type-1 genome, the Pseu-
domonas syringae hrpA gene encod-
ing the Hrp pilus subunit, the construc-
tion of gene-targeting vectors for
transgenic studies and for the analysis
of the potato virus A genome (Laurent
et al., 2000; Taira et al., 1999; Vilen et
al., 2001; Kekarainen et al., in prepara-
tion). In the future, Mu technology is ex-
pected to be useful in a variety of novel
applications in the functional analysis
of genes, genomes and proteins.
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