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Abstract: Transposable phages, also called saltoviruses, of which the Escherichia coli phage Mu is
the reference, are temperate phages that multiply their genome through replicative transposition at
multiple sites in their host chromosome. The viral genome is packaged together with host DNA at
both ends. In the present work, genome sequencing of three Pseudomonas aeruginosa transposable
phages, HW12, 2P1, and Ab30, incidentally gave us access to the location of thousands of replicative
integration sites and revealed the existence of a variable number of hotspots. Taking advantage of
deep sequencing, we then designed an experiment to study 13,000,000 transposon integration sites of
bacteriophage Ab30. The investigation revealed the presence of 42 transposition hotspots adjacent
to bacterial interspersed mosaic elements (BIME) accounting for 5% of all transposition sites. The
rest of the sites appeared widely distributed with the exception of coldspots associated with low G-C
content segments, including the putative O-antigen biosynthesis cluster. Surprisingly, 0.4% of the
transposition events occurred in a copy of the phage genome itself, indicating that the previously
described immunity against such events is slightly leaky. This observation allowed drawing an image
of the phage chromosome supercoiling into four loops.

Keywords: transposable phages; transposon integration; hotspots; deep sequencing; chromosomal
domain; supercoiling; imaging

1. Introduction

Transposable phages, which include the Escherichia coli Mu and similar Mu-like phages, are temperate
phages that can persist in their host as a prophage [1]. The infection is initiated by the attachment of
the virion fibers to the host cell surface lipopolysaccharides. The phage DNA is injected together with
the MuN protein present in the virion, which then binds to the ends of the viral genome and converts it
into a noncovalently closed circle prior to integration into the host genome. During the lytic cycle, the
phage genome is multiplied by replicative transposition at 50–200 sites per bacterial genome with no
specificity for a particular insertion site, and packaged together with host DNA flanking the phage genome
insertion site [2]. For instance, the linear 37 kb Mu phage double-strand DNA genome is packaged with
50–150 base-pairs of DNA fragments of the E. coli host genome on the left side from which packaging
is initiated [3] and a few hundred base-pairs up to 2–3 kb on the right side resulting from full-head
packaging [4]. Two phage-coded proteins, MuA and MuB, are essential for Mu transposition (reviewed
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in References [5,6]). MuA, a DDE recombinase, binds to the phage attachment sites (attL and attR) and
to the phage transposition enhancer region whereas MuB, an AAA+ ATPase binds nonspecifically to
the host chromosome and is therefore involved in the selection of insertion sites [6–9]. MuB assembles
into a polymer that samples the chromosome, by assembly and disassembly involving MuA, until an
appropriate site is located for the insertion of a bacteriophage genome [10,11].

Whereas numerous reports have investigated the mechanism of transposition of the Mu genome
both in vivo and in vitro (reviewed in References [6–8,12]), relatively few have addressed the nature
and diversity of the transposon integration sites during replicative transposition [13–15]. Manna
et al. reported that genes with a high frequency of the triplet CGG were preferred sites for Mu
transposition [16]. Haapa-Paananen et al. identified a MuA encoded preference for the 5-bp target
recognition site, 5′-CYSRG-3′ [17]. A mechanism called target immunity, involving the protein MuB,
prevents insertions in copies of the Mu genome [18–20]. The formation of MuB helical filaments
in the process of transposition may protect the Mu DNA from self-insertion [21]. In the absence of
such a mechanism, virion production would be significantly impaired since the viral genome (37 kb)
integrating into the E. coli K-12 chromosome (4.6 Mb) during replication may eventually represents
more than 50% of the total DNA.

Transposable phages are present in different bacterial species [12]. Whereas Mu is a myovirus,
the known examples of the Pseudomonas aeruginosa transposable phages are siphoviruses (long,
non-contractile tail). In most other regards, their lifestyle is very similar to Mu. Initially based on
DNA-DNA homology and more recently on whole genome comparisons, they have been distributed
into two groups related to phages D3112 and B3, respectively [22–25]. The genome organization of the
D3112 group is Mu-like, with all genes transcribed in the same direction except for the left-most one,
the lysogeny repressor. The B3-like genome organization differs by an inversion of the early genes
operon [24,26]. Additional members of the D3112 group have been described, often as prophages
within P. aeruginosa whole genome sequences, and their genome was compared showing the existence
of core and accessory genes and of regions of high heterogeneity [23,27]. Mu and B3-like phages code
for different transposition proteins [26,28].

A very low frequency of integration events causing auxotrophic mutations was observed among
D3112 lysogens in sharp contrast with B3-like or Mu lysogens, suggesting that the two groups display
different insertion site specificities during lysogeny [29,30]. Mini-D3112 transposable elements have
been used for genetic analysis of P. aeruginosa, allowing an investigation of the prophage insertion sites,
and showing that none of the 1000 analyzed sites were associated with auxotrophy [30].

Until recently, the number of investigated insertion targets was dependent on mutations and was
too low to draw conclusions on their precise distribution and to investigate if different transposable
phages and host combinations might behave differently. In the present work, using the Ab30 phage
from the D3112 group, we take advantage of deep sequencing to investigate the diversity and
distribution of the transposon integration sites during replication at an unprecedented resolution.
We demonstrate the presence of major hotspots superposed to a globally random distribution of
transposition events except for AT rich regions which are coldspots. We also precisely measure the
efficiency of the target immunity and use the observed distribution to propose that the phage domain
is organized in four loops. We compare the transposition sites distribution in two other phages from
the D3112 group, phages 2P1 and HW12, to show that two patterns of transposition are observed.

2. Materials and Methods

2.1. Transposable Phages Origin

Phage Ab30 was isolated from sewage water in Abidjan (Côte d’Ivoire) [31], whereas phage 2P1,
producing turbid plaques, was isolated from a sewage water sample in Orsay (France) and phage
HW12 was isolated in Moscow (Russia) from a P. aeruginosa clinical isolate. The three siphoviruses
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show a restricted host spectrum as is usual for temperate phages and could not all be grown on the
same P. aeruginosa strain. The main metadata are listed in Table 1.

Table 1. Main characteristics of phages Ab30, 2P1, and HW12.

Features vB_PaeS_PAO1_Ab30 vB_PaeS_PcyII-10_2P1 vB_PaeS_PAO1_HW12

common name Ab30 2P1 HW12
source sewage water sewage water clinical isolate

geographic origin Abidjan, Côte d’Ivoire Orsay, France Moscow, Russia
year of isolation 2012 2014 1983 *

genome size 37,205 bp 37,087 bp 37,496 bp
accession number LN610590 LN907801 LT999987

host strain for phage growth PA14 PcyII-10 PAO1
sequencing reads accessions ERR1596849 ERR1596851 ERR2402365

Average phage sequencing coverage 1200× 10,000× 12,000×
publication [31] this report [25]

* Year of recovery of the phage from the clinical P. aeruginosa strain provided to V.K. by Professor Bruce Holloway.

2.2. DNA Preparation

The phages were amplified on fresh Luria Broth (LB) agar plates at a multiplicity of infection
(MOI) of one phage for 1000 bacteria. An overnight culture of bacteria in LB was concentrated 10 times
in saline magnesium (SM) phage buffer (SM is 50 mM Tris-HCl pH 7.5; 100 mM NaCl, 8.1 mM
MgSO4, 0.01% gelatin). The phages were added and after 15 minutes at room temperature, the mixture
was poured with 4 mL of soft agar onto a round plate. After complete bacterial lysis (≈8 h), 5 mL
of SM phage buffer and a drop of chloroform were added to the recovered soft agar containing
phage particles.

After centrifugation at 1000 g, the Ab30 or 2P1 phages in the supernatant were purified by
polyethylene glycol (PEG) precipitation, followed by 0.22-µm-filtration and ultracentrifugation as
previously described [31]. Phage HW12 was purified by a cesium chloride gradient instead of PEG
precipitation. DNaseI was added to the phages at a concentration of 50 µg/mL before incubating for
one hour at 37 ◦C prior to phage DNA purification.

