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Phytopathogenic bacteria affect a wide range of crops worldwide and have a negative
impact in agriculture due to their associated economic losses and environmental
impacts. Together with other biotic and abiotic stress factors, they pose a threat to
global food production. Therefore, understanding bacterial survival strategies is an
essential step toward the development of new strategies to control plant diseases.
One mechanism used by bacteria to survive under stress conditions is the formation
of persister cells. Persisters are a small fraction of phenotypic variants within an isogenic
population that exhibits multidrug tolerance without undergoing genetic changes. They
are dormant cells that survive treatment with antimicrobials by inactivating the metabolic
functions that are disrupted by these compounds. They are thus responsible for the
recalcitrance of many human diseases, and in the same way, they are thought to
contribute to the survival of bacterial phytopathogens under a range of stresses they
face in the environment. It is believed that persister cells of bacterial phytopathogens
may lead to the reoccurrence of disease by recovering growth and recolonizing the host
plant after the end of stress. However, compared to human pathogens, little is known
about persister cells in phytopathogens, especially about their genetic regulation. In
this review, we describe the overall knowledge on persister cells and their regulation
in bacterial phytopathogens, focusing on their ability to survive stress conditions, to
recover from dormancy and to maintain virulence.
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INTRODUCTION

Bacteria are able to cause diseases in a wide range of plants throughout the entire world (Strange
and Scott, 2005; Kannan et al., 2015). These organisms, known as phytopathogenic bacteria, affect
all food-producing plants, colonizing either their surface or tissues (Kannan et al., 2015). They
cause symptoms such as spots, blights, cankers, tissue rots, and/or hormone imbalances that lead
to plant overgrowth, stunting, root branching, and leaf epinasty, among others (Strange and Scott,
2005; Kannan et al., 2015). These issues impact plants on a qualitative and quantitative level,
negatively affecting global food supplies (Kannan et al., 2015). Bacterial diseases of plants cause
devastating damage to crops and significant economic losses. Collectively, they cause losses of over
$1 billion dollars worldwide every year to the food production chain (Mansfield et al., 2012; Kannan
et al., 2015). Together with other phytopathogens, such as fungi and viruses, and abiotic stress
factors, including environmental degradation, climate change and chemical pollution, bacterial
phytopathogens pose a global threat to agricultural food production. Thus, the development and
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employment of management approaches to overcome and
suppress phytopathogenic bacteria, which includes mitigating
their survival strategies, is imperative to global food security
(Strange and Scott, 2005; Sundström et al., 2014). Therefore,
studying and understanding the bacterial survival strategies is an
essential step to find new possibilities to control plant diseases.

Bacteria have a variety of strategies to survive and thrive in the
environment and in a host plant. Some of these strategies include
the development of resistance against antimicrobials, the use of
efflux pumps to detoxify the bacterial cell (Levy and Marshall,
2004; Wax et al., 2007), sporulation by gram-positive bacteria
(Bobek et al., 2017), the employment of effector proteins to alter
the host plant physiology and suppress its defense mechanisms
(Jones and Dangl, 2006; Khan et al., 2017), the development
of biofilms (Lewis, 2001; Fux et al., 2005; Danhorn and Fuqua,
2007), and the formation of persister cells (Lewis, 2007, 2008).

Persister cells are a small fraction of phenotypic variants
within an isogenic population that exhibit multidrug tolerance
without undergoing genetic changes (Keren et al., 2004b; Lewis,
2007, 2010; Maisonneuve and Gerdes, 2014). Approximately
0.001–0.1% of cells in a given bacterial population display the
tolerance phenotype, and this number can increase up to 1%
in stationary phase or in biofilms (Keren et al., 2004b; Lewis,
2008, 2010). Persister cells were first described by Bigger in 1944,
who found that penicillin could not kill non-growing phenotypic
variant cells of Staphylococcus pyogenes (aureus). Currently, it
is known that the tolerance feature of persisters is related to
a transient growth inhibition that results in the inactivation of
the main cell functions (Lewis, 2010). Thus, persister cells are
in a dormant state in which they are metabolically inactive;
hence, they neither grow nor die in the presence of antimicrobial
agents (Shah et al., 2006; Wood et al., 2013; Kim et al., 2017).
Therefore, in contrast to resistance mechanisms, which act
by blocking the interaction of an antimicrobial agent with its
target, the tolerance of persister cells functions by preventing
the damage of a cellular target by the bactericidal agent by
shutting down the antimicrobial target in the cell. This occurs
because persister cells have a low metabolic level and most of
their metabolic functions that are disrupted by antibiotics are
inactive (Shah et al., 2006; Lewis, 2007; Kim et al., 2017). Thus,
bacterial populations developed two remarkably complementary
and redundant strategies to avoid the action of antimicrobials:
the employment of specific mechanisms of resistance and, when
these fail, the formation of persister cells (Shah et al., 2006).
While part of the population activates genes to directly respond
to the stress, a smaller fraction is converted to a dormant
state in a bet-hedging strategy to stress survival (Dörr et al.,
2010).

From an evolutionary point of view, persistence is believed
to have evolved as an alternative scenario in which metabolic
balance is disturbed but the cell is kept alive. The growth
inhibition in nutrient-deprived environments could be the key
for bacterial survival before metabolic flux is so compromised
that the restoration of growth is no longer possible (Radzikowski
et al., 2017).

Through the cost of non-proliferation, persisters are able
to guarantee the survival of the population, and so they are

altruistic cells that forfeit growth for the benefit of the kin
(Lewis, 2007). However, persister cells are not simply cells
that do not grow. Fluoroquinolones, for instance, are able
to kill non-proliferating cells, and the treatment of dormant
cells with these compounds reveals the presence of persisters
when the population is at stationary phase. This shows the
difference between cells that are not growing and persister cells
(Lewis, 2008). Persisters actually rely on genetic mechanisms to
reach the dormant state and avoid stressful conditions; at the
same time, they need a complementary mechanism to ensure
the resumption of growth when conditions become favorable
again (Lewis, 2008; Wood et al., 2013). When the antibiotic
pressure ends, persister cells resume growth and originate a
new population that has the same genotype as the original one.
Therefore, the sensitivity of the population to antibiotics remains
(Keren et al., 2004a). Regarding their development, persisters
can be formed either stochastically, by fluctuations in gene
expression, or actively, by responding to specific environmental
cues (Balaban et al., 2004; Keren et al., 2004a; Dörr et al.,
2009; Vega et al., 2012; Maisonneuve et al., 2013). Some of the
factors that have been shown to induce persister cell formation
include oxidative stress, starvation, DNA damage, macrophages,
antibiotics, pH, and copper stress (Dörr et al., 2009, 2010;
Hong et al., 2012; Muranaka et al., 2012; Wu et al., 2012;
Bernier et al., 2013; Helaine et al., 2014; Ayrapetyan et al.,
2015b).

The development of persister cells in bacteria is responsible
for the recalcitrance of many chronic infections to antibiotics
(Lewis, 2010). In certain human diseases, bacterial pathogens
are able to survive even against high doses of antibiotics, even
if they lack any mechanism of resistance against the applied
antimicrobials (Harms et al., 2016). Persister cells can survive
in biofilms or other protective niches and are thus the reason
of many treatment failures (Levin and Rozen, 2006; Blango and
Mulvey, 2010; Fauvart et al., 2011; Balaban et al., 2013; Bjarnsholt,
2013; Lebeaux et al., 2014). In the same way, it has been suggested
that persister cells of phytopathogenic bacteria may recover and
recolonize the environment after the action of an antimicrobial,
leading to the development of disease all over again (Rodrigues
et al., 2008; Muranaka et al., 2012).

Ever since the first report of viable but non-culturable cells
(VBNC) in Escherichia coli and Vibrio cholerae (Xu et al., 1982),
mostly as a consequence of the pioneering technique used to
assess live/dead microbiota in seawater (Kogure et al., 1979),
studies on persisters have increased continuously. At the same
time, a prolonged debate has also endured on whether these
cells are a survival strategy or a pre-death state (McDougald
et al., 1998). This controversy is reflected by the nomenclature
associated with persister cells, which still remains confusing,
with a “dormancy continuum” state proposed (Ayrapetyan et al.,
2015b) to encompass the VBNC (Xu et al., 1982) and persistence
states (Hobby et al., 1942; Bigger, 1944), although other names
for similar physiological states have also been proposed, such as
active but non-culturable cells (Kell et al., 1998) and conditionally
viable environmental cells (Lobitz et al., 2000). Finally, Kim et al.
(2017) suggest that there are no substantial differences between
VBNC and persister cells. The authors analyzed conditions
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known to induce both of these phenotypes in E. coli and
concluded that between them, there are no evident differences
concerning antibiotic tolerance, resuscitation (recovery) rates,
morphology or metabolic activity. Another interesting finding
is that some cells that stain as viable in light microscopy (due
to their membrane integrity) are in fact, dead, since they have
no internal cellular contents. It is not known how the internal
contents of these cells leak, but it may have influenced the idea
that many viable cells are not able to recover, when in fact, they
are dead (Kim et al., 2017). There is still considerable debate
on whether persisters are fully virulent, truly alive, dormant
or dying. Indeed, studies (Kim and Wood, 2016) show that
there are many misconceptions regarding persister cells in the
literature.

In this review our aim was to focus on the current
knowledge on this subject but specifically on the experimental
data for phytopathogens. Their ability to survive under stress
conditions by entering the persister state, the recovery conditions
and the virulence maintenance were thoroughly reviewed in
order to summarize the current knowledge about persister
cell formation by phytopathogenic bacteria. We also analyzed
the main factors that lead to their maintenance in the
field even after chemical treatments or adverse environmental
conditions.

VIABLE BUT NON-CULTURABLE AND
PERSISTER CELL OCCURRENCE IN
PHYTOPATHOGENS

It is commonly accepted that bacteria present two dormant
phenotypes, the VBNC and the persister state (Ayrapetyan et al.,
2015b); the persister cells recover after the stress condition,
whereas the VBNC cell population is reported not to recover
(Ayrapetyan et al., 2015b; Kim et al., 2017). For phytopathogens,
the majority of the works use the term “VBNC” to refer to
the dormant phenotype; however, in all of these works, the
authors were able to cultivate the cells after stress, or the
cells were able to live in the host plant, indicating that these
cells were in fact in the persister state. Actually, as mentioned
above, there is no difference between VBNC and persister cells,
where they both seem to be the same dormant phenotype
but are considered as divergent because of an inaccurate
evaluation of the viable cells (Kim et al., 2017). Therefore,
even though many authors who work with phytopathogenic
bacteria used the “VBNC” nomenclature, in the present review,
we adopted only the term “persister” for reasons of clarity and
conciseness.

The persister state in phytopathogens is still an understudied
field when compared to that of human-associated bacterial
pathogens, especially concerning its genetic regulation. The study
of persisters offers a great potential for developing innovative
ways for phytopathogen control as well as for uncovering specific
stress conditions that induce cells to engage into persistence,
which can be helpful in disease management planning. Thus, in
the following sections, we will provide a summary of the state-
of-the-art knowledge on persister cell induction among some

bacterial phytopathogens, with the hope that it will enlighten
future paths in phytopathology.

