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Abstract
Type II restriction-modification systems are ubiquitous in prokaryotes. Some of them are

present in naturally occurring plasmids, which may facilitate the spread of these systems in

bacterial populations by horizontal gene transfer. However, little is known about the routes

of their dissemination. As a model to study this, we have chosen an Escherichia coli natural
plasmid pEC156 that carries the EcoVIII restriction modification system. The presence of

this system as well as the cis-acting cer site involved in resolution of plasmid multimers

determines the stable maintenance of pEC156 not only in Escherichia coli but also in other

enterobacteria. We have shown that due to the presence of oriT-type F and oriT-type R64

loci it is possible to mobilize pEC156 by conjugative plasmids (F and R64, respectively).

The highest mobilization frequency was observed when pEC156-derivatives were trans-

ferred between Escherichia coli strains, Enterobacter cloacae and Citrobacter freundii rep-
resenting coliform bacteria. We found that a pEC156-derivative with a functional EcoVIII

restriction-modification system was mobilized in enterobacteria at a frequency lower than a

plasmid lacking this system. In addition, we found that bacteria that possess the EcoVIII

restriction-modification system can efficiently release plasmid content to the environment.

We have shown that E. coli cells can be naturally transformed with pEC156-derivatives,

however, with low efficiency. The transformation protocol employed neither involved chemi-

cal agents (e.g. CaCl2) nor temperature shift which could induce plasmid DNA uptake.

Introduction
Plasmids are extrachromosomal mobile genetic elements that are part of the genetic content of
almost all prokaryotes examined so far. Although non-essential to microorganisms, they can
provide the host with a useful cargo of genes important for adaptation to diverse and changing
environmental conditions [1–4]. Among these beneficial genes, a special role is played by those
that constitute restriction-modification (RM) systems that combine the activity of two enzymes:
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a restriction endonuclease and a cognate DNAmethyltransferase. Their primary role relies on
protecting bacteria against phage invasion [5]. However, other functions such as the involve-
ment of RM systems in genetic recombination, genetic variation, speciation and others that can
increase the host fitness are also considered [6–9]. When present in cells, the RM systems, apart
from their aforementioned diverse functions, may also modulate the flow of incoming DNA
molecules [10–12]. As such, they can be considered as key elements that can control circulation
of genetic determinants in the environment. Due to their structural and functional diversity, the
RM systems can be grouped into four distinct types. While the majority of RM systems are
located on bacterial chromosomes, some of them, especially those representing type II can be
found in naturally occurring plasmids. This may facilitate dissemination of these genetic ele-
ments among bacteria by means of horizontal gene transfer as suggested by bioinformatic analy-
ses [13]. However, in depth examination of 2261 prokaryote genomes revealed that RM systems
are rare in plasmids and the host spectrum for such plasmids is rather narrow [14]. This raises
the following questions: (i) are there any specific constraints that prevent spread of plasmid
borne RM systems among bacteria; and (ii) how efficient is horizontal transfer of such plasmids?

As a model in our studies we have chosen the naturally occurring plasmid pEC156 of Escheri-
chia coli E158568 (serotype O156; [15]) that is a ColE1-type replicon [16]. It includes an origin
of replication and two untranslated genes coding for RNA I and RNA II molecules, both
involved in plasmid DNA replication (Fig 1A). Further, analysis of the pEC156 nucleotide
sequence revealed a lack of themob genes, but the presence of two loci with similarity to oriT of
plasmid F (E. coli) and oriT of plasmid R64 (Salmonella typhimurium), respectively (Fig 1B and
1C). Each of them represents different incompatibility group, IncFI and IncI1, respectively. Plas-
mids that carry the oriT locus can be efficiently mobilized by self-transmissible conjugative plas-
mids such as F or R64 [17–20]. pEC156 contains genes coding for EcoVIII, a type II RM system
comprising a site-specific restriction endonuclease and DNAmethyltransferase that recognize
the specific palindromic sequence 5’-AAGCTT-3’ [21]. Computational analysis of the pEC156
nucleotide sequence revealed the presence of a specific locus showing a pronounced nucleotide
sequence similarity to the cer locus (ColE1 resolution) of plasmid ColE1. When present, the cis-
acting cer site ensures stable inheritance of the ColE1-type replicons by random partition
increasing the probability that at cell division each daughter cell receives at least one copy of the
plasmid [22]. This locus contains binding sites for the XerC and XerD recombinases [23, 24]
and regions that interact with the ArgR and PepA proteins [25–27]. All four proteins are host-
encoded and mediate conversion of plasmid multimers that arise by homologous recombination
to monomers. Our previous work demonstrated that three factors ensure stable maintenance of
pEC156 in E. coli and other enterobacteria: (i) a cis-acting cer site involved in resolution of plas-
mid multimers, (ii) a gene coding for EcoVIII endonuclease, and (iii) plasmid copy number con-
trol [28]. In the same report we also showed that pEC156 can be stably maintained in members
of the Enterobacteriaceae family. This is based on a mechanism by which descendants of cells
that have lost the plasmid encoding a RM system cannot survive due to a reduced pool of DNA
methyltransferase molecules. Lack of sufficient protection of the genomic DNA against the
action of cognate restriction endonuclease leads directly to bacterial cell death [29, 30]. Such
mechanisms, based on postsegregational cell killing, are also typical for other toxin-antitoxin
modules that participate in maintenance of many bacterial plasmids [31, 32].

In the present study we focused on routes of dissemination that enable transfer of the pEC156
plasmid among enterobacteria. We designed and performed experiments providing direct evi-
dence that such transfer occurs through mostly conjugal machinery and to a lesser extent by nat-
ural transformation. In addition, we also investigated the effect of the EcoVIII RM system on
plasmid DNA release from bacterial cells. As a result, we found that bacteria that possess an
active EcoVIII RM system can efficiently release their plasmid content to the environment.
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Fig 1. Amap of plasmid pEC156 (A). The genes coding for the EcoVIII RM system, cer locus, rom gene as
well as regions with oriT F-like, oriTR64-like sequences and genes that are engaged in the priming (RNA II)
and controlling the initiation of plasmid DNA replication (RNA I) are indicated. Alignment of the pEC156
nucleotide sequence with oriT of F plasmid (B) and oriT of R64 plasmid (C). The minimal region that allows
oriT F-dependent plasmid mobilization is in boldface. The position of nick sites (nic) are indicated. Binding

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 3 / 19



Materials and Methods

Strains and plasmids
The following strains of bacteria were used in this work: Escherichia coliHV1735 (F’ts114lac::
Tn5; KmR) as a source of conjugal F-plasmid was obtained from Dr. George Szatmari (Univer-
sity of Montreal); R64drd11 conjugal plasmid that confers tetracycline (Tc) and streptomycin
(Sm) resistance to the cell was obtained from Dr. Pierre Cornelis (Vrije Universiteit Brussel); E.
coli DH5α Rif rifampicin resistant (RifR) derivative of DH5α [33] was obtained from Dr. Piotr
Zaleski (Institute of Biotechnology and Antibiotics, Warsaw); E. coliMG1655Δlac (F− Δlac::
Tn10 (zah281) (TcR) was obtained from Dr. Marian Sektas (University of Gdansk). E. coli
MG1655 (wild type), E. coliHB101 (F− recA13 rpsL20(SmR), Klebsiella oxytoca KPD118-BA,
Citrobacter freundii NCTC 9750, Salmonella enteritidis, Enterobacter cloacae ATCC 13047
(ApR, SmR) were obtained from the Collection of Plasmids and Microorganisms, University of
Gdansk, Gdansk, Poland. All bacteria were cultivated in Luria broth (LB) or Luria agar (LA)
plates [34] at 37°C. When necessary appropriate antibiotics were used in the following concen-
trations: chloramphenicol (Cm) 30 μg ml-1, kanamycin (Km) 50 μg ml-1, ampicillin (Ap)
100 μg ml-1, tetracycline (Tc) 15 μg ml-1, rifampicin (Rif) 50 μg ml-1 and streptomycin (Sm)
25 μg ml-1. Plasmids pIB8 (EcoVIII R+M+ cer+ rom+ CmR, 5.2-kb) and pIB9 (EcoVIII R−M−

cer+ rom+ CmR, 3.7-kb) are derivatives of pEC156 [16] and were obtained from Dr. Iwona
Mruk (University of Gdansk, Poland). Plasmid pIB8 was constructed by cloning a 0.8-kb XbaI
fragment carrying an antibiotic resistance cassette for chloramphenicol taken from pKRP10
[35], into pEC156 linearized with NheI [16]. Plasmid pIB9 was constructed by deleting from
pIB8 a 1.48-kb HpaI-EcoRV DNA fragment carrying EcoVIII RM system [16]. Plasmid
pOB9Cm is a pEC156-derivative lacking the two loci with similarities to oriT of plasmid F and
oriT of plasmid R64 and was constructed by replacing a 1.4-kb BamHI cassette conferring
resistance to kanamycin in pOB9 (EcoVIII R+M+ cer+ rom− KmR; [28]) with a 0.9-kb BamHI
cassette carrying chloramphenicol resistance gene derived from pKRP10 [35]. Plasmid pIB8A
and pIB9A were constructed by cloning into the SalI site of pIB8 or pIB9 a cassette (1.5-kb) car-
rying the ampicillin resistance gene derived from pUC19 [36]. This cassette was obtained by
PCR-based DNA amplification using primers Am1 (5’CTCGTCGACATCTGCTCTGAT
GCCGCATAG3’) and Am2 (5’CGGGTCGACAGTTGGTAGCTCTTGATCCGGCA3’). Stan-
dard protocols were used for molecular cloning [34, 37]. Plasmid pACYC177 (ApR, KmR; [38])
was used in the plasmid release experiment and pBR322 (ApR, TcR; [39]) was used in the plas-
mid mobilization experiment for selection of transconjugants. The EcoVIII R+ phenotype was
assayed according to the method described previously [40]. Plasmids constructed in this study
(pIB8A, pIB9A) were deposited in the Collection of Plasmids and Microorganisms, University
of Gdansk, Gdansk, Poland.