The phage and bacterial DNA were purified using phenol/chloroform as described in
Reference [32]. The purified DNA was suspended in TE buffer (10 mM Tris-HCl, pH 7.5, 1 mM EDTA).
The quality and concentration of the DNA were measured using an ND-1000 Spectrophotometer
(NanoDrop®, Labtech, Palaiseau, Paris, France) and a Qubit fluorimeter (Thermo Fisher Scientific,
Villebon-sur-Yvette, France).

2.3. Enrichment of the Right End of Phage Ab30 to Produce a Library of Ab30 Transposition Sites

The purified DNA from Ab30 virions grown on the P. aeruginosa strain PA14 was digested with
the restriction enzyme NsiI that rarely cuts the bacterial host genome (once every fifteen kilobases,
on average). NsiI was chosen because the Ab30 phage genome contains only two recognition sites for
this enzyme. The first is located at position 6170 bp and the second is located at position 37,024 bp,
very close to the phage right end at position 37,205 bp. Digestion produces a left-end fragment of
6170 bp plus 31–36 bp attached bacterial host DNA, one large internal fragment of 30,854 bp, and
the right-end fragment of 181 bp plus bacterial host DNA of variable length (Figure S1). The smear
corresponding to the right-end fragments was separated into two fractions, one from 170 bp–900 bp
(fraction A) and the second from 900 bp–2500 bp (fraction B). The DNA recovered from fraction A
could be directly used for TruSeq library preparation and Illumina sequencing whereas the DNA from
fraction B was mechanically broken to produce fragments of mean size 500 bp.

2.4. Sequencing and Sequence Data Management

Deep sequencing was performed by the High Throughput Sequencing platform of I2BC (HTS,
I2BC, Gif-sur-Yvette, Paris, France) using MiSeq System (Illumina Solutions Center Paris, Evry,
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France). Two million 250 bp reads were produced for the sequencing of phage HW12. Three
million 250 bp or 300 bp reads were produced for the sequencing of phage 2P1. One million
100 bp reads was initially produced for the sequencing of phage Ab30. The reads datasets were
deposited in bioproject PRJEB12851, reads accession numbers are indicated in Table 1. In addition
we sequenced the clinical PcyII-10 P. aeruginosa strain which was used to recover and cultivate phage
2P1, and resequenced the PA14 reference strain used in our laboratory (PA14Or) to grow phage Ab30.
These genomes sequences used solely as controls can be recovered under accession number LT673656.1
and LT608330.1 respectively.

The Ab30-derived A and B libraries were sequenced using two Illumina MiSeq runs producing
250 bp paired reads. Twenty-two million and fourteen million pairs of reads were produced from
Ab30 transposition sites libraries A and B, respectively. The full library A and library B dataset
correspond to run accession ERR1596854 and ERR1596855, sample accession SAMEA4393803 and
SAMEA4393804, in bioproject PRJEB12851. All sequence data files quoted previously can be accessed
at http://www.ebi.ac.uk/ena/data/view/<ACCESSION NUMBERS>.

Sequence data were processed using Geneious R11 (Biomatters Ltd, Auckland, New Zealand).
The reads were mapped on the phage genomes using the Geneious mapper with default parameters.
Reads overlapping the phage ends were trimmed of the phage sequence.

An additional filter was applied to the reads from the A and B transposition sites libraries prior to
trimming in order to eliminate potential artefacts. Only reads starting precisely from the NsiI restriction
site of the 181 bp right-end phage sequence and containing at least 12 bp of the bacterial host DNA
were subsequently conserved. Eventually, 10,503,241 and 2,880,145 reads from the A and B libraries
respectively satisfied these strict selection criteria (“valid reads”). The 181 bp right-end phage sequence
was trimmed using Geneious.

In order to draw plots of transposition sites, the first non-trimmed base was annotated as “start”.
All trimmed and start-annotated reads were mapped on the appropriate reference genome using the
Geneious mapping tool with default parameters except for the maximum number of gaps per reads (set
to 3%), maximum mismatches per read (2%) and minimum overlap identity (95%). After mapping, the
“start” annotations from the reads were transferred to the reference genome. The information associated
with the transferred annotations was then exported from Geneious as a text file containing mapped
reads Id, mapping orientation, and position of the “start” in the reference genome. This data file was
used as input by plot drawing python scripts deposited at https://github.com/midoux/GPMS/.

The making of TruSeq Illumina sequencing libraries involves a few PCR cycles which may produce
chimeras between initially independent DNA molecules. Such chimeras may subsequently be confused
with phage-host junctions when they occur precisely at the phage chromosome end. We evaluated the
proportion of such artefacts among sequencing reads by mapping a phage read archive on truncated
phage genomes. For this purpose we mapped the 2P1 sequence reads dataset (Table 1) on four 2P1
phage genome sequences shortened of 1 kb, 10 kb, 20 kb and 30 kb at their left end. We recovered
the pseudo-junctions overlapping the artificial phage chromosome ends and mapped them on the
P. aeruginosa PcyII-10 genome. From these four ends, we recovered a total of 19 candidate junctions
which represent the maximum number of artefacts (average 5 events per end). In contrast more than
19,000 potential junctions are recovered when mapping on the bona fide 2P1 phage left-end.

2.5. Statistical Analysis of the Distribution of Transposition Events

The expected number of coincident integration events under a random distribution model was
calculated as described in Reference [33]. If transposition events are randomly distributed along the
genome, the expected number of coincident events depends on the number T of transposition events
characterized, and R the ratio of T to the genome size. If T is 25,000 and genome size is 6.3 Mb, R is
1/250. R being lower than 0.1, the expected number of double coincidences E2 is closely approximated
by E2=TR/2, i.e., 50 positions with two coincident integrations among 25,000 events. The expected
values for higher coincidences is E3 = ln(1/(1 − R))E2/3 and Ei + 1 = ln(1/(1 − R))Ei/(i + 1).

http://www.ebi.ac.uk/ena/data/view/<ACCESSION NUMBERS>
https://github.com/midoux/GPMS/
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3. Results

3.1. The Different Transposition Site Distributions Observed in the Three Phages

The genome sequence of phage Ab30 was previously determined as part of a study of
bacteriophages from Abidjan, using a total of one million reads providing an average phage sequencing
coverage of 1000X [31]. In the present work, we characterized the genome of two new phages, 2P1
and HW12, with three and two millions sequencing reads (phage sequencing coverage 10,000X and
12,000X, respectively). Phages Ab30, 2P1, and HW12 shared the Mu-like genetic organization [26]
and their genome ends appeared to be flanked by variable ends (VEs) originating from the bacterial
host. Additional similar phages were identified by a blast search against the Genbank non-redundant
nucleotide collection. Figure S2 shows the result of a clustering analysis of the P. aeruginosa saltoviruses
genome sequences. All three phages belong to the D3112 group, Ab30 clustered in the DMS3 subgroup,
2P1 in the D3112 subgroup, whereas HW12 was more distantly related. The genome of all the phages in
the D3112 group starts with TGT and finishes with ACA in agreement with previous observations [23].

We recovered 2500, 19,300, and 25,150 sequences potentially corresponding to host DNA attached
to the left-end of the Ab30, 2P1, and HW12 genomes, respectively. These values are higher than
the average sequencing coverage as expected when sequencing a linear chromosome and indirectly
confirms that these sequencing reads originate from the ends of the DNA molecule as present in
the virions. Such chromosome ends are expected to be overrepresented in an Illumina TruSeq
sequencing library produced by mechanical shearing of the DNA [31,32,34]. The size of the left-end
host DNA fragments was predominantly comprised between 31 bp and 36 bp as previously observed
in RcapMu [14] and in agreement with early observations in the D3112 group [25].

