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Abstract

Burkholderia dolosa is a member of the Burkholderia cepacia complex (BCC), which is a

group of bacteria that cause chronic lung infection in patients with cystic fibrosis (CF) and

can be associated with outbreaks carrying high morbidity and mortality. While investigating

the genomic diversity of B. dolosa strains collected from an outbreak among CF patients,

we previously identified fixL as a gene showing signs of strong positive selection. This gene

has homology to fixL of the rhizobial FixL/FixJ two-component system. The goals of this

study were to determine the functions of FixLJ and their role in virulence in B. dolosa. We

generated a fixLJ deletion mutant and complemented controls in B. dolosa strain AU0158.

Using a fixK-lacZ reporter we found that FixLJ was activated in low oxygen in multiple BCC

species. In a murine pneumonia model, the B. dolosa fixLJ deletion mutant was cleared

faster from the lungs and spleen than wild-type B. dolosa strain AU0158 at 7 days post infec-

tion. Interestingly, the fixLJ deletion mutant made more biofilm, albeit with altered structure,

but was less motile than strain AU0158. Using RNA-seq with in vitro grown bacteria, we

found ~11% of the genome was differentially expressed in the fixLJ deletion mutant relative

to strain AU0158. Multiple flagella-associated genes were down-regulated in the fixLJ dele-

tion mutant, so we also evaluated virulence of a fliC deletion mutant, which lacks a flagellum.

We saw no difference in the ability of the fliC deletion mutant to persist in the murine model

relative to strain AU0158, suggesting factors other than flagella caused the phenotype of

decreased persistence. We found the fixLJ deletion mutant to be less invasive in human

lung epithelial and macrophage-like cells. In conclusion, B. dolosa fixLJ is a global regulator

that controls biofilm formation, motility, intracellular invasion/persistence, and virulence.
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Author Summary

In people with cystic fibrosis (CF), infection with bacteria in the Burkholderia cepacia
complex (BCC) is often associated with clinical deterioration. In a whole-genome

sequencing study of the BCC species B. dolosa, we previously identified the fixL gene of

the FixL/FixJ two-component system called FixLJ to be under strong positive selective

pressure during chronic infection. In this study we show that low oxygen levels activate

FixLJ, and that a mutant of B. dolosa in which the fixLJ genes are deleted is less able to per-

sist in the lungs and spread to the spleen in a lung infection model in mice. The fixLJ dele-

tion mutant has defective motility and intracellular survival within epithelial cells and

macrophage cell lines. However, a flagella mutant is fully infectious, suggesting that low

motility is not responsible for the fixLJ deletion mutant’s inability to persist within the

host. Analysis of global RNA expression shows that the fixLJ system regulates many genes,

indicating that multiple pathways likely contribute to the low virulence of the fixLJ dele-

tion mutant. In conclusion, B. dolosa FixLJ compose an oxygen sensor that regulates the

ability of the bacteria to survive inside host cells.

Introduction

Burkholderia dolosa is a member of the Burkholderia cepacia complex (BCC), which is a

group of related Gram-negative bacilli that can be dangerous respiratory pathogens for

patients with cystic fibrosis (CF) [1, 2]. BCC can also cause outbreaks of bacteremia or respi-

ratory infection in hospitalized non-CF patients, including the recently discovered cluster of

cases of BCC respiratory infection linked to contaminated stool softener (docusate) [3].

BCC are also common pathogens for individuals with chronic granulomatous disease [4].

Among CF patients in the United States colonized with BCC, the species most commonly

seen are B. cenocepacia (45%), B.multivorans (35%), B. vietnamiensis (6%), B. cepacia (6%),

and B. dolosa (3%), although there is significant variability based on geographic region and

institution [5]. A number of studies have shown an association between infection with BCC

and clinical pulmonary deterioration of CF patients [6–10]. The so-called “cepacia syn-

drome” refers to the clinical presentation of fevers, leukocytosis, elevated erythrocyte sedi-

mentation rate (ESR), and progressive severe pneumonia, sometimes with bacteremia, in

CF patients occurring relatively soon after acquiring BCC, with a mortality rate initially

reported at 62% [11]. BCC infection in CF patients can be transmitted person-to-person,

and multiple outbreaks have been described, including one of a highly antibiotic resistant

strain of the BCC species B. dolosa among almost 40 CF patients at Boston Children’s Hospi-

tal [12]. This outbreak has been associated with accelerated decline of lung function and

decreased survival [13]. BCC in general are commonly multidrug resistant (MDR) or exten-

sively drug resistant (XDR) pathogens, highlighting the necessity for novel approaches for

treatment of these bacteria [14].

In previous work, we sequenced the genomes of 112 B. dolosa isolates collected from 14

individuals over 16 years from the Boston Children’s Hospital outbreak [15]. We found that a

subset of genes having 3 or more point mutations contained 18 times as many non-synony-

mous mutations than expected by neutral drift and were thus under strong positive selection

(dN/dS = 18, 95% CI: 4.9–152.7) [15]. Positive selection here refers to the type of mutations

that were seen (non-synonymous versus synonymous), not mutations that necessarily make a
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protein more active. One of these genes (BDAG_01161, AK34_969), which had a remarkable

17 non-synonymous mutations, encodes a protein with homology to FixL of the FixLJ two-

component system of Sinorhizobium and Caulobacter. FixL in those species is a sensory histi-

dine kinase that detects oxygen tension and phosphorylates the transcription factor FixJ under

low oxygen conditions, which subsequently induces transcription of fixK [16]. The predicted

domains of B. dolosa FixL and FixJ (BDAG_01160, AK34_968) are depicted in Fig 1. Both pro-

teins have domains consistent with their putative function as a two-component system [17].

FixL is predicted to contain PAS domains and a heme-binding pocket where oxygen binding

to FixL likely occurs [16]. Notably, B. dolosa fixK (BDAG_04180, AK34_4936) has a B. cenoce-
pacia homolog (BCAM0049) that was found to be up-regulated during growth in a low-oxygen

environment in two separate studies [18, 19]. A high number of non-synonymous mutations

in the B.multivorans fixL homolog (BMD20_10585) was recently reported in another whole-

genome sequencing study of isolates recovered from chronically infected CF-patients [20],

suggesting that the FixLJ system has a similar role in all 3 BCC species commonly seen in CF

patients. The FixLJ system in Rhizobium and Caulobacter induce expression of genes required

for fixing of atmospheric nitrogen in the absence of oxygen [21]. While B. vietnamiensis and

Burkholderia species outside of the BCC can fix nitrogen, most members of the BCC, including

B. cenocepacia, B.multivorans, and B. dolosa lack the genes necessary for nitrogen fixation

[22–24].

In this study, we sought to determine the functions of B. dolosa FixLJ and their role in

pathogenesis. We hypothesized that the FixLJ system senses oxygen depletion and regulates

genes involved in virulence based on its function in other species. We show that B. dolosa
lacking fixLJ are unable to induce transcription of a fixK-lacZ reporter grown in low oxygen,

have altered expression of ~11% of the genome, and are cleared faster in a murine lung

infection model. Interestingly, the fixLJ deletion mutant is less motile and less invasive but

makes more biofilm than the parental strain. Non-motile B. dolosa lacking flagella show no

defect in the murine infection model at comparable dosages, indicating that a reduction in

flagella expression is not the mechanism for decreased persistence seen in the fixLJ deletion

mutant. Overall, the fixLJ system regulates a large number of genes and is critical for B.

dolosa pathogenicity.

Fig 1. Predicted domains of B. dolosa strain AU0158 FixL and FixJ. Domains predicted by SMART [25].

PAS domains (named after 3 proteins in which they occur, namely, Per, Arnt, and Sim) are seen commonly in

signaling proteins where they function as signal sensor and often include a cofactor such as heme. Domain

abbreviations: TM- transmembrane, PAC- Motif C-terminal to PAS motif, HisKA-histidine kinase, HATPase-

histidine kinase-associated ATPase, REC-CheY homologous receiver domain, and HTH LuxR-helix-turn-

helix-Lux regulon (DNA binding domain).

doi:10.1371/journal.ppat.1006116.g001
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Results

FixLJ induces transcription of fixK in response to low oxygen

To determine the stimulus that induces the fixLJ pathway, we constructed B. dolosa fixK pro-

moter-driven LacZ reporter plasmid using the pSCrhaB2 backbone [26]. B. dolosa fixK
(AK34_4936) is the homolog of S.meliloti fixK, which is a target of the fix pathway [16].

We conjugated this plasmid into the BCC strains and measured activation of the pathway

when grown in low oxygen (<5%) relative to growth in ambient oxygen. There was a ~5 fold

induction in the fix pathway (measured by fixK-driven activity of LacZ) when grown in low

oxygen (Fig 2). This induction was specific for the B. dolosa fixK promoter sequence as it was

lost when using a reporter plasmid containing the S.meliloti fixK promoter sequence to drive

LacZ expression (which served as a negative control). The fixLJ deletion mutant was unable to

induce fix activity in response to low oxygen. When the fixLJ deletion mutant was comple-

mented chromosomally with fixLJ under the control of its own promoter, induction of fix
activity in response to low oxygen was restored, demonstrating that induction of the pathway

was fixLJ-specific. We found that the fixLJ deletion mutant has a mild (~7.5 fold) growth defect

Fig 2. Burkholderia FixLJ functions as an oxygen sensor. B. dolosa (strain AU0158 or its fixLJ deletion

mutant), B. cenocepacia (strain J2315), and B. multivorans (strain ATCC23344) carrying a pfixK-lacZ reporter

plasmid. Negative Control denotes reporter plasmid carrying S. meliloti fixK promoter sequence. EV denotes

empty complementation vector. LacZ activity was quantified by Miller Units. Bars represent the means of

triplicate biological replicates and error bars represent one standard deviation (representative of three

independent experiments). *P<0.001 by 1-way ANOVA with Tukey’s multiple comparison test.

doi:10.1371/journal.ppat.1006116.g002
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when grown in ambient and low (<5%) oxygen relative to strain AU0158 (S1 Fig). The fixLJ
DNA sequences in B. dolosa (strain AU0158), B. cenocepacia (strains J2315 & K56-2), and B.

multivorans (strain ATCC17616) are nearly identical (94–95% identity), suggesting FixLJ has

the same function in all species. We conjugated the B. dolosa fixK reporter plasmid into B. cen-
ocepacia (strain J2315) and B.multivorans (strain ATCC17616) and found the same induction

in response to low oxygen, demonstrating this pathway functions similarly in these two more

commonly encountered BCC species.

fixLJ deletion mutants are cleared faster in a murine pneumonia model

To determine the role of the B. dolosa fixLJ system in virulence, we infected C57BL/6 mice

with ~4x108 CFU/mouse of B. dolosa strain AU0158 or its fixLJ deletion mutant and measured

the bacterial load within the lungs and the spleen at 1 and 7 days post infection. As early as 1

day after infection, there was a significant three-fold reduction in the amount of bacteria

recovered from the lungs of mice infected with the fixLJ deletion mutant compared to mice

infected with the wild-type strain AU0158 (Fig 3A). At 7 days, there was a 18-fold reduction of

viable counts of the fixLJ deletion mutant compared to strain AU0158 (Fig 3B). One day after

infection there was no significant difference in the amount of bacteria recovered from the

spleens of mice infected with AU0158 or the fixLJ deletion mutant (Fig 3C), suggesting there is

no defect in the ability of the fixLJ deletion mutant to disseminate into the spleen. Seven days

after infection there was a significant, 16-fold reduction in the number of bacteria recovered

from the spleen of mice infected with the fixLJ deletion mutant relative to strain AU0158 (Fig

3D). Mice infected with the fixLJ deletion mutant chromosomally complemented with fixLJ
under the control of its own promoter had significantly higher bacterial loads within the lungs

(Fig 3E) and spleen (Fig 3F) at 7 days post infection compared to mice infected in fixLJ dele-

tion mutant chromosomally complemented with an empty vector, demonstrating that this

reduction of in vivo fitness is fixLJ-specific. To ensure that the bacteria are causing an infection

and not merely colonizing the lungs, we examined histopathology of the lungs at day 7 after

infection. Mice infected with either strain AU0158 or the fixLJ deletion mutant showed signs

of inflammation consistent with bacterial pneumonia (S2 Fig). Slides were score by a rodent

pathologist who saw no difference in severity of lung inflammation between infection groups.