Plasmid mobilization assay
The donor bacteria carried either the F’ts114lac::Tn5 (Km

R) or R64drd11 (TcR) conjugative
plasmid. The recipient bacteria are listed in S1 Table where the details concerning mating pairs
are outlined. The conjugation protocol used in this study was essentially as described by Rehel
and Szatmari [41]. In plasmid mobilization experiments two sets of donor bacteria were used,

sites for plasmid F TraM (sbmA, sbmB and sbmC), TraY (sbyA and sbyC) and IHF protein as well as NikA
binding site on plasmid R64 are underlined. Imperfect inverted repeats are indicated by arrows. Asterisks
indicate identical nucleotides. The accession numbers of nucleotide sequences of plasmids pEC156, F and
R64 that have been deposited in the Genbank database are AF158026, AP001918 and AB027308,
respectively.

doi:10.1371/journal.pone.0148355.g001
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one using the pEC156-derivative pIB8 (EcoVIII R+M+ CmR) and another with pIB9 (EcoVIII
R−M− CmR). In these experiments the recipient bacteria carried for counterselection pBR322
that confers resistance to ampicillin and tetracycline. Plasmid mobilization was performed as
follows: overnight cultures of donor and recipient bacteria were diluted in LB-broth (1/40 and
1/20 dilution, respectively) and were grown to log-phase and mixed (0.8:0.5, donor and recipi-
ent, respectively, v/v). The mixtures were cultivated for 2 h with shaking (30 rpm). Finally,
transconjugants were selected on LB agar plates supplemented with Cm+Ap+Tc to estimate
the mobilization frequency of pEC156-derivatives and plates supplemented with Km+Ap+Tc
were used to estimate the frequency of F’ts114lac::Tn5 conjugal transfer (S1 Table). The pres-
ence and size of transferred plasmids were verified by restriction analysis. No rearrangements
were observed. Mobilization efficiency was calculated as ratio of mobilization frequency to the
frequency of conjugative plasmid transfer. For experiments where only plasmid mobilization
was observed but not conjugative plasmid transfer, frequencies of mobilization were calculated.
All experiments were performed in triplicate and repeated three times.

Plasmid release
To measure plasmid release E. coliMG1655 carrying plasmid pACYC177 alone or in combina-
tion with pIB8 (EcoVIII R+M+) or pIB9 (EcoVIII R−M−) was diluted in LB medium (1/10 000
dilution) to a final concentration 1–4 ×105 cells ml-1 and grown at 37°C for 12 h. Aliquots were
taken every hour to determine the titer of the bacteria and optical density of the culture. At the
same time 20 ml samples of bacterial culture were screened for the presence of released plasmid
DNA. First, the bacteria were harvested by centrifugation (10 min, 2000 × g) under mild condi-
tions to prevent cell lysis. The resulting supernatant was then passed through a syringe nitro-
cellulose filter (0.22 μm) followed by standard precipitation of plasmid DNA with isopropanol
[34]. The obtained plasmid DNA was then introduced into E. coliHB101 (SmR) competent
cells using CaCl2 standard procedure [34] and plated on LA agar plates supplemented with Ap
and Sm to select for transformed bacteria carrying pACYC177. The efficiency of plasmid
release was determined for each sample taken as a ratio of transformants (c.f.u.) to calculated
titer of the host. The results obtained were normalized against bacteria that carried only
pACYC177. All experiments were performed in triplicate and repeated three times.

E. coli natural transformation
In this work we used a protocol developed by others [42]. Briefly, an overnight culture of E. coli
HB101 was diluted in LB medium (1/100 dilution) and bacteria were grown to stationary-
phase. Then, aliquots (50 μl) of culture were transferred to Eppendorf tubes and left open
under sterile conditions for 12 h at 37°C without shaking. In the next step, 2 μg of plasmid
DNA [pIB8A (EcoVIII R+M+, ApR), pIB9A (EcoVIII R−M−, ApR) or pUC19 (ApR) as control
plasmid] was added to each tube. Then bacteria were spread on LB agar plates supplemented
with antibiotic (Ap). Plasmids were isolated from transformants and verified by restriction
analysis. This transformation protocol neither involved chemical agents (e.g. CaCl2) nor tem-
perature shift which can induce plasmid DNA uptake. Transformation efficiency was calcu-
lated as the number of antibiotic resistant colonies per pmol of plasmid used. All experiments
were performed in triplicate and repeated three times.

Statistical analysis
To assess statistical significance two tailed Student unpaired t test was used with GraphPad
Prism 5.0 software (GraphPad Software) with a P value<0.05 (95% confidence interval).

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 5 / 19



Results

pEC156 possesses two functional origins of transfer
Bioinformatic analysis of nucleotide sequence of pEC156 revealed presence of two loci with
similarities to the origin of transfer (oriT) of the E. coli self-transmissible conjugative plasmids,
F (coordinates 4098-4312/1-69; Fig 1B) and R64 (coordinates 3867–3960, Fig 1C). The first
sequence which we designated as oriT-type F of plasmid pEC156, encompasses 274 bp and
shows high identity (86.5%) to the oriT locus of the F-plasmid (coordinates 66136–66410, Gen-
Bank AP001918). This site, located upstream of the traM gene is essential for F-plasmid conju-
gal transfer due to the presence of a relaxation site (nic site) that when nicked initiates the
transfer of single strand of DNA into the recipient in the 5’!3’ direction. This complex locus
also contains binding sites for the TraM (sbmA, sbmB and sbmC; Fig 1B), TraY (sbyA and
sbyC) and IHF proteins. It was shown that while the TraM protein is essential for F-plasmid
conjugal transfer, it is not required for ColE1 mobilization [43]. The second region of pEC156
which was termed as oriT-type R64, is 93-bp in length and is similar (83.9% identity) to the
oriT locus of plasmid R64 (coordinates 53792–53885, GenBank AB027308). Bioinformatic
analysis revealed that the R64 oriT highly conserved core nucleotide sequence, which is
required for plasmid transfer (nick region and repeat A; [44]), is almost identical to its corre-
sponding region of pEC156 (Fig 1C). Moreover, both aforementioned pEC156 oriT loci share a
pronounced similarity to corresponding sequences of other enterobacterial plasmids such as
pColG (E. coli; GenBank DQ286390), pKPN2 (K. pneumoniae; GenBank AF300473) carrying a
type II RM system, pSe-Kan (S. enterica subsp. enterica serovar Typhimurium; GenBank
HQ230976), and 2-mD plasmid (Shigella flexneri; GenBank M25995).

The calculated efficiency of pIB8 (EcoVIII R+M+) mobilization by F’ts114lac::Tn5 and
R64drd11 was 0.55±0.23 and 0.24±0.12, respectively (Table 1). The lower mobilization effi-
ciency in case of R64-plasmid might be explained by the fact that this plasmid is not native to
E. coli. The host for R64 plasmid is Salmonella typhimurium. The values obtained are close to
those reported for the mobilization of the pKPN2 plasmid that carries genes of the Kpn2I RM
system [45]. Although pKPN2 contains the oriT loci with similarity to conjugative plasmids F
and R64, it can be mobilized by conjugative plasmid F’(lac-gal) but not by R64drd11 [45]. In
addition, we found the transfer of the pEC156-derivative with a non-functional EcoVIII RM
system (pIB9; (EcoVIII R−M−) to be as effective as pIB8 transmission, with a mobilization effi-
ciency of F’ts114lac::Tn5 and R64drd11 to be 0.63±0.29 and 0.52±0.19, respectively (Table 1).
The results obtained using pIB8 and pIB9 suggest that both origins of transfer are functional in
plasmid pEC156 mobilization. In a control experiment, we used a pEC156-derivative deprived
of both oriT loci (pOB9Cm). We observed that this derivative was not mobilized by the

Table 1. Mobilization of pEC156 derivatives by IncFI and IncI1 conjugative plasmids.