We then mapped the host DNA fragments on the P. aeruginosa genome in order to locate the
transposition sites. Figure 1A shows the location of the 25,150 phage HW12 left-end host fragments
mapped on PAO1.

The amount of forward/reverse HW12 integrations along the PAO1 genome was 12,501 and
12,649, respectively, with a majority of unique transposition locations. One hundred and sixty-eight
positions were occupied by two transposition events. If the distribution was random, 50 occurrences
of two and 0.066 events of three coincident insertions in the whole genome would be expected (Table
S1). A maximum of five insertions was observed at the PAO1 position 4,720,184. One insertion event
occurred in the reverse orientation whereas four occurred in the forward orientation. Furthermore, it is
noteworthy that two among the five peaks with three coincident insertions were located immediately
adjacent at positions 4,720,179 and 4,720,187. The 34 bp PAO1 segment 4,720,162–4,720,195 with a total
of 22 transposition events represents a tentative hotspot (0.09% of all events, i.e., a 150 fold excess).

The distribution of transposition events in phage 2P1 was strikingly different. Figure 1B shows the
location of the 19,300 left-end host DNA fragments from phage 2P1 mapped on the P. aeruginosa PAO1
reference genome (See also Figure S3, mapping of the sites on the host strain genome P. aeruginosa
PcyII-10). Two hundred and sixteen positions with two coincident insertion events were observed,
slightly more than the 168 observed with HW12. However, remarkable peaks were detected. For
instance, 27 insertions (13 forward and 14 reverse insertions) coincided at position 265,013. Comparison
with the expected values under a random distribution model is shown in Table S1. A total of 142
transposition events clustered within positions 265,009–265,025 (that is, 0.75% of all events clustered in
a 17 bp segment (a more than 3000 fold excess)). The tentative HW12 hotspot at position 4,720,184
in Figure 1A was also present. Forty-eight insertion events occurred within the 13 bp segment
4,720,179–4,720,191.

We similarly mapped the 2500 left-end host fragments from Ab30 sequencing data (Table 1).
Interestingly, a maximum of nine insertions was observed at the PAO1 position 4,720,182, i.e., within
the 2P1 and the tentative HW12 hotspot. In spite of the relatively low number of available Ab30
events in this initial dataset, additional hotspots could be detected. For instance 22 events occurred in
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the 13 bp segment 265,009–265,021, representing a 1700 fold excess. This position coincides with the
strongest 2P1 hotspot in Figure 1B.

In conclusion, the distribution of the HW12 transposition events in its PAO1 host appeared to be
mostly random, with however a slight but significant excess of coincident transposition sites at one
or two positions, whereas the distribution of the 2P1 and Ab30 transposition sites displayed several
major hotspots.
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Figure 1. Distribution of transposition sites on Pseudomonas aeruginosa at base-pair resolution.
Panel (A) The distribution of 25,000 HW12 transposition sites. A maximum of five coincident insertions
(one in the reverse orientation and four in the forward orientation) is observed at position 4,720,184.
Panel (B) The distribution of 19,300 2P1 transposition events. Eight peaks above ten coincident
insertions are observed. The tentative HW12 hotspot is one of them. The highest peak corresponds to
27 coincident insertions at positions 265,012–265,013.

3.2. Distribution of the Ab30 Transposition Sites

We decided to focus on phage Ab30 and in order to get access to a larger number of transposition
sites, we designed an experiment to preferentially sequence the bacterial DNA attached to one end
of the phage genome. Following the described enrichment procedure, we obtained 13,383,386 reads
containing the right-end junction of a phage transposition event and mapped them on the PA14 host
genome revealing a number of transposition hotspots (Figure 2).

Whereas an average insertion frequency of two per nucleotide would be expected on the 6.5 Mbp
bacterial genome, about 30 nucleotide positions were targets for 500 insertions or more. Fourteen
hotspots numbered 1–14 in Figure 2 showed peaks of more than 3000 coincident insertions at a one
nucleotide resolution. Half of the fourteen hotspots were localized inside coding sequences and the
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other half were intergenic (Table 2). Figure 3 presents a focus on hotspot 11 illustrating the absence of
bias in the insertion orientation.
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transposition events is plotted along the PA14 bacterial host genome at a one base-pair resolution.
On the vertical axis, the number of transposition events at a particular position is shown. The 14 sites
with at least one position hosting more than three thousand insertions are numbered.
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Figure 3. A focus on Ab30 hotspot 11. The position of the transposition events is shown at a one
base-pair resolution. Insertions in the forward or reverse orientations are presented in the red or blue
colors, respectively. The small inset is obtained by a five base-pairs shift of the upper part of the graph.
The almost perfect symmetry illustrates the absence of bias in transposition orientation.
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Table 2. A list of the 14 main Ab30 insertion hotspots (at least one nucleotide position with more than 3000 events).

# Position PA14 NC_008463 * Position PAO1 NC_002516 * CDS Locus Tag ** Distance NsiI $ Ratio
Forward $

Distance from
Consensus Motif (bp) £ Mismatches £ VNTR §

1 254,808; 254,824 265,008; 265,024 PA14_RS01160 28,587/24,475 41% 56 2 ms211

2 806,635; 806,652 4,720,167; 4,720,184 PA14_RS30080 2414/16,824 58% 58 0

3 1,569,481; 1,569,485 3,988,644; 3,988,648 PA14_RS07340 68,541/26,332 47% 57 +

4 1,682,632; 1,682,636 3,858,411; 3,858,415 between PA14_RS07780
and PA14_RS07785 299/18,473 35% 57 2

5 2,879,877; 2,879,884 2,752,911; 2,752,918 PA14_RS13425 336/4118 35% 57 3

6 2,938,509; 2,938,513 2,705,279; 2,705,283 PA14_RS13610 4732/32,396 48% 56 0 ms214

7 3,079,036; 3,079,040 2,558,697; 2,558,701 between PA14_RS14100
and PA14_RS14105 1443/34,807 50% 56 0

8 3,079,172 2,556,658 PA14_RS14105 1579/34,675 47% 60 0

9 3,325,225; 3,325,229 3,874,426; 3,874,430 between PA14_RS15200
and PA14_RS15205 6907/23,919 61% 57 0

10 3,555,249; 3,555,253 2,077,078; 2,077,082 PA14_RS16160 495/7668 47% 60 0

11 5,214,540; 5,214,544 5,050,834; 5,050,838 between PA14_RS23875
and PA14_RS23880 8737/1571 54% 57 +

12 5,725,984; 5,725,999 5,455,320; 5,455,335 between PA14_RS26245
and PA14_RS26250 44,700/98 80% 54 1 ms223

13 5,732,031; 5,732,035 5,461,367; 5,461,371 PA14_RS26270 5927/9363 51% 59 1

14 5,743,027; 5,743,031 5,471,620; 5,471,624 between PA14_RS26335
and PA14_RS26340 1622/2499 58% 58 1 ms224

# the major hotspots numbered from 1–14 as shown in Figure 2. * the indicated positions in the PA14 or PAO1 reference genomes are immediately adjacent to at least 3000 right-ends;
insertion of the phage DNA is not necessarily elevated at internal positions as illustrated in Figure 3 for hotspot 11; ** the intra or intergenic status of the hotspots is indicated. $ the
distance from the hotspots to the nearest flanking NsiI sites is indicated together with the ratio of forward versus reverse integrations of the phage genome. A significant and artefactual
bias is observed due to the host-phage junctions enrichment process used, when the hotspot is immediately adjacent to an NsiI site as in hotspots 4, 5, and 12. £ distance in base-pairs
between the hotspot and the motif, and number of mismatches between the motif and the 35 bp consensus, as shown in Figure S4 and Figure 4. +, indel in the motif compared to the
consensus. §, the Variable Number of Tandem Repeats (VNTR). Some motifs are part of a tandemly repeated element used in genotyping assays [35,36].
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3.3. Presence of a Consensus Sequence Adjacent to the Hotspots

We then searched for the basis of the preferred insertion at a limited number of hotspots by
aligning the 280 bp flanking the fourteen highest peaks using MAFFT [37]. This showed a good
alignment over a 35 bp sequences at 55–61 bp on one side of the hotspot (Figure S4), and the consensus
sequence 5′-YGGCGGATAACCGCRAGCGGTTATTCGCCCTACGS-3′ could be deduced from the
comparison (Figure 4). This sequence is 65% GC, identical to the average GC content of the P. aeruginosa
genome. It resembles the palindromic unit or “repetitive extra palindromic” (REP) sequences of the
“bacterial interspersed mosaic elements“(BIME) of E. coli [38].
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In P. aeruginosa, some BIME elements are tandemly repeated and polymorphic. Accordingly, four
among the 14 major hotspots corresponded to previously described Variable Number of Tandem Repeats
(VNTRs), namely hotspot 1 (ms211), 6 (ms214), 12 (ms223), and 14 (ms224). This observation suggested
that the succession of sites augments the attractiveness for phage insertion. Three other VNTRs (ms142,
ms215, and ms222) were associated with minor hotspots (Table 2, Tables S2 and S3) [36].