B. dolosa fixLJ deletion mutants produce more biofilm but with a different

structure

To better understand the mechanism of reduced persistence seen in the fix deletion mutant,

we compared the phenotype of the fixLJ deletion mutant to the parental strain in the ability to

produce biofilm on PVC plates after 48 hours of growth. Interestingly, we found that the B.

dolosa fixLJ deletion mutant forms significantly more biofilm than the wild-type strain

AU0158 (Fig 4A). This phenotype was quite drastic as we are able to see approximately 3-fold

more biofilm in wells that were inoculated with 100-fold fewer fixLJ deletion mutant CFU

compared to B. dolosa AU0158 (2x105 vs. 2x107 CFU/well). Since the fixLJ deletion has the

mild growth defect (S1 Fig), the magnitude of the increase in biofilm formation becomes

much larger when accounting for bacteria growth (S3 Fig). The fixLJ deletion mutant comple-

mented with fixLJ under the control of its own promoter formed significantly less biofilm than

the fixLJ deletion mutant carrying an empty vector (Fig 4B), demonstrating this phenotype is

fix-specific. We also chromosomally complemented the fixLJ deletion mutant under the con-

trol of a rhamnose-inducible promoter. When grown in the presence of rhamnose, expression

of genes controlled by this promoter are induced, while growth in glucose inhibits expression

of genes controlled by this promoter [26]. The rhamnose-inducible complementation of fixLJ

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 5 / 27



Fig 3. The B. dolosa fixLJ deletion mutant is cleared faster in a murine pneumonia model. (A-D)

C57BL/6 mice were intranasally challenged with ~4x108 CFU/mouse of B. dolosa strain AU0158 or its fixLJ

deletion mutant. Bacterial loads were measured at the following sites and time points: (A) Lungs, 1 day after

infection; (B) Lungs, 7 days after infection; (C) Spleen, 1 day after infection; (D) Spleen, 7 days after infection.

Two fixLJ deletion-infected mice had undetectable bacterial levels in the spleen at day 7 (panel D, shown as

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 6 / 27



102 CFU/gm). Data is representative from 2 separate experiments with 7–8 mice per group. (E-F) C57BL/6

mice were intranasally challenged with B. dolosa AU0158 ΔfixLJ + fixLJ (6.7x108 CFU/mouse) or B. dolosa

AU0158 ΔfixLJ + empty vector (EV) (7.4x108 CFU/mouse). Bacterial loads were measured 7 days after

infection in the lungs (E) and spleen (F). Data are derived from one experiment done with 7–8 mice per group.

Each point represents one mouse, and bars represent medians. *P<0.05 by Mann Whitney U test.

doi:10.1371/journal.ppat.1006116.g003

Fig 4. The B. dolosa fixLJ deletion mutant produces more biofilm by crystal violet staining and has a different biofilm

structure. Biofilm formation of B. dolosa AU0158 constructs on PVC plates as measured by crystal violet staining at 48 hours. (A) B.

dolosa strain AU0158 produces less biofilm than its fixLJ deletion mutant. Strains were grown in TSB with 1% glucose at varying

inocula. (B) The B. dolosa fixLJ deletion mutant complemented with fixLJ under the control of its own promoter produces less biofilm

compared to the strain carrying an empty vector (EV). (C) A B. dolosa fixLJ deletion mutant complemented with fixLJ under the

control of a rhamnose-inducible promoter or empty vector grown in LB in the presence of glucose (0.4%, which represses the

promoter) or rhamnose (0.4%) and compared to the ΔfixLJ + fixLJ strain grown in rhamnose-containing medium. For panels A-C,

bars represent mean measurements of 5–6 replicates and error bars represent one standard deviation (representative of three

independent experiments). *P<0.05 compared to AU0158 by 1-way ANOVA with Tukey’s multiple comparison test. Representative

mosaic images of biofilms of strain AU0158 (D) and its fixLJ deletion mutant (E) grown on 8-well chamber slides for 48 hours,

stained with live/dead stain, and imaged by confocal microscopy. For panels D and E, live bacteria are stained green and dead are

red. The inset of panel D shows Z-stack images taken at 1 μm intervals; gridlines denote 5 μm lengths. Images are representative of

two independent experiments conducted with four replicates.

doi:10.1371/journal.ppat.1006116.g004
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was able to produce significantly more biofilm when grown in glucose compared to growth in

rhamnose (Fig 4C). The fixLJ deletion mutant complemented with the empty vector contain-

ing the rhamnose-inducible promoter produced significantly more biofilm in both rhamnose

and glucose containing media. Here, we determined biofilm measurements relative to the

amount of bacterial growth (O.D.600) since the addition of glucose/rhamnose had differing

effects on bacterial growth. We analyzed the biofilm structure grown on glass slides stained

with a live/dead stain by confocal fluorescent microscopy. After 48 hours of growth, strain

AU0158 had drastically fewer bacteria adherent to the slide, and those that were adherent were

in dome-like structures (Fig 4D). The dome-like structures of strain AU0158 had heights of

10–15 μm (Fig 4D, inset), while the fixLJ deletion mutant adhered to the glass evenly across the

entire surface in a nearly single-cell layer 2–3 μm high (Fig 4E). To better understand the

mechanism of biofilm formation and the components of biofilms in strain AU0158 and the

fixLJ deletion mutant, we treated established biofilm with DNase I, proteinase K, or dispersin

B (which cleaves the biofilm polysaccharide PNAG)[27]. We found that strain AU0158 bio-

films were susceptible to treatment with any of the three enzymes while biofilms formed by the

fixLJ deletion mutant were only susceptible to treatment with proteinase K (S3C Fig).

B. dolosa fixLJ regulates motility

Since swimming motility has been correlated with virulence in B. cenocepacia [28], we next

assessed the impact of fixLJ deletion on swimming motility. We plated overnight cultures of

various B. dolosa constructs onto low density (0.3%) agar plates and measured the swimming

diameter after 48 hours. The fixLJ deletion mutant had significantly lower swimming motility

compared to AU0158 (Fig 5A). Full motility was restored in the fixLJ deletion mutant comple-

mented with fixLJ under the control of its own promoter. Using the above-described rham-

nose-inducible system to complement the fixLJ deletion, we also found that motility was

restored when bacteria were grown in the presence of rhamnose but not glucose (Fig 5B).

The fixLJ pathway regulates gene expression

In order to determine the mechanism(s) that are responsible for the decreased persistence in
vivo, increased biofilm, and decreased motility seen in the fixLJ deletion mutant, we compared

the transcriptomes of the fixLJ deletion mutant to the parental strain AU0158 using RNA-seq.

Differentially expressed genes were identified to have at least a 2-fold change (log2 >1) and a

q value <0.05 (Fig 6). Of the 5717 genes in the annotated genome of strain AU0158, 300 genes

were significantly up- regulated (denoted as green) and 285 genes were significantly down-reg-

ulated (denoted as red), in the fixLJ deletion mutant relative to AU0158. A sampling of selected

genes meeting these criteria is shown in Table 1, and the full list of these genes is in S1 Table.

Genes appearing in Table 1 were chosen for their magnitude of change and/or potential role in

virulence based on roles in related bacteria. We confirmed differential expression of a subset

of these genes using qRT-PCR (S4 Fig). In those experiments, we also confirmed that the dif-

ferential expression could be complemented in the fixLJ deletion mutant carrying fixLJ com-

pared to the empty vector (S4 Fig). We found that fixKwas significantly down-regulated in

fixLJ deletion mutant compared to the parental AU0158 by qRT-PCR (S4 Fig). We found that

fliC (BDAG_00084, AK34_2913) expression was significantly down-regulated in the fixLJ dele-

tion mutant (S4B Fig), which correlated with the reduction in motility seen in Fig 5. We also

found that the master regulator of flagella assembly, flhD (AK34_2903), was expressed signifi-

cantly lower in the fixLJ deletion mutant compared to the wild-type strain AU0158. Compo-

nents of a putative type IVa pilus (AK34_2364- AK34_2368) were down-regulated in the

fixLJ deletion mutant (Table 1). In contrast, multiple subunits of a putative type IVb pilus

Role of Burkholderia dolosa fixLJ in Virulence
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(AK34_1641- AK34_1653) were actually up-regulated in the fixLJ deletion mutant relative to

the wild-type strain AU0158, and this was confirmed for the flp gene in the qRT-PCR experi-

ments (S4C Fig). A putative type III secretion system (AK34_3647- AK34_3658) was also up-

regulated in fixLJ deletion mutant (Table 1). Notably, several transcription regulators were sig-

nificantly up- or down-regulated indicating that the fix regulon is complex.

Presence of B. dolosa flagella does not affect virulence

Since other groups have found that flagella and motility are associated with virulence in B. cen-
ocepacia [28, 29] and we found decreased motility (Fig 5) and decreased expression of flagella-

associated genes (Table 1 and S4 Fig) in the fixLJ deletion mutant, we tested the hypothesis

that the decreased expression of the flagella in the fixLJ deletion mutant is a major mechanism

for the reduction of in vivo persistence seen after lung infection with this mutant (Fig 3). To do

this, we generated a fliC deletion mutant in B. dolosa strain AU0158 background. As expected

this mutant was completely non-motile when plated on low-density LB agar plates (Fig 7A).