Erwinia amylovora
The causative agent of fire blight, Erwinia amylovora
(syn. Micrococcus amylovorus, Bacillus amylovorus) is a
G-proteobacterial pathogen not only of economic impact but also
of historical relevance. It was the first bacterium to be proven as
the cause of a plant disease and is therefore considered the first
phytopathogen described. It is easily disseminated by insects,
especially those that visit flowers but can also be spread by
wind that carries the bacterial ooze. It infects Rosaceae plants,
including ornamentals and bushes, but its major impact is on
fruit production. Global numbers on its economic impact are
unknown, but epidemics are frequent in pear and apple fields
(Thomson, 1986; Mansfield et al., 2012; Santander et al., 2014a;
CABI, 2017a).

It is a non-obligate pathogen that is able to live within a
wide temperature range (4–37◦C), and its epiphytic growth is
restricted to the flower stigma (Thomson, 1986). E. amylovora
experiences periods of stress, such as starvation, throughout its
life cycle, and its physiological responses seem to be linked to
the temperature of the surrounding environment (Santander
et al., 2014b). Starving cells (122 days old) of E. amylovora
enter into persistence at 28 and 4◦C but prefer to maintain their
culturability at 14◦C. This cyclic behavior seems to be common
for other pathogens and may be responsible for the periodic
cycles of disease throughout the year (Santander and Biosca,
2017).

The seasonality of E. amylovora also relies on its ability to
survive in infected tissues, such as stem cankers, where it waits
for better environmental conditions to multiply and spread. It
is accepted that during its overwintering, E. amylovora faces
a nutritional shortage, and starvation stress responses may be
triggered to enhance its chances to survive. One of the major
regulators for “famine” in bacteria is the RpoS sigma factor, which
is involved in many other stress responses and is widely present
throughout the prokaryotes. In E. amylovora, rpoS deletion
mutants (rpoS−) entered into the persister state faster than wild-
type cells. They were unable to trigger the normal starvation
stress mechanism, leading to a more pronounced decrease in the
number of viable and culturable cells (Santander et al., 2014a).

Starvation stress in E. amylovora is also connected to oxidative
stress responses. E. amylovora has two catalase genes, katA and
katG, which when deleted (katAG-) lead the cells to enter into the
persister state faster, although the growth of this mutant in solid
culture media remains normal. Additionally, when these catalases
are overexpressed or added to the plating medium, the number of
growing cells is higher, demonstrating that catalase contributes to
the maintenance of the culturability of E. amylovora under these
conditions (Santander et al., 2017). The relationship between
catalase activity and culturability is not new, however. For some
bacteria, such as Vibrio vulnificus (Kong et al., 2004) and the
phytopathogen R. solanacearum (Kong et al., 2014), this enzyme
can help reactivate persister cells (as will be discussed further),
thus starvation stress is tightly linked to the increase of internal
oxidative stress (McDougald et al., 2002). Moreover, catalase
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and peroxidase genes are usually controlled by RpoS (Santander
et al., 2017), highlighting the connection between starvation and
oxidative stresses.

The chemical control of fire blight relies basically on
antibiotics and copper applications. The latter is used for fire
blight control mainly in Europe, since in the United States,
antibiotics are still allowed to be sprayed in orchards, a practice
that is highly controversial due to resistance development, not
to mention the destruction of many other non-target bacteria,
and the concerns that resistance genes could be transmitted to
animal and human pathogens. Therefore, caution is required in
such practices in agriculture (McManus et al., 2002; McGhee and
Sundin, 2011).

Cupric compounds induced persister cell formation in
E. amylovora (Ordax et al., 2006) in a concentration-dependent
manner. Cells invariably entered the persister state but reached
unculturable levels at time zero when 0.05 mM of copper was
added, although viable cell counts by live/dead assay showed
a high proportion of living bacteria at 270 days. Recovery of
persister cells was accomplished after the addition of chelating
agents such as EDTA, and no difference in pathogenicity could
be detected between control and reactivated cells. When mature
apple calyces were inoculated, copper applications induced
the unculturable state at even lower concentrations (0.1 and
0.01 mM). Chlorine, a bactericide used to disinfect tools (CABI,
2017a), also induced persistence in E. amylovora (Santander et al.,
2012), a phenomenon that has already been demonstrated for
other human-associated bacteria (Oliver et al., 2005).

It seems, however, that the best reactivation factor for
E. amylovora persister cells is the host plant (Santander et al.,
2012). Regardless of the stress applied (chlorine and starvation),
inoculation in pear plantlets always recovered E. amylovora cells,
but the chlorine-stressed cell recovery was astonishing, since after
just 5 min in contact with 0.7 ppm of chlorine, culturability
reached undetectable levels in solid media, but viable cell counts
showed that approximately 106 cells mL−1 were stably present for
at least 24 h. In addition, when inoculated in its host, these viable
cells could colonize and induce disease symptoms normally,
indicating that the cells recovered. This demonstrates that the
control of diseases in the field is much more complex than what
is observed in vitro.

Overall, persistence studies in E. amylovora not only
show the occurrence of the unculturability phenomena under
different stress situations, but also highlight the potential risks
associated with the under-detection of real viable cells, especially
when dealing with chemical control and the spread of the
phytopathogen through fruit transportation (Ordax et al., 2009;
Santander et al., 2012).

Ralstonia solanacearum
Ralstonia solanacearum (syn. Pseudomonas solanacearum,
Burkholderia solanacearum) (Yabuuchi et al., 1995) is a
phytopathogenic β-proteobacterium that infects many different
plants, causing bacterial wilt and leading to enormous economic
losses in commercial production. It is one of the most destructive
pathogens to commercial crops (Mansfield et al., 2012), causing
extensive damage in tobacco, potato, tomato and banana crops; it

is a pathogen for which there are no chemical controls available,
and many measures are required to prevent its spread (Yuliar
et al., 2015).

R. solanacearum is a soil-borne bacterium that attacks plants
by the roots, eventually causing death after spreading through the
vascular system. The bacteria are then released again into the soil,
where they are assumed to live until they reach the next host.
Soil oligotrophy requires special skills for microorganisms that
thrive in this environment, at least until they again find the most
welcoming rhizosphere (Grey and Steck, 2001). Similar lifestyles
for other phytopathogens point to the same strategy, that is, an
encounter between the bacteria and its host provides the best
scenario for a growth recovery (Santander et al., 2012).

Grey and Steck (2001) showed indeed that this pathogen
enters the persister state in sterile soil, while retaining its
virulent potential. The authors showed that in sterile soil, an
initial inoculum (1011 cells kg−1 soil) is undetected by culturing
after 3 days, and in copper-supplemented soil, the culturability
threshold is less than 2 days. However, the live-dead assays show
that the cell count decreases by only 1 log, to 1010 cells kg−1

soil, and is kept stable for at least 30 days, which indicates
that culturable cell counts are misleading as an assessment for
the presence of this phytopathogen since plating counts do not
represent the viable bacterial population. Additionally, when
germinating tomato seeds were added to soil where no culturable
cells could be detected, the plants exhibited wilt symptoms after
15 days, indicating that persister cells could be reactivated and
retain their virulence after exiting the persister state. In this case,
the rhizosphere seems to be the stimulus required by the cells to
restart their growth, and culturable cells were detected even at
1 cm away from the roots, although the chemical signals are still
unknown. This was the first report showing that a phytopathogen
can be reactivated after stress.

Despite the initial work by Grey and Steck (2001), the
long-term starvation stress responses of R. solanacearum were
only studied years later, in water microcosms (200 mL of
sterilized water from rivers) (Alvarez et al., 2009). During the
first 6 months, the initial bacterial inoculum was of 107 cells
mL−1 in live/dead assays, with similar numbers of culturable
cells (106 CFU mL−1). However, from the first to the 4th year,
the culturable cells count dropped to 104 and 103 CFU mL−1,
even though live/dead tests showed that 107 cells mL−1 still
presented an intact membrane. The starved cells progressively
shifted from a normal bacilli structure to a coccoid cell shape
and showed a more aggregative behavior, probably to improve
their ability to acquire nutrients and to protect themselves from
predation. These results suggest that under prolonged starvation,
a substantial proportion of the R. solanacearum population enters
the persister state as a survival strategy in order to survive under
harsh environmental conditions before reaching more favorable
situation to activate their growth. After the 4-year starvation
experiment, R. solanacearum remained virulent and infective,
since tomato plants developed wilt symptoms when they were
stem-inoculated or irrigated with the water microcosms.

Low temperatures also constitute a type of stress that induces
persister formation (van Elsas et al., 2000). There is evidence
that R. solanacearum cells can enter in an unculturable state
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in water bodies during winter, which is of special interest in
temperate countries. A seasonal oscillation of R. solanacearum
in water flows, consistent with the entry of the fully active cells
in summer into a persister state during winter, was reported
in the Netherlands (van Elsas et al., 2001) and Spain (Caruso
et al., 2005). This may be the reason why this pathogen remains
undetected during the coldest months of the year but is still able
to induce symptoms in tomato plants when contaminated water
is used in irrigation (Caruso et al., 2005).

Curiously, R. solanacearum subjected to cold stress could be
reactivated by the addition of catalase (Kong et al., 2014), similar
to what is observed for E. amylovora (Santander et al., 2017).
Temperature-stressed non-culturable cells of R. solanacearum
were supplemented with 1,000 UmL−1 of catalase and kept
at 30◦C for up to 3 days, when colonies could be detected
in solid media. Converging results were found for copper-
stressed persister R. solanacearum (Um et al., 2013) cells that
showed elevated levels of H2O2 in comparison to those that
were culturable. The addition of other peroxide-degrading
compounds, such as sodium pyruvate resulted in a similar
outcome, increasing the number of culturable R. solanacearum
cells (Imazaki and Nakaho, 2009) These results are in agreement
with what is known for other microorganisms, where the
ability to detoxify cells under oxidative stress may be a pivotal
mechanism and one of the most important factors that reactivate
the ability to grow (Mizunoe et al., 1999; Kong et al., 2004).

Among the most important triggers of persister cells are toxic
compounds, such as pesticides. Cupric compounds are widely
used in agriculture as bactericides and are common stressor
agents faced by phytopathogens. Copper kills the majority of
viable R. solanacearum cells, but the remaining cells enter a
persister state in a concentration-dependent manner. Therefore,
5 µM copper is sufficient to induce persister cell formation
of up to 99.9% of the remaining viable cells in the course of
2 weeks, reaching 100% when 500 µM copper is used (Grey
and Steck, 2001). Similar results were obtained by Um et al.
(2013) after the addition of high concentrations of copper. The
authors also observed a correlation between copper stress and
aggregative behavior as well as increased concentrations of H2O2,
which is believed to be the trigger for the suppression of colony
formation in solid growth media (Um et al., 2013). This is
also consistent with persister cell formation under other stress
conditions (Alvarez et al., 2009).