The hotspot consensus sequence was searched for in the total PA14 genome, with a three
mismatches tolerance, allowing the identification of 42 occurrences (Table S3). The reads were aligned
against these regions showing that about 5% of the insertions occurred at these positions. In total, these
42 sites represented less than one kilobase within the 6500 kb bacterial genome. There is, therefore, a
more than 300 fold bias towards the insertion at one of these positions.

Apart from the 5% reads mapping to the main hotspots, the insertions appeared to be randomly
distributed. In order to illustrate the difference of transposition sites distribution in Ab30 as compared
to HW12, and similarity with phage 2P1, a random subset of 25,000 Ab30 transposition sites were
mapped on the PAO1 genome (Figure S5). Table S1 provides a more detailed counting of sites with
multiple coincident insertions.

3.4. Coldspots for the Transposition Events Corresponding to Low GC Content Regions

The density of transposition sites characterized here allowed not only the detection of hotspots,
but also of a number of remarkable coldspots. Sixteen regions of at least one kilobase in length showed
a density of less than ten Ab30 transposition events per kilobase compared to the global average of
1300–1800 events per kilobase observed across the genome outside of the hotspots. These coldspots
corresponded to the low (less than 50%) GC-content regions as compared to the 65% GC average in
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P. aeruginosa (Figure S6). For instance, the 1530 bp segment 4,399,680–4,401,210 inside the gene for
Acyl-homoserine acylase quiP, with a 42% GC-content, was devoid of transposition events. Only 83
transposition events mapped to the largest 13 kb long coldspot (PA14 accession number NC_008463
segment 2,027,000–2,040,000). This 46% GC region delimited at one end by the O-antigen chain length
regulator gene wzz and at the other end by wbpM corresponded precisely to the O-antigen biosynthetic
locus [39]. The three 16S–23S operons in the PA14 genome, covering 15 kilobases with a 52% GC
content, showed a slightly higher transposition density of 30 events per kilobase.

3.5. Insertion of Ab30 into the Already Inserted Copies of Ab30

Very interestingly 53,800 transposition sites corresponded to the Ab30 sequence itself, indicating
that 0.4% of the transposition events escaped target immunity and occurred inside a previously
transposed copy of the viral genome. A remarkable distribution of reads was observed with the
existence of nine domains of unequal size and density of the integration events (numbered D1–D9 in
Figure 5A).
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Figure 5. The discovery of a pattern of transposition events along the Ab30 genome. The position
along the phage Ab30 genome of transposition events which occurred within the phage is plotted.
(A) The number of reads in 50 bp bins is shown on the axis. The orientation of the insertion is depicted
with colors. The position of the two NsiI sites present in the Ab30 genome is indicated. The NsiI site
at position 6170 creates an artifact hotspot. Seven main peaks are observed defining nine domains
numbered accordingly. (B) Proposed topology of the phage genome. The pattern of transposition events
along the phage genome presented in panel (A) defining domains D1 to D9 suggested the existence of
four loops (L1–L4) including four fixed crossing points inaccessible to transposition. The locations of
the synaptonemal complex (transposome) and predicted strong gyrase site (SGS) are indicated.
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The domains D1 and D9 with sizes of 900 and 700 bp, respectively, corresponded to the phage
genome ends. A very small peak was visible within the first few hundred base-pairs in domain D1.
The end of the domain D1 appeared to correspond to the location of the transposition enhancer region
E in the phage Mu (reviewed in [9]). In the D9 domain, beyond position 36,500, the situation was
unclear as most of the minor peak was probably an artifact due to the presence of the second NsiI site,
located 180 bp before the phage genome end. Domain D2 started approximately 900 bp from the phage
left-end and was the next smallest in size (2900 bp) and transposition site density (958 transposition
events, a density of 330 events per kilobase). The NsiI site at position 6170 within the 6100 bp domain
D3 explained the presence of the two flanking and symmetrical sharp peaks. The peaks expanded for
approximately one kilobase on both sides. Apart from this artifact, domains D3 and D4 were similar in
size (6100 and 5300 bp, respectively) and transposition site density. The central domain, D5, was the
largest in size (7200 bp) and in the number of sites (9594 transposition events, with a density of 1332
events per kilobase). Domains D6 and D7 were also similar in size (4500 and 3800 bp, respectively)
and in site density (densities of 620 and 709 events per kilobase, respectively). The domain D8 covered
5800 bp and showed the second highest density of transposition events: 1049 per kilobase.

The middle of the largest domain D5 showed a sharp decrease in transposition events. Figure
S7 illustrates the location of the phage insertions at a one base resolution in this region. The 37 bp
intergenic segment from position 18,736–18,772 in the Ab30 genome was devoid of phage insertions.
Previous works on phage Mu identified a “Strong Gyrase Site” (SGS) located near the middle of the
phage genome and showed that binding of the gyrase protected a core region of 30–50 bp within the
SGS [40,41]. It is possible that the transposition-free segment in the middle of phage Ab30 marks
the position of the SGS, 150 nucleotides to the right of the exact middle of the phage genome. This
hypothesis implies that the transposition events occur in phage genome copies topologically organized
by the gyrase. The pattern of insertions shown in Figure 5A likely reflects the supercoiling of the
phage genome [42] and the accessibility of the different loops. In type phage Mu, the sequence to
the left of the left-most CDS—the C-repressor—contains the attL (L) site, whereas the sequence to
the right of the right-most CDS contains the attR (R) site. The AT-rich intergenic segment to the right
of the C-repressor contains the transposition enhancer (E) site. In the transposome, MuA binds and
maintains together the L, R, and E sites ([43]; reviewed in References [1,9]). We propose in Figure 5B a
graphical representation of the supercoiling of the Ab30 genome during the transposition stage. In this
model, the phage genome is organized into four loops in addition to the transposome located at the
basis of the phage domain. The first and second loops are very asymmetrical. In loop L1, the 2900 bp
domain D2 faces the 5800 bp domain D8. D8, which represents two-thirds of the loop, attracts 86% of
the transposition events. In loop L2, the 6100 bp domain D3 is facing the 3800 bp domain D7. In loop
L3, the 5300 bp D4 is facing the 4500 bp D6. Loop L4 is composed of the 7200 bp domain D5 which is
the most symmetrical and the most attractive in terms of transposition events—with 9600 occurrences.
This corresponds to the average 1300 transposition events per kilobase compared to the 800 events per
kilobase in loops L1 and L2. The SGS would be located at the apex of L4.