We also saw no difference in the ability of the fliC deletion mutant to form biofilm on PVC

plates after 48 hours compared to strain AU0158 (Fig 7B). We next infected C57BL/6 mice

with ~5x108 CFU/mouse of strain AU0158 or its fliC deletion mutant via the intranasal route

and examined bacterial loads in the lungs and spleen 7 days after infection. There was no sta-

tistically significant difference in levels of viable bacteria in the lungs (Fig 7C) or the spleen

(Fig 7D).

Fig 5. The B. dolosa fixLJ deletion mutant is less motile. (A) B. dolosa strain AU0158, its fixLJ deletion mutant, and the fixLJ deletion

mutant complemented with fixLJ under the control of its own promoter or empty vector (EV) were plated on low-density (0.3%) LB agar

and swimming distance was measured after incubation for 48 hours. *P<0.05 by 1-way ANOVA with Tukey’s multiple comparison test.

(B) The B. dolosa fixLJ -deletion mutant complemented with fixLJ under the control of a rhamnose-inducible promoter or empty vector

grown in the presence of glucose (0.4%, which represses fixLJ expression) or rhamnose (0.4%). *P<0.05 by 1-way ANOVA with Tukey’s

multiple comparison test relative to the complemented strain (ΔfixLJ + fixLJ) grown in rhamnose-containing media. For all panels, bars

represent mean measurements of 3–4 replicates and error bars represent one standard deviation (representative of three independent

experiments).

doi:10.1371/journal.ppat.1006116.g005
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B. dolosa fixLJ deletion mutants are less invasive

Since we observed multiple pili systems and flagella associated genes to be differentially

expressed in the fixLJ deletion mutant in our RNA-seq experiments (Table 1, S1 Fig, S1 Table)

we next determined the ability of the fixLJ deletion mutant to invade and persist within A549

lung epithelial cells and THP-1-derived macrophages. Multiple pili systems and flagellum have

been described to be involved in invasion in BCC and other ands Gram-negative bacteria [29–

32]. We infected A549 cells or THP-1-derived macrophages with B. dolosa (M.O.I. of ~10:1)

for two hours, after which extracellular bacteria were killed by the addition of kanamycin.

There was ~2-fold reduction in the amount of fixLJ deletion mutant bacteria within A549 lung

epithelia cells compared to the parental strain, AU0158 (Fig 8A). We also found that the fixLJ
deletion mutant has ~4 fold reduction compared to parental AU0158 in the ability to survive

within THP-1 cells that had been previously treated with PMA to induce differentiation into

macrophage-like cells (Fig 8B). Similar to the fixLJ deletion mutant, we found a ~2-fold reduc-

tion in invasiveness of the fliC deletion mutant compared to strain AU0158 in A549 lung

Fig 6. The fixLJ pathway is a global regulator of gene expression. Volcano plot depicting the differential regulation of

genes in the fixLJ deletion mutant relative to the wild-type strain AU0158 measured by RNA-seq. Green dots signify genes

with expression 2-fold higher in the fixLJ deletion mutant relative to strain AU0158 with a q < 0.05. Red dots signify genes

with expression 2-fold lower in the fixLJ deletion mutant relative to strain AU0158 with a q < 0.05.

doi:10.1371/journal.ppat.1006116.g006
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Table 1. Selected genes of interest that were significantly differentially regulated in the fixLJ deletion mutant relative to the wild-type strain

AU0158 measured by RNA-seqa.

Category/Gene name (genome

designation)

Description Fold change in fixLJ deletion

mutant

Motility

flhD (AK34_2903) Flagellar transcriptional activator -2.9

cheY (AK34_2899) Chemotaxis regulator -2.1

AK34_269 methyl-accepting chemotaxis (MCP) signaling domain protein -2.1

Type IVa pilus

pilE (AK34_2364) Type IV pilus biogenesis protein -2.7

AK34_2365 FIG00453045: hypothetical protein -4.4

pilW (AK34_23660 Type IV fimbrial biogenesis protein -9.7

fimT (AK34_2368) Tfp pilus assembly protein FimT -3.1

Type IVb pilus

AK34_1641 Response regulator containing CheY-like receiver 3.1

tadD (AK34_1644) Flp pilus assembly protein 2.3

tadC (AK34_1645) Type II/IV secretion system protein 2.4

tadA (AK34_1647) Type II/IV secretion system ATP hydrolase 2.7

AK34_1649 Type II/IV secretion system secretin RcpA/CpaC 2.4

AK34_1652 Probable prepilin peptidase transmembrane protein 2.1

flp (AK34_1653) Flp pilus assembly protein, pilin Flp 2.1

Type III Secretion System

AK34_3647 Type III secretion bridge between inner and outer membrane

lipoprotein

10.1

AK34_3648 Type III secretion cytoplasmic protein 10.5

AK34_3641 Type III secretion inner membrane channel protein 9.4

AK34_3649 Type III secretion cytoplasmic protein 8.6

AK34_3650 Type III secretion cytoplasmic ATP synthase 7.9

AK34_3657 Type III secretion inner membrane protein 8.0

AK34_3658 Type III secretion inner membrane protein 6.8

Regulators

AK34_1304 RNA polymerase sigma factor RpoS 5.0

AK34_3568 Transcriptional regulator, LysR family 3.4

AK34_1422 Transcriptional regulator, LysR family 3.1

AK34_3852 Transcriptional regulator, MarR family -6.1

AK34_5402 Transcriptional regulator, LysR family -5.4

AK34_2833 Transcriptional regulator, AsnC family -3.6

AK34_1626 Transcriptional regulator/sugar kinase -9.5

AK34_4350 Two component system histidine kinase -10.5

Other

rbsK (AK34_5286) Ribokinase -9.1

AK34_4362 Putative cytochrome P450 hydroxylase -44.7

AK34_1628 ABC-type sugar transport system, permease protein -9.4

AK34_1627 ABC-type sugar transport system, ATP-binding protein -9.9

AK34_5433 Outer membrane protein (porin) -3.6

AK34_3420 Major facilitator family transporter -3.6

AK34_1355 Outer membrane protein W precursor 11.4

AK34_3656 Peptidoglycan hydrolase VirB1 11.6

AK34_2361 Probable transmembrane protein 3.1

hfq (AK34_1317) RNA-binding protein 2.8

(Continued )
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epithelial cells (Fig 8A). In contrast, when THP-1 derived macrophages were infected with fliC
deletion mutant, we saw an increase in the number of intracellular bacteria relative to strain

AU0158 (Fig 8B). To understand the mechanism of decreased bacterial loads in THP-1

derived macrophages infected with the fixLJ deletion mutant, we varied the amount of time

the bacteria had to invade before kanamycin treatment or the time of kanamycin treatment.

When infected THP-1 derived macrophages were treated with kanamycin for 24 hours to kill

extracellular bacteria, there was a 30-fold reduction in the number bacteria inside fixLJ dele-

tion mutant-infected cells compared to AU0158-infected cells (Fig 8C). To determine if the

fixLJ deletion mutant is less able to become internalized than strain AU0158, we varied the

length of infection time before the addition of kanamycin. We found that both the fixLJ dele-

tion mutant and the parental AU0158 could equally become internalized at the early time

points (15 & 30 min, Fig 8D) and there was no significant difference until 2 hours (Fig 8D).

When we did the complementary experiment to measure the ability of the bacteria to replicate

intracellularly by varying the amount of time of kanamycin exposure after a 2 hour infection

period, we found there was a significant ~2-fold increase in the number of intracellular bacte-

ria at 3 and 4 hours post infection in THP-1 derived macrophages infected with strain AU0158

relative to 1 hour post infect that was not seen in macrophages infected with the fixLJ deletion

mutant (Fig 8E). Across all time points, there were significantly greater numbers of bacteria in

strain AU0158-infected cells compared to cells infected with the fixLJ deletion mutant (Fig

8E). To address the possibility of the B. dolosa constructs causing differing amounts of cytotox-

icity, we measured the cytotoxic effects of the live bacteria on A549 and THP-1 derived macro-

phages. We saw minimal amounts of LDH release above unstimulated cells and found no

statistically significant difference in cells infected with strain AU0158 versus the fixLJ deletion

mutant (ΔfixLJ), ΔfixLJ + fixLJ, ΔfixLJ + empty vector (EV), or strain AU0158 vs. the fliC dele-

tion mutant in LDH release after 6 hours of exposure (S5 Fig).

Discussion

A recent study using whole-genome sequencing of multiple strains from an outbreak of B.

dolosa in CF patients at Boston Children’s Hospital discovered that the fixLJ genes show evi-

dence of strong positive selection. These findings were recently corroborated to another BCC

species, B.multivorans [20]. In the current study, we report the functional significance of the

fixLJ genes in B. dolosa, finding not only that the pathway is induced by low oxygen, but also

that it regulates a large number of genes and is critical for pathogenicity in vivo and intracellu-

lar invasion in vitro.

Table 1. (Continued)

Category/Gene name (genome

designation)

Description Fold change in fixLJ deletion

mutant

AK34_4984 FOG: GGDEF domain 2.4

AK34_1354 Dioxygenases related to 2-nitropropane dioxygenase 5.8

AK34_3566 Enoyl-CoA hydratase 13.6

AK34_3563 Acetyl-CoA synthetase 13.9

AK34_3562 Butyryl-CoA dehydrogenase 15.8

AK34_3722 4-carboxymuconolactone decarboxylase 11.9

AK34_3721 Phenylacetic acid degradation protein PaaY 13.0

AK34_4113 Outer membrane protein (porin) -4.7

a Significance is defined as greater than 2-fold change with q <0.05.

doi:10.1371/journal.ppat.1006116.t001
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Our findings that the B. dolosa fix pathway is activated by low oxygen fit well with prior

reports that the B. cenocepacia homolog of fixK (BCAM0049) was up-regulated during growth

in a low-oxygen environment [18, 19]. FixL homologs in other pathogenic Gram negative bac-

teria include one in Brucella, which was found to be necessary for intracellular survival [33].

Pseudomonas aeruginosa has a FixL homolog called BfiS (biofilm initiation sensor) along with

a FixJ homolog, BfiR, which, as their names suggest, have been shown to be critical for the irre-

versible attachment phase of biofilm development [34, 35]. The environmental signal that acti-

vates BfiS has not yet been elucidated. One recent study using Tn-seq found that BfiS and BfiR

Fig 7. B. dolosa virulence is independent of the presence of flagella. (A) B. dolosa strain AU0158 and its fliC

deletion mutant were plated on low-density (0.3%) LB agar and swimming distance was measured after

incubation for 48 hours. *P<0.05 by 1-way NOVA with Tukey’s multiple comparison test. Bars represent mean

measurements of 3–4 replicates and error bars represent one standard deviation (representative of three

independent experiments). (B) Overnight cultures of B. dolosa strain AU0158, the fixLJ deletion mutant, or the

fliC deletion mutant were diluted 1:100 in TSB with 1% glucose, incubated for 48 hours, and then assessed for

biofilm formation using crystal violet. Bars represent mean measurements of 6 replicates and error bars

represent one standard deviation of the data (representative of three independent experiments). (C-D) C57BL/6

mice were intranasally challenged with 4.8 x108 CFU/mouse of strain AU0158 or its fliC deletion mutant.