Um et al. (2013) also verified that R. solanacearum responds
to copper stress by increasing the total amount of DNA per cell
and decreasing the RNA content to undetectable levels within
just 24 h after copper addition. On the other hand, control
cells kept a regular amount of RNA throughout the experiment.
Transcriptome analysis revealed the down-regulation of catalase
and peroxidase genes together with up-regulation of the Dps
protein, which is involved in DNA protection under stressful
conditions. It is important to mention that residual amounts of
copper in field conditions are higher than those used by Um et al.
(2013), suggesting that persister cells could naturally occur in the
environment.

One of the most interesting findings for persister cells in
R. solanacearum is that they are formed while the bacteria are still

inside the host, as the disease progresses and nutrient availability
decreases. R. solanacearum enters the persister state in varying
degrees during infection, but eventually it reaches 99% when
extensive necrosis occurs (Grey and Steck, 2001), suggesting that
even before the phytopathogen reaches the soil, it is already
prepared to survive the adverse conditions it is about to face.

Overall, the current knowledge of persister cells of
R. solanacearum, although controversial in some points, is
well established. It is important to highlight that this pathogen
is not native to European soils, and as such, cold stress may
be one of the few soil conditions that this pathogen has not
been evolutionarily selected for. Overwinter ability is a special
requirement for lineages to thrive in open areas, especially in
temperate regions, and since R. solanacearum wilt is still a major
problem to many crops worldwide, it is reasonable to conclude
that the induction of persistence is a way for this phytobacterium
to survive stress.

Xylella fastidiosa
X. fastidiosa is a G-proteobacterium that lives only in the
xylem of infected plants and in the foregut of sharpshooter
insect vectors, which transmit it directly to the xylem of host
plants (Almeida et al., 2014). This bacterium is associated with
many plant diseases that impact economically important crops
worldwide, including citrus, grapevine, plum, almond, peach,
coffee, blueberry and more recently, olives (Hopkins and Purcell,
2002; Saponari et al., 2013). Additionally, X. fastidiosa colonizes
many grasses and weeds without causing disease, which serve
as a source for bacterial spread (Hopkins, 1989). The main
symptoms caused by X. fastidiosa in diseased plants are leaf
chlorosis, marginal scorching and/or dwarfing, depending on
the host (Hopkins and Purcell, 2002). Its main mechanism of
pathogenicity is considered to be the systemic colonization of
infected plants’ vessels by multiplication and movement of the
bacterium, followed by biofilm formation, which blocks the
xylem vessels and impairs the movement of water and nutrients
within plants (Chatterjee et al., 2008). Bacterial growth in the
biofilm state is also required for the insect vector to acquire
the bacterium from infected plants (Chatterjee et al., 2008). As
mentioned above, cells in a biofilm have adaptive advantages in
the environment, such as increased resistance to a wide range
of antimicrobial compounds and the induction of persister cell
formation (Mah and O’Toole, 2001; Lewis, 2007; Rodrigues et al.,
2008; Muranaka et al., 2012).

The first evidence of persister cell formation in X. fastidiosa
was found in biofilm cells under copper stress (Rodrigues et al.,
2008). It was observed that even after treating X. fastidiosa
cells with an inhibitory concentration of copper, the cells still
harbored good quality RNA, and genes could still be expressed,
suggesting persister cell formation (Rodrigues et al., 2008). This
result was later confirmed by Muranaka et al. (2012), who
showed that X. fastidiosa forms persister cells when treated with
inhibitory concentrations of both copper and tetracycline, with
a survival rate of approximately 0.05% for cells grown in either
condition. In addition, the pretreatment of the mature biofilm of
X. fastidiosa with a subinhibitory concentration of copper prior to
the treatment with the inhibitory concentration of this element,
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increased the formation of persisters by 26-fold. This ability was
not found in similarly treated planktonic cells (Muranaka et al.,
2012). Another study published by Navarrete and De La Fuente
(2014) also showed that X. fastidiosa forms persister cells even
without the presence of an antimicrobial compound. However,
when cells were treated with a subinhibitory concentration
of zinc, the process of persister cell formation was hastened
(Navarrete and De La Fuente, 2014). These studies show the
ability of X. fastidiosa to form persister cells in both regular
growth conditions and under antimicrobial stress and highlight
the threat that these cells represent for agriculture, since
antimicrobial compounds fail to kill the whole population, and
they can recover after the stress (Rodrigues et al., 2008; Muranaka
et al., 2012).

X. fastidiosa is one of the few phytopathogens in which the
molecular mechanisms of persister cell formation have been
investigated. In addition to studying the formation of persister
cells by X. fastidiosa exposed to inhibitory concentrations
of antimicrobials, Muranaka et al. (2012) also analyzed the
transcriptional profile of this bacterium when subjected to
copper and tetracycline stress conditions. This led to the
repression of genes related to metabolic functions and movement,
and the induction of specific resistance genes against each
antimicrobial. In addition, several toxin-antitoxin (TA) systems
were induced when X. fastidiosa was treated with both
antimicrobial compounds (Muranaka et al., 2012). TA systems
consist of a pair of genes located in the same operon, in which one
encodes a stable toxin that disrupts an essential cellular process
leading to growth arrest, and the other encodes the cognate labile
antitoxin that prevents the toxicity of the system (Wang and
Wood, 2011; Gerdes and Maisonneuve, 2012). In general, the
antitoxin is able to regulate the expression of its own operon
by binding to a palindromic sequence in the promoter region,
acting as a transcriptional repressor of the TA system (Wang
and Wood, 2011). TA systems are highly expressed in persister
cells, and they are primarily responsible for the formation of this
phenotype because they induce the dormant state required for
cells to become persisters, enabling them to escape the action of
antimicrobials and other stresses (Keren et al., 2004b; Shah et al.,
2006; Lewis, 2008; Wang and Wood, 2011). The activation of the
system occurs through the action of proteases that are induced
during stressful conditions; these degrade the labile antitoxin and
release both the toxin and the promoter region of the system,
allowing its transcription and expression, which will result in
growth inhibition and persister cells formation (Christensen
et al., 2004; Maisonneuve and Gerdes, 2014).

Muranaka et al. (2012) observed that when X. fastidiosa
was treated with the inhibitory concentration of copper, besides
forming persister cells, 12 out of 65 TA systems were induced,
with mqsRA being the most induced under this condition. This
TA system was initially described in E. coli, where it was shown
to be highly associated to persister cells and biofilm formation
(Wang and Wood, 2011). The MqsRA TA pair is composed of
the MqsR toxin, which is a ribonuclease (Brown et al., 2009)
that cleaves mRNA specifically at GCU sites (Yamaguchi et al.,
2009) and requires the proteases Lon and ClpXP for its toxicity
(Kim et al., 2010); and the MqsA antitoxin, which binds to MqsR

by its N-terminal domain and to DNA via a helix-turn-helix
(HTH) motif in its C-terminal domain (Brown et al., 2009). In
X. fastidiosa, MqsR degrades mRNAs primarily by cleaving them
at GCU sites, and MqsA inhibits the action of MqsR by directly
binding to it (Lee et al., 2014; Merfa et al., 2016). Even though the
binding of MqsA to its own promoter has not been assessed in
X. fastidiosa, in this organism, the antitoxin has the same Asn97
and Arg101 residues that are used by the antitoxin from E. coli to
bind to DNA in the palindromic sequences 5′-ACCT (N)3 AGGT
and 5′-TAACCT (N)3 AGGTTA (Yamaguchi et al., 2009; Brown
et al., 2011; Merfa et al., 2016). In addition, in the promoter region
of MqsRA in X. fastidiosa, there is a 5′-TAACCT (N)3 AAGTTA
sequence that is very similar to the palindromic sequence located
in the promoter of mqsRA in E. coli. Thus, the regulation of
mqsRA transcription by MqsA in X. fastidiosa probably occurs
in a similar manner as in E. coli (Merfa et al., 2016), suggesting a
conserved mechanism in plant and human bacterial pathogens.

The mqsR toxin is the most induced gene in persister cells
of E. coli, and the MqsRA TA system was the first system in
which its deletion resulted in decreased persister cell formation
(Shah et al., 2006; Kim and Wood, 2010). Deleting MqsR
alone also resulted in decreased persister cell formation, and as
expected, the production of MqsRA increased persistence (Kim
and Wood, 2010). Likewise, the overexpression of mqsR also
increased persister cell formation in X. fastidiosa cells treated
with subinhibitory and inhibitory concentrations of copper, thus
confirming the role of this TA system in persister cell formation
in this bacterium. The formation of persisters by X. fastidiosa
overexpressing mqsR was observed both by cell survival rate
analysis and by quantifying the proportion of elongated cells in
the population treated with different concentrations of copper
(Merfa et al., 2016). Elongated cells are a good indicator of
persister cell formation; since persisters have decreased cell
metabolism, cells do not divide in this state, leading to their
elongation (Balaban et al., 2004; Maisonneuve et al., 2013). As
discussed above, the expression of TA systems lead to the persister
phenotype because they induce cell dormancy (Wang and Wood,
2011). For MqsRA, the decrease in cell metabolism is due to the
mRNA cleavage by MqsR. Thus, MqsRA induces dormancy by
decreasing translation (Wood et al., 2013).

Lastly, although persister cell formation is thought to be the
main physiological function of TA systems, another intriguing
role is in controlling other phenotypic features in the cell.
MqsR, specifically, is a motility quorum sensing regulator
directly related to biofilm formation in E. coli. This toxin is
induced in biofilms, and its deletion decreases biofilm formation
(Ren et al., 2004; González Barrios et al., 2006). The same
was observed for X. fastidiosa, in which deletion of mqsR
also reduces biofilm formation (Lee et al., 2014), while its
overexpression increases biofilm formation and reduces cell
movement, abolishing bacterial pathogenicity in citrus (Merfa
et al., 2016). In E. coli, it is known that MqsRA controls biofilm
formation and other features of the cell by differential mRNA
decay caused by the toxin and by the unique property of MqsA
to bind to the promoter region of other genes besides its own to
control their expression (Wang et al., 2011; Wang and Wood,
2011; Soo and Wood, 2013). However, in X. fastidiosa, the
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molecular mechanism by which MqsRA controls sessile and
motile growth is not fully understood. In addition to regulating
persister cell formation, MqsRA may play a key role in the
adaptation and survival of X. fastidiosa, since its lifestyle involves
sessile and motile growth, and the formation of persister cells
is important for colonization and survival within its hosts
(Chatterjee et al., 2008; Muranaka et al., 2012; Merfa et al., 2016).

Xanthomonas spp.
One of the most important genera among the phytopathogens,
Xanthomonas species cause diseases in virtually all economically
important crops: orange, cassava, tomato, pepper, crucifers,
cotton, rice, beans and grapes are examples of host plants usually
affected. They are rod-shaped G-proteobacteria, distributed
worldwide and are easily spread by rain, winds, contaminated
plant material and agricultural tools (Graham et al., 2004).
Control measures are restricted to copper applications in field,
which still has limited results, despite the impacts to soil and
plant toxicity (Ruyters et al., 2013; Hippler et al., 2018). Moreover,
the use cupric compounds as stressor agents provided the first
evidence of persister cells formation in Xanthomonas (Ghezzi and
Steck, 1999; del Campo et al., 2009).