4. Discussion

Deep sequencing of three P. aeruginosa transposable phage genomes (HW12, 2P1, Ab30) was used
to investigate tens of thousands up to 13 million phage-host DNA junctions, the trace of replicative
transposition sites. We observed two distinct distribution patterns of transposition site suggesting, for
the first time, that these phages display different transposition behaviors. Whereas one pattern is mostly
random, the second shows a few very high hotspots located in the vicinity of BIME structures, widespread
among bacteria [44–46]. Their capacity to form hairpins might be attractive to some transposable phages.
Alternatively, the bacterial host may be responsible for the control of these hotspots, as the three phages
were grown on three different strains due to their limited host range. It is interesting to note that some IS
elements show a preference for insertion in similar repetitive extragenic palindromic sequences [35,47,48].
In P. aeruginosa, ISPa11 inserts frequently into the intergenic VNTRs recalled in the present study [35]. This
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could be related to the secondary structure of the target site and/or to the characteristics of the transposase.
In E. coli, some BIMEs are target for DNA gyrase which may have consequences for DNA topology [49,50].
It was shown that in Eukaryotes, transposon and retroviral insertions were frequent in regions of DNA
flexibility [51]. The work of Ton-Hoang et al. analyzed a new clade of Y1 transposases associated with
REP/BIME in E. coli and responsible for the dispersion of these structures into the bacterial genome [52].
Y1 transposases are widespread and found in some phages. It was shown that the histone-like nucleoid
structuring protein (H-NS) which preferentially binds bent and deformed sequences [53] regulates the
transposition of Tn5 and Tn10 by interacting with the transposition machinery [54]. It is possible that H-NS
also interact with BIMEs, facilitating the insertion of Ab30 at these specific locations. IHF (Integration Host
Factor), another nucleoid binding protein was shown to bind BIMEs sequences and induce topological
constraints targeted by DNA gyrase [50].

The high resolution mapping of transposition sites achieved for phage Ab30 revealed additional
patterns of distribution within a given host. DNA stretches with a low GC ratio (that is, below 50% in the
P. aeruginosa genome with a 65% average GC content) are coldspots. We have currently no explanation
for this characteristic but we speculate that it may be related to the accessibility of the chromosomal
DNA [13,20]. Transposon exclusion by high-density DNA binding proteins was described during the
transposition of phage Mu in Salmonella enterica serovar Typhimurium [55]. The authors proposed that
transcription insulated genes from transposition, which could explain the low level of insertions observed
here at the 16S–23S operons. They also showed that a 53 kb region acquired by horizontal transfer
was a coldspot and this appears to be the case for other transposable elements as well. The H-NS
from P. aeruginosa (MvaT and MvaU) which act as global regulatory genes have been shown to bind
preferentially to AT-rich regions of the DNA [56]. This would explain the rarity of the insertions into the
AT-rich LPS biosynthesis locus, a region which also evolved by horizontal transfer [57].

Very interestingly, the fraction of transposition events that occur inside a copy of a phage genome
showed a pattern of distribution indicating that the events took place in phage genomes topologically
constrained in a very structured and stable way. The organization of the phage Mu genome, including
the prophage, in a stable domain, was previously demonstrated [42,58,59]. We propose in the present
work that the domain is organized in four loops structured by the transposome at one end and the
strong gyrase site at the other, at least in the Mu-like Ab30 phage. It will be interesting to investigate if
this feature is shared among other transposable phages.

This is the first time that such a large amount of replicative insertion events is characterized
providing a landscape of phage-host genome interactions. Transposition insertion libraries have been
used to qualify genes as essential for bacterial fitness but some authors demonstrated the existence of
major biases [60,61]. The present experiment in which bacterial fitness is not a selective factor is an
additional illustration of this issue. Indeed there is no opportunity for selection in the process of phage
transposition and, in spite of this, we did observe hotspots and coldspots. In a transposition insertion
experiment, this might have been wrongly interpreted in terms of fitness of the associated loci.

5. Conclusions

This work takes advantage of the deep sequencing technology to investigate the behavior of three
transposable phages during replicative transposition at an unprecedented resolution. The mapping
of thousands up to millions of transposition sites allowed for the demonstration that within the
same bacterial species transposable phages display strikingly different behaviors. This mapping
also revealed the existence of hotspots and coldspots for insertion. In addition, investigations of
rare insertions into phage genomes provide the first tentative image of the phage chromosomal
domain supercoiling into four stable loops in addition to the transposome. The systematic analysis of
phage/host junctions in sequencing reads produced as part of phage sequencing should be performed
on additional transposable phages to characterize their transposition behavior and decipher the genetic
control of these fundamental processes. In particular, the role of the bacterial host’s genetic background
will need to be investigated.



Viruses 2018, 10, 245 13 of 16

Supplementary Materials: The following are available online at http://www.mdpi.com/1999-4915/10/5/245/s1:
Figure S1: the enrichment in Ab30 phage ends; Figure S2: clustering analysis of the phage’s genome sequences
including close neighbors; Figure S3: phage 2P1 distribution of transposition sites in host strain genome PcyII-10;
Figure S4: detection of a conserved region in the vicinity of the fourteen strongest Ab30 transposition hotspots;
Figure S5: Mapping of 25,000 Ab30 transposition sites across PAO1 illustrates the difference with the HW12
behavior and the similarity with 2P1; Figure S6: the correlation of transposition cold-spots with low GC content
segments; Figure S7: a candidate for a Strong Gyrase-binding Site in the phage domain; Table S1: coincident
insertions, expected and observed in the three phages; Table S2: the association between VNTR loci and Ab30
hotspots; and Table S3: the position of hotspot associated motifs and amount of associated events (maximum and
average).

Author Contributions: G.V. and C.P. conceived and designed the experiments; C.P., M.B., and V.K. performed the
experiments; G.V., C.M., Y.B., and C.P. analyzed the data; and G.V. and C.P. wrote the paper.

Acknowledgments: This work has benefited from the facilities and expertise of the high throughput sequencing
platform of I2BC. The research was funded by a grant from the Direction Générale de l’Armement (DGA) and the
Agence Nationale de la Recherche (ANR, France), “Resisphage” ANR-13-ASTRID-0011–01. We thank Isabelle
Vallet-Gely for helpful discussions.

Conflicts of Interest: The authors declare no conflicts of interest. The founding sponsors had no role in the design
of the study; in the collection, analyzes, or interpretation of data; in the writing of the manuscript; and in the
decision to publish the results.

References

1. Hulo, C.; Masson, P.; Le Mercier, P.; Toussaint, A. A structured annotation frame for the transposable phages:
A new proposed family “saltoviridae” within the caudovirales. Virology 2015, 477, 155–163. [CrossRef]
[PubMed]

2. Symonds, N.; Toussaint, A.; Van de Putte, A.P.; Howe, M.M. Phage Mu; Cold Spring Harbor Laboratory:
Cold Spring Harbor, NY, USA, 1987.

3. George, M.; Bukhari, A.I. Heterogeneous host DNA attached to the left end of mature bacteriophage mu
DNA. Nature 1981, 292, 175–176. [CrossRef] [PubMed]

4. Summer, E.J.; Gonzalez, C.F.; Carlisle, T.; Mebane, L.M.; Cass, A.M.; Savva, C.G.; LiPuma, J.; Young, R.
Burkholderia cenocepacia phage bcepmu and a family of mu-like phages encoding potential pathogenesis
factors. J. Mol. Biol. 2004, 340, 49–65. [CrossRef] [PubMed]

5. Mizuuchi, K. Transpositional recombination: Mechanistic insights from studies of mu and other elements.
Annu. Rev. Biochem. 1992, 61, 1011–1051. [CrossRef] [PubMed]

6. Harshey, R.M. Transposable phage mu. Microbiol. Spectr. 2014, 2, 1100602544. [CrossRef] [PubMed]
7. Mizuno, N.; Dramicanin, M.; Mizuuchi, M.; Adam, J.; Wang, Y.; Han, Y.W.; Yang, W.; Steven, A.C.;

Mizuuchi, K.; Ramon-Maiques, S. Mub is an aaa+ atpase that forms helical filaments to control target
selection for DNA transposition. Proc. Natl. Acad. Sci. USA 2013, 110, E2441–E2450. [CrossRef] [PubMed]