Bacterial loads were measured 7 days after infection in the lungs (C) and spleen (D). Data are derived from one

experiment done with 7–8 mice per group. Each point represents one mouse and bars represent medians.

doi:10.1371/journal.ppat.1006116.g007
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were critical for virulence in a murine model of GI tract colonization as fitness was 24- or

60-fold reduced compared to in vitro grown bacteria, respectively, and BfiS and BfiR transpo-

son mutants were unable to disseminate after these colonized mice were made neutropenic

[36].

We found that the fixLJ deletion mutant was less able to persist within the murine model

(Fig 2). At 1 day after infection, we saw lower numbers of bacteria within the lungs but similar

levels of in the spleens of mice infected with the fixLJ deletion mutant, demonstrating that

Fig 8. The B. dolosa fixLJ deletion mutant is less invasive of epithelial and macrophage-like cells. A549 cells (A) or THP-1 cells treated with

200 nM PMA for 3 days (B) in 24-well plates were infected with ~2x106 CFU/well (MOI of ~10:1) of strain AU0158, its fixLJ deletion mutant, or its

fliC deletion mutant for 2 hours, after which the percent of internalized bacterial relative to the total bacterial growth was determined by killing

extracellular bacteria with kanamycin (1 mg/mL). Means from 2–3 separate experiments with three replicates per experiment are plotted with error

bars representing one standard deviation. *P<0.05 by 1-way ANOVA with Tukey’s multiple comparison test. (C) THP-1-derived macrophages

were infected with ~2x106 CFU/well of B. dolosa for 2 hours, after which the extracellular bacteria were killed by treatment with kanamycin (1 mg/

mL) and number of intracellular bacteria were determined after a 24-hour incubation. *P<0.05 by t test. (D) THP-1-derived macrophages were

infected with ~2x106 CFU/well of B. dolosa for varying amounts of time (15 min-2 hours) after which the number of internalized bacteria was

determined by killing extracellular bacteria with kanamycin (1 mg/mL). *P<0.05 by t test compared to the fixLJ deletion mutant at that time point.

(E) THP-1-derived macrophages were infected with ~2x106 CFU/well of B. dolosa for 2 hours, after which the extracellular bacteria were treated

with kanamycin (1 mg/mL) for varying amounts of time, after which the percent of internalized bacterial relative to the total bacterial growth within

the initial 2-hour infection was determined. *P<0.05 by t test compared to strain AU0158 at that time point. # P<0.05 by 1-way ANOVA with Tukey’s

multiple comparison test compared to hour-1 measurement. (C-E) Means from representative experiment repeated twice. Separate experiments

with three replicates per experiment are plotted with error bars representing one standard deviation.

doi:10.1371/journal.ppat.1006116.g008
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there was no defect in the ability of the fixLJ deletion mutant to disseminate. Dissemination

from the lungs to the spleen could occur via an intracellular or an extracellular mechanism. In

Fig 8, we show that the fixLJ deletion mutant was less able to survive within THP-1 derived

macrophages, which suggests that fixLJ deletion mutant will be less able to disseminate via an

intracellular mechanism. These findings suggest that B. dolosa dissemination occurs via an

extracellular mechanism in this model. Lung histology showed evidence of significant inflam-

mation, consistent with the bacteria causing an infection opposed to colonization (S2 Fig).

There was no difference in lung pathology induced by strain AU0158 versus the fixLJ deletion

mutant, but this is likely related to the relatively high bacterial load seen in both infection

groups.

Interestingly the B. dolosa fixLJ deletion mutant made significantly more biofilm than the

parental strain, which is the opposite of what was seen when the P. aeruginosa bfiSR pathway

was inactivated [34]. Confocal microscopy images were consistent with the crystal violet stain-

ing, where the fixLJ deletion mutant produced more biofilm likely due to the increased num-

ber of bacteria attached to the glass (Fig 4). These results are interesting because other groups

have shown that non-motile P. aeruginosa and BCC are less likely to form biofilms [37, 38],

although non-motile BCC seem to be able to produce similar amounts of biofilm compared

motile wild-type strains if given enough time [38]. The clinical relevance of BCC biofilm pro-

duction is unclear. Indeed, one study found no correlation between the ability of BCC isolates

to form biofilm and clinical outcomes [39]. In another study that examined P. aeruginosa
and/or BCC infected CF lung tissue removed after transplant using species-specific antibodies

to stain the lung tissue, BCC bacteria were rarely found in biofilm-like structures while P. aeru-
ginosa were often found in such structures [40]. These reports along with our findings suggest

that biofilm production may not be beneficial for BCC infection.

Using RNA-seq, we found that ~11% of the B. dolosa genome was differentially expressed

within the fixLJ deletion mutant, demonstrating the size of the FixLJ regulon. Multiple compo-

nents of the flagella assembly pathway were found to be down-regulated in the fixLJ deletion

mutant. To evaluate the reduction in flagella expression as the mechanism of reduced persis-

tence in vivo seen in the fixLJ deletion mutant, we also tested a fliC deletion mutant. We found

that there was no reduction in the ability of the fliC deletion mutant to persist in the murine

lung or spleen, demonstrating that flagella are not required for B. dolosa virulence in our

model. This was a surprising result as other groups have found that BCC lacking flagella (or

otherwise non-motile) are less invasive, less able to form biofilms, and less lethal in murine

models [28, 29, 41]. This finding suggests that the virulence factors and mechanism of infec-

tion of B. dolosa are in some respects different from other members of the BCC.

The ability of BCC to invade and/or survive within epithelial cells and macrophages is

thought to represent an important aspect of BCC pathogenesis [42–44]. We found that the B.

dolosa fixLJ deletion mutant was less invasive towards A549 epithelial cells and THP-1 derived

macrophages (Fig 8). It is possible that the fixLJ deletion mutant is either less able to invade the

cell or less able to survive within the cell, or both. We found that the fixLJ deletion mutant

could equally become internalized as the parental AU0158 at early time points while the fixLJ
deletion mutant was unable to replicate intracellularly. The decreased numbers of the fixLJ
deletion mutant seen at the late time points in Fig 8D is likely due to decreased ability of the

fixLJ deletion mutant to survive and/or replicate intracellularly. These findings suggest that

lower intracellular survival seen in the fixLJ deletion mutant is responsible for the majority of

the decrease in invasiveness seen in Fig 8A and 8B. We hypothesize that the fixLJ deletion

mutant is unable regulate appropriate gene expression to survive within the intracellular envi-

ronment since it is unable to detect the lower oxygen concentration found there.
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Compared to strain AU0158, the fliC deletion mutant was less able to invade/survive within

A549 cells, but it was better able to survive within THP-1 derived macrophages. Both cell types

were centrifuged after addition of bacteria, eliminating the possibility of the fliC deletion

mutant being unable to swim to the human cell. Mohr and co-workers also reported that B.

cepacia flagella deletion mutants were less able to invade A549 cells [29]. Our finding that the

B. dolosa fliC deletion mutant had an increased number of intracellular bacteria in THP-1

derived macrophages likely relates to the absence of TLR-5 mediated activation of macro-

phages by flagella in the fliC deletion mutant. Our data overall suggest that the ability of B.

dolosa to survive within THP-1 derived macrophages is a better surrogate than survival within

A549 epithelial cells for in vivo fitness since results with the THP-1 derived macrophages

matched well with the murine model (fixLJ deletion mutant attenuated but fliC deletion

mutant not attenuated).

Our RNA-seq data suggest other pathways that might explain the phenotypes seen in the

fixLJmutant. We found genes encoding a putative type IVa pilus that is downregulated in the

fixLJ deletion mutant. A similar type IVa pilus in Burkholderia pseudomallei has been described

to bind to human epithelial cells and be required for virulence in nematode and murine mod-

els [30]. Other studies have found the homolog of the pilin (pilE) that was down-regulated

in the fixLJ deletion mutant to be critical for attachment of pathogenic Neisseria species to

human cells [31, 32]. We also identified genes encoding a putative type IVb pilus that is upre-

gulated in the fixLJ deletion mutant. Type IVb pili have been described to be involved in tight

adhesion to substrates and biofilm formation [45], so this pathway might explain the high bio-

film production of the fixLJ deletion mutant. Consistent with this hypothesis, we found that

the fixLJ deletion mutant biofilm was susceptible to proteinase K treatment, suggesting depen-

dency on proteins such as the flp pilus for biofilm formation. Further supporting this hypothe-

sis, we found that the fixLJ deletion mutant was able to adhere to the entirety of the glass

surface, which is perhaps due to the increased expression of the flp pilus in the fixLJ deletion

mutant compared to strain AU0158, which primarily formed biofilms with dome-like struc-

tures (Fig 4). Interestingly, homologs of the up-regulated component of the type IVb pilus (flp
subunit) were found to be down-regulated in vivo in a chronic B. cenocepacia infection model

in rats [46], suggesting that this pilus is detrimental to in vivo fitness during long-term infec-

tions. We also saw that the RNA-binding protein Hfq was upregulated in the fixLJ deletion

mutant, suggesting a role for sRNA in modulation of the fix regulon. We also found a large

number of regulatory proteins, suggesting the fixLJ regulon is complex and composed of ele-

ments that are both directly and indirectly regulated by fixLJ.
We also used the RNA-seq data to examine pathways that have been identified in other

BCC to mediate the phenotypes we observed. We found 2 sigma factors, rpoN (AK34_313)

and rpoE (AK34_2044), which were 1.9 and 2.3, respectively upregulated in the fixLJ deletion

mutant relative to AU0158. Both of these sigma factors were found to be critical for B. cenoce-
pacia survival within macrophages, and rpoNwas also critical for biofilm formation [41, 47].

In Table 1 we identify a putative T3SS that was upregulated in the fixLJ deletion mutant rela-

tive to AU0158. Tomich et al. found that B. cenocepacia T3SS mutants are less fit a murine

model [48]. In both cases we would have expected the sigma factors and T3SS to be downregu-

lated in the fixLJ deletion mutant if they were responsible for the phenotypes observed. The

fact that these previously published findings are not consistent with our findings demonstrates

that these phenotypes are complex, with multiple factors involved, and warrant further investi-

gation. BCC produce an exopolysaccharide, cepacian, that is required for mature biofilm for-

mation [39]. We saw no differential expression in any of the genes involved in the production

of cepacian [49] suggesting that other mechanisms such as the flp pilus are responsible for the

increased biofilm production.
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Whole-genome sequencing of isolates from an outbreak of B. dolosa led to the identification

of the fixLJ pathway being under strong positive selection during chronic infection [15, 50]. In

this study, we suggest that the B. dolosa FixLJ system is an oxygen-sensing mechanism that reg-

ulates biofilm formation, motility, intracellular invasion, and virulence. It appears that fixLJ is

required for in vivo persistence by limiting biofilm formation and allowing for survival within

macrophages, which is known to be a low-oxygen environment. Future studies will better

characterize the FixLJ pathway and identify individual components that are required for in
vivo persistence.