Xanthomonas campestris pv. campestris is the etiological agent
of black rot in crucifers, a disease present worldwide (CABI,
2017b). X. campestris enters the persister state after just 2 days in a
liquid microcosm containing salts and supplemented with copper
sulfate. Concentrations as low as 0.005 mM of copper are enough
to suppress colony formation in this bacterium, while viability is
maintained at 106 cells mL−1. Additionally, the liquid microcosm
alone could induce persistency at day 39, which was much later
than that of the copper-supplemented medium. Similar results
were observed in copper-supplemented sterile soil, although to
a lesser extent than on liquid microcosms. For 48 days, culturable
cells could be recovered, but always at lower numbers than those
of viable cells. Similar to what happens in liquid microcosms, the
culturability of X. campestris in copper-free control soil decreases,
but copper addition facilitates the formation of persisters, since
culturability decreased one additional log (Ghezzi and Steck,
1999).

Another important bacterium is the citrus canker etiological
agent, Xanthomonas citri subsp. citri, which, as many other
phytopathogens, has no chemical control measures other than
the application of cupric compounds. Evidence of persister cell
formation was obtained when X. citri was exposed to 135 µM
copper (an amount three times higher than the concentration
applied in one field treatment) for 10 min, rendering the cells
unculturable, but when subsequently infiltrated into a susceptible
host, the results revealed that 1% of the population was still
pathogenic (del Campo et al., 2009).

Copper-resistant strains of Xanthomonas are continuously
appearing (Richard et al., 2017b; Gochez et al., 2018), but this
should not be the only concern for field applications of cupric
compounds. Although just two Xanthomonas strains to date have
been shown to enter the persister cell state in response to copper
induction, there are undoubtedly more Xanthomonas strains
and more conditions that will be listed as potential inducers of
persistence for the phytopathogens of this genus.

Clavibacter michiganensis
The causative agent of the bacterial canker of tomato, Clavibacter
michiganensis subsp. michiganensis is an actinobacterium that
is transmitted by seeds and causes substantial economic losses
worldwide. It is the first gram-positive phytopathogen studied
under different stress conditions in order to assess the existence
of persister cells (Jiang et al., 2016). Similar to the situation with
E. amylovora, some countries permit the use of antibiotics to
control the bacterial canker of tomato in the field, but cupric
compounds are still widely used. C. michiganensis becomes
unculturable 37 days after copper treatment using concentrations
as low as 0.05 µM, but unculturability is achieved in only 2 h
at 50 µM copper sulfate. Unculturable cells are able to recover
and multiply but do not induce symptoms when inoculated into
tomato plants (Jiang et al., 2016).

Pseudomonas syringae
Pseudomonas syringae is a γ-proteobacterium present worldwide.
It seems to be primarily an epiphytic, opportunistic pathogen
that lives on healthy plant surfaces, even on non-host plants
(Romantschuk et al., 1997).

In the early 1990s, the majority of reports on persister cells
were devoted to aquatic environments (van Overbeek et al.,
1990; Byrd et al., 1991), and the occurrence on terrestrial
microbes was practically unknown. One of the first studies on
the plant phylloplane was on P. syringae, which was observed
to enter an unculturable state (75% of the bacteria) after
80 h on bean plants, probably due to starvation, even though
viable cells could also be identified (Wilson and Lindow, 1992).
Years passed until other persistence-inducers in P. syringae
were studied, and surprisingly, one compound was identified as
acetosyringone (Mock et al., 2015). This is a phenolic compound
produced by plants that has (besides other functions) antioxidant
activity under oxidative stress conditions (Shalaby and Horwitz,
2015). When it is oxidized by H2O2 and peroxidases, the
resulting micro-environment has a higher redox potential,
which is not favorable for bacterial growth. In the presence
of 50 µM of acetosyringone (plus H2O2 in an oxidation
reaction mix), the number of culturable cells of P. syringae
pv. syringae was reduced to 0.01% (initial inoculum of 107

CFU mL−1) after 2 h, with the unculturability effects lasting
at least 7 h. This work reinforces the importance of plant-
associated molecules – and not only environmental stress –
as potential inducers of bacterial persistence (Mock et al.,
2015).

Using similar conditions, a global gene expression study was
performed on unculturable cells of P. syringae pv. syringae
(Postnikova et al., 2015). After 3 h in contact with 100 µM of
acetosyringone oxidation reaction mix, over 900 differentially
expressed genes were found. The majority of these genes could be
linked to oxidation stress responses. However, since 99% of the
cells were unculturable at this point, it is highly probable that the
other expressed genes are related to the interruption of cellular
growth.

On the other hand, virulence-associated genes were
significantly down-regulated. It appears that the entry into
the unculturable state also drives the persister cells to halt
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FIGURE 1 | Known mechanisms of persister formation in phytopathogenic bacteria. (A) X. fastidiosa, under copper/antibiotic stress, presents induction of MqsRA
and other TA systems. Degradation of antitoxins leads to an increase of free MqsR and other toxins in the cell. MqsR degrades mRNA specifically at GCU sites, and
together with the action of other toxins, it regulates translation of proteins. In general, this process involves repression of RpoD, and induction of other regulators
such as LysR and MarR. In addition, metabolism and cell movement are repressed, and adhesion is increased. Together, they lead to cell growth arrest and
ultimately to persister cell formation. (B) In P. syringae acetosyringone oxidation leads to an increase in ROS formation. In parallel, aconitase (acnA) involved in the
tricarboxylic acid (TCA) cycle is up-regulated. AcnA is a bifunctional protein that, under an oxidative environment, switches its function from the TCA cycle to act as a
regulator of ferritin after the oxidation of its Fe-S cluster. This ultimately impacts iron metabolism, increasing free iron. Overall, this process involves induction of LysR
and MarR regulators and repression of virulence factors and the TCA cycle, triggering cell growth arrest and persistence. (C) E. amylovora studies on persister cells
are based on katA (catalase) and rpoS (sigma factor 38) mutant phenotypes. Oxidative stress is supposed to be one of the main triggers of persistence for this
bacterium. katA- and rpoS- strains present higher level of ROS and enter faster into unculturability. The addition of catalase (either by super expression or
supplemented in growth media) decreases ROS level and delays the entrance into persistence. ↑ indicates induction and ↓ indicates repression. Light green
indicates condition of normal growth and dark green represents a state of persistence induction. Cells follow the same representation of green shades. The red color
indicates dead cells. After end of stress the population recovers and enters into normal growth state.

the synthesis of pathogenesis-related proteins of the Type III
secretion system, phytotoxin and transport. Among the up-
regulated categories are many genes involved in metabolism and
transport (carbohydrate, quaternary ammonium, polyamine),
chemotaxis/chemosensing, peptidoglycan/cell wall polymers and
energy generation (Postnikova et al., 2015).

In the energy generation category, the presence of one
aconitase gene (AcnA) is of special interest. AcnA aconitase
is preferably used over AcnB during the stationary phase and
oxidative stress (Jordan et al., 1999). It is a bifunctional protein,
participating of the Krebs cycle but also in iron regulation
metabolism. When in the presence of superoxide molecules, the
iron present into the iron-sulfur cluster (Fe-S) of the aconitase
is lost (Imlay, 2006), rendering this protein inactive (Walden,
2002). In the absence of extra iron to reconstitute the Fe-S
cluster, this protein blocks the translation of ferritin mRNA,
which causes a decrease in iron storage and consequently
enhances the availability of this metal. Postnikova et al. (2015)
presented the hypothesis that during acetosyringone oxidation
by H2O2, aconitase is induced to assume its function in the iron
metabolism, setting aside the Krebs cycle. The authors conclude
that iron deployment within the stressed cell and its downstream
metabolism could be an important characteristic of these cells.
Acetosyringone oxidation may require higher levels of AcnA in
the bacterial cell, which explains why its gene is up-regulated.

Future work certainly will improve the knowledge on the gene
regulation networks and the physiological states associated with

unculturability and persister cell formation in phytopathogenic
bacteria that hopefully will also enlighten the path for alternative
control measures for diseases in agriculture.

GENETIC MECHANISMS THAT INDUCE
PERSISTER CELLS IN
PHYTOPATHOGENIC BACTERIA

In general, genetic regulation in persister cells is quite similar
among all bacteria, regardless to their lifestyle, revealing that
this is a conserved prokaryotic response to stress among
non-sporulating bacteria (Ayrapetyan et al., 2015a). Still, the
molecular mechanisms that underlie persister cell formation
are still largely unknown (Pinto et al., 2015). Even though the
studies on genetics and physiology of persisters are scarce for
phytopathogens, the few works that aimed to understand the
molecular mechanisms behind persister cell formation show
underlying similarities.

Only two global gene expression studies have focused
on the molecular mechanisms involved in the regulation
of persistence in phytopathogens (Muranaka et al., 2012;
Postnikova et al., 2015). X. fastidiosa is unique in that
persister cell formation in this phytopathogen involves the
type II TA system (Muranaka et al., 2012; Merfa et al.,
2016). In E. coli, Lon protease activity is required for persister
cell formation by the type II TA system (Lewis, 2010;

Frontiers in Microbiology | www.frontiersin.org 8 May 2018 | Volume 9 | Article 1099

https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-09-01099 May 24, 2018 Time: 16:40 # 9

Martins et al. Persistence in Phytopathogenic Bacteria

FIGURE 2 | “Super-phytopathogenic” bacteria occurrence in the field. Different stress conditions are already known to affect phytopathogens that could induce
resistance and/or persister cell formation. The recurrence of disease outbreaks may result from these genetic and physiological responses, which are still
underestimated in both research and crop management. Parallels could be made with the human superbugs.

Maisonneuve et al., 2011; Maisonneuve and Gerdes, 2014). The
degradation of the antitoxin by Lon during stress is the trigger
for the activation of the TA system and the response of the cell,
culminating in growth arrest and the persister phenotype due to
the action of the toxin (Christensen et al., 2004; Maisonneuve
and Gerdes, 2014). However, it is not currently known if this
molecular mechanism also regulates persister cell formation in
X. fastidiosa, since Muranaka et al. (2012) did not find Lon or
any other protease induced in persister cells of this bacterium.
However, the role of Lon in regulating persister cell formation in
X. fastidiosa cannot be ruled out because in their study, only one
timepoint was evaluated, and although no mRNA was detected,
the protein could still be present. The mechanism by which
X. fastidiosa enters the persister state is not well understood,
but gene expression profiles have demonstrated a general up-
regulation of TA systems in persister cells. Indeed, one of these
TA systems, mqsRA, is involved in the increased formation of
persister cells under copper stress in X. fastidiosa (Merfa et al.,
2016). The overexpression of MqsR also led to a higher cell
survival and the formation of persister cells in X. fastidiosa
under copper stress, which was associated with the increased
occurrence of elongated cells (Merfa et al., 2016). The mechanism
by which mqsRA induces the formation of persister cells has
already been described in E. coli (Wang and Wood, 2011).
According to Merfa et al. (2016), persistence in X. fastidiosa could
play a role in survival under environmental stresses, allowing for

recovery and consequent recolonization after the end of the stress
condition.