Test plasmid Conjugative plasmid Mobilization efficiency

pIB8 (R+M+ oriT F+ oriT R64+) F’ts114lac::Tn5 0.55±0.23

pIB8 (R+M+ oriT F+ oriT R64+) R64drd11 0.24±0.12

pIB9 (R-M- oriT F+ oriT R64+) F’ts114lac::Tn5 0.63±0.29

pIB9 (R-M- oriT F+ oriT R64+) R64drd11 0.52±0.19

pOB9Cm (R+M+ oriT F- oriT R64-) F’ts114lac::Tn5 0.0001±0.0001

pOB9Cm (R+M+ oriT F- oriT R64-) R64drd11 0.0007±0.0002

The mobilization efficiency is expressed relative to the frequency of transfer of the conjugative plasmid. E.
coli HB101 and E. coli DH5α Rif were used, as donor and recipient, respectively.

doi:10.1371/journal.pone.0148355.t001
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conjugative plasmids used in this study (Table 1). Since the observed efficiency of mobilization
of pIB8 and pIB9 was higher for plasmid F’ts114lac::Tn5 than R64, and since we wanted to use
plasmids native to E. coli in the following experiments on pEC156 mobilization the aforemen-
tioned F-plasmid was used.

Analysis of pEC156-derivatives mobilization by plasmid F
Conjugation experiments were performed between E. coli DH5α Rif [F’ts114lac::Tn5, Km

R]
and the following recipient bacteria carrying plasmid pIB8 (EcoVIII R+M+ CmR) or pIB9
(EcoVIII R−M− CmR): E. coliHB101, E. cloacae, K. oxytoca, C. freundii and S. enteritidis. The
bacteria used represent closely related species [46]. We found that the activity of the EcoVIII
restriction endonuclease in recipient cells (bacteria with pIB8) affected the efficiency of trans-
conjugant formation. This is not surprising since the F-plasmid possesses 14 EcoVIII restric-
tion sites. In the case of E. coliHB101 [pIB8 EcoVIII R+M+] the frequency was 9.5± 0.5 × 10−5

transconjugants per recipient cell (Fig 2), while for the same strain carrying pIB9 (EcoVIII
R−M−) this value was about 10-fold higher (1.1± 0.1 × 10−3; Fig 2). A similar effect was
observed with the conjugal transfer of the F’ts114lac::Tn5 plasmid to other enterobacteria that
carried pIB8 or pIB9 (Fig 2). Statistical analysis revealed correlation between presence of a plas-
mid with RM system in the recipient bacteria and frequency of F-plasmid conjugal transfer
(P<0.0007 for E. coli, E. cloacae, K. oxytoca, C. freundii; and P = 0.02 for S. enteritidis; Student t
test). The results obtained are consistent with recently reported findings that show that the
presence of a RM system affects, but is not an absolute barrier for conjugation [12].

The transconjugants obtained from this initial mating, that carried a conjugal plasmid and a
pEC156 derivative (pIB8 or pIB9), were used in further studies. The aim of these experiments
was to investigate the pEC156-derivative mobilization by the conjugative F’ts114lac::Tn5 plas-
mid as it is outlined in S1 Table. Plasmid mobilization was performed as described in Materials
and methods. Results obtained on the frequency of pEC156-derivatives mobilization and fre-
quency of the F’ts114lac::Tn5 plasmid conjugal transfer are presented in Tables 2 and 3. They
indicate that pEC156 derivatives pIB8 and pIB9 can be mobilized by the conjugative plasmid
and transferred from the host to E. coli and other enterobacteria at different frequencies. In
general, the frequency of pIB9 mobilization was significantly higher due to the lack of a func-
tional EcoVIII RM system (Table 3). The rate of DNA transfer during conjugation is approxi-
mately 750 nucleotides per second at 37°C [47]. In this respect we should not observe
differences in mobilization frequencies due to the plasmids size as they are relatively small (5.2
and 3.7-kb for pIB8 and pIB9, respectively). Therefore, we assume that the most important fac-
tor that affects plasmid transmission is the presence of functional restriction-modification sys-
tem. In case of the E. coli strains tested, we observed a high frequency of mobilization (10−3–
10−5) either for the wild type strain MG1655Δlac and HB101. The last strain is defective in
recombination (recAmutant). In these experiments, when plasmids were transferred between
E. coli strains, there was almost no difference in mobilization frequency whether the pIB8
(EcoVIII R+M+) or the pIB9 (EcoVIII R−M−) plasmid was used. The pEC156 derivatives were
also mobilized from E. coli, however at a noted lower frequency, to other enterobacteria. The
highest frequency was observed for transfer to K. oxytoca (10−6–10−7), E. cloacae (10−7) and C.
freundii (10−7) representing the coliform bacteria. The lowest mobilization frequency was expe-
rienced for pIB8/pIB9 transfer from E. coli to S. enteritidis (10−9). As plasmid mobilization
from enterobacteria other than E. coli is concerned the highest frequency was observed for
transfer between C. freundii and E. coliHB101 (pIB9, 10−5). Similar frequency was observed
for transfer between S. enteritidis and E. coliMG1655Δlac (pIB9, 10−5) and E. cloacae and E.
coli strains HB101 and MG1655Δlac (pIB9, 10−5). In case of the mating pairs C. freundii-E. coli
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Fig 2. The effect of the presence of EcoVIII RM system in recipient cells on efficiency of conjugal transfer of plasmid F. E. coliDH5αRif [F’ts114lac::
Tn5, KmR] was used as donor. The following recipient bacteria were assayed: Escherichia coli HB101, Enterobacter cloacae, Klebsiella oxytoca,
Citrobacter freundii, and Salmonella enteritidis that carried either pEC156-derivative pIB8 (EcoVIII R+M+, black bars) or pIB9 (EcoVIII R−M−, grey bars). Each
column represents the mean value (± standard deviation) from three repeats. Statistical analysis revealed correlation between presence of a plasmid with
RM system in the recipient bacteria and frequency of F plasmid conjugal transfer (P<0.0007 for E. coli, E. cloacae, K. oxytoca, C. freundii; and P = 0.02 for S.
enteritidis; Student t test).

doi:10.1371/journal.pone.0148355.g002
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HB101 and S. enteritidis-E. coliMG1655Δlac, no mobilization was observed for pIB8, while
this plasmid was transferred efficiently from E. cloacae to E. coliHB101 (10−5). In general, the
observed mobilization frequencies were lower than frequencies of conjugal transfer of the
F’ts114lac::Tn5 plasmid (Tables 2 and 3). We have tried to increase pEC156-derivative mobili-
zation frequency by using as recipients bacteria carrying a plasmid with a gene coding for

Table 2. Mobilization frequency (italics) of pEC156-derivative pIB8 (EcoVIII R+M+).

Donor R+M+

E. coli DH5α Rif [F’,
pIB8]

E. cloacae [F’,
pIB8]

K. oxytoca [F’,
pIB8]

C. freundii [F’,
pIB8]

S. enteritidis [F’,
pIB8]

R
ec

ip
ie
nt

E. coli HB101 [pBR322] 8.4 ± 4 ×10−4 1.8 ± 0.2 ×10−5 * <1.8 ×10−9 < 1.8 ×10−9 * < 1.8 ×10−9 *

2.2± 1.5 ×10−3 4.6 ± 0.4 ×10−5 < 1.8 ×10−9 1.8 ± 0.3 ×10−7 * 2.6 ± 2.6 ×10−9 *

E. coli MG1655Δlac
[pBR322]

2.5 ± 0.2 ×10−4 5.6 ± 3.2 ×10−6 * < 1.1 ×10−9 < 1.1 ×10−9 * < 1.1 ×10−9 *

2.3 ± 0.2 ×10−4 1.3 ± 0.4 ×10−6 * < 1.1 ×10−9 3.0 ± 0.3 ×10−8 * 1.8 ± 1.8 ×10−8 *

E. cloacae [pBR322] 2.5 ± 0.7 ×10−7 3.2 ± 0.4 ×10−7 * 5.6 ± 1.6 ×10−8 * 9.2 ± 3.9 ×10−9* 3.0 ± 1.5 ×10−8 *

3.7 ± 0.7 ×10−7 6.2 ± 0.5 ×10−7 * 1.3 ± 0.4 ×10−9 * 1.0 ± 0.03 ×10−7 < 1.0 ×10−9 *