Materials and Methods

Ethics statement

All animal protocols and procedures were approved by the Boston Children’s Hospital Institu-

tional Animal Care and Use Committee (assurance number A3303-01). The specific protocol

number is 15-02-2889. All animal protocols are complement with NIH Office of Laboratory

Animal Welfare, Guide for the Care and Use of Laboratory Animals, The US Animal Welfare

Act, and PHS Policy on Humane Care and Use of Laboratory Animals.

Bacterial strains, plasmids, cell lines, and growth conditions

All strains used and generated in this study are listed in Table 2. B. dolosa strain AU0158 was

obtained from John LiPuma (University of Michigan) and is an early isolate from the index

patient from the B. dolosa outbreak (about 3 years into the outbreak). BCC and E. coli were

grown on LB plates or in LB medium and supplemented with following additives: ampicillin

(100 μg/mL), kanamycin (50 μg/mL for E. coli, 1 mg/mL for BCC), trimethoprim (100 μg/mL

for E. coli, 1 mg/mL for BCC), gentamicin (15 or 50 μg/mL), chloramphenicol (20 μg/mL), or

Table 2. Strains used in this study.

Notes Source

E.coli

NEB 5-alpha Competent E. coli DH5α derivative cloning strain NEB

RHO3 Mobilizer strain. Kms; SM10(λpir) Δasd::FRT ΔaphA::FRT [51]

BCC

B. dolosa AU0158 Clinical isolate John LiPuma

B. cenocepacia J2315 Clinical isolate Joanna Goldberg

B. multivorans ATCC 17616 Clinical isolate ATCC

B. dolosa ΔfixLJ B. dolosa AU0158 fixLJ deleted This study

ΔfixLJ + fixLJ B. dolosa ΔfixLJ + pfixLJ integrated at attTn7 site downstream of BDAG_4221 This study

ΔfixLJ + EV B. dolosa ΔfixLJ + empty pUC18T-mini-Tn7T-Tp integrated at attTn7 site downstream

of BDAG_4221

This study

ΔfixLJ + fixLJ-rha B. dolosa ΔfixLJ + pfixLJrha integrated at attTn7 site downstream of BDAG_4221 This study

ΔfixLJ + EV-rha B. dolosa ΔfixLJ + empty pTJrha integrated at attTn7 site downstream of BDAG_4221 This study

B. dolosa / pfixK-reporter B. dolosa carrying pfixK-reporter plasmid This study

B. dolosa / pSmfixK-reporter B. dolosa carrying pSmfixK-reporter -reporter plasmid This study

B. cenocepacia/ pfixK-reporter B. cenocepacia J2315 carrying pfixK-reporter plasmid This study

B. multivorans / pfixK-reporter B. multivorans ATCC 17616 carrying pfixK-reporter plasmid This study

ΔfixLJ + fixLJ / pfixK-reporter B. dolosa ΔfixLJ complemented with fixLJ carrying pfixk-reporterKm This study

ΔfixLJ + EV/ pfixK-reporter B. dolosa ΔfixLJ complemented with empty vector carrying pfixk-reporterKm This study

B. dolosa ΔfliC B. dolosa AU0158 fliC deleted This study

doi:10.1371/journal.ppat.1006116.t002
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diaminopimelic acid (200 μg/mL). Plasmids that were used in this study are listed in Table 3.

Human lung epithelial cells A459 and human monocyte line THP-1 were obtained from

ATCC. Both cell lines were grown at 37˚C with 5% CO2. A459 cells were grown in RPMI 1640

with L-glutamine and 10% heat-inactivated fetal calf serum (FCS, Gibco). Penicillin and strep-

tomycin were added for routine culture but were removed the day before and during experi-

ments. THP-1 cells were cultured in RPMI-1640 medium containing 2 mM L-glutamine, 10

mM HEPES, 1 mM sodium pyruvate, 4500 mg/L glucose, and 1500 mg/L sodium bicarbonate,

supplemented with 10% heat-inactivated FCS and 0.05 mM 2-mercaptoethanol. Human THP-

1 monocytes were differentiated into macrophages by seeding 1 mL into 24 well plates at 8x105

cells/mL with 200 nM phorbol 12-myristate 13-acetate (PMA) and incubated for 72 hours

then washed two times with media lacking PMA. Low oxygen environments were generated

by the CampyGen Gas Generating System (Thermo-Fisher), and the low-oxygen concentra-

tion (<5%) is based on the manufacture specifications.

Genetic manipulations and strain construction

An in-frame, clean deletion of fixLJ in B. dolosa AU0158 was generated using the suicide plas-

mid pEXKm5 [51]. Briefly, 1.4 kbp and 1.1 kbp flanking upstream and downstream, respec-

tively, were PCR amplified to introduce SmaI sites on the 5’ and 3’ ends of the upstream and

downstream fragments, respectively, and 16 bp overlap between the 3’ end of the upstream

fragment and the 5’ end of the downstream fragment. The two fragments were joined using

the NEBuilder HiFi DNA Assembly Master Mix (NEB) per manufacturer’s protocol and sub-

cloned into pGEM-T (Promega). The fragment was digested with SmaI and cloned into

pEXKm5 at the SmaI site and was named pFIXKO. pFIXKO was Sanger sequenced and trans-

formed into RHO3 E. coli and then conjugated into B. dolosa AU0158 along with the conjuga-

tion helper plasmid pRK2013 [54, 55]. Conjugants were selected for on LB with kanamycin at

1 mg/mL. Insertion of the plasmid was confirmed by PCR. To resolve merodiploidy, conju-

gants were counterselected against by plating on LB with 15% w/v sucrose and incubated for 2

days at 30˚C. Resolution and confirmation of fixLJ deletion was confirmed by PCR and Sanger

sequencing.

Table 3. Plasmids used in this study.

Notes Source

pEXkm5 KmR, sacB, gusA [51]

pFIXKO pEXkm5 carrying flanking regions of fixLJ This study

pRK2013 KmR conjugation helper [52]

pSCrhaB2 TpR, oripBBR1rhaR, rhaS [26]

pUC18T-mini-Tn7T-Tp AmpR, TpR on mini-Tn7T; mobilizable [52]

pfixLJ pUC18T-mini-Tn7T-Tp carrying fixLJ with 670 upstream flanking This study

pTJ-1 AmpR, TpR, pUC18T-mini-Tn7T-Tp-araC-PBAD-MCS; [53]

pTJrha pTJ-1 with rhamnose operator in place of arabinose operator This study

pFixLJrha pTJrha with fixLJ under the control of rhamnose operator This study

pTNS3 AmpR, helper plasmid for mini-Tn7 integration into attTn7 site [54]

S. meliloti PfixK-lacZ reporter plasmid CmR, S. meliloti fixK-controlled expression of lacZ [21]

pSmfixK-reporter pSCrhaB2 carrying S. meliloti fixK-lacZ fusion This study

pfixK-reporter pSCrhaB2 carrying B. dolosa fixK-lacZ fusion This study

pfixk-reporterKm KmR pfixK-reporter with KmR in place of TpR This study

pEXKm5-fliCdel pEXKm5 carrying flanking regions of fliC This study

pEXKm5Tet-fliCdel pEXKm5-fliCdel with tetR This study

doi:10.1371/journal.ppat.1006116.t003
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To complement the fixLJ deletion mutant, we generated stable chromosomally integrated

constructs using the mini-Tn7 system, which integrates into an attTn7 site [52, 55]. B. dolosa
strain AU0158 fixLJ along with 670 bp upstream was amplified using PCR with primers that

generated NsiL and KpnI sites at the 5’ and 3’ ends respectively. This fragment was cloned into

pUC18T-mini-Tn7T-Tp at the NsiL and KpnI sites, generating pfixLJ. A rhamnose-inducible

FixLJ expression construct was generated by replacing the arabinose operator of pTJ-1 with

rhamnose operator of pSCrhaB2 using NEBuilder HiFi DNA Assembly Master Mix (NEB) per

manufacturer’s protocol and primers generated using NEBuilder Assembly tool, generating

pTJrha. B. dolosa AU0158 fixLJwas amplified by PCR with primers that generated NcoI and

HindIII sites at the 5’ and 3’ ends respectively. This fragment was cloned into pTJrha at the

NcoI andHindIII sites generating the plasmid pFixLJrha. All insertions were verified by PCR

and Sanger sequencing. The fixLJ complementation vectors and the corresponding empty vec-

tor controls were conjugated into the fixLJ deletion mutant with pRK2013 and pTNS3 using

published procedures [54, 55]. Conjugants were selected for by plating on LB agar containing

trimethoprim (1 mg/mL) and gentamicin (50 μg/mL). Insertions into the attTn7 site down-

stream of BDAG_4221 was confirmed by PCR.

To generate the fixK-lacZ reporter plasmid the first 23 bp of fixK and the immediate 243 bp

upstream of the start codon were PCR amplified to generate aHindIII and KpnI sites at the 5’

and 3’ ends respectively. The fragment was subcloned into theHindIII and KpnI sites of S.

meliloti PfixK-lacZ reporter plasmid [21] generating an in-frame fusion of PfixKwith lacZ. The

S.meliloti and B. dolosa PfixK-lacZ fusion was removed by digestion with HindIII and BamHI,

and cloned into pSCrhaB2 at theHindIII and BamHI sites which resulted in pSmfixK-reporter

and pfixK-reporter, respectively. The insertion was verified by PCR and occurred in the oppo-

site orientation of the rhamnose operator, which is in pSCrhaB2. For use in some experiments

the trimethoprim resistance gene of pfixK-reporter in the pSCrhaB2 backbone was replaced

with the kanamycin resistance gene of pEXKm5 using NEBuilder HiFi DNA Assembly Master

Mix (NEB) per manufacturer’s protocol and primers generated using NEBuilder Assembly

tool generating pfixk-reporterKm. The pfixK-reporter and pSmfixk-reporter were conjugated

into B. dolosa AU0158, B. cenocepacia J2315, and B.multivorans ATCC 17616 in triparental

matings with pRK2013 [54, 55]. Conjugants were selected for by plating on LB agar containing

trimethoprim (1 mg/mL) and gentamicin (50 μg/mL). Conjugants were maintained in LB con-

taining trimethoprim (1 mg/mL).

An in-frame, clean deletion mutation in the B. dolosa fliC gene was generated using similar

methods. Briefly, 700 bp upstream and 700 bp downstream of BDAG_00084 was amplified by

PCR. These templates were used in a second PCR as templates to generate fused amplicons.

