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Abstract

for antimicrobial agents.

Editor: Lynn E. Hancock, Kansas State University, United States of America

* E-mail: tmah@uottawa.ca

Pseudomonas aeruginosa is a key opportunistic pathogen characterized by its biofilm formation ability and high-level
multiple antibiotic resistance. By screening a library of random transposon insertion mutants with an increased biofilm-
specifc antibiotic susceptibility, we previously identified 3 genes or operons of P. aeruginosa UCBPP-PA14 (ndvB,
PA1875-1877 and tssCT) that do not affect biofilm formation but are involved in biofilm-specific antibiotic resistance. In
this study, we demonstrate that PA0756-0757 (encoding a putative two-component regulatory system), PA2070 and
PA5033 (encoding hypothetical proteins of unknown function) display increased expression in biofilm cells and also
have a role in biofilm-specific antibiotic resistance. Furthermore, deletion of each of PA0756, PA2070 and PA5033
resulted in a significant reduction of lethality in Caenorhabditis elegans, indicating a role for these genes in both biofilm-
specific antibiotic resistance and persistence in vivo. Together, these data suggest that these genes are potential targets
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Introduction

Pseudomonas aeruginosa is a well-established opportunistic patho-
gen capable of infecting animals and plants as demonstrated with
strain UCBPP-PA14 (PA14) [1]. Gene expression differs in biofilm
and planktonic cells and indeed, about 1% of P. aeruginosa genes
including those related to antibiotic resistance and virulence
factors show differential expression in the two growth modes [2].
Antibiotic resistance in biofilms is due to a combination of
different factors that act together to result in a level of resistance
that is greater than that of planktonic cultures [3-6]. These factors
include slow penetration of antibiotic through the biofilm [7],
persister formation [8] and the induction of a lipid modification
operon by extracellular matrix DNA [9]. Over the past several
years, we have described other novel antibiotic resistance
mechanisms (e.g., glucan-mediated sequestration and the expres-
sion of a biofilm-specific efflux pump) that are only expressed in a
biofilm [10-12].

In order to identify novel mechanisms responsible for biofilm-
specific antibiotic resistance, we developed a high-throughput
system to identify mutants of P. aeruginosa that do not develop the
characteristic increase in resistance to antibiotics when grown in a
biofilm [10]. Several mutants were identified in this screen. We
have previously published descriptions of the analysis of 3 of these
mutants involving, respectively, ndvB, PA1875-1877 and tssC1
genes [10-13]. Analysis of deletion mutants of these genes revealed
that these mutants share a common phenotype: they form biofilms
and grow as well as the wild type strain, yet they display a
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significant decrease in biofilm-specific resistance relative to the
wild type strain [10-12]. Furthermore, these mutants have no
defect in planktonic antibiotic resistance. ndvB encodes a
glucosyltransferase that is important for the synthesis of cyclic-f3
1, 3 glucans [14]. We determined that P. aeruginosa cyclic glucans
contribute to antibiotic resistance in biofilms by interacting with
antibiotics and sequestering them away from their cellular targets
[10]. ndvB is also important for expression of ethanol oxidation
genes, suggesting multiple roles of NdvB [13]. PA1875-1877 is
part of an operon that encodes an efflux pump that removes
antibiotics from the cells within the biofilm [11]. #sCI 1s a
component of a P. aeruginosa type VI secretion system that is
involved in biofilm-specific antibiotic resistance through an
unknown mechanism [12].

The three initially characterized biofilm-specific antibiotic
resistance loci are not linked by cellular function, suggesting that
there are multiple pathways leading to resistance in biofilms. To
further support this hypothesis, the three novel genetic loci that
are the subject of the current publication, PA0756-0757,
PA2070 and PA5033, are not predicted to belong to similar
pathways/functions. PA0756 and PA0757 are predicted to
encode a two-component regulatory system. PA2070 and
PA5033 are both predicted to encode hypothetical proteins of
unknown function.

In this study, we investigate the roles of PA0756-0757, PA2070
and PA5033 in biofilm-specific antibiotic resistance. We also
explore the impact of the inactivation of these genes in an  vivo
pathogenesis model involving the nematode Caenorhabditis elegans.
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Materials and Methods

Bacterial strains, media, and reagents

All P. aeruginosa strains used in this study were derivatives of the
PA14 wild-type strain and are listed in Table 1. The AndvB, AtssC1
and APA1874-1877 mutants have previously been reported
elsewhere [10-12]. Additional mutants with unmarked deletion
of PA0756-0757 (i.e., PAl4_54510-54500), PA2070 (PA14_
37730) or PA5033 (PA14_66540) gene were constructed in
PA14 by allelic exchange with pEX18Gm derivatives as previously
described [10,15]. Genes were cloned into the pJB866 vector as
previously described [11], with open reading frames inserted
downstream from the Pm promoter, which is capable of induction
by m-toluic acid [16]. Primers used for the construction of deletion
mutants and pJB866 derivatives are listed in Table 2. Bacterial
cells were grown at 37°C in rich medium (Luria-Bertani [LB]
broth) or minimal medium. The minimal medium (M63-arginine)
contained M63 salts (1% potassium phosphate [monobasic| and
0.2% ammonium sulfate) supplemented with arginine (0.4%) and
MgSO, (1 mM) [17]. Tobramycin, gentamicin, and ciprofloxacin
were purchased from Research Production International (Mt.
Prospect, Illinois, USA), Sigma-Aldrich Canada Ltd (Oakville,
Ontario, Canada) and MP Biomedicals (Solon, Ohio, USA),
respectively.