K. oxytoca [pBR322] 1.8 ± 0.9 ×10−6 * 2.0 ± 1.9 ×10−7 * 8.7± 2.3 ×10−8 * 2.2 ± 0.3 ×10−8 * 6.7 ± 1.3 ×10−8 *

1.63 ± 0.5 ×10−8 * 3.0 ± 2.6 ×10−8* 1.3 ± 1.3 ×10−9 * 2.6 ± 0.1 ×10−8 * < 1.1 ×10−9 *

C. freundii [pBR322] 1.64 ± 0.9 ×10−7 * 1.0 ± 0.2 ×10−7 * 4.6 ± 2 ×10−8 1.9 ± 0.6 ×10−7 * 8.0 ± 3.8 ×10−8 *

< 1.8 ×10−9 < 1.8 ×10−9 < 1.8 ×10−9 * 1.0 ± 0.2 ×10−6 < 1.8 ×10−9 *

S. enteritidis [pBR322] 3.0 ± 1.1 ×10−9 2.2 ± 1.2 ×10−7 * 1.0 ± 1 ×10−8 < 1.6 ×10−9 * < 1.6 ×10−9 *

< 1.6 ×10−9 1.4 ± 1.1 ×10−8 < 1.6 ×10−9 * < 1.6 ×10−9 * 1.3 ± 1.2 ×10−6

The frequency of F-plasmid conjugal transfer is given in boldface. Mobilization frequency/conjugal transfer frequency is the number of transconjugants per

recipient. Shown are mean values from 3 independent experiments, and standard deviations are indicated. Asterisks next to the specific values in Table 2

indicate statistically significant differences between mobilization of pIB8 and pIB9 (P<0.03; Student t test).

doi:10.1371/journal.pone.0148355.t002

Table 3. Mobilization frequency (italics) of pEC156-derivative pIB9 (EcoVIII R�M�).

Donor R�M�

E. coli DH5α Rif [F’,
pIB9]

E. cloacae [F’,
pIB9]

K. oxytoca [F’,
pIB9]

C. freundii [F’,
pIB9]

S. enteritidis [F’,
pIB9]

R
ec

ip
ie
nt

E. coli HB101 [pBR322] 8.8 ± 6.1×10−4 4.0 ± 0.1 ×10−5 <1.8 ×10−9 1.3 ± 0.09×10−5 1.0 ± 0.5 ×10−6

1.6± 0.5 ×10−3 4.6 ± 0.4 ×10−5 < 1.8 ×10−9 2.4 ± 1.8 ×10−5 7.9 ± 4 ×10−8

E. coli MG1655Δlac
[pBR322]

1.4 ± 0.7 ×10−4 1.3 ± 0.3 ×10−5 < 3.0 ×10−8 1.4 ± 0.7 ×10−6 1.0 ± 0.02 ×10−5

4.2 ± 2.5 ×10−4 1.2 ± 0.9 ×10−5 1.4 ± 1.4 ×10−9 2.6 ± 1.5 ×10−6 7.6 ± 0.2 ×10−7

E. cloacae [pBR322] 3.3 ± 0.5 ×10−7 5.4 ± 2.2 ×10−7 2.5 ± 0.8 ×10−7 7.1 ± 3.4 ×10−7 2.9 ± 1.8 ×10−6

6.3 ± 1.5 ×10−7 1.4 ± 0.5 ×10−6 2.9 ± 0.4 ×10−7 1.0 ± 0.4 ×10−7 1.9 ± 1.5 ×10−7

K. oxytoca [pBR322] 2.2 ± 0.3 ×10−7 3.9 ± 2.6 ×10−6 4.8± 0.5 ×10−7 1.6 ± 0.5 ×10−6 3.8 ± 0.8 ×10−6

4.5 ± 1 ×10−6 1.4 ± 0.8 ×10−6 7.0 ± 0.5 ×10−7 4.4 ± 3 ×10−7 9.0 ± 2 ×10−7

C. freundii [pBR322] 2.9 ± 0.4 ×10−7 2.3 ± 0.7 ×10−7 2.5 ± 1.4 ×10−8 1.6 ± 0.6 ×10−6 1.8 ± 0.6 ×10−6

< 1.8 ×10−9 4.2 ± 4.2 ×10−9 5.0 ± 2.7 ×10−8 1.2 ± 0.6 ×10−6 1.3 ± 1 ×10−7

S. enteritidis [pBR322] 6.4 ± 0.7 ×10−9 9.0 ± 1.3 ×10−8 1.7 ± 1.2 ×10−8 1.3 ± 0.5 ×10−6 6.0 ± 1 ×10−6

< 1.6 ×10−9 2.7 ± 1.4 ×10−8 8.6 ± 5.8 ×10−8 5.0 ± 2.5 ×10−8 4.9 ± 0.7 ×10−7

The frequency of F-plasmid conjugal transfer is given in boldface. Mobilization frequency/conjugal transfer frequency is the number of transconjugants per

recipient. Shown are mean values from 3 independent experiments, and standard deviations are indicated.

doi:10.1371/journal.pone.0148355.t003
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EcoVIII methyltransferase, to ensure a specific methylation pattern prior plasmid transfer. As
a result, we observed an increase in mobilization frequency by a factor of 2 (data not shown).

EcoVIII RM system can induce plasmid DNA release from E. coli cells
Many bacteria release their genomic DNA to the extracellular matrix [48, 49]. This makes an
enormous pool of genetic determinants which, when acquired, can increase the microbial genetic
diversity. In this work, we investigated an effect of the EcoVIII RM system on plasmid DNA
release from bacterial cells. It was shown already that stable maintenance of genetic elements that
carry the RM systems is dependent on molecular mechanisms based on postsegregational cell
killing [29, 30]. In our experiment, we used E. coliMG1655 carrying plasmid pIB8 (EcoVIII
R+M+) and pACYC177. In a control experiment the same strain was carrying either the pIB9
(EcoVIII R−M−) and pACYC177 or pACYC177 plasmid alone. Plasmid release was monitored
by an assay based on E. coli transformation. The results obtained are shown in Fig 3. First, there
was no difference in the growth rate between bacteria with pIB8 (EcoVIII R+M+) and those with
pIB9 (EcoVIII R−M−) (Fig 3A). Samples of bacterial cultures were taken and analyzed for the
presence of released plasmid DNA (pACYC177). Prior to analysis, samples collected at 1 h inter-
vals were centrifuged and filtered through nitrocellulose filter to remove remaining bacterial
cells. The absence of viable bacteria was verified by plating samples on LB agar plates. This proce-
dure proved to be effective and no bacteria were isolated from the filtered samples. Then, plasmid
DNA was precipitated and used for transformation of E. coliHB101 competent cells prepared
using the CaCl2 standard method [34]. We have found that plasmid DNA release, indicated by
the number of pACYC177-positive transformants (ApR, KmR) was observed through all phases
of bacterial growth (Fig 3B). Statistical analysis revealed a positive correlation between presence
of a plasmid with EcoVIII RM system (pIB8) and release of plasmid DNA from E. coli cells at
expotential and stationary-phase of growth (Fig 3C, P<0.05; Student t test).

Bacteria can acquire pEC156-derivatives by means of natural
transformation
It was demonstrated by others that free DNA released to the environment can be acquired by
some bacteria due to their capacity for natural transformation [50, 51]. According to the analysis
reported recently RM systems are over-represented in naturally competent microorganisms
[14]. This can explain the presence of a large number of diverse RM systems in bacteria belong-
ing to genusHelicobacter orNeisseria that show a natural ability to uptake DNA from the envi-
ronment [52, 53]. To introduce the pEC156-derivatives pIB8/pIB9 into E. coli cells we used a
method developed by Sun et al. [42]. In this method there is no need to treat bacteria with any
chemical agent (e.g. CaCl2) or temperature shifts. Simply, plasmid DNA is mixed with sample
of an E. coli culture cultivated without agitation in LB medium at 37°C until it reached station-
ary-phase. For this experiment, we modified the pIB8 and pIB9 plasmids by replacing the gene
conferring resistance to chloramphenicol with a cassette carrying β-lactamase gene (ApR) as
described under Materials and methods. This was necessary, as protein synthesis is a prerequi-
site to natural transformation [42]. As a host, E. coliHB101 was used, that exhibits the highest
natural transformability among laboratory strains [42]. The results are shown in Fig 4. We
found that the efficiency of E. coli natural transformation with pIB8A (EcoVIII R+M+) was simi-
lar to pIB9A (EcoVIII R−M−). For 1 pmol of plasmid DNA used in the experiment, we obtained
30±15 transformants for pIB8A. In the case of control experiments with the pIB9A and pUC19
plasmids, we obtained 41±2 and 63±24 transformants/pmol, respectively. Statistical significance
analysis with the use of Student’s t test revealed lack of correlation between presence of EcoVIII
RM system on the plasmid and efficiency of natural transformation (P = 0.12; Student t test).
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Fig 3. Effect of the EcoVIII RM system on plasmid release.Growth curves of E. coliMG1655 [pIB8, pACYC177] and MG1655 [pIB9, pACYC177] (A).
Plasmid release indicated as number of pACYC177-positive transformants (B). The efficiency of plasmid release was determined as a ratio of transformants
against the titer of the host (C). Each column represents the mean value (± standard deviation) from three repeats. Statistically significant differences in
plasmid release as analyzed by Student’s t test, indicated by asterisk, were observed between bacteria carrying pIB8 (EcoVIII R+M+) and those that carried
pIB9 (EcoVIII R−M−) (P<0.05; Student t test).