These amplicons were restricted and ligated into in the XmaI and EcoRI sites of pEXKm5, gen-

erating pEXKm5-fliCdel. For use in B. dolosa we cloned in the tet gene from miniCTX plasmid

ligated into the SpeI sites of pEXKm5-fliCdel. Sm10λ were transformed with pEXKm5Tet-fliC-

del and then transferred into B. dolosa by conjugation, and complemented isolates were coun-

terselected on LB agar supplemented with kanamycin (50 μg/ml) + tetracycline (75 μg/ml) +

ampicillin (100 μg/ml). Insertion of the plasmid into the chromosome was verified by PCR.

Counter-selection, to resolve merodiploidy was performed by plating the transconjugants on

LB medium + 10% sucrose. Resolution and confirmation of fliC deletion was confirmed by

PCR and Sanger sequencing.

Reporter assay

Burkholderia carrying a fixK-lacZ report plasmid were grown overnight in LB with kanamycin

or trimethoprim (1 mg/mL). Cultures were subcultured in LB in ambient air or LB that had
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been degassed in CampyGen Gas Generating System (Thermo-Fisher). Cultures were grown

in ambient oxygen with shaking (200 rpm) at 37˚C or within CampyGen Gas Generating Sys-

tem at 37˚C for 4–6 hours. The level of fix-driven LacZ activity was measured by determining

Miller Units following published procedures [21].

Murine model of pneumonia

Female C57BL/6 mice 6–8 weeks of age were obtained from Taconic Biosciences. Mice were

maintained at the animal facilities at Boston Children’s Hospital. Mice were anesthetized with

ketamine (100 mg/kg) and xylazine (13.3 mg/kg) given intraperitoneally. While the mice were

held in dorsal recumbency, 10 μL of inoculum was instilled in each nostril (20 μL total). The

inoculum consisted of log-grown B. dolosa washed in PBS and diluted to a concentration of

~2x1010 CFU/mL (4x108 CFU/mouse). Mice were euthanized 1 or 7 days after infection by

CO2 overdose, when lungs and spleen were aseptically removed. Lungs and spleens were

weighed and placed into 1 mL protease peptone, homogenized, and then serially diluted and

plated on Oxidation/Fermentation-Polymyxin-Bacitracin-Lactose (OFPBL) plates. At 7 days

after infection, mice infected in parallel were euthanized by CO2 overdose; 1 mL 1% parafor-

maldehyde (Boston BioProducts) was instilled into the lungs for 5 min. Lungs were removed

and fixed in 1% paraformaldehyde for 2 hours. Lungs were stored in 70% ethanol until paraffin

embedded and 5 micron sections were made and hematoxylin and eosin stained. A rodent

pathologist scored the slides for degree of lung inflammation.

Biofilm formation

The ability to form biofilm on PVC plates was determined using published methods [56].

Briefly overnight cultures were diluted in TSB with 1% glucose and pipetted into wells of a

96-well PVC plate. Plates were incubated 48 hours at 37˚C, when unattached bacteria were

washed with DI water. Biofilms were stained with 0.5% crystal violet and excess stain was

washed away, and stain was solubilized with 33% acetic acid. The solution was transferred to a

flat bottom plate, and then staining (biofilm amount) was quantified by measuring O.D.540. To

measure biofilm dispersal, 48 hour biofilms were washed with DI water and treated with 120

u/mL DNase I, 3.18 mAu/mL proteinase K, or 50 μg/mL dispersin B for 24 hours at 37˚C. Bio-

film was then measured as described above.

Confocal microscopy

Overnight cultures of strain AU0158 or its fixLJ deletion mutant were diluted 1:100 in TSB

with 1% glucose and 200 μL was pipetted into 4 wells of an 8-well glass chamber slide (Lab-

Tek) and incubated for 48 hours at 37˚C. Non-adherent bacteria were removed by two washes

with PBS. Bacteria were stained with Live/Dead BacLight Bacterial Viability Kit (Molecular

Probes) using STYO 9 and propidium iodide per the manufacturer’s protocol. Stained slides

were washed with PBS twice and fixed with 4% paraformaldehyde for 15 minutes at room tem-

perature and then visualized Zeiss Axiovert Spinning Disk Confocal Microscope. Mosaic

images consisting of 16 fields of view and 1 μm Z-stack images were acquired analyzed using

Slidebook (3i, Intelligent Imaging Innovations Inc.).

Motility assay

The ability B. dolosa to swim was measured in low density LB agar using published methods

[57]. Briefly, 10 μL of overnight B. dolosa culture was plated in the center of low density (0.3%
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agar) LB plate. Plates were incubated agar side down for 48 hours at 37˚C when swimming

diameter was measured.

RNA-seq

RNA was isolated from log phase B. dolosa (two biological replicates for AU0158 and three

biological replicates for AU0158 fixLJ deletion mutant) using the Ribopure Bacterial RNA

Purification Kit (Ambion) per manufacturer’s protocol, contaminant DNA was removed

using provided DNase. RNA was cleaned using Trizol Reagent (Fisher Scientific) per manufac-

turer’s protocol. rRNA was depleted from 10 μg of total RNA using the MICROBExpress Bacte-

rial mRNA Enrichment Kit (Ambion) and then the RNA was fragmented using NEBNext

Magnesium RNA Fragmentation Module (NEB), both per manufacturer’s protocols. The

NEBNext Multiplex Small RNA Library Prep Set for Illumina was used to prepare the library

with each replicate labeled with a unique barcode enabling multiplexing. Samples were

sequenced using single end 50 bp reads using the Illumina HiSeq. Data analysis occurred

within in the Galaxy platform (usegalaxy.org) [58]. Reads (9–12 million reads per replicate)

were trimmed using the Trimmomatic tool [59] and mapped to the B. dolosa AU0158 genome

(GenBank assembly accession GCA_000959505.1) [60] using BowTie2 using very sensitive

local preset settings [61]. Differentially expressed genes were identified using CuffDiff using

Benjamini–Hochberg procedure to determine the q value (p value corrected for multiple com-

parisons) [62].

Bacterial invasion assays

The ability of B. dolosa to invade and persist within human epithelial cells and macrophages

was determined using published protocols [42, 63, 64]. A549 cells were grown to confluence in

24-wells plates. Human THP-1 monocytes were differentiated into macrophages by 72 hour

PMA treatment. A549 or THP-1 derived macrophages were infected with log-phase grown B.

dolosa washed in RPMI three times at ~2x106 CFU/well (MOI of ~10:1). Plates were spun at

500 g for 5 minutes to synchronize infection and then incubated 15 minutes -2 hours at 37˚C

with 5% CO2. To determine the total number of bacteria, wells were treated with 100 μL of

10% Triton-X100 lysis buffer (final concentration 1% Triton-X100), serially diluted, and plated

to enumerate the number of bacteria. To determine the number of intracellular bacteria, sepa-

rate infected wells were washed two times with PBS and then incubated with RPMI + 10%

heat-inactivated FCS with kanamycin (1 mg/mL) for 1–24 hours. Monolayers were washed

three times with PBS and lysed with 1% Triton-X100, serially diluted, and plated to enumerate

the number of bacteria.

qRT-PCR

cDNA was synthesized from 2 μg RNA using the ProtoScript II First Strand cDNA Synthesis

Kit (NEB) per manufacture’s protocol. cDNA was cleaned using QIAquick PCR Purification

Kit (Qiagen). Genes were amplified using oligos listed in S2 Table and FastStart Essential DNA

Green Master Mix (Roche) per manufacturer’s protocol. Expression was determined relative

to AU0158 normalized by gyrB (AK34_3072) or rpoD (AK34_4533) expression using the ΔΔCt

method [65]. Both gyrB and rpoD had similar expression by RNA-seq between AU0158 and

the fixLJ deletion mutant, and these genes have been used to normalize expression in B. cenoce-
pacia in other studies [49, 66]
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LDH release assay

A549 cells were grown to confluence in 24 wells plates. Human THP-1 monocytes were differ-

entiated into macrophages by 72 hour PMA treatment. A549 or THP-1 derived macrophages

were infected with B. dolosa washed in RPMI three times at ~1x107 CFU/well (M.O.I. of

~100:1). Plates were spun 500 g for 5 minutes to synchronize infection and incubated 6 hours

at 37˚C with 5% CO2. In other experiments, THP-1 derived macrophages were infected with

B. dolosa washed in RPMI three times at ~1x106 CFU/well (M.O.I. of ~10:1). Plates were spun

500 g for 5 minutes to synchronize infection and incubated 2 hours at 37˚C with 5% CO2.

Plates were washed two times with PBS and then incubated with RPMI + 10% heat-inactivated

FCS with kanamycin (1 mg/mL) for 24 hours. All plates were spun 500 x g for 5 minutes and

supernatants were removed and froze at -80˚C. LDH release was measured within superna-

tants using CytoTox 96 Non-Radioactive Cytotoxicity Assay (Promega) per manufacture’s

protocol. For a positive control untreated wells were treated with 10X lysis buffer (provided

with kit) during the last 30 minutes of incubation. Percent cytoxicity was determined relative

to maximum LDH release from cells treated with lysis buffer.

Supporting Information

S1 Fig. The B. dolosa fixLJ deletion mutant has a slight growth defect. B. dolosa AU0158 or

fixLJwere grown for 24 hours in LB in ambient oxygen with agitation (200rpm) or low oxygen

(<5%) in a CampyGen Gas Generating System. CFU/mL was determined at indicated time

point. Bars are means of a representative of three separate experiments with 3 biological repli-

cates per experiment; error bars are S.D. � denotes P< 0.05 AU0158 vs fixLJ growth in ambient

oxygen by t test. # denotes P< 0.05 AU0158 vs fixLJ growth in low oxygen by t test.

(TIFF)

S2 Fig. Mice infected with B. dolosa show evidence of bacterial pneumonia. 7 days after

infection with strain AU0158 (A&C) or the fixLJ deletion mutant (B&D), lung pathology was

analyzed by H&E staining. Figures are representative from 2 separate experiments with 3–4

mice per group per experiment.

(TIF)

S3 Fig. The B. dolosa fixLJ deletion mutant produces increased biofilm sensitive to protein-

ase K treatment. (A&B) Growth-adjusted biofilm formation of B. dolosa AU0158 constructs

on PVC plates as measured by crystal violet staining at 48 hours. Strains were grown in TSB

with 1% glucose at varying inocula. Biofilm staining was divided by O.D.600 measured at 48

hour time point. Bars represent mean measurements of 5–6 replicates and error bars represent

one standard deviation (representative of three independent experiments). �P<0.05 compared

to AU0158 by 1-way ANOVA with Tukey’s multiple comparison test. (C) 48 hour AU0158 or

fixLJ deletion mutant biofilm was treated with 120 u/mL DNase I, 3.18 mAu/mL proteinase K,

or 50 μg/mL dispersin B for 24 hours at 37˚C, when biofilm was measured by crystal violet

staining. Bars represent mean measurements of 4–6 replicates and error bars represent one

standard deviation (representative of two independent experiments). �P<0.05 compared to

the corresponding untreated group by 1-way ANOVA with Dunnett’s multiple comparison

test.