Biofilm formation assays

These were conducted by using both the air liquid interface
assay and the 96-well microtitre plate assay as described previously
using M63-arginine medium [18]. Briefly, in the air liquid
interface assay, appropriately diluted overnight cultures were
added into the wells of the angled (30°) 6-well plates, followed by
the incubation at 37°C for 24 h. After removing the culture from
the wells and gently washing, the medium was added to cover the
bottom of the wells and the biofilms were analyzed on an inverted
microscope by phase-contrast microscopy. To quantify biofilm
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formation, biofilms were formed in 96-well microtitre plates for
32 h at 37°C, stained with 0.1% crystal violet, followed by the
solubilization of the biofilm-associated crystal violet in 95%
ethanol and the measurement of their optical densities at
550 nm [18]. The data obtained from two separate experiments
(cach with quadruplicate samples) were assessed by one-way
analysis of variance (ANOVA).

Quantitative real-time PCR (gPCR) analysis

RNA was extracted from planktonic cultures or colony biofilms
grown at 37°C. Planktonic cultures were grown in M63-arginine
medium to exponential phase. Colony biofilms on M63-arginine
agar plates were prepared by distributing single drops of a
saturated overnight culture of each strain on the surface of the
agar plate (one strain per plate). The plates were incubated for
24 h at 37°C followed by 16 h at room temperature [11]. Colonies
were scraped from the surface of the plates and RNA extraction
and cDNA synthesis were performed as previously described [11].
cDNA was quantified using SYBR-green detection of PCR
products with the MyiQ) single-color detection system (Bio-Rad).
Each 20 pl qPCR reaction contained 2 ul cDNA (~1.2 pg), 10 ul
SYBR Green PCR Master Mix (Applied BioSystems), and
100 pmol of each primer. The following thermal cycler conditions
were used: 90 s at 95°C, followed by 45 cycles (with one cycle
consisting of 60 s at 95°C, 30 s at 56°C, and 30 s at 72°C). gPCR
primers are listed in Table 2. RNA isolated from at least two
independent cell cultures were each tested in triplicate gPCR
reactions, with expression of 7poD used as a reference standard.
Statistical significance was determined by Student’s /-tests.

Antibiotic resistance assays

Minimum bactericidal concentrations were determined for
biofilm (MBC-B) and planktonic (MBC-P) cultures as previously
described [10,11]. Briefly, overnight cultures of bacteria were
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Table 1. P. aeruginosa strains and plasmids used in this study.

Strain or plasmid Description Source

Strain

PA14 P. aeruginosa burn wound isolate [1]

TFM15 PA14 AndvB [10]

TFM49 PA14 APA2070 This study

TFM50 PA14 AtssC1 [12]

TFM57 PA14 APA5033 This study

TMF65 PA14 APA1874-1877 [11]

TFM73 PA14 APA0756-0757 This study

TFM158 PA14 AndvB APA0756-0757 This study

Plasmid

PEX18Gm Broad-host-range gene replacement vector, sacB, [15]
gentamicin resistance

pJB866 Expression vector containing the m-toluic acid inducible [16]
promoter Pm; tetracycline resistance

pJB866-PA0756-0757 pJB866 with the PA0756-0757genes inserted downstream This study
from the Pm promoter

pJB866-PA2070 pJB866 with the PA2070 gene inserted downstream This study
from the Pm promoter

pJB866-PA5033 pJB866 with the PA5033gene inserted downstream This study
from the Pm promoter

doi:10.1371/journal.pone.0061625.t001

April 2013 | Volume 8 | Issue 4 | 61625



Biofilm-Specific Antibiotic Resistance Genes

diluted (1:50) in M63-arginine in 96-well microtitre plates. For
MBC-B assays, biofilms were formed over 24 h, planktonic cells
were removed, and the biofilms were exposed to serial dilutions of
antibiotics (ranged from 6.25 to 400 pg/ml for tobramycin, 12.5 to
800 pg/ml for gentamicin, and 2.5 to 160 pg/ml for ciprofloxa-
cin). For MBC-P assays, antibiotics were added at the same time
the plates were inoculated with the following concentrations used:
1 to 64 pg/ml for tobramycin, 2 to 128 pg/ml for gentamicin, and
0.5 to 32 pg/ml for ciprofloxacin. After 24 h of antibiotic
treatment, bacterial survival was determined by spotting a small
amount (ca. 3 pl) of culture on LB agar plates immediately after
antibiotic treatment (MBC-P) or following a 24 h recovery period
in which surviving cells can detach from biofilms into antibiotic-
free growth media (MBC-B).