doi:10.1371/journal.pone.0148355.g003
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Fig 4. Efficiency of natural transformation of E. coliHB101 with pEC156-derivatives pIB8A (EcoVIII R+M+) and pIB9A (EcoVIII R−M−). Plasmid pUC19
was used as a control. Each column represents the mean value (± standard deviation) from three repeats. Statistical significance analyzed by Student’s t test
revealed lack of correlation between presence of EcoVIII RM system and efficiency of natural transformation (P = 0.12; Student t test).

doi:10.1371/journal.pone.0148355.g004
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Discussion
The objective of the report presented here was to investigate the routes of transmission of
pEC156 derivatives (R+M+/R−M−), a naturally occurring plasmid of E. coli E1585-68 that car-
ries genes of the EcoVIII RM system. Specifically, we were focused on natural transformation
and mobilization by conjugative plasmids. In this respect, an important issue is the host range
which in the case of pEC156 is determined by plasmid and host-encoded functions. We have
shown previously that pEC156 possesses a ColE1-type replicon [16]. Replication of plasmids of
this kind relies on host-encoded enzymes: DNA polymerase I, RNA polymerase, RNaseH,
DNA gyrase, topoisomerase I, as well as proteins involved in the primosome formation: PriA,
PriB, PriC, DnaB, DnaC, DnaG and DnaT [54]. These specific protein requirements limit
ColE1-type plasmids’s host range mostly to the members of Enterobacteriaceae family [55].
However, there are reports that bacteria not related to this family, such as Legionella pneumo-
phila and Shewanella baltica, can also sustain replication and maintenance of ColE1-like plas-
mids [56, 57]. In our previous work we have shown that derivatives of pEC156 can be
propagated in enterobacteria such as: Serratia marcescens, Enterobacter cloacae, Klebsiella oxy-
toca, Salmonellas enteritidis and Proteus vulgaris [28]. In these bacteria stable maintenance of
pEC156 is ensured by the cis-acting cer site involved in resolution of plasmid multimers, as
well as by plasmid-encoded gene for EcoVIII endonuclease [28].

The pEC156-derivatives used in our study can be mobilized by E. coli conjugative plasmids F
(IncFI) and R64 (IncI1) due to the presence of two origins of transfer that are the targets for spe-
cific relaxases that are the key proteins in conjugation. The host range of these self-transmissible
plasmids is rather narrow as their replication and maintenance capacity is dependent on host
enzymes, as well as cis and trans acting plasmid determinants [58, 59]. These elements can form
a functional network only in some bacteria, restricting the transfer of aforementioned conjugal
plasmids, as well as mobilization of non-self transmissible ColE1-type plasmids, to members of
the Enterobacteriaceae family [59–62]. In our work, we performed single-species and heterospe-
cific matings between selected members of the Enterobacteriaceae family that show close phylo-
genetic relationship. In some hosts, we noted a striking difference in frequency of
pEC156-derivative transfer with respect to functionality of the EcoVIII RM system. The pIB8
(EcoVIII R+M+) was mobilized less efficiently when compared to pIB9 deprived of the RM sys-
tem. This indicates that presence of RM system may limit the spread of the native plasmid
among enterobacteria. In some cases, we observed mobilization of pEC156-derivative but not
self transfer of the F-plasmid. This was most evident in the case of E. coli-S. enteritidismatings
(Table 2). The reason for this might be rooted in the toxicity of the RM system itself, as well as
in conditions under which our experiment was performed. It was shown that optimal frequency
of F-plasmid conjugal transfer in Salmonella and E. coli requires filter matings on plates with
minimal medium (M9 agar plates, [62]). In our standard protocol, matings were performed in
rich liquid medium (Luria broth). Conditions of this kind result in 400-fold reduction in effi-
ciency of F-plasmid transfer [63]. On the other hand, extensive analysis of plasmid profiles of
Salmonella strains revealed in the case of S. enteritidis isolates abundance of ColE1-like plasmids
with mobilization capacity and apparent absence of conjugative plasmids [64].

We also investigated the possibility of spontaneous acquisition of pEC156-derivatives by bac-
teria. There are several independent studies that report on the ability of E. coli cells to uptake
plasmid DNA [42, 65–68]. In our work, we used the protocol that neither involved treatment of
E. coli cells with CaCl2 nor heat shock which could induce plasmid DNA uptake [42]. After test-
ing several laboratory strains (MG1655wt, DH5α and HB101) we concluded that most satisfac-
tory results were obtained with the HB101 strain. As this strain shows F- phenotype, it is
unlikely that plasmid DNA uptake in this procedure is linked to the so called classical DNA
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Fig 5. Mobility of pEC156-derivatives pIB8 EcoVIII R+M+) (A) and pIB9 (EcoVIII R−M−) (B) among enterobacteria. Arrows indicate direction of plasmid
dissemination and rate of mobilization frequency based on experimental data presented in Tables 2 and 3 [solid line, high frequency (10−3–10−5); dashed
line, medium frequency (10−6–10−7); and dotted line, low frequency (10−8–10−9)].

doi:10.1371/journal.pone.0148355.g005
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take-up machinery that involves type IV pili and which is characteristic for such model organ-
isms likeHaemophilus influenzae, Neisseria gonorrhoeae or Vibrio cholerae [69–71].

We also found, that bacteria possessing the EcoVIII RM system can release plasmid content
to the environment. This can be explained by self-restriction of genomic DNA which is either
the effect of incidental lack of balance for enzymes constituting the RM system [72] or postse-
gregational killing of cells that lost the plasmid that carry the RM system [73]. In our laboratory
we have found that restriction activity of EcoVIII RM system can be affected by Mg2+ ions that
are among the most abundant ions in a bacterial cell. We have shown that Mg2+, at a physiolog-
ical concentration (1–2 mM), is a strong inhibitor of EcoVIII methyltransferase (IC50 2 mM
Mg2+) but not of EcoVIII endonuclease [74]. This means that inside bacterial cells, the activity
of M.EcoVIII may be inhibited while activity of EcoVIII restriction endonuclease is not
affected. This may shift the balance in functioning of the RM system towards restriction. Deg-
radation of genomic DNA may lead to death of the cell and release of genomic DNA content.
Similar effects were observed in case of bacteria carrying EcoRI RM system [72, 73], as EcoRI
DNAmethyltransferase is also inhibited by Mg2+ [75]. It was shown that after loss of the plas-
mid that carried EcoRI RM system, substantial portion of cells underwent morphological
changes. First, long filaments were observed which is characteristic for the SOS response, fol-
lowed by anucleation and death of the cells [73].

The obtained results allowed us to propose possible routes of transmission of pEC156-deri-
vatives as outlined in Fig 5. We have demonstrated that pEC156-derivatives can be effectively
transferred among enterobacteria by means of plasmid mobilization and natural transforma-
tion. Out of these, we found that mobilization by conjugal plasmid is a more efficient way to
spread pEC156-derivatives among enterobacteria. Such dissemination of the plasmid-borne
RM systems may promote formation of a barrier in bacteria that modulates exchange of genetic
determinants and in consequence results in differentiation of bacterial lineage into distinct
microbial subpopulations [76–78] that are better adapted to the particular ecological niche [79,
80]. Comparative analyses of sequenced genomes supports the idea that ecological factors
strongly affect gene transfer and as such they contribute to shaping the structure of bacterial
and archeal populations [81–83].

Supporting Information
S1 Table. The scheme of pEC156-derivatives mobilization experiment. (doc)
(DOC)

Acknowledgments
We thank David Summers (University of Cambridge), George Szatmari (University of Mon-
treal), Pierre Cornelis (Vrije Universiteit Brussel), Piotr Zaleski (Institute of Biotechnology and
Antibiotics, Warsaw), Iwona Mruk and Marian Sektas for providing us with bacterial strains
and plasmids. We thank George Szatmari and Iwona Mruk for critical reading of manuscript.
We are also grateful to Slawomir Werbowy for his excellent help with statistical analysis. This
work was supported by grant N302 654240 from the National Science Centre.

Author Contributions
Conceived and designed the experiments: OW TK. Performed the experiments: OW. Analyzed
the data: OW TK. Contributed reagents/materials/analysis tools: TK. Wrote the paper: TK OW.