(TIFF)

S4 Fig. The B. dolosa fixLJ deletion mutant has altered fliC, flhD, flp, and fixK expression.

Relative expression of fliC (A&E), flhD (B&F), flp (C&G), fixK (D&H) in the fixLJ deletion

mutant or complemented controls measured by qRT-PCR normalized to the expression of
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gyrB (A-D) or rpoD (E-H). Bars are means of 2–3 separate experiments with 2–3 biological

replicates per experiment; error bars are S.D. �denotes P< 0.05 by t test.

(TIFF)

S5 Fig. B. dolosa does not induce LDH release from A549 or THP-1 cells. A549 cells (A) or

THP-1 cells treated with 200 nM PMA for 3 days (B&C) in a 24-well plate were infected with

~1x107 CFU/well (MOI of ~100:1) of B. dolosa AU0158 or derivatives for 6 hours when LDH

release was measured (A&B). (C) THP-1 derived macrophages were infected with B. dolosa
AU0158 or derivatives for 2 hours when cells were washed and treated with media containing

1 mg/mL kanamycin for 24 hours when LDH release was measured. Percent cytotoxicity was

determined based on LDH from cells treated with lysis buffer. Bars are means from a represen-

tative experiment from 3 separate experiments with 3–4 replicates per experiments; error bars

depict S.D. There was no significant difference (p<0.05) by ANOVA with Tukey’s with multi-

ple comparison test between AU0158 vs fixLJ deletion mutant, ΔfixLJ + fixLJ, ΔfixLJ + EV, or

AU0158 vs fliC deletion.

(TIFF)

S1 Table. Expression and fold change in B. dolosa AU0158 and fixLJ deletion mutant mea-

sured by RNA-seq.

(XLSX)

S2 Table. Oligonucleotides used for qRT-PCR.

(DOCX)

Acknowledgments

We would like to thank Kathryn Ramesy and Simon Dove for their assistance with RNA-seq

and qRT-PCR protocols. We would like to thank Stephan Lory for his assistance with RNA-

seq and thoughtful discussions. We would also like to thank Miguel Valvano, John LiPuma,

Joanna Goldberg, Herbert Schweizer, and Hiro Nakamura for their generous gifts of strains

and vectors. We would also like to thank Jay Thiagarajah for his assistance with confocal

microscopy. We thank Roderick Bronson at Dana-Farber/Harvard Cancer Center in Boston,

MA, for the use of the Rodent Histopathology Core, which provided histology services. Disper-

sin B was a generous gift from Jerry Pier (Brigham and Women’s Hospital).

Author Contributions

Conceptualization: MMS GPP.

Formal analysis: MMS TLL NMB GPP.

Funding acquisition: DYH GPP.

Investigation: MMS TLL NMB.

Methodology: MMS GPP.

Resources: DR DYH.

Visualization: MMS.

Writing – original draft: MMS.

Writing – review & editing: MMS TLL NMB DR DYH GPP.

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 23 / 27

http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006116.s005
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006116.s006
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006116.s007


References
1. Gibson RL, Burns JL, Ramsey BW. Pathophysiology and management of pulmonary infections in cystic

fibrosis. Am J Resp Crit Care Med. 2003; 168(8):918–51. doi: 10.1164/rccm.200304-505SO PMID:

14555458

2. Mahenthiralingam E, Urban TA, Goldberg JB. The multifarious, multireplicon Burkholderia cepacia com-

plex. Nat Rev Microbiol. 2005; 3(2):144–56. doi: 10.1038/nrmicro1085 PMID: 15643431

3. CDC. Multistate Outbreak of Burkholderia cepacia Infections [https://www.cdc.gov/hai/outbreaks/b-

cepacia/index.html.

4. Roos D. Chronic granulomatous disease. Br Med Bull. 2016; 118(1):50–63. doi: 10.1093/bmb/ldw009

PMID: 26983962

5. LiPuma JJ. Burkholderia and emerging pathogens in cystic fibrosis. Semin Resp Crit Care Med. 2003;

24(6):681–92.

6. Lewin LO, Byard PJ, Davis PB. Effect of Pseudomonas cepacia colonization on survival and pulmonary

function of cystic fibrosis patients. J Clin Epidemiol. 1990; 43(2):125–31. PMID: 2303842

7. Whiteford ML, Wilkinson JD, McColl JH, Conlon FM, Michie JR, Evans TJ, et al. Outcome of Burkhol-

deria (Pseudomonas) cepacia colonisation in children with cystic fibrosis following a hospital outbreak.

Thorax. 1995; 50(11):1194–8. PMID: 8553277

8. Corey M, Farewell V. Determinants of mortality from cystic fibrosis in Canada, 1970–1989. Am J Epide-

miol. 1996; 143(10):1007–17. PMID: 8629607

9. Liou TG, Adler FR, Fitzsimmons SC, Cahill BC, Hibbs JR, Marshall BC. Predictive 5-year survivorship

model of cystic fibrosis. Am J Epidemiol. 2001; 153(4):345–52. PMID: 11207152

10. McCloskey M, McCaughan J, Redmond AO, Elborn JS. Clinical outcome after acquisition of Burkhol-

deria cepacia in patients with cystic fibrosis. Irish J Med Sci. 2001; 170(1):28–31. PMID: 11440408

11. Isles A, Maclusky I, Corey M, Gold R, Prober C, Fleming P, et al. Pseudomonas cepacia infection in cys-

tic fibrosis: an emerging problem. J Pediatrics. 1984; 104(2):206–10.

12. Biddick R, Spilker T, Martin A, LiPuma JJ. Evidence of transmission of Burkholderia cepacia, Burkhol-

deria multivorans and Burkholderia dolosa among persons with cystic fibrosis. FEMS Microbiol Lett.

2003; 228(1):57–62. PMID: 14612237

13. Kalish LA, Waltz DA, Dovey M, Potter-Bynoe G, McAdam AJ, Lipuma JJ, et al. Impact of Burkholderia

dolosa on lung function and survival in cystic fibrosis. Am J Respir Crit Care Med. 2005; 173(4):421–5.

doi: 10.1164/rccm.200503-344OC PMID: 16272450

14. Boucher HW, Talbot GH, Bradley JS, Edwards JE, Gilbert D, Rice LB, et al. Bad bugs, no drugs: no

ESKAPE! An update from the Infectious Diseases Society of America. Clin Infect Dis. 2009; 48(1):1–12.

doi: 10.1086/595011 PMID: 19035777

15. Lieberman TD, Michel JB, Aingaran M, Potter-Bynoe G, Roux D, Davis MR Jr., et al. Parallel bacterial

evolution within multiple patients identifies candidate pathogenicity genes. Nat Genet. 2011; 43

(12):1275–80. doi: 10.1038/ng.997 PMID: 22081229

16. Crosson S, McGrath PT, Stephens C, McAdams HH, Shapiro L. Conserved modular design of an oxy-

gen sensory/signaling network with species-specific output. Proc Natl Acad Sci USA. 2005; 102

(22):8018–23. doi: 10.1073/pnas.0503022102 PMID: 15911751

17. Capra EJ, Perchuk BS, Skerker JM, Laub MT. Adaptive mutations that prevent crosstalk enable the

expansion of paralogous signaling protein families. Cell. 2012; 150(1):222–32. doi: 10.1016/j.cell.2012.

05.033 PMID: 22770222

18. Sass AM, Schmerk C, Agnoli K, Norville PJ, Eberl L, Valvano MA, et al. The unexpected discovery of a

novel low-oxygen-activated locus for the anoxic persistence of Burkholderia cenocepacia. ISME J.

2013; 7(8):1568–81. doi: 10.1038/ismej.2013.36 PMID: 23486248

19. Pessi G, Braunwalder R, Grunau A, Omasits U, Ahrens CH, Eberl L. Response of Burkholderia cenoce-

pacia H111 to micro-oxia. PLoS One. 2013; 8(9):e72939. doi: 10.1371/journal.pone.0072939 PMID:

24023794

20. Silva IN, Santos PM, Santos MR, Zlosnik JEA, Speert DP, Buskirk SW, et al. Long-term evolution of

Burkholderia multivorans during a chronic cystic fibrosis infection reveals shifting forces of selection.

mSystems. 2016; 1(3):e00029–16. doi: 10.1128/mSystems.00029-16 PMID: 27822534

21. Saito K, Ito E, Hosono K, Nakamura K, Imai K, Iizuka T, et al. The uncoupling of oxygen sensing, phos-

phorylation signalling and transcriptional activation in oxygen sensor FixL and FixJ mutants. Mol Micro-

biol. 2003; 48(2):373–83. PMID: 12675798

22. Crosson S, McGrath PT, Stephens C, McAdams HH, Shapiro L. Conserved modular design of an oxygen

sensory/signaling network with species-specific output. Proc Natl Acad Sci U S A. 2005; 102(22):8018–

23. doi: 10.1073/pnas.0503022102 PMID: 15911751

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 24 / 27

http://dx.doi.org/10.1164/rccm.200304-505SO
http://www.ncbi.nlm.nih.gov/pubmed/14555458
http://dx.doi.org/10.1038/nrmicro1085
http://www.ncbi.nlm.nih.gov/pubmed/15643431
https://www.cdc.gov/hai/outbreaks/b-cepacia/index.html
https://www.cdc.gov/hai/outbreaks/b-cepacia/index.html
http://dx.doi.org/10.1093/bmb/ldw009
http://www.ncbi.nlm.nih.gov/pubmed/26983962
http://www.ncbi.nlm.nih.gov/pubmed/2303842
http://www.ncbi.nlm.nih.gov/pubmed/8553277
http://www.ncbi.nlm.nih.gov/pubmed/8629607
http://www.ncbi.nlm.nih.gov/pubmed/11207152
http://www.ncbi.nlm.nih.gov/pubmed/11440408
http://www.ncbi.nlm.nih.gov/pubmed/14612237
http://dx.doi.org/10.1164/rccm.200503-344OC
http://www.ncbi.nlm.nih.gov/pubmed/16272450
http://dx.doi.org/10.1086/595011
http://www.ncbi.nlm.nih.gov/pubmed/19035777
http://dx.doi.org/10.1038/ng.997
http://www.ncbi.nlm.nih.gov/pubmed/22081229
http://dx.doi.org/10.1073/pnas.0503022102
http://www.ncbi.nlm.nih.gov/pubmed/15911751
http://dx.doi.org/10.1016/j.cell.2012.05.033
http://dx.doi.org/10.1016/j.cell.2012.05.033
http://www.ncbi.nlm.nih.gov/pubmed/22770222
http://dx.doi.org/10.1038/ismej.2013.36
http://www.ncbi.nlm.nih.gov/pubmed/23486248
http://dx.doi.org/10.1371/journal.pone.0072939
http://www.ncbi.nlm.nih.gov/pubmed/24023794
http://dx.doi.org/10.1128/mSystems.00029-16
http://www.ncbi.nlm.nih.gov/pubmed/27822534
http://www.ncbi.nlm.nih.gov/pubmed/12675798
http://dx.doi.org/10.1073/pnas.0503022102
http://www.ncbi.nlm.nih.gov/pubmed/15911751


23. Kanehisa M, Sato Y, Kawashima M, Furumichi M, Tanabe M. KEGG as a reference resource for gene

and protein annotation. Nucleic Acids Research. 2016; 44(D1):D457–D62. doi: 10.1093/nar/gkv1070

PMID: 26476454

24. Suarez-Moreno ZR, Caballero-Mellado J, Coutinho BG, Mendonca-Previato L, James EK, Venturi V.

Common features of environmental and potentially beneficial plant-associated Burkholderia. Microb

Ecol. 2012; 63(2):249–66. doi: 10.1007/s00248-011-9929-1 PMID: 21850446

25. Letunic I, Doerks T, Bork P. SMART: recent updates, new developments and status in 2015. Nucleic

Acids Research. 2015; 43(D1):D257–D60.