For another measure of planktonic antibiotic resistance,
minimum inhibitory concentrations (MICs) were determined in
LB broth using the two-fold broth dilution method [19]. For
strains carrying pJB866 derivatives (Table 1), MICs were
determined in LB or M63-arginine containing 2 mM m-toluic
acid to induce expression of cloned genes. The concentrations of
antibiotics ranged from 0.0625 to 64 pg/ml.

C. elegans slow-killing assay

The C. elegans N2 Bristol wild-type strain was maintained using
nematode growth medium and the P. aeruginosa slow-killing assay

PLOS ONE | www.plosone.org

Table 2. Primers used in this study.

Primer Sequence (5’ to 3')* Function

PA0756 F1 CACTGAATTCTGCCAAGGCTGTAGGTGAAC Deletion of PA0756-0757
PA0756 R1 GTTCTCTAGACGAGCTGCGGATGATCTTCCA Deletion of PA0756-0757
PA0757 F2 GTTGTCTAGATTCCCGCCGCCGACCGCGAGC Deletion of PA0756-0757
PAQ0757 R2 TGAGCAAGCTTGCCGACAAAGTCCAACAGG Deletion of PA0756-0757
PA2070 F1 ACTGGAGCTCATGGCGCTCGTCGTGCTTCT Deletion of PA2070

PA2070 R1 GTTATCTAGAGCCGGTCACCTCGATTCGTT Deletion of PA2070

PA2070 F2 GTTGTCTAGATTCAGCAACCAGACCTACAC Deletion of PA2070

PA2070 R2 AGTCAAGCTTACCAGCAGGTCTTCGGAGTG Deletion of PA2070

PA5033 F1 AGCAGAATTCACCATCACCGCTGCCTATCC Deletion of PA5033

PA5033 R1 TTAATCTAGAACCACGTTGCCGAAGCTGT Deletion of PA5033

PA5033 F2 TTAATCTAGAATACAGCATCGGCGCCAGC Deletion of PA5033

PA5033 R2 GTGTAAGCTTCCGCAAGGTGGTCTCGTC Deletion of PA5033

PA0756 JB-F GTTGGAGCTCATGCGCATCCTTCTGGTGGAA Cloning PA0756-0757into pJB866
PA0757 JB-R GTTGAAGCTTGGAAGCCGCCACCAGCATGCTG Cloning PA0756-0757into pJB866
PA2070 F7 CAACGAGCTCATGCACCGATCGCTCCAC Cloning PA2070 into pJB866
PA2070 R7 GTTGAAGCTTGCGCCGGCATCAGAAGCTGT Cloning PA2070 into pJB866
PA5033 F7 CAACGAGCTCATGAAACCAGCGATCAAGCG Cloning PA5033into pJB866
PA5033 R7 GTTCAAGCTTCCTCCGGCGCGTTGGTTGGC Cloning PA5033into pJB866
rpoD F3 CATCCGCATGATCAACGACA gPCR

rpoD R2 GATCGATATAGCCGCTGAGG qPCR

PA0756 F4 TCGGTGGCGAACAGTTGCAG qPCR

PA0756 R4 GGCCAGTTGCTCCTTGCTCA qPCR

PA2070 F4 CTCCGCGGTGGATCTCAACA qPCR

PA2070 R4 GTCGAAGCGGCCTTCGTTCA gPCR

PA5033 F4 GGCGTTCTGGTAGGAACCTG gPCR

PA5033 R4 AGACCACGTTGCCGAAGCTG qPCR

*Locations of restriction sites are underlined and in bold.

doi:10.1371/journal.pone.0061625.t002

was conducted as described [20]. Briefly, P. aeruginosa strains were
seeded onto slow killing low osmolarity plates. These plates were
incubated at 37°C for 24 hours and then room temperature for
24 hours. Thirty synchronized L4 or young adult worms were
placed onto the slow killing plates and the plates were incubated at
25°C for a total of 72 hours. Viability of the worms was assessed
every 24 hours by gently stroking them. Worms that did not move
were scored as dead and were removed from the plate. Escherichia
coli OP50 is a standard food source of C. elegans and served as a
control in this experiment.

Results

Characterization of three novel biofilm-specific antibiotic
resistance genes

A genetic screen was previously conducted in order to identify
novel genes involved in biofilm-specific resistance to the antibiotic
tobramycin in  P. aeruginosa PA14 [10]. Several candidate
transposon-insertion mutants with increased biofilm-specific sus-
ceptibility to tobramycin were isolated from the initial screen.
After conducting secondary screening (growth and biofilm
formation; data not shown), six mutants that could form biofilms
and grow as well as the wild-type strain, were selected for further
study. The transposon element carried by each of the mutant
strains was cloned and the DNA sequence flanking the transposon
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was determined and compared to the completed genome of P.
aeruginosa [21]. We have completed the initial characterization of
three genes/operon, ndvB, PA1875-1877 and tssC1 [10-13]. In
the current study, we focus on PA0756-0757 (an operon
encoding regulator and sensor histidine kinase of a putative
two-component regulatory system), PA2070 (encoding a hypo-
thetical membrane protein), and PA5033 (encoding a hypothet-
ical protein).