8. Harshey, R.M. The mu story: How a maverick phage moved the field forward. Mob. DNA 2012, 3, 21.
[CrossRef] [PubMed]

9. Choi, W.; Saha, R.P.; Jang, S.; Harshey, R.M. Controlling DNA degradation from a distance: A new role for
the mu transposition enhancer. Mol. Microbiol. 2014, 94, 595–608. [CrossRef] [PubMed]

10. Greene, E.C.; Mizuuchi, K. Target immunity during mu DNA transposition. Transpososome assembly and
DNA looping enhance mua-mediated disassembly of the mub target complex. Mol. Cell 2002, 10, 1367–1378.
[CrossRef]

11. Greene, E.C.; Mizuuchi, K. Visualizing the assembly and disassembly mechanisms of the mub transposition
targeting complex. J. Biol. Chem. 2004, 279, 16736–16743. [CrossRef] [PubMed]

12. Toussaint, A. Transposable mu-like phages in firmicutes: New instances of divergence generating
retroelements. Res. Microbiol. 2013, 164, 281–287. [CrossRef] [PubMed]

13. Ge, J.; Lou, Z.; Cui, H.; Shang, L.; Harshey, R.M. Analysis of phage mu DNA transposition by whole-genome
escherichia coli tiling arrays reveals a complex relationship to distribution of target selection protein b,
transcription and chromosome architectural elements. J. Biosci. 2011, 36, 587–601. [CrossRef] [PubMed]

14. Fogg, P.C.; Hynes, A.P.; Digby, E.; Lang, A.S.; Beatty, J.T. Characterization of a newly discovered mu-like
bacteriophage, rcapmu, in rhodobacter capsulatus strain sb1003. Virology 2011, 421, 211–221. [CrossRef]
[PubMed]

http://www.mdpi.com/1999-4915/10/5/245/s1
http://dx.doi.org/10.1016/j.virol.2014.10.009
http://www.ncbi.nlm.nih.gov/pubmed/25500185
http://dx.doi.org/10.1038/292175a0
http://www.ncbi.nlm.nih.gov/pubmed/6264325
http://dx.doi.org/10.1016/j.jmb.2004.04.053
http://www.ncbi.nlm.nih.gov/pubmed/15184022
http://dx.doi.org/10.1146/annurev.bi.61.070192.005051
http://www.ncbi.nlm.nih.gov/pubmed/1323232
http://dx.doi.org/10.1128/microbiolspec.MDNA3-0007-2014
http://www.ncbi.nlm.nih.gov/pubmed/26104374
http://dx.doi.org/10.1073/pnas.1309499110
http://www.ncbi.nlm.nih.gov/pubmed/23776210
http://dx.doi.org/10.1186/1759-8753-3-21
http://www.ncbi.nlm.nih.gov/pubmed/23217166
http://dx.doi.org/10.1111/mmi.12781
http://www.ncbi.nlm.nih.gov/pubmed/25256747
http://dx.doi.org/10.1016/S1097-2765(02)00733-5
http://dx.doi.org/10.1074/jbc.M311883200
http://www.ncbi.nlm.nih.gov/pubmed/14871890
http://dx.doi.org/10.1016/j.resmic.2013.01.008
http://www.ncbi.nlm.nih.gov/pubmed/23380080
http://dx.doi.org/10.1007/s12038-011-9108-z
http://www.ncbi.nlm.nih.gov/pubmed/21857106
http://dx.doi.org/10.1016/j.virol.2011.09.028
http://www.ncbi.nlm.nih.gov/pubmed/22018635


Viruses 2018, 10, 245 14 of 16

15. Manna, D.; Breier, A.M.; Higgins, N.P. Microarray analysis of transposition targets in escherichia coli: The
impact of transcription. Proc. Natl. Acad. Sci. USA 2004, 101, 9780–9785. [CrossRef] [PubMed]

16. Manna, D.; Deng, S.; Breier, A.M.; Higgins, N.P. Bacteriophage mu targets the trinucleotide sequence cgg.
J. Bacteriol. 2005, 187, 3586–3588. [CrossRef] [PubMed]

17. Haapa-Paananen, S.; Rita, H.; Savilahti, H. DNA transposition of bacteriophage mu. A quantitative analysis
of target site selection in vitro. J. Biol. Chem. 2002, 277, 2843–2851. [CrossRef] [PubMed]

18. Adzuma, K.; Mizuuchi, K. Target immunity of mu transposition reflects a differential distribution of mu b
protein. Cell 1988, 53, 257–266. [CrossRef]

19. Han, Y.W.; Mizuuchi, K. Phage mu transposition immunity: Protein pattern formation along DNA by a
diffusion-ratchet mechanism. Mol. Cell 2010, 39, 48–58. [CrossRef] [PubMed]

20. Ge, J.; Lou, Z.; Harshey, R.M. Immunity of replicating mu to self-integration: A novel mechanism employing
mub protein. Mob. DNA 2010, 1, 8. [CrossRef] [PubMed]

21. Dramicanin, M.; Ramon-Maiques, S. Mub gives a new twist to target DNA selection. Mob. Genet. Elements
2013, 3, e27515. [CrossRef] [PubMed]

22. Wang, P.W.; Chu, L.; Guttman, D.S. Complete sequence and evolutionary genomic analysis of the
Pseudomonas aeruginosa transposable bacteriophage d3112. J. Bacteriol. 2004, 186, 400–410. [CrossRef]
[PubMed]

23. Cazares, A.; Mendoza-Hernandez, G.; Guarneros, G. Core and accessory genome architecture in a group of
Pseudomonas aeruginosa mu-like phages. BMC Genom. 2014, 15, 1146. [CrossRef] [PubMed]

24. Braid, M.D.; Silhavy, J.L.; Kitts, C.L.; Cano, R.J.; Howe, M.M. Complete genomic sequence of bacteriophage
b3, a mu-like phage of Pseudomonas aeruginosa. J. Bacteriol. 2004, 186, 6560–6574. [CrossRef] [PubMed]

25. Akhverdian, V.Z.; Khrenova, E.A.; Reulets, M.A.; Gerasimova, T.V.; Krylov, V.N. Characteristics of
phages-transposons of Pseudomonas aeruginosa belonging to 2 groups distinguished by DNA-DNA homology.
Genetika 1985, 21, 735–747. [PubMed]

26. Toussaint, A.; Rice, P.A. Transposable phages, DNA reorganization and transfer. Curr. Opin. Microbiol. 2017,
38, 88–94. [CrossRef] [PubMed]

27. Chung, I.Y.; Bae, H.W.; Jang, H.J.; Kim, B.O.; Cho, Y.H. Superinfection exclusion reveals heteroimmunity
between pseudomonas aeruginosa temperate phages. J. Microbiol. 2014, 52, 515–520. [CrossRef] [PubMed]

28. Toussaint, A.; Van Gijsegem, F. Extension of the transposable bacterial virus family: Two genomic
organisations among phages and prophages with a tn552-related transposase. Res. Microbiol. 2017. [CrossRef]
[PubMed]

29. Krylov, V.N.; Bogush, V.G.; Ianenko, A.S.; Kirsanov, N.B. Pseudomonas aeruginosa bacteriophages with DNA
structure similar to the DNA structure of mu1 phage. Ii. Evidence for similarity between d3112, b3, and b39
bacteriophages: Analysis of DNA splits by restriction endonucleases, isolation of d3112 and b3 recombinant
phages. Genetika 1980, 16, 975–984. [PubMed]

30. Darzins, A.; Casadaban, M.J. Mini-d3112 bacteriophage transposable elements for genetic analysis of
Pseudomonas aeruginosa. J. Bacteriol. 1989, 171, 3909–3916. [CrossRef] [PubMed]