In addition to X. fastidiosa, P. syringae is the only other
phytopathogen in which a global gene expression study of
persistence was done, using oxidized acetosyringone as a
persistence inducer (Postnikova et al., 2015). This study tried
to mimic an in planta defense response, which could induce
persistence in this bacterium (Mock et al., 2015).

Although the participation of TA systems in this process
was not mentioned, one of the main regulatory responses of
P. syringae includes the induction of an aconitase A gene (acnA)
(Postnikova et al., 2015). Under oxidative conditions, AcnA
participates in iron regulation (Imlay, 2006) that may result in
persistence (Postnikova et al., 2015). Curiously, in Xanthomonas
campestris pv. vesicatoria, the aconitase B gene is involved in its
growth in plants and symptom development (Kirchberg et al.,
2012), and it is co-transcribed with a TA system, which seems
to be conserved among Xanthomonas spp (Martins et al., 2016).
These findings indicate that aconitase expression, TA systems
and persister formation are connected, and further studies are
needed to better understand the participation of these molecular
mechanisms in phytopathogenic bacteria.

Reactive oxygen molecules are common among stress
responses and the subsequent triggering of persistence in many
bacteria (Kong et al., 2004; Imazaki and Nakaho, 2009). Reactive
oxygen species (ROS) are highly detrimental to the multiplication

Frontiers in Microbiology | www.frontiersin.org 9 May 2018 | Volume 9 | Article 1099

https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-09-01099 May 24, 2018 Time: 16:40 # 10

Martins et al. Persistence in Phytopathogenic Bacteria

of microbes and their survival. Many important enzymes are
sensitive to superoxide ions, and oxidative environments can
impair the acquisition of important elements, such as iron (Imlay,
2006). Not surprisingly, as a control measure for infections, plant
and animal defense systems rely on ROS bursts as a primary
strategy, which successful pathogens are expected to handle
and survive. Common adverse conditions found in the field,
such as copper and cold stress, induce internal oxidative stress
that mounts downstream changes in cell physiology (Hippler
et al., 2018). Catalase-deficient strains of E. amylovora become
persistent faster than those strains that overexpress this enzyme
or if it is added to the culture medium (Santander et al., 2017).
Similar behavior was also observed in R. solanacearum (van
Overbeek et al., 2004; Um et al., 2013; Kong et al., 2014) and
many non-phytopathogens (Mizunoe et al., 1999; Chaiyanan
et al., 2007). Glutathione S-transferase, a protein also involved in
oxidative stress protection (Allocati et al., 2009), was found to be
overexpressed in a Vibrio vulnificus mutant strain that did not
enter into an unculturable state (Abe et al., 2007). The wild-type
strain, however, retained its culturability when this enzyme was
added to the culture medium, which suggests that other enzymes
besides catalase are working on the culturability balance in a wide
range of bacterial strains (Abe et al., 2007). Overall, the results
suggest that the ability of cells to restore internal balance from
oxidative stress is a central metabolic determinant of culturability.

In any case, persisters are formed through different
mechanisms and further investigation is required to unveil the
entire molecular mechanism behind persister cell formation in
phytopathogenic bacteria (Figure 1).

THE “SUPER-PHYTOPATHOGENIC”
BACTERIA AND IMPLICATIONS OF
PERSISTENCE IN AGRICULTURE

Currently, there is a major concern regarding ‘superbugs’, which
are bacteria resistant to commonly used antibiotics, representing
a serious global threat to human health (Vargiu et al., 2016).
Bacterial resistance is attributed to genetic modifications, such
as gene mutation and lateral gene transfer, that improve
bacterial chances of survival in high concentrations of different
antimicrobial compounds (Zaman et al., 2017). In addition,
persistent infections also cause high levels of morbidity and
mortality globally and are an important cause of recurrent
infective diseases. Even though persister cells do not depend on
genetic modifications, molecular mechanisms are known to link
persister cells and resistance, which could promote the spread of
antibiotic resistance following persister cell recovery (Fisher et al.,
2017).

The existence of resistance and persister cells in
phytopathogens might be the reason why eradication of

plant diseases has not been successfully attained, despite the
massive stress conditions faced by the phytopathogens in the
environment, such as UV radiation, temperature, drought, plant
defense responses and antimicrobial compounds (Poplawsky
et al., 2000; Lin et al., 2001; Barron and Forsythe, 2007;
Gunasekera and Paul, 2007; Vriezen et al., 2012; Zhang et al.,
2015; Tondo et al., 2016; Leonard et al., 2017) (Figure 2).
In addition, this might also be an important reason for crop
disease outbreaks and recurrence, even with the frequent use
of antimicrobial compounds and other management methods
in the field (Graham et al., 2004; McGhee and Sundin, 2011;
Aćimović et al., 2015; Hippler et al., 2018). One good example
of recurrence is in X. citri; copper is widely used to control
this bacterium, and persister cells are formed under copper
stress, allowing regrowth (del Campo et al., 2009). Moreover,
resistance to copper is also observed for X. citri in the field
(Richard et al., 2017a,b; Gochez et al., 2018), leading to a
continuously increasing use of copper in the field to control citrus
canker. However, similar to human diseases, this infection is
recurrent (Graham et al., 2004). This example can also be applied
to other plant bacterial diseases where copper or antibiotics
do not kill the entire bacterial population and infection is
recurrent (Aćimović et al., 2015; Areas et al., 2017; Gochez
et al., 2018). Consequently, it is reasonable to say that there
is an appropriate condition for the appearance of “super-
phytopathogenic” bacteria similar to the human superbugs.
However, in contrast to human pathogenic bacteria, where there
are many studies focusing on persister cells, the occurrence
of persistence in phytopathogens and studies focusing on this
phenomenon in the field are sparse. It is imperative to improve
knowledge aiming to understand the biological, environmental,
and chemical factors that lead to the formation of persister cells
in the field and their regrowth. These studies are necessary to
develop new sustainable strategies to control persistent infections
in agriculture.
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Dörr, T., Vulić, M., and Lewis, K. (2010). Ciprofloxacin causes persister formation
by inducing the TisB toxin in Escherichia coli. PLoS Biol. 8:e1000317.
doi: 10.1371/journal.pbio.1000317

Fauvart, M., De Groote, V. N., and Michiels, J. (2011). Role of persister cells
in chronic infections: clinical relevance and perspectives on anti-persister
therapies. J. Med. Microbiol. 60, 699–709. doi: 10.1099/jmm.0.030932-0

Fisher, R. A., Gollan, B., and Helaine, S. (2017). Persistent bacterial infections and
persister cells. Nat. Rev. Microbiol. 15, 453–464. doi: 10.1038/nrmicro.2017.42

Fux, C. A., Costerton, J. W., Stewart, P. S., and Stoodley, P. (2005). Survival
strategies of infectious biofilms. Trends Microbiol. 13, 34–40. doi: 10.1016/j.tim.
2004.11.010

Gerdes, K., and Maisonneuve, E. (2012). Bacterial persistence and toxin-antitoxin
loci. Annu. Rev. Microbiol. 66, 103–123. doi: 10.1146/annurev-micro-092611-
150159

Ghezzi, J. I., and Steck, T. R. (1999). Induction of the viable but non-culturable
condition in Xanthomonas campestris pv. campestris in liquid microcosms and
sterile soil. FEMS Microbiol. Ecol. 30, 203–208. doi: 10.1111/j.1574-6941.1999.
tb00648.x

Gochez, A. M., Huguet-Tapia, J. C., Minsavage, G. V., Shantaraj, D., Jalan, N.,
Strauß, A., et al. (2018). Pacbio sequencing of copper-tolerant Xanthomonas
citri reveals presence of a chimeric plasmid structure and provides insights
into reassortment and shuffling of transcription activator-like effectors among
X. citri strains. BMC Genomics 19:16. doi: 10.1186/s12864-017-4408-9

González Barrios, A. F., Zuo, R., Hashimoto, Y., Yang, L., Bentley, W. E., and Wood,
T. K. (2006). Autoinducer 2 controls biofilm formation in Escherichia coli
through a novel motility quorum-sensing regulator (MqsR, B3022). J. Bacteriol.
188, 305–316. doi: 10.1128/JB.188.1.305-316.2006

Graham, J. H., Gottwald, T. R., Cubero, J., and Achor, D. S. (2004). Xanthomonas
axonopodis pv. citri: factors affecting successful eradication of citrus canker.
Mol. Plant Pathol. 5, 1–15. doi: 10.1046/j.1364-3703.2004.00197.x

Grey, B. E., and Steck, T. R. (2001). The viable but nonculturable state of Ralstonia
solanacearum may be involved in long-term survival and plant infection.
Appl. Environ. Microbiol. 67, 3866–3872. doi: 10.1128/AEM.67.9.3866-3872.
2001

Gunasekera, T. S., and Paul, N. D. (2007). Ecological impact of solar ultraviolet-
B (UV-B: 320 - 290 nm) radiation on Corynebacterium aquaticum and
Xanthomonas sp. colonization on tea phyllosphere in relation to blister blight
disease incidence in the field. Lett. Appl. Microbiol. 44, 513–519. doi: 10.1111/j.
1472-765X.2006.02102.x

Harms, A., Maisonneuve, E., and Gerdes, K. (2016). Mechanisms of bacterial
persistence during stress and antibiotic exposure. Science 354:aaf4268.
doi: 10.1126/science.aaf4268

Helaine, S., Cheverton, A. M., Watson, K. G., Faure, L. M., Matthews, S. A., and
Holden, D. W. (2014). Internalization of Salmonella by macrophages induces
formation of nonreplicating persisters. Science 343, 204–208. doi: 10.1126/
science.1244705

Hippler, F. W. R., Boaretto, R. M., Dovis, V. L., Quaggio, J. A., Azevedo, R. A.,
and Mattos-Jr, D. (2018). Oxidative stress induced by Cu nutritional disorders
in Citrus depends on nitrogen and calcium availability. Sci. Rep. 8:1641.
doi: 10.1038/s41598-018-19735-x

Hobby, G. L., Meyer, K., and Chaffee, E. (1942). Observations on the mechanism
of action of penicillin. Proc. Soc. Exp. Biol. Med. 50, 281–285. doi: 10.3181/
00379727-50-13773