In order to assess the importance of PA0756-0757, PA2070
and PA5033 in biofilm-specific antibiotic resistance, we gener-
ated in-frame deletions of PA2070 and PA5033 as well as the
entire PA0756-0757 locus. The resulting deletion mutants,
APA0765-0757, APA2070 and APA5033, were assessed for
their growth, biofilm formation and antibiotic resistance
phenotype. All of these mutants exhibited a wild-type level of
growth in both LB and M63 medium (data not shown). They
were also competent in biofilm formation as shown by
representative images of biofilms that were formed in 6-well
microtitre dishes in the air liquid interface assay (Figure 1A) as
well as by the quantification of the biofilm formation from the
microtitre plate assay (Figure 1B). The antibiotic resistance
phenotype obtained for these mutants by performing MBC-P
and MBC-B assays are shown in Table 3. The previously
characterized AndvB mutant was included as control [10]. Three
typical anti-pseudomonal antibiotics, tobramycin, gentamicin
and ciprofloxacin, were tested. The MBC-P and MBC-B assays
are static assays performed in sterile 96-well microtitre plates.
The MBC-P assay is a measure of planktonic resistance that can
be directly compared to MBC-B values that are indicative of
resistance within a biofilm [10]. All three deletion mutants
displayed reduced biofilm-specific resistance to tobramycin and
gentamicin while showing no defect in resistance to ciproflox-
acin. In the MBC-P assay, the APA5033 mutant was more
sensitive to tobramycin and gentamicin, the APA0765-0757
mutant was also more sensitive to tobramycin, while the
sensitivity of the APA2070 mutant to three antibiotics tested
was unaffected (Table 3).

Since the APA0756-0757 and APA5033 deletion mutants
displayed increased sensitivity to tobramycin or gentamicin in
the MBC-P assays, we further assessed planktonic antibiotic
resistance of the deletion mutants using the standard minimal
inhibitory concentration (MIC) assay. APA0756-0757, APA2070
and APA5033 exhibited no defects in this assay (Table 4), when
tested against tobramycin and gentamicin. However, the
APA0756-0757 deletion mutant was slightly more sensitive to
ciprofloxacin.

Taken together with the biofilm formation, MBC-P and MIC
data showing that APA0756-0757, APA2070 and APA5033
generally had no defect in these assays, we concluded that these
deletion mutants were specifically deficient in antibiotic resistance
only when growing in biofilms.

PA0756-0757, PA2070 and PA5033 display a biofilm-
specific expression pattern

The previously-characterized ndvB, PA1875-1877 and tssC1
genes each exhibit a higher level of gene expression in biofilm cells,
compared to planktonic cells [10-12]. In order to determine if
PA0756-0757, PA2070 and PA5033 were similarly regulated, we
performed quantitative mRNA-based real-time PCR experiments
comparing the expression of these genes in planktonic- and
biofilm-grown cells (Figure 2). All three loci exhibited a higher
level of gene expression in biofilm cells, suggesting that these genes
are important for biofilm resistance, but not planktonic resistance,
because their expression is limited to biofilms.

PLOS ONE | www.plosone.org
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Cloned PA0756-0757, PA2070 and PA5033 genes
increase the resistance of planktonic cells

In order to assess whether PA0756-0757, PA2070 and PA5033
can promote antibiotic resistance when overexpressed from a
vector in planktonic cells, intact PA0756-0757, PA2070 and
PA5033 genes from PA14 were individually cloned into a board-
host-range vector, pJB866, which carries the m-toluic acid-
controlled Pm promoter [16]. Compared with planktonic PA14
cells carrying the vector only, the cells containing the cloned genes
in pJB866 (pre-induced with m-toluic acid) showed decreased
susceptibility to tobramycin (2-fold MIC change from 4 to 8 pg/
ml, gentamicin (4 to 8-fold MIC change from 2 to 8 or 16 pg/ml)
and ciprofloxacin (2 to 4-fold MIC change from 0.25 to 0.5 or
1.0 ug/ml) (Table 5). These results suggest that PA0756-0757,
PA2070 and PA5033 may act independently as antibiotic
resistance genes. Taken together with the previously published
data showing that ndvB, PA1875-1877 and tssC1 are also able to
increase planktonic antibiotic resistance when expressed from a
vector in planktonic cells, this suggests that a mechanism of
biofilm-specific expression likely contributes to biofilm-specific
antibiotic resistance.

ndvB and PA0756-0757 represent different biofilm-
specific antibiotic resistance mechanisms

Previously, we showed that ndvB is important for biofilm-specific
resistance to tobramycin through a mechanism involving seques-
tration of the antibiotic by ndvB-derived glucans [10]. To test
whether ndvB and PA0756-0757 function in the same pathway, we
constructed a deletion mutant combining the ndvB mutation and
the PA0756-0757 deletions. The antibiotic resistance phenotype of
the resulting mutant, AndvB/APA0756-0757, was determined in
MBC-P and MBC-B assays (Table 3). In comparison to each single
deletion mutant, the double mutant exhibited an increased
sensitivity to tobramycin and gentamicin in the MBC-B assay,
suggesting that the ndvB-mediated mechanism of antibiotic
resistance is separate from the mechanism represented by
PA0756-0757. This result is consistent with previous experiments
with a AndvB/APA1874-1877 double mutant [11] and supports
the theory that there are multiple mechanisms of resistance acting
within a biofilm.