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 15 / 19

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0148355.s001


References
1. Stanish VA (1988) Identification and analysis of plasmids at the genetic level. In Methods in Microbiol-

ogy 2(1), pp. 11–47.

2. Davison J (1999) Genetic exchange between bacteria in the environment. Plasmid 42:73–92. PMID:
10489325

3. Heuer H, Smalla K (2012) Plasmids foster diversification and adaptation of bacterial populations in soil.
FEMSMicrobiol. Rev. 36:1083–1104. doi: 10.1111/j.1574-6976.2012.00337.x PMID: 22393901

4. Dziewit L, Bartosik D (2014) Plasmids of psychrophilic and psychrotolerant bacteria and their role in
adaptation to cold environments. Front. Microbiol. 5:1–14.

5. Tock MR, Dryden DTF (2005) The biology of restriction and anti-restriction. Curr. Opin. Microbiol.
8:466–472. PMID: 15979932

6. McKane M, Milkman R (1995) Transduction, restriction and recombination patterns in Escherichia coli.
Genetics 139:35–43. PMID: 7705636

7. Milkman R, Raleigh EA, McKane M, Cryderman D, Bilodeau P, McWeeny K (1999) Molecular evolution
of the Escherichia coli chromosome. V. Recombination patterns among strains of diverse origin. Genet-
ics 153:539–554. PMID: 10511538

8. Jeltsch A (2003) Maintenance of species identity and controlling speciation of bacteria: a new function
for restriction/modification systems? Gene 317:13–16. PMID: 14604787

9. Vasu K, Nagaraja V (2013) Diverse functions of restriction-modification systems in addition to cellular
defense. Microbiol. Mol. Biol. Rev. 77:53–72. doi: 10.1128/MMBR.00044-12 PMID: 23471617

10. Veiga H, Pinho MG (2009) Inactivation of the SauI type I restriction-modification system is not sufficient
to generate Staphylococcus aureus strains capable to efficiently accepting foreign DNA. Appl. Environ.
Microbiol. 75:3034–3038. doi: 10.1128/AEM.01862-08 PMID: 19304835

11. Corvaglia AR, François P, Hernandez D, Perron K, Linder P, Schrenzel J (2010) A type III-like restric-
tion endonuclease functions as a major barrier to horizontal gene transfer in clinical Staphylococcus
aureus strains. Proc. Natl. Acad. Sci. USA 107:11954–11958. doi: 10.1073/pnas.1000489107 PMID:
20547849

12. Roer L, Aarestrup FM, Hasman H (2015) The EcoKI type I restriction-modification system in Escherichia
coli affects but is not an absolute barrier for conjugation. J. Bacteriol. 197:337–342. doi: 10.1128/JB.
02418-14 PMID: 25384481

13. Jeltsch A, Pingoud A (1996) Horizontal gene transfer contributes to the wide distribution and evolution
of type II restriction-modification systems. J. Mol. Evol. 42:91–96. PMID: 8919860

14. Oliveira PH, Touchon M, Rocha EPC (2014) The interplay of restriction-modification systems with
mobile genetic elements and their prokaryotic hosts. Nucleic Acids Res. 42:10618–10631. doi: 10.
1093/nar/gku734 PMID: 25120263

15. Orskov I, Orskov F, Rowe B (1973) Three new Escherichia coliO antigens O154, O155 and O156, and
one new K antigen, K94. Acta Pathol. Microbiol. Scand. Section B 81:59–64.

16. Mruk I, Sektas M, Kaczorowski T (2001) Characterization of pEC156, a ColE1-type plasmid from
Escherichia coli E1585-68 that carries genes of the EcoVIII restriction-modification system. Plasmid
46:128–139. PMID: 11591138

17. Twigg AJ, Sherratt B (1980) Trans-complementable copy-number mutants of plasmid ColE1. Nature
283:216–218. PMID: 7350544

18. Boyd AC, Archer JAK, Sherratt DJ (1989) Characterization of the ColE1 mobilization region. Mol. Gen.
Genet. 217:488–498. PMID: 2671664

19. Frost LS, Ippen-Ihler K, Skurray RA (1994) Analysis of the sequence and gene products of the transfer
region of the sex factor. Microbiol. Rev. 58:162–210. PMID: 7915817

20. Smillie CS, Garcillan-Barca MP, Francia MV, Rocha EPC, de la Cruz F (2010) Mobility of plasmids.
Microbiol. Mol. Biol. Rev. 74:434–452. doi: 10.1128/MMBR.00020-10 PMID: 20805406

21. Mruk I, Kaczorowski T (2003) Genetic organization and molecular analysis of the EcoVIII restriction-
modification system of Escherichia coli E1585-68 and its isospecific homologs. Appl. Environ. Micro-
biol. 69:2638–2650. PMID: 12732532

22. Summers DK, Sherratt DJ (1984) Multimerization of high copy number plasmids causes instability:
ColE1 encodes determinant essential for plasmid monomerization and stability. Cell 36:1097–1103.
PMID: 6323019

23. Colloms SD, Sykora P, Szatmari G, Sherratt DJ (1990) Recombination at ColE1 cer requires the
Escherichia coli xerC gene product, a member of the lambda integrase family of the site-specific recom-
binases. J. Bacteriol. 172:6973–6980. PMID: 2254268

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 16 / 19

http://www.ncbi.nlm.nih.gov/pubmed/10489325
http://dx.doi.org/10.1111/j.1574-6976.2012.00337.x
http://www.ncbi.nlm.nih.gov/pubmed/22393901
http://www.ncbi.nlm.nih.gov/pubmed/15979932
http://www.ncbi.nlm.nih.gov/pubmed/7705636
http://www.ncbi.nlm.nih.gov/pubmed/10511538
http://www.ncbi.nlm.nih.gov/pubmed/14604787
http://dx.doi.org/10.1128/MMBR.00044-12
http://www.ncbi.nlm.nih.gov/pubmed/23471617
http://dx.doi.org/10.1128/AEM.01862-08
http://www.ncbi.nlm.nih.gov/pubmed/19304835
http://dx.doi.org/10.1073/pnas.1000489107
http://www.ncbi.nlm.nih.gov/pubmed/20547849
http://dx.doi.org/10.1128/JB.02418-14
http://dx.doi.org/10.1128/JB.02418-14
http://www.ncbi.nlm.nih.gov/pubmed/25384481
http://www.ncbi.nlm.nih.gov/pubmed/8919860
http://dx.doi.org/10.1093/nar/gku734
http://dx.doi.org/10.1093/nar/gku734
http://www.ncbi.nlm.nih.gov/pubmed/25120263
http://www.ncbi.nlm.nih.gov/pubmed/11591138
http://www.ncbi.nlm.nih.gov/pubmed/7350544
http://www.ncbi.nlm.nih.gov/pubmed/2671664
http://www.ncbi.nlm.nih.gov/pubmed/7915817
http://dx.doi.org/10.1128/MMBR.00020-10
http://www.ncbi.nlm.nih.gov/pubmed/20805406
http://www.ncbi.nlm.nih.gov/pubmed/12732532
http://www.ncbi.nlm.nih.gov/pubmed/6323019
http://www.ncbi.nlm.nih.gov/pubmed/2254268


24. Blakely G, May G, McCulloch R, Arciszewska LK, Burke M, Lovett ST, et al. (1993) Two related recom-
binases are required for site-specific recombination at dif and cer in E. coli K12. Cell 75:351–361.
PMID: 8402918

25. Stirling CJ, Stewart G, Sherratt DJ (1988) Multicopy plasmid stability in Escherichia coli requires host-
encoded functions that lead to plasmid site-specific recombination. Mol.Gen. Genet. 214:80–84.
PMID: 3067082

26. Stirling CJ, Szatmari G, Stewart G, Smith MC, Sherratt DJ (1988) The arginine repressor is essential for
plasmid-stabilizing site-specific recombination at ColE1 cer locus. EMBO J. 7:4389–4395. PMID:
3149585

27. Stirling CJ, Colloms SD, Collins JF, Szatmari G, Sherratt DJ (1988) xerB, an Escherichia coli gene
required for plasmid ColE1 site-specific recombination, is identical to pepA, encoding aminopeptidase
A, a protein with substantial similarity to bovine lens leucine aminopeptidase. EMBO J. 8:1623–1627.