Frontiers in Microbiology | www.frontiersin.org 11 May 2018 | Volume 9 | Article 1099

https://doi.org/10.1111/j.1742-4658.2008.06743.x
https://doi.org/10.1111/j.1742-4658.2008.06743.x
https://doi.org/10.1099/mic.0.2008/019448-0
https://doi.org/10.1590/0001-3765201720160413
https://doi.org/10.1590/0001-3765201720160413
https://doi.org/10.1128/IAI.00404-15
https://doi.org/10.1016/j.tim.2014.09.004
https://doi.org/10.1038/nrmicro3076
https://doi.org/10.1126/science.1099390
https://doi.org/10.1126/science.1099390
https://doi.org/10.4315/0362-028X-70.9.2111
https://doi.org/10.1371/journal.pgen.1003144
https://doi.org/10.1016/S0140-6736(00)74210-3
https://doi.org/10.1016/S0140-6736(00)74210-3
https://doi.org/10.1111/apm.12099
https://doi.org/10.1128/AAC.00014-10
https://doi.org/10.3389/fmicb.2017.02205
https://doi.org/10.1371/journal.ppat.1000706
https://doi.org/10.1074/jbc.M110.172643
https://www.cabi.org/isc/datasheet/21908
https://www.cabi.org/isc/datasheet/21908
https://www.cabi.org/isc/datasheet/56919
https://doi.org/10.1128/AEM.71.1.140-148.2005
https://doi.org/10.1111/j.1462-2920.2006.01150.x
https://doi.org/10.1146/annurev.phyto.45.062806.094342
https://doi.org/10.1046/j.1365-2958.2003.03941.x
https://doi.org/10.1046/j.1365-2958.2003.03941.x
https://doi.org/10.1146/annurev.micro.61.080706.093316
https://doi.org/10.1146/annurev.micro.61.080706.093316
https://doi.org/10.1111/j.1574-6968.2009.01709.x
https://doi.org/10.1371/journal.pgen.1000760
https://doi.org/10.1371/journal.pgen.1000760
https://doi.org/10.1371/journal.pbio.1000317
https://doi.org/10.1099/jmm.0.030932-0
https://doi.org/10.1038/nrmicro.2017.42
https://doi.org/10.1016/j.tim.2004.11.010
https://doi.org/10.1016/j.tim.2004.11.010
https://doi.org/10.1146/annurev-micro-092611-150159
https://doi.org/10.1146/annurev-micro-092611-150159
https://doi.org/10.1111/j.1574-6941.1999.tb00648.x
https://doi.org/10.1111/j.1574-6941.1999.tb00648.x
https://doi.org/10.1186/s12864-017-4408-9
https://doi.org/10.1128/JB.188.1.305-316.2006
https://doi.org/10.1046/j.1364-3703.2004.00197.x
https://doi.org/10.1128/AEM.67.9.3866-3872.2001
https://doi.org/10.1128/AEM.67.9.3866-3872.2001
https://doi.org/10.1111/j.1472-765X.2006.02102.x
https://doi.org/10.1111/j.1472-765X.2006.02102.x
https://doi.org/10.1126/science.aaf4268
https://doi.org/10.1126/science.1244705
https://doi.org/10.1126/science.1244705
https://doi.org/10.1038/s41598-018-19735-x
https://doi.org/10.3181/00379727-50-13773
https://doi.org/10.3181/00379727-50-13773
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-09-01099 May 24, 2018 Time: 16:40 # 12

Martins et al. Persistence in Phytopathogenic Bacteria

Hong, S. H., Wang, X., O’Connor, H. F., Benedik, M. J., and Wood,
T. K. (2012). Bacterial persistence increases as environmental fitness
decreases. Microb. Biotechnol. 5, 509–522. doi: 10.1111/j.1751-7915.2011.
00327.x

Hopkins, D. L. (1989). Xylella fastidiosa: Xylem-limited bacterial pathogen of
plants. Annu. Rev. Phytopathol. 27, 271–290. doi: 10.1146/annurev.py.27.
090189.001415

Hopkins, D. L., and Purcell, A. H. (2002). Xylella fastidiosa: cause of Pierce’s
disease of grapevine and other emergent diseases. Plant Dis. 86, 1056–1066.
doi: 10.1094/PDIS.2002.86.10.1056

Imazaki, I., and Nakaho, K. (2009). Temperature-upshift-mediated revival from
the sodium-pyruvate-recoverable viable but nonculturable state induced by low
temperature in Ralstonia solanacearum: linear regression analysis. J. Gen. Plant
Pathol. 75, 213–226. doi: 10.1007/s10327-009-0166-0

Imlay, J. A. (2006). Iron-sulphur clusters and the problem with oxygen. Mol.
Microbiol. 59, 1073–1082. doi: 10.1111/j.1365-2958.2006.05028.x

Jiang, N., Lv, Q. Y., Xu, X., Cao, Y. S., Walcott, R. R., Li, J. Q., et al. (2016).
Induction of the viable but nonculturable state in Clavibacter michiganensis
subsp. michiganensis and in planta resuscitation of the cells on tomato seedlings.
Plant Pathol. 65, 826–836. doi: 10.1111/ppa.12454

Jones, J. D. G., and Dangl, J. L. (2006). The plant immune system. Nature 444,
323–329. doi: 10.1038/nature05286

Jordan, P. A., Tang, Y., Bradbury, A. J., Thomson, A. J., and Guest, J. R. (1999).
Biochemical and spectroscopic characterization of Escherichia coli aconitases
(AcnA and AcnB). Biochem. J. 344(Pt 3), 739–746. doi: 10.1042/bj3440739

Kannan, V., Bastas, K., and Devi, R. (2015). “Scientific and economic impact
of plant pathogenic bacteria,” in Sustainable Approaches to Controlling Plant
Pathogenic Bacteria, eds R. V. Kannan, and K. K. Bastas (Boca Raton, FL: CRC
Press), 369–392. doi: 10.1201/b18892-21

Kell, D. B., Kaprelyants, A. S., Weichart, D. H., Harwood, C. R., and Barer,
M. R. (1998). Viability and activity in readily culturable bacteria: a review
and discussion of the practical issues. Antonie Van Leeuwenhoek 73, 169–187.
doi: 10.1023/A:1000664013047

Keren, I., Kaldalu, N., Spoering, A., Wang, Y., and Lewis, K. (2004a). Persister
cells and tolerance to antimicrobials. FEMS Microbiol. Lett. 230, 13–18.
doi: 10.1016/S0378-1097(03)00856-5

Keren, I., Shah, D., Spoering, A., Kaldalu, N., and Lewis, K. (2004b). Specialized
persister cells and the mechanism of multidrug tolerance in Escherichia coli.
J. Bacteriol. 186, 8172–8180. doi: 10.1128/JB.186.24.8172-8180.2004

Khan, M., Seto, D., Subramaniam, R., and Desveaux, D. (2017). Oh, the places
they’ll go! A survey of phytopathogen effectors and their host targets. Plant J.
93, 651–663. doi: 10.1111/tpj.13780

Kim, J.-S., Chowdhury, N., Yamasaki, R., and Wood, T. K. (2017). Viable but
non-culturable and persistence describe the same bacterial stress state. Environ.
Microbiol. doi: 10.1111/1462-2920.14075 [Epub ahead of print].

Kim, J.-S., and Wood, T. K. (2016). Persistent persister misperceptions. Front.
Microbiol. 7:2134. doi: 10.3389/fmicb.2016.02134

Kim, Y., Wang, X., Zhang, X.-S., Grigoriu, S., Page, R., Peti, W., et al. (2010).
Escherichia coli toxin/antitoxin pair MqsR/MqsA regulate toxin CspD. Environ.
Microbiol. 12, 1105–1121. doi: 10.1111/j.1462-2920.2009.02147.x

Kim, Y., and Wood, T. K. (2010). Toxins Hha and CspD and small RNA regulator
Hfq are involved in persister cell formation through MqsR in Escherichia
coli. Biochem. Biophys. Res. Commun. 391, 209–213. doi: 10.1016/j.bbrc.2009.
11.033

Kirchberg, J., Büttner, D., Thiemer, B., and Sawers, R. G. (2012). Aconitase B
is required for optimal growth of Xanthomonas campestris pv. vesicatoria in
pepper plants. PLoS One 7:e34941. doi: 10.1371/journal.pone.0034941

Kogure, K., Simidu, U., and Taga, N. (1979). A tentative direct microscopic method
for counting living marine bacteria. Can. J. Microbiol. 25, 415–420. doi: 10.1139/
m79-063

Kong, H. G., Bae, J. Y., Lee, H. J., Joo, H. J., Jung, E. J., Chung, E., et al. (2014).
Induction of the viable but nonculturable state of Ralstonia solanacearum by
low temperature in the soil microcosm and its resuscitation by catalase. PLoS
One 9:e109792. doi: 10.1371/journal.pone.0109792

Kong, I.-S., Bates, T. C., Hülsmann, A., Hassan, H., Smith, B. E., and Oliver, J. D.
(2004). Role of catalase and oxyR in the viable but nonculturable state of Vibrio
vulnificus. FEMS Microbiol. Ecol. 50, 133–142. doi: 10.1016/j.femsec.2004.
06.004

Lebeaux, D., Ghigo, J.-M., and Beloin, C. (2014). Biofilm-related infections:
bridging the gap between clinical management and fundamental aspects
of recalcitrance toward antibiotics. Microbiol. Mol. Biol. Rev. 78, 510–543.
doi: 10.1128/MMBR.00013-14

Lee, M. W., Tan, C. C., Rogers, E. E., and Stenger, D. C. (2014). Toxin-antitoxin
systems mqsR/ygiT and dinJ/relE of Xylella fastidiosa. Physiol. Mol. Plant
Pathol. 87, 59–68. doi: 10.1016/J.PMPP.2014.07.001

Leonard, S., Hommais, F., Nasser, W., and Reverchon, S. (2017). Plant-
phytopathogen interactions: bacterial responses to environmental and
plant stimuli. Environ. Microbiol. 19, 1689–1716. doi: 10.1111/1462-2920.
13611

Levin, B. R., and Rozen, D. E. (2006). Non-inherited antibiotic resistance. Nat. Rev.
Microbiol. 4, 556–562. doi: 10.1038/nrmicro1445

Levy, S. B., and Marshall, B. (2004). Antibacterial resistance worldwide: causes,
challenges and responses. Nat. Med. 10, S122–S129. doi: 10.1038/nm1145

Lewis, K. (2001). Riddle of biofilm resistance. Antimicrob. Agents Chemother. 45,
999–1007. doi: 10.1128/AAC.45.4.999-1007.2001

Lewis, K. (2007). Persister cells, dormancy and infectious disease. Nat. Rev.
Microbiol. 5, 48–56. doi: 10.1038/nrmicro1557

Lewis, K. (2008). “Multidrug tolerance of biofilms and persister cells,” in Current
Topics in Microbiology and Immunology, Vol. 322, ed. T. Romeo (Berlin:
Springer), 107–131.