Biofilm-specific antibiotic resistance genes contribute to
PA14 persistence in a C. elegans slow-killing assay

C. elegans responds to pathogenic microbes including the lethal
infections by P. aeruginosa and thus has been used as an i vivo
pathogenesis model. P. aeruginosa can kill C. elegans in a slow-killing
assay where death after the ingestion of the bacteria occurs within
three days [22]. In contrast to the fast-killing assay that is
dependent on the delivery of toxins to the host [23], the slow-
killing assay is based on the ability of P. aeruginosa to accumulate in
the intestine of the worm [22,24,25]. The exact mechanism of
pathogenesis in the slow-killing assay is unclear but it is clearly an
active process because heat-killed P. aeruginosa are not pathogenic
in this model [22]. Since the slow-killing assay is described as an
infectious process [26], it is likely that the initial steps of the
infection entail the establishment of a biofilm and subsequent
resistance to the host immune system. Thus, the slow-killing C.
elegans assay measures the ability of P. aeruginosa to persist in the
host, followed by active killing of the host. In order to address
whether genes that are important for biofilm-specific antibiotic
resistance i vitro are also important in a pathogenicity model that
depends on P. aeruginosa persistence, we tested whether APA0756-
0757, APA2070 and APA5033 mutants were defective in the slow-
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Figure 1. Inactivation of PA0756-0757, PA2070 or PA5033 does not affect biofilm formation. A. Air-liquid interface assay of biofilm

formation of P. aeruginosa PA14 wild type and its deletion mutants,

APA0765-0757, APA2070 and APA5033. The images of biofilms at 200 X

magnification were taken by phase-contrast microscopy after 24 h of growth at 37°C in M63-arginine medium. B. Quantification of biofilm formation
by measurement of the biofilm-associated crystal violet (ODssp). The data shown are the mean = standard deviation from two separate experiments
(each with quadruplicate samples) using the microtitre plate biofilm assay and display no significant difference (p>0.05) among the four groups as

determined by one-way ANOVA.
doi:10.1371/journal.pone.0061625.g001

killing C. elegans assay. The controls for the experiments were P.
aeruginosa PA14 wild type as the positive control (0% survival at
72 hours) and E. coli OP50 as the negative control (100% survival
at 72 hours). The three biofilm resistance gene deletion mutants
were all attenuated in the slow-killing assay, with survival values

PLOS ONE | www.plosone.org

ranging from 31.8% (APA5033) to 55% (APA2070) (Figure 3).
Similar results were obtained when AndvB, APA1874-1877 and
AtssC1 were used in slow-killing C. elegans assay (Figure S1). An
sadC mutant of P. aeruginosa defective in biofilm formation [27] was
also included for comparison since biofilm formation-deficient
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Table 3. Minimal bactericidal concentrations of antibiotics for
PA14 deletion mutants tested with planktonic cells (MBC-P)
and biofilm cells (MBC-B) (ug/ml)°.

Strain Tobramycin Gentamicin Ciprofloxacin
MBC-P MBC-B MBC-P MBC-B MBC-P MBC-B
PA14 32 200 64 200-400 4 80
AndvB 32 50 64 50-100 4 40
APA2070 32 50 64 100 4 80
APA5033 16 100 32 100-200 2-4 80
APA0756-0757 16 25-50 64 100 2 80
AndvB 16-32 12.5-25 64 25-50 2 40

APAQ756-0757

the values represent the mode of at least 6 biological replicates.
doi:10.1371/journal.pone.0061625.t003

mutants are attenuated in the C. elegans slow-killing assay, likely
due to the fact that they do not accumulate in the worm intestine
(Figure S1) [24]. These results suggest that there is a correlation
between biofilm sensitivity to antibiotics i vitro and an inability to
kill C. elegans in vivo. More C. elegans survived the exposure to the
AsadC mutant (61.4%), suggesting that this mutant was cleared by
the host more efficiently.

Discussion

In this study, we have described the identification of three novel
biofilm-specific antibiotic resistance genes in P. aeruginosa. 'Together
with three previously characterized biofilm-specific antibiotic
resistance genes, a total of six genes were identified in a genetic
screen [10-12]. Each one of these genes is more highly expressed in
biofilms, compared to planktonic cultures, and protects biofilm cells
from antibiotics, likely through separate mechanisms. We also
present evidence to suggest that ¢ vwo, each gene is required to
prevent the elimination of P. aeruginosa during an infection of (. elegans
and therefore are important for persistence and pathogenesis  vivo.