31. Essoh, C.; Latino, L.; Midoux, C.; Blouin, Y.; Loukou, G.; Nguetta, S.P.; Lathro, S.; Cablanmian, A.;
Kouassi, A.K.; Vergnaud, G.; et al. Investigation of a large collection of Pseudomonas aeruginosa bacteriophages
collected from a single environmental source in abidjan, cote d’ivoire. PLoS ONE 2015, 10, e0130548.
[CrossRef] [PubMed]

32. Essoh, C.; Blouin, Y.; Loukou, G.; Cablanmian, A.; Lathro, S.; Kutter, E.; Thien, H.V.; Vergnaud, G.; Pourcel, C.
The susceptibility of Pseudomonas aeruginosa strains from cystic fibrosis patients to bacteriophages. PLoS ONE
2013, 8, e60575. [CrossRef] [PubMed]

33. Drake, J.W. Too many mutants with multiple mutations. Crit. Rev. Biochem. Mol. Biol. 2007, 42, 247–258.
[CrossRef] [PubMed]

34. Garneau, J.R.; Depardieu, F.; Fortier, L.C.; Bikard, D.; Monot, M. Phageterm: A tool for fast and accurate
determination of phage termini and packaging mechanism using next-generation sequencing data. Sci. Rep.
2017, 7, 8292. [CrossRef] [PubMed]

35. Vu-Thien, H.; Corbineau, G.; Hormigos, K.; Fauroux, B.; Corvol, H.; Clement, A.; Vergnaud, G.;
Pourcel, C. Multiple-locus variable-number tandem-repeat analysis for longitudinal survey of sources of
pseudomonas aeruginosa infection in cystic fibrosis patients. J. Clin. Microbiol. 2007, 45, 3175–3183. [CrossRef]
[PubMed]

http://dx.doi.org/10.1073/pnas.0400745101
http://www.ncbi.nlm.nih.gov/pubmed/15210965
http://dx.doi.org/10.1128/JB.187.10.3586-3588.2005
http://www.ncbi.nlm.nih.gov/pubmed/15866949
http://dx.doi.org/10.1074/jbc.M108044200
http://www.ncbi.nlm.nih.gov/pubmed/11700310
http://dx.doi.org/10.1016/0092-8674(88)90387-X
http://dx.doi.org/10.1016/j.molcel.2010.06.013
http://www.ncbi.nlm.nih.gov/pubmed/20603074
http://dx.doi.org/10.1186/1759-8753-1-8
http://www.ncbi.nlm.nih.gov/pubmed/20226074
http://dx.doi.org/10.4161/mge.27515
http://www.ncbi.nlm.nih.gov/pubmed/24478936
http://dx.doi.org/10.1128/JB.186.2.400-410.2004
http://www.ncbi.nlm.nih.gov/pubmed/14702309
http://dx.doi.org/10.1186/1471-2164-15-1146
http://www.ncbi.nlm.nih.gov/pubmed/25527250
http://dx.doi.org/10.1128/JB.186.19.6560-6574.2004
http://www.ncbi.nlm.nih.gov/pubmed/15375138
http://www.ncbi.nlm.nih.gov/pubmed/2991085
http://dx.doi.org/10.1016/j.mib.2017.04.009
http://www.ncbi.nlm.nih.gov/pubmed/28551392
http://dx.doi.org/10.1007/s12275-014-4012-5
http://www.ncbi.nlm.nih.gov/pubmed/24871978
http://dx.doi.org/10.1016/j.resmic.2017.11.002
http://www.ncbi.nlm.nih.gov/pubmed/29158161
http://www.ncbi.nlm.nih.gov/pubmed/6256259
http://dx.doi.org/10.1128/jb.171.7.3909-3916.1989
http://www.ncbi.nlm.nih.gov/pubmed/2544562
http://dx.doi.org/10.1371/journal.pone.0130548
http://www.ncbi.nlm.nih.gov/pubmed/26115051
http://dx.doi.org/10.1371/journal.pone.0060575
http://www.ncbi.nlm.nih.gov/pubmed/23637754
http://dx.doi.org/10.1080/10409230701495631
http://www.ncbi.nlm.nih.gov/pubmed/17687667
http://dx.doi.org/10.1038/s41598-017-07910-5
http://www.ncbi.nlm.nih.gov/pubmed/28811656
http://dx.doi.org/10.1128/JCM.00702-07
http://www.ncbi.nlm.nih.gov/pubmed/17699654


Viruses 2018, 10, 245 15 of 16

36. Sobral, D.; Mariani-Kurkdjian, P.; Bingen, E.; Vu-Thien, H.; Hormigos, K.; Lebeau, B.; Loisy-Hamon, F.;
Munck, A.; Vergnaud, G.; Pourcel, C. A new highly discriminatory multiplex capillary-based mlva
assay as a tool for the epidemiological survey of Pseudomonas aeruginosa in cystic fibrosis patients.
Eur. J. Clin. Microbiol. Infect. Dis. 2012, 31, 2247–2256. [CrossRef] [PubMed]

37. Katoh, K.; Standley, D.M. Mafft multiple sequence alignment software version 7: Improvements in
performance and usability. Mol. Biol. Evol. 2013, 30, 772–780. [CrossRef] [PubMed]

38. Gilson, E.; Saurin, W.; Perrin, D.; Bachellier, S.; Hofnung, M. The bime family of bacterial highly repetitive
sequences. Res. Microbiol. 1991, 142, 217–222. [CrossRef]

39. Raymond, C.K.; Sims, E.H.; Kas, A.; Spencer, D.H.; Kutyavin, T.V.; Ivey, R.G.; Zhou, Y.; Kaul, R.;
Clendenning, J.B.; Olson, M.V. Genetic variation at the o-antigen biosynthetic locus in Pseudomonas aeruginosa.
J. Bacteriol. 2002, 184, 3614–3622. [CrossRef] [PubMed]

40. Pato, M.L. Central location of the mu strong gyrase binding site is obligatory for optimal rates of replicative
transposition. Proc. Natl. Acad. Sci. USA 1994, 91, 7056–7060. [CrossRef] [PubMed]

41. Oram, M.; Travers, A.A.; Howells, A.J.; Maxwell, A.; Pato, M.L. Dissection of the bacteriophage mu strong
gyrase site (sgs): Significance of the sgs right arm in mu biology and DNA gyrase mechanism. J. Bacteriol.
2006, 188, 619–632. [CrossRef] [PubMed]

42. Saha, R.P.; Lou, Z.; Meng, L.; Harshey, R.M. Transposable prophage mu is organized as a stable chromosomal
domain of E. coli. PLoS Genet. 2013, 9, e1003902. [CrossRef] [PubMed]

43. Mizuuchi, M.; Mizuuchi, K. Conformational isomerization in phage mu transpososome assembly: Effects of
the transpositional enhancer and of mub. EMBO J. 2001, 20, 6927–6935. [CrossRef] [PubMed]

44. Higgins, C.F.; Ames, G.F.; Barnes, W.M.; Clement, J.M.; Hofnung, M. A novel intercistronic regulatory
element of prokaryotic operons. Nature 1982, 298, 760–762. [CrossRef] [PubMed]

45. Cramton, S.E.; Schnell, N.F.; Götz, F.; Brückner, R. Identification of a new repetitive element in Staphylococcus
aureus. Infect. Immun. 2000, 68, 2344–2348. [CrossRef] [PubMed]

46. Bertels, F.; Rainey, P.B. Within-genome evolution of repins: A new family of miniature mobile DNA in
bacteria. PLoS Genet. 2011, 7, e1002132. [CrossRef] [PubMed]

47. Choi, S.; Ohta, S.; Ohtsubo, E. A novel is element, is621, of the is110/is492 family transposes to a specific site
in repetitive extragenic palindromic sequences in Escherichia coli. J. Bacteriol. 2003, 185, 4891–4900. [CrossRef]
[PubMed]

48. Tobes, R.; Pareja, E. Bacterial repetitive extragenic palindromic sequences are DNA targets for insertion
sequence elements. BMC Genom. 2006, 7, 62. [CrossRef] [PubMed]