28. Werbowy O, Boratynski R, Dekowska A, Kaczorowski T (2015) Genetic analysis of maintenance of
pEC156, a naturally occurring Escherichia coli plasmid that carries genes of the EcoVIII restriction-mod-
ification system. Plasmid 77:39–50. PMID: 25500017

29. Handa N, Ichige A, Kusano K, Kobayashi I (2000) Cellular responses to postsegregational killing by
restriction-modification genes. J. Bacteriol. 182:2218–2229. PMID: 10735865

30. Ichige A, Kobayashi I (2005) Stability of EcoRI restriction-modification enzymes in vivo differentiates
the EcoRI restriction-modification system from other postsegregational cell killing systems. J. Bacteriol.
187:6612–6621. PMID: 16166522

31. Gerdes K, Rasmussen PB, Molin S (1986) Unique type of plasmid maintenance function: postsegrega-
tional killing of plasmid-free cels. Proc. Natl. Acad. Sci. USA 83:3116–3120. PMID: 3517851

32. Mruk I, Kobayashi I (2014) To be or not to be: regulation in restriction-modification systems and other
toxin-antitoxin systems. Nucleic Acids Res. 42:70–86. doi: 10.1093/nar/gkt711 PMID: 23945938

33. Bartosik D, Baj J, Sochacka M, Piechucka E, Wlodarczyk M (2002) Molecular characterization of func-
tional modules of plasmid pWKS1 of Paracoccus pantotrophus DSM 11072. Microbiology 148:2847–
2856. PMID: 12213930

34. Sambrook J, Fritsch F, Maniatis T (1989) Molecular cloning: a laboratory manual, 2nd ed. Cold Spring
Harbor Laboratory Press, Cold Spring Harbor, NY.

35. Reece KS, Phillips GJ (1995) New plasmids carrying antibiotic-resistance cassettes. Gene 165:141–
142. PMID: 7489905

36. Vieira J, Messing J (1982) The pUC plasmids, an M13mp7 derived system for insertion mutagenesis
and sequencing with synthetic universal primers. Gene 19:259–268. PMID: 6295879

37. Kaczorowski T, Sektas M, Furmanek B (1993) An improvement in electrophoretic transfer of DNA from
a gel to DEAE-cellulose membrane. Biotechniques 14:900. PMID: 8333953

38. Chang ACY, Cohen SN (1978) Construction and characterization of amplifiable multicopy DNA cloning
vehicles derived from the p15A cryptic miniplasmid. J. Bacteriol. 134:1141–1156. PMID: 149110

39. Bolivar F, Rodriguez RL, Greene PJ, Betlach MC, Heynecker HL, Boyer HW, et al (1977) Construction
and characterization of new cloning vehicles. II. A multipurpose cloning system. Gene 2:95–113.
PMID: 344137

40. Podgorska B, Kujawska G, Skorzewski M, Batsko O, Kaczorowski T (2012) A rapid and simple method
for detection of type II restriction endonucleases in cells of bacteria with high activity of nonspecific
nucleases. Acta Biochem. Pol. 59:669–672.

41. Rehel N, Szatmari G (1996) Characterization of the stable maintenance of the Shigella flexneri plasmid
pHS-2. Plasmid 36:183–190. PMID: 9007013

42. Sun D, Zhang Y, Mei Y, Jiang H, Xie Z, Liu H, et al. (2006) Escherichia coli is naturally transformable in
a novel transformation system. FEMSMicrobiol. Lett. 265:249–255. PMID: 17069625

43. Willetts N (1980) Interactions between the F conjugal transfer system and CloDF13::TnA plasmids.
Mol. Gen. Genet. 180:213–217. PMID: 6255294

44. Furuya N, Komano T (1997) Mutational analysis of the R64 oriT region: requirement for precise location
of the NikA-binding sequence. J. Bacteriol. 179:7291–7297. PMID: 9393692

45. Zakharova MV, Beletskaya IV, Denjmukhametov MM, Yurkova TV, Semenova LM, Shlyapnikov MG,
et al. (2002) Characterization of pECL18 and pKPN2: a proposed pathway for the evolution of two plas-
mids that carry identical genes for a type II restriction-modification system. Mol. Genet. Genomics
267:171–178. PMID: 11976960

46. Paradis S, Boissinot M, Paquette N, Belanger SD, Martel EA, Boudreau DK, et al. (2005) Phylogeny of
the Enterobacteriaceae based on genes encoding elongation factor Tu and F-ATPase β-subunit. Int. J.
Syst. Evol. Microbiol. 55:2013–2025. PMID: 16166704

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 17 / 19

http://www.ncbi.nlm.nih.gov/pubmed/8402918
http://www.ncbi.nlm.nih.gov/pubmed/3067082
http://www.ncbi.nlm.nih.gov/pubmed/3149585
http://www.ncbi.nlm.nih.gov/pubmed/25500017
http://www.ncbi.nlm.nih.gov/pubmed/10735865
http://www.ncbi.nlm.nih.gov/pubmed/16166522
http://www.ncbi.nlm.nih.gov/pubmed/3517851
http://dx.doi.org/10.1093/nar/gkt711
http://www.ncbi.nlm.nih.gov/pubmed/23945938
http://www.ncbi.nlm.nih.gov/pubmed/12213930
http://www.ncbi.nlm.nih.gov/pubmed/7489905
http://www.ncbi.nlm.nih.gov/pubmed/6295879
http://www.ncbi.nlm.nih.gov/pubmed/8333953
http://www.ncbi.nlm.nih.gov/pubmed/149110
http://www.ncbi.nlm.nih.gov/pubmed/344137
http://www.ncbi.nlm.nih.gov/pubmed/9007013
http://www.ncbi.nlm.nih.gov/pubmed/17069625
http://www.ncbi.nlm.nih.gov/pubmed/6255294
http://www.ncbi.nlm.nih.gov/pubmed/9393692
http://www.ncbi.nlm.nih.gov/pubmed/11976960
http://www.ncbi.nlm.nih.gov/pubmed/16166704


47. Lawley T, Wilkins BM, Frost LS (2004) Bacterial conjugation in gram-negative bacteria, p. 203–226. In
Funnell BE and Phillips GJ (ed.), Plasmid biology. ASM Press, Washington, DC.

48. Lorenz MG, Gerjets DG, Wackernagel W (1991) Release of transforming plasmid and chromosomal
DNA from two cultured soil bacteria. Arch. Microbiol. 156:319–326. PMID: 1793338

49. Das T, Sehar S, Manefield M (2013) The roles of extracellular DNA in the structural integrity of extracel-
lular polymeric substance and bacterial biofilm development. Environ. Microbiol. Rep. 5:778–786. doi:
10.1111/1758-2229.12085 PMID: 24249286

50. Lorenz MG,Wackernagel W (1994) Bacterial gene transfer by natural genetic transformation in the
environment. Microbiol. Rev. 58:563–602. PMID: 7968924

51. Johnston C, Martin B, Fichant G, Polard P, Claverys JP (2014) Bacterial transformation: distribution,
shared mechanisms and divergent control. Nat. Rev. Microbiol. 12:181–196. doi: 10.1038/
nrmicro3199 PMID: 24509783

52. Kong H, Lin LF, Porter N, Stickel S, Byrd D, Posfaj J, et al. (2000) Functional analysis of putative restric-
tion-modification system genes in theHelicobacter pylori J99 genome. Nucleic Acids Res. 28:3216–
3223. PMID: 10954588

53. Claus H, Friedrich A, Frosch M, Vogel U (2000) Differential distribution of novel restriction-modification
systems in clonal lineages ofNeisseria meningitidis. J. Bacteriol. 182:1296–1303. PMID: 10671450

54. Scott JR (1984) Regulation of plasmid replication. Microbiol. Rev. 48:1–23. PMID: 6201704

55. Kües, Stahl U (1989) Replication of plasmids in gram-negative bacteria. Microbiol. Rev. 53:491–516.
PMID: 2687680

56. Engelberg NC, Cianciotto N, Smith J, Eisenstein BI (1988) Transfer and maintenance of small, mobiliz-
able plasmids with ColE1 replication origins in Legionella pneumophila. Plasmid 20:83–91. PMID:
3071820

57. Milewska K, Wegrzyn G, Szalewska-Palasz A (2015) Transformation of Shewanella balticawith ColE1-
like and P1 plasmids and their maintenance during bacterial growth in cultures. Plasmid 81:42–49. doi:
10.1016/j.plasmid.2015.07.001 PMID: 26170108

58. Ishiai M, Wada C, Kawasaki Y, Yura T (1994) Replication initiator protein repE of mini-F plasmid: func-
tional differentiation between monomers (initiator) and dimmers (autogenous repressor). Proc. Natl.
Acad. Sci. USA 91:3839–3843. PMID: 8170998

59. Suzuki H, Yano H, Brown CJ, Top EM (2010) Predicting plasmid promiscuity based on genomic signa-
ture. J. Bacteriol. 192:6045–6055. doi: 10.1128/JB.00277-10 PMID: 20851899

60. Shapiro JA (1977) Bacterial plasmids (appendix B), p. 601–704. In Bukhari JA, Shapiro JA, Adhya SL
(ed.), DNA insertion elements, plasmids, and episomes. Cold Spring Harbor Laboratory, Cold Spring
Harbor, NY.