PA0756 and PA0757 are predicted to encode a two-component
regulatory system [21]. These types of systems relay information
from outside of the cell into the cells and the result of this pathway is
the response of the cells to a specific signal. In planktonic cultures,
PA0756-0757 represses the expression of OpdH, a porin that is
encoded by the upstream gene (PA0755) of PA0756-0757 operon
transcribed in the opposite direction. OpdH is involved in

Biofilm-Specific Antibiotic Resistance Genes

Table 4. Antibiotic susceptibility of PA14 deletion mutants
assayed in LB broth.

Minimal inhibitory concentration (MIC; ug/ml)

Strain
Tobramycin Gentamicin Ciprofloxacin

PA14 2 2 0.5

AndvB 2 2 0.5

APA2070 2 1-2 0.5

APA5033 2 2 0.5
APA0756-0757 2 2 0.25

AndvB APA0756-0757 2 2 0.25

doi:10.1371/journal.pone.0061625.t004

tricarboxylate uptake [27]. However, it is not clear if this occurs in
biofilms. Two genes immediately downstream of PA0756-0757
encode yet-uncharacterized hypothetical products. To date, several
two-component regulatory systems have been implicated in biofilm
formation, often as part of complex regulatory networks that govern
the production of exopolysaccharides or the expression of surface
appendages (reviewed in [28]), but this is the first two-component
regulatory system to be identified to be important for biofilm-
specific antibiotic resistance. The signal, or signals, that the PA0757
sensor histidine kinase responds to in biofilms has not been
identified, although tricarboxylates are candidates. We predict that
the downstream targets of the PA0756 response regulator will
possibly be involved in biofilm-specific antibiotic resistance.

PA2070 and PA5033 are both predicted to encode hypothetical
proteins of unknown function [21]. PA5033 has a type I export
signal and the TIGRFAM predicts that PA2070 is a part of the
TonB-dependent heme/hemoglobin receptor family. In fact,
functional data has implicated PA2070 in a cell-surface signaling
pathway that involves the extracytoplasmic function sigma factor
PA2050 with possible function in metal uptake [29]. The genes
upstream and downstream of PA2070 encode, respectively,
elongation factor G (FusA2; PA2071) and a carbamoyl transferase
(PA2069), while the gene products from upstream and down-
stream of PA5033 are, respectively, a putative transcriptional
regulator (PA5032) and an wuroporphyrinogen decarboxylase
(HemE). None of these gene products are known to be involved
in biofilms. Therefore, given their predicted locations/function,
further investigation of the function of PA2070 and PA5033
proteins in biofilm-specific antibiotic resistance will likely provide
insights on additional novel mechanisms of resistance.

PA0756 PA2070 PA5033
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Figure 2. gPCR analysis of the expression of PA0756, PA2070 and PA5033 in planktonic and biofilm cells. For each condition, three

biological replicate samples were tested in triplicate qPCRs.
doi:10.1371/journal.pone.0061625.g002

PLOS ONE | www.plosone.org

April 2013 | Volume 8 | Issue 4 | 61625



Biofilm-Specific Antibiotic Resistance Genes

Table 5. Antibiotic susceptibility of PA14 deletion mutants containing pJB866-based plasmids and assayed in LB.

Minimal inhibitory concentration (MIC; ug/ml)

Strain m-toluic acid induction (2 mM)
Tobramycin Gentamicin Ciprofloxacin

PA14 pJB866 - 2 2 0.25

+ 4 2 0.25
PA14 pJB866-PA2070 - 4 4 1

+ 8 16 1
PA14 pJB866-PA5033 - 4 4 0.25

+ 8 16 1
PA14 pJB866-PA0756-0757 - 2 4 0.25

aF 8 16 1

doi:10.1371/journal.pone.0061625.t005

The combination of mutations in ndvB and PA0756-0757
operon resulted in a mutant that was more sensitive to
antibiotics compared to a single mutation in either genetic
locus suggests that they represent separate resistance mecha-
nisms. ndvB and PA1875-1877 also represent different resistance
mechanisms [11]. Our current work suggests that there are
additional mechanisms of resistance in biofilms, represented by
PA0756-0757, PA2070 and PA5033, that have yet to be
characterized. Taken together with the fact that other mecha-
nisms, such as the induction of a lipid modification system [9],
have been identified through different types of approaches, it is
clear that biofilm-specific antibiotic resistance encompasses
multiple mechanisms of resistance.