Lewis, K. (2010). Persister cells. Annu. Rev. Microbiol. 64, 357–372. doi: 10.1146/
annurev.micro.112408.134306

Lin, S.-H., Huang, H.-J., Yang, B.-C., and Kuo, T.-T. (2001). UV-induced increase
in RNA polymerase activity in Xanthomonas oryzae pathovar oryzae. Curr.
Microbiol. 43, 120–123. doi: 10.1007/s002840010272

Lobitz, B., Beck, L., Huq, A., Wood, B., Fuchs, G., Faruque, A. S., et al. (2000).
Climate and infectious disease: use of remote sensing for detection of Vibrio
cholerae by indirect measurement. Proc. Natl. Acad. Sci. U.S.A. 97, 1438–1443.
doi: 10.1073/pnas.97.4.1438

Mah, T. F., and O’Toole, G. A. (2001). Mechanisms of biofilm resistance to
antimicrobial agents. Trends Microbiol. 9, 34–39. doi: 10.1016/S0966-842X(00)
01913-2

Maisonneuve, E., Castro-Camargo, M., and Gerdes, K. (2013). (p)ppGpp controls
bacterial persistence by stochastic induction of toxin-antitoxin activity. Cell 154,
1140–1150. doi: 10.1016/j.cell.2013.07.048

Maisonneuve, E., and Gerdes, K. (2014). Molecular mechanisms underlying
bacterial persisters. Cell 157, 539–548. doi: 10.1016/j.cell.2014.02.050

Maisonneuve, E., Shakespeare, L. J., Jørgensen, M. G., and Gerdes, K. (2011).
Bacterial persistence by RNA endonucleases. Proc. Natl. Acad. Sci. U.S.A. 108,
13206–13211. doi: 10.1073/pnas.1100186108

Mansfield, J., Genin, S., Magori, S., Citovsky, V., Sriariyanum, M., Ronald, P., et al.
(2012). Top 10 plant pathogenic bacteria in molecular plant pathology. Mol.
Plant Pathol. 13, 614–629. doi: 10.1111/j.1364-3703.2012.00804.x

Martins, P. M. M., Machado, M. A., Silva, N. V., Takita, M. A., and de Souza,
A. A. (2016). Type II toxin-antitoxin distribution and adaptive aspects on
Xanthomonas genomes: focus on Xanthomonas citri. Front. Microbiol. 7:652.
doi: 10.3389/fmicb.2016.00652

McDougald, D., Gong, L., Srinivasan, S., Hild, E., Thompson, L., Takayama, K.,
et al. (2002). Defences against oxidative stress during starvation in bacteria.
Antonie Van Leeuwenhoek 81, 3–13. doi: 10.1023/A:1020540503200

McDougald, D., Rice, S. A., Weichart, D., and Kjelleberg, S. (1998).
Nonculturability: adaptation or debilitation? FEMS Microbiol. Ecol. 25,
1–9. doi: 10.1111/j.1574-6941.1998.tb00455.x

McGhee, G. C., and Sundin, G. W. (2011). Evaluation of kasugamycin for fire blight
management, effect on nontarget bacteria, and assessment of kasugamycin
resistance potential in Erwinia amylovora. Phytopathology 101, 192–204.
doi: 10.1094/PHYTO-04-10-0128

McManus, P. S., Stockwell, V. O., Sundin, G. W., and Jones, A. L. (2002). Antibiotic
use in plant agriculture. Annu. Rev. Phytopathol. 40, 443–465. doi: 10.1146/
annurev.phyto.40.120301.093927

Merfa, M. V., Niza, B., Takita, M. A., and De Souza, A. A. (2016). The MqsRA
toxin-antitoxin system from Xylella fastidiosa plays a key role in bacterial
fitness, pathogenicity, and persister cell formation. Front. Microbiol. 7:904. doi:
10.3389/fmicb.2016.00904

Mizunoe, Y., Wai, S. N., Takade, A., and Yoshida, S. (1999). Restoration of
culturability of starvation-stressed and low-temperature-stressed Escherichia

Frontiers in Microbiology | www.frontiersin.org 12 May 2018 | Volume 9 | Article 1099

https://doi.org/10.1111/j.1751-7915.2011.00327.x
https://doi.org/10.1111/j.1751-7915.2011.00327.x
https://doi.org/10.1146/annurev.py.27.090189.001415
https://doi.org/10.1146/annurev.py.27.090189.001415
https://doi.org/10.1094/PDIS.2002.86.10.1056
https://doi.org/10.1007/s10327-009-0166-0
https://doi.org/10.1111/j.1365-2958.2006.05028.x
https://doi.org/10.1111/ppa.12454
https://doi.org/10.1038/nature05286
https://doi.org/10.1042/bj3440739
https://doi.org/10.1201/b18892-21
https://doi.org/10.1023/A:1000664013047
https://doi.org/10.1016/S0378-1097(03)00856-5
https://doi.org/10.1128/JB.186.24.8172-8180.2004
https://doi.org/10.1111/tpj.13780
https://doi.org/10.1111/1462-2920.14075
https://doi.org/10.3389/fmicb.2016.02134
https://doi.org/10.1111/j.1462-2920.2009.02147.x
https://doi.org/10.1016/j.bbrc.2009.11.033
https://doi.org/10.1016/j.bbrc.2009.11.033
https://doi.org/10.1371/journal.pone.0034941
https://doi.org/10.1139/m79-063
https://doi.org/10.1139/m79-063
https://doi.org/10.1371/journal.pone.0109792
https://doi.org/10.1016/j.femsec.2004.06.004
https://doi.org/10.1016/j.femsec.2004.06.004
https://doi.org/10.1128/MMBR.00013-14
https://doi.org/10.1016/J.PMPP.2014.07.001
https://doi.org/10.1111/1462-2920.13611
https://doi.org/10.1111/1462-2920.13611
https://doi.org/10.1038/nrmicro1445
https://doi.org/10.1038/nm1145
https://doi.org/10.1128/AAC.45.4.999-1007.2001
https://doi.org/10.1038/nrmicro1557
https://doi.org/10.1146/annurev.micro.112408.134306
https://doi.org/10.1146/annurev.micro.112408.134306
https://doi.org/10.1007/s002840010272
https://doi.org/10.1073/pnas.97.4.1438
https://doi.org/10.1016/S0966-842X(00)01913-2
https://doi.org/10.1016/S0966-842X(00)01913-2
https://doi.org/10.1016/j.cell.2013.07.048
https://doi.org/10.1016/j.cell.2014.02.050
https://doi.org/10.1073/pnas.1100186108
https://doi.org/10.1111/j.1364-3703.2012.00804.x
https://doi.org/10.3389/fmicb.2016.00652
https://doi.org/10.1023/A:1020540503200
https://doi.org/10.1111/j.1574-6941.1998.tb00455.x
https://doi.org/10.1094/PHYTO-04-10-0128
https://doi.org/10.1146/annurev.phyto.40.120301.093927
https://doi.org/10.1146/annurev.phyto.40.120301.093927
https://doi.org/10.3389/fmicb.2016.00904
https://doi.org/10.3389/fmicb.2016.00904
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-09-01099 May 24, 2018 Time: 16:40 # 13

Martins et al. Persistence in Phytopathogenic Bacteria

coli O157 cells by using H2O2-degrading compounds. Arch. Microbiol. 172,
63–67. doi: 10.1007/s002030050741

Mock, N. M., Baker, C. J., and Aver’yanov, A. A. (2015). Induction of a viable but
not culturable (VBNC) state in some Pseudomonas syringae pathovars upon
exposure to oxidation of an apoplastic phenolic, acetosyringone. Physiol. Mol.
Plant Pathol. 89, 16–24. doi: 10.1016/j.pmpp.2014.11.006

Muranaka, L. S., Takita, M. A., Olivato, J. C., Kishi, L. T., De Souza, A. A.,
Muranaka, L. S., et al. (2012). Global expression profile of biofilm resistance to
antimicrobial compounds in the plant-pathogenic bacterium Xylella fastidiosa
reveals evidence of persister cells. J. Bacteriol. 194, 4561–4569. doi: 10.1128/JB.
00436-12

Navarrete, F., and De La Fuente, L. (2014). Response of Xylella fastidiosa to zinc:
decreased culturability, increased exopolysaccharide production, and formation
of resilient biofilms under flow conditions. Appl. Environ. Microbiol. 80,
1097–1107. doi: 10.1128/AEM.02998-13

Oliver, J. D., Dagher, M., and Linden, K. (2005). Induction of Escherichia coli
and Salmonella typhimurium into the viable but nonculturable state following
chlorination of wastewater. J. Water Health 3, 249–257. doi: 10.2166/wh.
2005.040

Ordax, M., Biosca, E. G., Wimalajeewa, S. C., López, M. M., and Marco-Noales, E.
(2009). Survival of Erwinia amylovora in mature apple fruit calyces through
the viable but nonculturable (VBNC) state. J. Appl. Microbiol. 107, 106–116.
doi: 10.1111/j.1365-2672.2009.04187.x

Ordax, M., Marco-Noales, E., López, M. M., and Biosca, E. G. (2006). Survival
strategy of Erwinia amylovora against copper: induction of the viable-but-
nonculturable state. Appl. Environ. Microbiol. 72, 3482–3488. doi: 10.1128/
AEM.72.5.3482-3488.2006

Pinto, D., Santos, M. A., and Chambel, L. (2015). Thirty years of viable but
nonculturable state research: unsolved molecular mechanisms. Crit. Rev.
Microbiol. 41, 61–76. doi: 10.3109/1040841X.2013.794127

Poplawsky, A. R., Urban, S. C., and Chun, W. (2000). Biological role of
xanthomonadin pigments in Xanthomonas campestris pv. campestris. Appl.
Environ. Microbiol. 66, 5123–5127. doi: 10.1128/AEM.66.12.5123-5127.2000

Postnikova, O. A., Shao, J., Mock, N. M., Baker, C. J., and Nemchinov, L. G.
(2015). Gene expression profiling in viable but nonculturable (VBNC) cells of
Pseudomonas syringae pv. syringae. Front. Microbiol. 6:1419. doi: 10.3389/fmicb.
2015.01419

Radzikowski, J. L., Schramke, H., and Heinemann, M. (2017). Bacterial
persistence from a system-level perspective. Curr. Opin. Biotechnol. 46, 98–105.
doi: 10.1016/j.copbio.2017.02.012

Ren, D., Bedzyk, L. A., Thomas, S. M., Ye, R. W., and Wood, T. K. (2004). Gene
expression in Escherichia coli biofilms. Appl. Microbiol. Biotechnol. 64, 515–524.
doi: 10.1007/s00253-003-1517-y

Richard, D., Boyer, C., Vernière, C., Canteros, B. I., Lefeuvre, P., and Pruvost, O.
(2017a). Complete genome sequences of six copper-resistant Xanthomonas
citri pv. citri strains causing Asiatic citrus canker, obtained using long-read
technology. Genome Announc. 5:e00010-17. doi: 10.1128/genomeA.00010-17

Richard, D., Tribot, N., Boyer, C., Terville, M., Boyer, K., Javegny, S., et al. (2017b).
First report of copper-resistant Xanthomonas citri pv. citri pathotype a causing
Asiatic citrus canker in Réunion, France. Plant Dis. 101:503. doi: 10.1094/PDIS-
09-16-1387-PDN

Rodrigues, C. M., Takita, M. A., Coletta-Filho, H. D., Olivato, J. C., Caserta, R.,
Machado, M. A., et al. (2008). Copper resistance of biofilm cells of the
plant pathogen Xylella fastidiosa. Appl. Microbiol. Biotechnol. 77, 1145–1157.
doi: 10.1007/s00253-007-1232-1

Romantschuk, M., Roine, E., and Björklöf, K. (1997). “Attachment of Pseudomonas
syringae to plant surfaces,” in Pseudomonas syringae Pathovars and Related
Pathogens, Vol. 9, eds K. K. Rudolph, T. J. Burr, J. W. Mansfield, D. E. Stead,
A. Vivian, and J. von Kietzell (Dordrecht: Springer).