61. Zhong Z, Helinski D, Toukdarian A (2005) Plasmid host range: restrictions to F replication in Pseudo-
monas. Plasmid 54:48–56. PMID: 15907538

62. Harr B, Schlötterer C (2006) Gene expression analysis indicates extensive genotype-specific crosstalk
between the conjugative F-plasmid and the E. coli chromosome. BMCMicrobiol. 6:80. PMID:
16981998

63. Ahmer BM, Tran M, Heffron F (1999) The virulence plasmid of Salmonella typhimurium is self-transmis-
sible. J. Bacteriol. 181:1364–1368. PMID: 9973370

64. Rychlik I, Gregorova D, Hradecka H (2006) Distribution and function of plasmids in Salmonella enterica.
Vet. Microbiol. 112:1–10. PMID: 16303262

65. Baur B, Hanselmann K, SchlimmeW, Jenni B (1996) Genetic transformation in freshwater: Escherichia
coli is able to develop natural competence. Appl. Environ. Microbiol. 62:3673–3678. PMID: 8837423

66. Woegerbauer M, Jenni B, Thalhammer F, Graninger W, Burgmann H (2002) natural genetic transfor-
mation of clinical isolates of Escherichia coli in urine and water. Appl. Environ. Microbiol. 68:440–443.
PMID: 11772660

67. Maeda S, Sawamura A, Matsuda A (2004) Transformation of colonial Escherichia coli on solid media.
FEMSMicrobiol. Lett. 236:61–64. PMID: 15212791

68. Sinha S, Redfield RJ (2012) Natural DNA uptake by Escherichia coli. Plos One 7:e35620. doi: 10.
1371/journal.pone.0035620 PMID: 22532864

69. Aas FE, Wolfgang M, Frye S, Dunham S, Løvold C, Koomey M (2002) Competence for natural transfor-
mation inNeisseria gonorrhoeae: components of DNA binding and uptake linked to type IV pilus
expression. Mol. Microbiol. 46:749–760. PMID: 12410832

70. Seitz P, Blokesch M (2013) DNA-uptake machinery of naturally competent Vibrio cholerae. Proc. Natl.
Acad. Sci. USA 110:17987–17992. doi: 10.1073/pnas.1315647110 PMID: 24127573

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 18 / 19

http://www.ncbi.nlm.nih.gov/pubmed/1793338
http://dx.doi.org/10.1111/1758-2229.12085
http://www.ncbi.nlm.nih.gov/pubmed/24249286
http://www.ncbi.nlm.nih.gov/pubmed/7968924
http://dx.doi.org/10.1038/nrmicro3199
http://dx.doi.org/10.1038/nrmicro3199
http://www.ncbi.nlm.nih.gov/pubmed/24509783
http://www.ncbi.nlm.nih.gov/pubmed/10954588
http://www.ncbi.nlm.nih.gov/pubmed/10671450
http://www.ncbi.nlm.nih.gov/pubmed/6201704
http://www.ncbi.nlm.nih.gov/pubmed/2687680
http://www.ncbi.nlm.nih.gov/pubmed/3071820
http://dx.doi.org/10.1016/j.plasmid.2015.07.001
http://www.ncbi.nlm.nih.gov/pubmed/26170108
http://www.ncbi.nlm.nih.gov/pubmed/8170998
http://dx.doi.org/10.1128/JB.00277-10
http://www.ncbi.nlm.nih.gov/pubmed/20851899
http://www.ncbi.nlm.nih.gov/pubmed/15907538
http://www.ncbi.nlm.nih.gov/pubmed/16981998
http://www.ncbi.nlm.nih.gov/pubmed/9973370
http://www.ncbi.nlm.nih.gov/pubmed/16303262
http://www.ncbi.nlm.nih.gov/pubmed/8837423
http://www.ncbi.nlm.nih.gov/pubmed/11772660
http://www.ncbi.nlm.nih.gov/pubmed/15212791
http://dx.doi.org/10.1371/journal.pone.0035620
http://dx.doi.org/10.1371/journal.pone.0035620
http://www.ncbi.nlm.nih.gov/pubmed/22532864
http://www.ncbi.nlm.nih.gov/pubmed/12410832
http://dx.doi.org/10.1073/pnas.1315647110
http://www.ncbi.nlm.nih.gov/pubmed/24127573


71. Mell JC, Redfield RJ (2014) Natural competence and the evolution of DNA uptake specificity. J. Bacter-
iol. 196:1471–1483. doi: 10.1128/JB.01293-13 PMID: 24488316

72. Pleška M, Qian L, Okura R, Bergmiller T, Wakamoto Y, Kussell E, et al. (2016) Bacterial autoimmunity
due to a restriction-modification system. Current Biology doi: 10.1016/j.cub.2015.12.041

73. Handa N, Kobayashi I (1999) Post-segregational killing by restriction modification gene complexes:
observations of individual cell deaths. Biochimie 81:931–938. PMID: 10572308

74. Mruk I, Cichowicz M, Kaczorowski T (2003) Characterization of the LlaCI methyltransferase from Lacto-
coccus lactis subsp. cremorisW15 provides new insights into the biology of type II restriction-modifica-
tion systems. Microbiology SGM 149:3331–3341.

75. Hanish J, McClelland M (1988) Activity of DNAmodification and restriction enzymes in KGB, a potas-
sium glutamate buffer. Gene Anal. Techn. 5:105–107.

76. Budroni S, Siena E, Dunning Hotopp JC, Seib KL, Serruto D, Nofroni C, et al. (2011) Neisseria meningi-
tidis is structured in clades associated with restriction-modification systems that modulate homologous
recombination. Proc. Natl. Acad. Sci. USA 108:4494–4499. doi: 10.1073/pnas.1019751108 PMID:
21368196

77. Eutsey RA, Powell E, Dordel J, Salter SJ, Clark TA, Korlach J, et al. (2015) Genetic stabilization of the
drug-resistant PMEN1 Pneumococcus lineage by its distinctive DpnIII restriction-modification system.
MBio 6:e00173–15. doi: 10.1128/mBio.00173-15 PMID: 26081630

78. Kong Y, Ma JH, Warren K, Tsang RSW, Low DE, Jamieson FB, et al. (2013) Homologous recombina-
tion drives both sequence diversity and gene content variation inNeisseria meningitidis. Genome Biol.
Evol. 5:1611–1627. doi: 10.1093/gbe/evt116 PMID: 23902748

79. Ershova AS, Rusinov IS, Spirin SA, Karyagina AS, Alexeevski AV (2015) Role of restriction-modifica-
tion systems in prokaryotic evolution and ecology. Biochemistry (Moscow) 80:1373–1386.

80. Wiedenbeck J, Cohan FM (2011) Origins of bacterial diversity through horizontal genetic transfer and
adaptation to new ecological niches. FEMSMicrobiol. Rev. 35:957–976. doi: 10.1111/j.1574-6976.
2011.00292.x PMID: 21711367

81. van Elsas JD, Bailey MJ (2002) The ecology of transfer of mobile genetic elements. FEMSMicrobiol.
Ecol. 42:187–197. doi: 10.1111/j.1574-6941.2002.tb01008.x PMID: 19709278

82. Frost LS, Leplae R, Summers AO, Toussaint A (2005) Mobile genetic elements: the agents of open
source evolution. Nat. Rev. Microbiol. 3:722–732. PMID: 16138100

83. Polz MF, Alm EJ, HanageWP (2013) Horizontal gene transfer and the evolution of bacterial and
archaeal population structure. Trends Genet. 29:170–175. doi: 10.1016/j.tig.2012.12.006 PMID:
23332119

Mobility of pEC156 Carrying EcoVIII Restriction-Modification System

PLOSONE | DOI:10.1371/journal.pone.0148355 February 5, 2016 19 / 19

http://dx.doi.org/10.1128/JB.01293-13
http://www.ncbi.nlm.nih.gov/pubmed/24488316
http://dx.doi.org/10.1016/j.cub.2015.12.041
http://www.ncbi.nlm.nih.gov/pubmed/10572308
http://dx.doi.org/10.1073/pnas.1019751108
http://www.ncbi.nlm.nih.gov/pubmed/21368196
http://dx.doi.org/10.1128/mBio.00173-15
http://www.ncbi.nlm.nih.gov/pubmed/26081630
http://dx.doi.org/10.1093/gbe/evt116
http://www.ncbi.nlm.nih.gov/pubmed/23902748
http://dx.doi.org/10.1111/j.1574-6976.2011.00292.x
http://dx.doi.org/10.1111/j.1574-6976.2011.00292.x
http://www.ncbi.nlm.nih.gov/pubmed/21711367
http://dx.doi.org/10.1111/j.1574-6941.2002.tb01008.x
http://www.ncbi.nlm.nih.gov/pubmed/19709278
http://www.ncbi.nlm.nih.gov/pubmed/16138100
http://dx.doi.org/10.1016/j.tig.2012.12.006
http://www.ncbi.nlm.nih.gov/pubmed/23332119