Loss of either ndvB, PA1874-1877, tssC1, PA0756-0757, PA2070
or PA5033 results in a deletion mutant that is more sensitive to

120

antibiotics only when the bacteria are growing in a biofilm (Table 3)
[10-12]. Despite the modest decreases in antibiotic resistance of
cach single deletion mutant i vitro, our results revealed that the 6
mutants tested are all deficient in the @ vivo C. elegans slow killing
assay. Depending on the exact mechanism of antibiotic resistance
represented by each gene, the i witro phenotype of antibiotic
sensitivity could equate to i vivo sensitivity to host immune factors.
A key signaling pathway in the C. elegans innate immune response is
regulated by a conserved p38 MAP kinase [30,31]. This pathway
results in the expression of uncharacterized immune effectors that
likely possess antimicrobial activities [31]. The mechanisms of
resistance represented by ndvB, PA1874-1877, tssC1, PA0756-0757,
PA2070 or PA5033 may be important for protection against
antibiotics as well as the antimicrobial compounds produced by the
C. elegans innate immune system.
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Figure 3. APA0756-0757, APA2070 and APA5033 are attenuated in a C. e/legans slow-killing model. Slow-killing conditions were used for
each strain and death of C. elegans was measured every 24 h for a total of 72 h. Exposure to bacterial lawn represents when L4 or young adult
hermaphrodite C. elegans were added to pathogenic plates. Values represent the results from at least three biological replicates. Error bars represent
standard deviation, and lack of error bars means a standard deviation of zero.

doi:10.1371/journal.pone.0061625.g003
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The fast-killing C. elegans assay is a toxin-based mode of killing
where the worms die within one day [22-24]. As such, it
represents more of an acute type infection. In contrast, the slow-
killing assay allows for the study of the host-pathogen interactions
because microbes including P. aeruginosa can establish an infection
within the intestine of the worm [25]. This infection is
characterized by the accumulation of bacteria and a matrix in
the intestine [25] and likely relies on the establishment of a biofilm
within the intestine. The fact that the AsadC, a mutant that is
impaired in biofilm formation, was more defective in the slow-
killing assay compared to the biofilm antibiotic resistance gene
deletion mutants, is consistent with the concept that biofilm
formation is also an important aspect of P. aeruginosa persistence
and pathogenesis in the C. elegans slow-killing model.

Supporting Information

Figure S1 AndvB, APA1874-1877, AtssC1 and AsadC are
attenuated in a C. elegans slow-killing model. Slow-killing

References

1. Rahme LG, Stevens EJ, Wolfort SF, Shao J, Tompkins RG, et al. (1995)
Common virulence factors for bacterial pathogenicity in plants and animals.
Science 268: 1899-1902.

2. Whiteley M, Bangera MG, Bumgarner RE, Parsek MR, Teitzel GM, et al.
(2001) Gene expression in Pseudomonas aeruginosa biofilms. Nature 413: 860
864.

3. Mah TT, O’Toole GA (2001) Mechanisms of biofilm resistance to antimicrobial
agents. Trends Microbiol 9: 34-39.

4. Stewart PS, Costerton JW (2001) Antibiotic resistance of bacteria in biofilms.
Lancet 358: 135-138.

5. Hoiby N, Bjarnsholt T, Givskov M, Molin S, Ciofu O (2010) Antibiotic
resistance of bacterial biofilms. Int ] Antimicrob Agents 35: 322-332.

6. Mah TI (2012) Biofilm-specific antibiotic resistance. Future Microbiol 7: 1061
1072.

7. Suci PA, Mittelman MW, Yu FP, Geesey GG (1994) Investigation of
ciprofloxacin penetration into Pseudomonas aeruginosa biofilms. Antimicrobial
Agents Chemother 38: 2125-2133.

8. Lewis K (2008) Multidrug tolerance of biofilms and persister cells. Curr Top
Microbiol Immunol 322: 107-131.

9. Mulcahy H, Charron-Mazenod L, Lewenza S (2008) Extracellular DNA
chelates cations and induces antibiotic resistance in Pseudomonas aeruginosa
biofilms. PLoS Pathog 4: ¢1000213.

10. Mah TF, Pitts B, Pellock B, Walker GC, Stewart PS, et al. (2003) A genetic basis
for Pseudomonas aeruginosa biofilm antibiotic resistance. Nature 426: 306-310.

11. Zhang L, Mah TF (2008) The involvement of a novel efflux system in biofilm-
specific resistance to antibiotics. ] Bacteriol 190: 4447-4452.

12. Zhang L, Hinz AJ, Nadeau JP, Mah TF (2011) Pseudomonas aeruginosa tssC1 links
Type VI secretion and biofilm-specific antibiotic resistance. J Bacteriol 193:
5510-5513.

13. Beaudoin T, Zhang L, Hinz AJ, Parr CJ, Mah TF (2012) The biofilm-specific
antibiotic resistance gene, ndvB, is important for expression of ethanol oxidation
genes in Pseudomonas aeruginosa biofilms. J Bacteriol 194: 3128-3126

14. Bhagwat AA, Gross KC, Tully RE, Keister DL (1996) B-Glucan synthesis in
Bradyrhizobium japonicum: characterization of a new locus (ndvC) influencing B-(1—
>6) linkages. J Bacteriol 178: 4635-4642.