49. Bachellier, S.; Saurin, W.; Perrin, D.; Hofnung, M.; Gilson, E. Structural and functional diversity among
bacterial interspersed mosaic elements (bimes). Mol. Microbiol. 1994, 12, 61–70. [CrossRef] [PubMed]

50. Espeli, O.; Boccard, F. In vivo cleavage of Escherichia coli bime-2 repeats by DNA gyrase: Genetic
characterization of the target and identification of the cut site. Mol. Microbiol. 1997, 26, 767–777. [CrossRef]
[PubMed]

51. Vrljicak, P.; Tao, S.; Varshney, G.K.; Quach, H.N.; Joshi, A.; LaFave, M.C.; Burgess, S.M.; Sampath, K.
Genome-wide analysis of transposon and retroviral insertions reveals preferential integrations in regions of
DNA flexibility. G3 Genes Genomes Genet. 2016, 6, 805–817. [CrossRef] [PubMed]

52. Ton-Hoang, B.; Siguier, P.; Quentin, Y.; Onillon, S.; Marty, B.; Fichant, G.; Chandler, M. Structuring the
bacterial genome: Y1-transposases associated with rep-bime sequences. Nucleic Acids Res. 2012, 40, 3596–3609.
[CrossRef] [PubMed]

53. Dame, R.T.; Wyman, C.; Goosen, N. Structural basis for preferential binding of h-ns to curved DNA. Biochimie
2001, 83, 231–234. [CrossRef]

54. Whitfield, C.R.; Wardle, S.J.; Haniford, D.B. The global bacterial regulator h-ns promotes transpososome
formation and transposition in the tn5 system. Nucleic Acids Res. 2009, 37, 309–321. [CrossRef] [PubMed]

55. Manna, D.; Porwollik, S.; McClelland, M.; Tan, R.; Higgins, N.P. Microarray analysis of mu transposition
in Salmonella enterica, serovar typhimurium: Transposon exclusion by high-density DNA binding proteins.
Mol. Microbiol. 2007, 66, 315–328. [CrossRef] [PubMed]

56. Castang, S.; McManus, H.R.; Turner, K.H.; Dove, S.L. H-ns family members function coordinately in an
opportunistic pathogen. Proc. Natl. Acad. Sci. USA 2008, 105, 18947–18952. [CrossRef] [PubMed]

57. Lam, J.S.; Taylor, V.L.; Islam, S.T.; Hao, Y.; Kocincova, D. Genetic and functional diversity of
Pseudomonas aeruginosa lipopolysaccharide. Front. Microbiol. 2011, 2, 118. [CrossRef] [PubMed]

http://dx.doi.org/10.1007/s10096-012-1562-5
http://www.ncbi.nlm.nih.gov/pubmed/22327344
http://dx.doi.org/10.1093/molbev/mst010
http://www.ncbi.nlm.nih.gov/pubmed/23329690
http://dx.doi.org/10.1016/0923-2508(91)90033-7
http://dx.doi.org/10.1128/JB.184.13.3614-3622.2002
http://www.ncbi.nlm.nih.gov/pubmed/12057956
http://dx.doi.org/10.1073/pnas.91.15.7056
http://www.ncbi.nlm.nih.gov/pubmed/8041745
http://dx.doi.org/10.1128/JB.188.2.619-632.2006
http://www.ncbi.nlm.nih.gov/pubmed/16385052
http://dx.doi.org/10.1371/journal.pgen.1003902
http://www.ncbi.nlm.nih.gov/pubmed/24244182
http://dx.doi.org/10.1093/emboj/20.23.6927
http://www.ncbi.nlm.nih.gov/pubmed/11726528
http://dx.doi.org/10.1038/298760a0
http://www.ncbi.nlm.nih.gov/pubmed/7110312
http://dx.doi.org/10.1128/IAI.68.4.2344-2348.2000
http://www.ncbi.nlm.nih.gov/pubmed/10722640
http://dx.doi.org/10.1371/journal.pgen.1002132
http://www.ncbi.nlm.nih.gov/pubmed/21698139
http://dx.doi.org/10.1128/JB.185.16.4891-4900.2003
http://www.ncbi.nlm.nih.gov/pubmed/12897009
http://dx.doi.org/10.1186/1471-2164-7-62
http://www.ncbi.nlm.nih.gov/pubmed/16563168
http://dx.doi.org/10.1111/j.1365-2958.1994.tb00995.x
http://www.ncbi.nlm.nih.gov/pubmed/8057840
http://dx.doi.org/10.1046/j.1365-2958.1997.6121983.x
http://www.ncbi.nlm.nih.gov/pubmed/9427406
http://dx.doi.org/10.1534/g3.115.026849
http://www.ncbi.nlm.nih.gov/pubmed/26818075
http://dx.doi.org/10.1093/nar/gkr1198
http://www.ncbi.nlm.nih.gov/pubmed/22199259
http://dx.doi.org/10.1016/S0300-9084(00)01213-X
http://dx.doi.org/10.1093/nar/gkn935
http://www.ncbi.nlm.nih.gov/pubmed/19042975
http://dx.doi.org/10.1111/j.1365-2958.2007.05915.x
http://www.ncbi.nlm.nih.gov/pubmed/17850262
http://dx.doi.org/10.1073/pnas.0808215105
http://www.ncbi.nlm.nih.gov/pubmed/19028873
http://dx.doi.org/10.3389/fmicb.2011.00118
http://www.ncbi.nlm.nih.gov/pubmed/21687428


Viruses 2018, 10, 245 16 of 16

58. Pato, M.L.; Karlok, M.; Wall, C.; Higgins, N.P. Characterization of mu prophage lacking the central strong
gyrase binding site: Localization of the block in replication. J. Bacteriol. 1995, 177, 5937–5942. [CrossRef]
[PubMed]

59. Leung, P.C.; Teplow, D.B.; Harshey, R.M. Interaction of distinct domains in mu transposase with mu DNA
ends and an internal transpositional enhancer. Nature 1989, 338, 656–658. [CrossRef] [PubMed]

60. Kimura, S.; Hubbard, T.P.; Davis, B.M.; Waldor, M.K. The nucleoid binding protein h-ns biases genome-wide
transposon insertion landscapes. mBio 2016, 7, e01351-16. [CrossRef] [PubMed]

61. Mesarich, C.H.; Rees-George, J.; Gardner, P.P.; Ghomi, F.A.; Gerth, M.L.; Andersen, M.T.; Rikkerink, E.H.;
Fineran, P.C.; Templeton, M.D. Transposon insertion libraries for the characterization of mutants from the
kiwifruit pathogen Pseudomonas syringae pv. Actinidiae. PLoS ONE 2017, 12, e0172790. [CrossRef] [PubMed]

© 2018 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1128/jb.177.20.5937-5942.1995
http://www.ncbi.nlm.nih.gov/pubmed/7592347
http://dx.doi.org/10.1038/338656a0
http://www.ncbi.nlm.nih.gov/pubmed/2539564
http://dx.doi.org/10.1128/mBio.01351-16
http://www.ncbi.nlm.nih.gov/pubmed/27578758
http://dx.doi.org/10.1371/journal.pone.0172790
http://www.ncbi.nlm.nih.gov/pubmed/28249011
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Transposable Phages Origin 
	DNA Preparation 
	Enrichment of the Right End of Phage Ab30 to Produce a Library of Ab30 Transposition Sites 
	Sequencing and Sequence Data Management 
	Statistical Analysis of the Distribution of Transposition Events 

	Results 
	The Different Transposition Site Distributions Observed in the Three Phages 
	Distribution of the Ab30 Transposition Sites 
	Presence of a Consensus Sequence Adjacent to the Hotspots 
	Coldspots for the Transposition Events Corresponding to Low GC Content Regions 
	Insertion of Ab30 into the Already Inserted Copies of Ab30 

	Discussion 
	Conclusions 
	References