Ruyters, S., Salaets, P., Oorts, K., and Smolders, E. (2013). Copper toxicity in
soils under established vineyards in Europe: a survey. Sci. Total Environ. 443,
470–477. doi: 10.1016/j.scitotenv.2012.11.001

Santander, R. D., and Biosca, E. G. (2017). Erwinia amylovora psychrotrophic
adaptations: evidence of pathogenic potential and survival at temperate and low
environmental temperatures. PeerJ 5:e3931. doi: 10.7717/peerj.3931

Santander, R. D., Català-Senent, J. F., Marco-Noales, E., and Biosca, E. G. (2012). In
planta recovery of Erwinia amylovora viable but nonculturable cells. Trees 26,
75–82. doi: 10.1007/s00468-011-0653-8

Santander, R. D., Figàs-Segura, À, and Biosca, E. G. (2017). Erwinia amylovora
catalases KatA and KatG are virulence factors and delay the starvation-induced
viable but non-culturable (VBNC) response. Mol. Plant Pathol. 19, 922–934.
doi: 10.1111/mpp.12577

Santander, R. D., Monte-Serrano, M., Rodríguez-Herva, J. J., López-Solanilla, E.,
Rodríguez-Palenzuela, P., and Biosca, E. G. (2014a). Exploring new roles for
the rpoS gene in the survival and virulence of the fire blight pathogen Erwinia
amylovora. FEMS Microbiol. Ecol. 90, 895–907. doi: 10.1111/1574-6941.12444

Santander, R. D., Oliver, J. D., and Biosca, E. G. (2014b). Cellular, physiological,
and molecular adaptive responses of Erwinia amylovora to starvation. FEMS
Microbiol. Ecol. 88, 258–271. doi: 10.1111/1574-6941.12290

Saponari, M., Boscia, D., Nigro, F., and Martelli, G. P. (2013). Identification of
DNA sequences related to Xylella fastidiosa in oleander, almond and olive trees
exhibiting leaf scorch symptoms in Apulia (southern Italy). J. Plant Pathol.
95:668. doi: 10.4454/JPP.V95I3.035

Shah, D., Zhang, Z., Khodursky, A., Kaldalu, N., Kurg, K., and Lewis, K. (2006).
Persisters: a distinct physiological state of E. coli. BMC Microbiol. 6:53.
doi: 10.1186/1471-2180-6-53

Shalaby, S., and Horwitz, B. A. (2015). Plant phenolic compounds and oxidative
stress: integrated signals in fungal–plant interactions. Curr. Genet. 61, 347–357.
doi: 10.1007/s00294-014-0458-6

Soo, V. W. C., and Wood, T. K. (2013). Antitoxin MqsA represses curli formation
through the master biofilm regulator CsgD. Sci. Rep. 3:3186. doi: 10.1038/
srep03186

Strange, R. N., and Scott, P. R. (2005). Plant disease: a threat to global food
security. Annu. Rev. Phytopathol. 43, 83–116. doi: 10.1146/annurev.phyto.43.
113004.133839

Sundström, J. F., Albihn, A., Boqvist, S., Ljungvall, K., Marstorp, H., Martiin, C.,
et al. (2014). Future threats to agricultural food production posed by
environmental degradation, climate change, and animal and plant diseases –
a risk analysis in three economic and climate settings. Food Secur. 6, 201–215.
doi: 10.1007/s12571-014-0331-y

Thomson, S. V. (1986). The role of the stigma in fire blight infections.
Phytopathology 76, 476–482. doi: 10.1094/Phyto-76-476

Tondo, M. L., Delprato, M. L., Kraiselburd, I., Fernández Zenoff, M. V.,
Farías, M. E., and Orellano, E. G. (2016). KatG, the bifunctional catalase of
Xanthomonas citri subsp. citri, responds to hydrogen peroxide and contributes
to epiphytic survival on citrus leaves. PLoS One 11:e0151657. doi: 10.1371/
journal.pone.0151657

Um, H. Y., Kong, H. G., Lee, H. J., Choi, H. K., Park, E. J., Kim, S. T., et al.
(2013). Altered gene expression and intracellular changes of the viable but
nonculturable state in Ralstonia solanacearum by copper treatment. Plant
Pathol. J. 29, 374–385. doi: 10.5423/PPJ.OA.07.2013.0067

van Elsas, J. D., Kastelein, P., de Vries, P. M., and van Overbeek, L. S. (2001). Effects
of ecological factors on the survival and physiology of Ralstonia solanacearum
bv. 2 in irrigation water. Can. J. Microbiol. 47, 842–854. doi: 10.1139/w01-084

van Elsas, J. D., Kastelein, P., van Bekkum, P., van der Wolf, J. M., de Vries, P. M.,
and van Overbeek, L. S. (2000). Survival of Ralstonia solanacearum biovar 2, the
causative agent of potato brown rot, in field and microcosm soils in temperate
climates. Phytopathology 90, 1358–1366. doi: 10.1094/PHYTO.2000.90.12.
1358

van Overbeek, L. S., Bergervoet, J. H. W., Jacobs, F. H. H., and van Elsas, J. D.
(2004). The low-temperature-induced viable-but-nonculturable state affects the
virulence of Ralstonia solanacearum biovar 2. Phytopathology 94, 463–469.
doi: 10.1094/PHYTO.2004.94.5.463

van Overbeek, L. S., van Elsas, J. D., Trevors, J. T., and Starodub, M. E. (1990).
Long-term survival of and plasmid stability inPseudomonas andKlebsiella
species and appearance of nonculturable cells in agricultural drainage water.
Microb. Ecol. 19, 239–249. doi: 10.1007/BF02017168

Vargiu, A. V., Pos, K. M., Poole, K., and Nikaido, H. (2016). Editorial: bad
bugs in the XXIst century: resistance mediated by multi-drug efflux pumps in
gram-negative bacteria. Front. Microbiol. 7:833. doi: 10.3389/fmicb.2016.00833

Vega, N. M., Allison, K. R., Khalil, A. S., and Collins, J. J. (2012).
Signaling-mediated bacterial persister formation. Nat. Chem. Biol. 8, 431–433.
doi: 10.1038/nchembio.915

Vriezen, J. A. C., de Bruijn, F. J., and Nusslein, K. R. (2012). Desiccation induces
viable but non-culturable cells in sinorhizobium meliloti 1021. AMB Express
2:6. doi: 10.1186/2191-0855-2-6

Frontiers in Microbiology | www.frontiersin.org 13 May 2018 | Volume 9 | Article 1099

https://doi.org/10.1007/s002030050741
https://doi.org/10.1016/j.pmpp.2014.11.006
https://doi.org/10.1128/JB.00436-12
https://doi.org/10.1128/JB.00436-12
https://doi.org/10.1128/AEM.02998-13
https://doi.org/10.2166/wh.2005.040
https://doi.org/10.2166/wh.2005.040
https://doi.org/10.1111/j.1365-2672.2009.04187.x
https://doi.org/10.1128/AEM.72.5.3482-3488.2006
https://doi.org/10.1128/AEM.72.5.3482-3488.2006
https://doi.org/10.3109/1040841X.2013.794127
https://doi.org/10.1128/AEM.66.12.5123-5127.2000
https://doi.org/10.3389/fmicb.2015.01419
https://doi.org/10.3389/fmicb.2015.01419
https://doi.org/10.1016/j.copbio.2017.02.012
https://doi.org/10.1007/s00253-003-1517-y
https://doi.org/10.1128/genomeA.00010-17
https://doi.org/10.1094/PDIS-09-16-1387-PDN
https://doi.org/10.1094/PDIS-09-16-1387-PDN
https://doi.org/10.1007/s00253-007-1232-1
https://doi.org/10.1016/j.scitotenv.2012.11.001
https://doi.org/10.7717/peerj.3931
https://doi.org/10.1007/s00468-011-0653-8
https://doi.org/10.1111/mpp.12577
https://doi.org/10.1111/1574-6941.12444
https://doi.org/10.1111/1574-6941.12290
https://doi.org/10.4454/JPP.V95I3.035
https://doi.org/10.1186/1471-2180-6-53
https://doi.org/10.1007/s00294-014-0458-6
https://doi.org/10.1038/srep03186
https://doi.org/10.1038/srep03186
https://doi.org/10.1146/annurev.phyto.43.113004.133839
https://doi.org/10.1146/annurev.phyto.43.113004.133839
https://doi.org/10.1007/s12571-014-0331-y
https://doi.org/10.1094/Phyto-76-476
https://doi.org/10.1371/journal.pone.0151657
https://doi.org/10.1371/journal.pone.0151657
https://doi.org/10.5423/PPJ.OA.07.2013.0067
https://doi.org/10.1139/w01-084
https://doi.org/10.1094/PHYTO.2000.90.12.1358
https://doi.org/10.1094/PHYTO.2000.90.12.1358
https://doi.org/10.1094/PHYTO.2004.94.5.463
https://doi.org/10.1007/BF02017168
https://doi.org/10.3389/fmicb.2016.00833
https://doi.org/10.1038/nchembio.915
https://doi.org/10.1186/2191-0855-2-6
https://www.frontiersin.org/journals/microbiology/
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles


fmicb-09-01099 May 24, 2018 Time: 16:40 # 14

Martins et al. Persistence in Phytopathogenic Bacteria

Walden, W. E. (2002). From bacteria to mitochondria: aconitase yields surprises.
Proc. Natl. Acad. Sci. U.S.A. 99, 4138–4140. doi: 10.1073/pnas.082108799

Wang, X., Kim, Y., Hong, S. H., Ma, Q., Brown, B. L., Pu, M., et al. (2011). Antitoxin
MqsA helps mediate the bacterial general stress response. Nat. Chem. Biol. 7,
359–366. doi: 10.1038/nchembio.560

Wang, X., and Wood, T. K. (2011). Toxin-antitoxin systems influence biofilm
and persister cell formation and the general stress response. Appl. Environ.
Microbiol. 77, 5577–5583. doi: 10.1128/AEM.05068-11

Wax, R. G., Lewis, K., Salyers, A., and Taber, H. (2007). Bacterial Resistance
to Antimicrobials. Boca Raton, FL: CRC Press. doi: 10.1201/978142000
8753

Wilson, M., and Lindow, S. E. (1992). Relationship of total viable and culturable
cells in epiphytic populations of Pseudomonas syringae. Appl. Environ.
Microbiol. 58, 3908–3913.

Wood, T. K., Knabel, S. J., and Kwan, B. W. (2013). Bacterial persister
cell formation and dormancy. Appl. Environ. Microbiol. 79, 7116–7121.
doi: 10.1128/AEM.02636-13
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