15. Hoang TT, Karkhoff-Schweizer RR, Kutchma AJ, Schweizer HP (1998) A
broad-host-range Flp-FRT recombination system for site specific excision of
chromosomally-located DNA sequences: application for isolation of unmarked
Pseudomonas aeruginosa mutants. Gene 212: 77-86.

16. Blatny JM, Brautaset T, Winther-Larsen HC, Karunakaran P, Valla S (1997)
Improved broad-host-range RK2 vectors useful for high and low regulated gene
expression levels in gram-negative bacteria. Plasmid 38: 35-53.

PLOS ONE | www.plosone.org

Biofilm-Specific Antibiotic Resistance Genes

conditions were used for each strain and death of C. elegans was
measured every 24 h for a total of 72 h. Exposure to bacterial
lawn represents when L4 or young adult hermaphrodite C. elegans
were added to pathogenic plates. Values represent the results from
at least three biological replicates. Error bars represent standard
deviation, and lack of error bars means a standard deviation of
Z€10.

(TIFF)

Acknowledgments

The authors thank Xian-Zhi Li for critical review of this manuscript.

Author Contributions

Conceived and designed the experiments: LZ MF TFM. Performed the
experiments: LZ MF LH RL. Analyzed the data: LZ MF LH TFM.
Contributed reagents/materials/analysis tools: CS AC. Wrote the paper:
TFM.

17. Pardee AB, Jacob F, Monod J (1959) The genetic control and cytoplasmic
expression of “inducibility” in the synthesis of B-galactosidase in E. coli. ] Mol
Biol 1: 165-178.

18. Merritt JH, Kadouri DE, O’Toole GA (2005) Growing and Analyzing Static
Biofilms. Current Protocols in Microbiology. Hoboken, NJ: J Wiley & Sons. pp.
1B.1.1-17.

19. Clinical and Laboratory Standards Institue. (2006) Methods for dilution
antimicrobial susceptibility tests for bacteria that grow aerobically. Wayne, PA.

20. Powell JR, Ausubel FM (2008) Models of Caenorhabditis elegans infection by
bacterial and fungal pathogens. Methods Mol Biol 415: 403-427.

21. Winsor GL, Lam DK, Fleming L, Lo R, Whiteside MD, et al. (2011) Pseudomonas
Genome Database: improved comparative analysis and population genomics
capability for Pseudomonas genomes. Nucleic Acids Res 39: D596-600.

22. Tan MW, Mahajan-Miklos S, Ausubel FM (1999) Killing of Caenorhabditis elegans
by Pseudomonas aeruginosa used to model mammalian bacterial pathogenesis. Proc
Natl Acad Sci U S A 96: 715-720.

23. Mahajan-Miklos S, Tan MW, Rahme LG, Ausubel FM (1999) Molecular
mechanisms of bacterial virulence elucidated using a Pseudomonas aeruginosa-
Caenorhabditis elegans pathogenesis model. Cell 96: 47-56.

24. Tan MW, Rahme LG, Sternberg JA, Tompkins RG, Ausubel FM (1999)
Pseudomonas aeruginosa killing of Caenorhabditis elegans used to identify P. aeruginosa
virulence factors. Proc Natl Acad Sci U S A 96: 2408-2413.

25. Irazoqui JE, Troemel ER, Feinbaum RL, Luhachack LG, Cezairliyan BO, et al.
(2010) Distinct pathogenesis and host responses during infection of C. elegans by
P. aeruginosa and S. aureus. PLoS Pathog 6: ¢1000982.

26. Alegado RA, Campbell MC, Chen WC, Slutz SS, Tan MW (2003)
Characterization of mediators of microbial virulence and innate immunity
using the Caenorhabditis elegans host-pathogen model. Cell Microbiol 5: 435-444.

27. Tamber S, Maier E, Benz R, Hancock RE (2007) Characterization of OpdH, a
Pseudomonas aeruginosa porin involved in the uptake of tricarboxylates. J Bacteriol
189: 929-939.

28. Mikkelsen H, Sivaneson M, Filloux A (2011) Key two-component regulatory
systems that control biofilm formation in Pseudomonas aeruginosa. Environ
Microbiol 13: 1666-1681.

29. Llamas MA, Mooij MJ, Sparrius M, Vandenbroucke-Grauls CM, Ratledge C, et
al. (2008) Characterization of five novel Pseudomonas aeruginosa cell-surface
signalling systems. Mol Microbiol 67: 458-472.

30. Kim DH, Feinbaum R, Alloing G, Emerson FE, Garsin DA, et al. (2002) A
conserved p38 MAP kinase pathway in Caenorhabditis elegans innate immunity.
Science 297: 623-626.

31. Troemel ER, Chu SW, Reinke V, Lee SS, Ausubel FM, et al. (2006) p38 MAPK
regulates expression of immune response genes and contributes to longevity in C.
elegans. PLoS Genet 2: e183.

April 2013 | Volume 8 | Issue 4 | 61625



	Identification of Genes Involved in Pseudomonas aeruginosa Biofilm-Specific Resistance to Antibiotics
	Dartmouth Digital Commons Citation
	Authors

	untitled