26. Cardona ST, Valvano MA. An expression vector containing a rhamnose-inducible promoter provides

tightly regulated gene expression in Burkholderia cenocepacia. Plasmid. 2005; 54(3):219–28. doi: 10.

1016/j.plasmid.2005.03.004 PMID: 15925406

27. Skurnik D, Davis MR Jr., Benedetti D, Moravec KL, Cywes-Bentley C, Roux D, et al. Targeting pan-

resistant bacteria with antibodies to a broadly conserved surface polysaccharide expressed during

infection. J Infect Dis. 2012; 205(11):1709–18. doi: 10.1093/infdis/jis254 PMID: 22448004

28. Urban TA, Griffith A, Torok AM, Smolkin ME, Burns JL, Goldberg JB. Contribution of Burkholderia ceno-

cepacia flagella to infectivity and inflammation. Infect Immun. 2004; 72(9):5126–34. doi: 10.1128/IAI.72.

9.5126-5134.2004 PMID: 15322006

29. Tomich M, Herfst CA, Golden JW, Mohr CD. Role of flagella in host cell invasion by Burkholderia cepa-

cia. Infect Immun. 2002; 70(4):1799–806. doi: 10.1128/IAI.70.4.1799-1806.2002 PMID: 11895941

30. Essex-Lopresti AE, Boddey JA, Thomas R, Smith MP, Hartley MG, Atkins T, et al. A type IV pilin, PilA,

contributes to adherence of Burkholderia pseudomallei and virulence in vivo. Infect Immun. 2005; 73

(2):1260–4. doi: 10.1128/IAI.73.2.1260-1264.2005 PMID: 15664977

31. Carbonnelle E, Helaine S, Prouvensier L, Nassif X, Pelicic V. Type IV pilus biogenesis in Neisseria

meningitidis: PilW is involved in a step occurring after pilus assembly, essential for fibre stability and

function. Mol Microbiol. 2005; 55(1):54–64. doi: 10.1111/j.1365-2958.2004.04364.x PMID: 15612916

32. Scheuerpflug I, Rudel T, Ryll R, Pandit J, Meyer TF. Roles of PilC and PilE proteins in pilus-mediated

adherence of Neisseria gonorrhoeae and Neisseria meningitidis to human erythrocytes and endothelial

and epithelial cells. Infect Immun. 1999; 67(2):834–43. PMID: 9916098

33. Roset MS, Almiron MA. FixL-like sensor FlbS of Brucella abortus binds haem and is necessary for sur-

vival within eukaryotic cells. FEBS Lett. 2013; 587(18):3102–7. doi: 10.1016/j.febslet.2013.07.047

PMID: 23954290

34. Petrova OE, Sauer K. A novel signaling network essential for regulating Pseudomonas aeruginosa bio-

film development. PLoS Pathog. 2009; 5(11):e1000668. doi: 10.1371/journal.ppat.1000668 PMID:

19936057

35. Petrova OE, Sauer K. SagS contributes to the motile-sessile switch and acts in concert with BfiSR to

enable Pseudomonas aeruginosa biofilm formation. J Bacteriol. 2011; 193(23):6614–28. doi: 10.1128/

JB.00305-11 PMID: 21949078

36. Skurnik D, Roux D, Aschard H, Cattoir V, Yoder-Himes D, Lory S, et al. A comprehensive analysis of in

vitro and in vivo genetic fitness of Pseudomonas aeruginosa using high-throughput sequencing of trans-

poson libraries. PLoS Pathog. 2013; 9(9):e1003582. doi: 10.1371/journal.ppat.1003582 PMID:

24039572

37. O’Toole GA, Kolter R. Flagellar and twitching motility are necessary for Pseudomonas aeruginosa bio-

film development. Mol Microbiol. 1998; 30(2):295–304. PMID: 9791175

38. Huber B, Riedel K, Kothe M, Givskov M, Molin S, Eberl L. Genetic analysis of functions involved in the

late stages of biofilm development in Burkholderia cepacia H111. Mol Microbiol. 2002; 46(2):411–26.

PMID: 12406218

39. Cunha MV, Sousa SA, Leitao JH, Moreira LM, Videira PA, Sa-Correia I. Studies on the involvement of

the exopolysaccharide produced by cystic fibrosis-associated isolates of the Burkholderia cepacia com-

plex in biofilm formation and in persistence of respiratory infections. J Clin Microbiol. 2004; 42(7):3052–

8. doi: 10.1128/JCM.42.7.3052-3058.2004 PMID: 15243059

40. Schwab U, Abdullah LH, Perlmutt OS, Albert D, Davis CW, Arnold RR, et al. Localization of Burkhol-

deria cepacia complex bacteria in cystic fibrosis lungs and interactions with Pseudomonas aeruginosa

in hypoxic mucus. Infect Immun. 2014; 82(11):4729–45. doi: 10.1128/IAI.01876-14 PMID: 25156735

41. Saldı́as MS, Lamothe J, Wu R, Valvano MA. Burkholderia cenocepacia requires the RpoN sigma factor

for biofilm formation and intracellular trafficking within macrophages. Infect Immun. 2008; 76(3):1059–

67. doi: 10.1128/IAI.01167-07 PMID: 18195023

42. Schmerk CL, Valvano MA. Burkholderia multivorans survival and trafficking within macrophages. J Med

Microbiol. 2013; 62(Pt 2):173–84. doi: 10.1099/jmm.0.051243-0 PMID: 23105020

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 25 / 27

http://dx.doi.org/10.1093/nar/gkv1070
http://www.ncbi.nlm.nih.gov/pubmed/26476454
http://dx.doi.org/10.1007/s00248-011-9929-1
http://www.ncbi.nlm.nih.gov/pubmed/21850446
http://dx.doi.org/10.1016/j.plasmid.2005.03.004
http://dx.doi.org/10.1016/j.plasmid.2005.03.004
http://www.ncbi.nlm.nih.gov/pubmed/15925406
http://dx.doi.org/10.1093/infdis/jis254
http://www.ncbi.nlm.nih.gov/pubmed/22448004
http://dx.doi.org/10.1128/IAI.72.9.5126-5134.2004
http://dx.doi.org/10.1128/IAI.72.9.5126-5134.2004
http://www.ncbi.nlm.nih.gov/pubmed/15322006
http://dx.doi.org/10.1128/IAI.70.4.1799-1806.2002
http://www.ncbi.nlm.nih.gov/pubmed/11895941
http://dx.doi.org/10.1128/IAI.73.2.1260-1264.2005
http://www.ncbi.nlm.nih.gov/pubmed/15664977
http://dx.doi.org/10.1111/j.1365-2958.2004.04364.x
http://www.ncbi.nlm.nih.gov/pubmed/15612916
http://www.ncbi.nlm.nih.gov/pubmed/9916098
http://dx.doi.org/10.1016/j.febslet.2013.07.047
http://www.ncbi.nlm.nih.gov/pubmed/23954290
http://dx.doi.org/10.1371/journal.ppat.1000668
http://www.ncbi.nlm.nih.gov/pubmed/19936057
http://dx.doi.org/10.1128/JB.00305-11
http://dx.doi.org/10.1128/JB.00305-11
http://www.ncbi.nlm.nih.gov/pubmed/21949078
http://dx.doi.org/10.1371/journal.ppat.1003582
http://www.ncbi.nlm.nih.gov/pubmed/24039572
http://www.ncbi.nlm.nih.gov/pubmed/9791175
http://www.ncbi.nlm.nih.gov/pubmed/12406218
http://dx.doi.org/10.1128/JCM.42.7.3052-3058.2004
http://www.ncbi.nlm.nih.gov/pubmed/15243059
http://dx.doi.org/10.1128/IAI.01876-14
http://www.ncbi.nlm.nih.gov/pubmed/25156735
http://dx.doi.org/10.1128/IAI.01167-07
http://www.ncbi.nlm.nih.gov/pubmed/18195023
http://dx.doi.org/10.1099/jmm.0.051243-0
http://www.ncbi.nlm.nih.gov/pubmed/23105020


43. Martin DW, Mohr CD. Invasion and intracellular survival of Burkholderia cepacia. Infect Immun. 2000;

68(1):24–9. PMID: 10603364

44. Cieri MV, Mayer-Hamblett N, Griffith A, Burns JL. Correlation between an in vitro invasion assay and a

murine model of Burkholderia cepacia lung infection. Infect Immun. 2002; 70(3):1081–6. doi: 10.1128/

IAI.70.3.1081-1086.2002 PMID: 11854186

45. Tomich M, Planet PJ, Figurski DH. The tad locus: postcards from the widespread colonization island.

Nat Rev Microbiol. 2007; 5(5):363–75. doi: 10.1038/nrmicro1636 PMID: 17435791

46. O’Grady EP, Sokol PA. Burkholderia cenocepacia differential gene expression during host-pathogen

interactions and adaptation to the host environment. Front Cell Infect Microbiol. 2011; 1:15. doi: 10.

3389/fcimb.2011.00015 PMID: 22919581

47. Flannagan RS, Valvano MA. Burkholderia cenocepacia requires RpoE for growth under stress condi-

tions and delay of phagolysosomal fusion in macrophages. Microbiology. 2008; 154(Pt 2):643–53. doi:

10.1099/mic.0.2007/013714-0 PMID: 18227267

48. Tomich M, Griffith A, Herfst CA, Burns JL, Mohr CD. Attenuated virulence of a Burkholderia cepacia

type III secretion mutant in a murine model of infection. Infect Immun. 2003; 71(3):1405–15. doi: 10.

1128/IAI.71.3.1405-1415.2003 PMID: 12595458

49. Ferreira AS, Leitão JH, Silva IN, Pinheiro PF, Sousa SA, Ramos CG, et al. Distribution of cepacian bio-

synthesis genes among environmental and clinical Burkholderia strains and role of cepacian exopoly-

saccharide in resistance to stress conditions. Appl Environ Microbiol. 2010; 76(2):441–50. doi: 10.1128/

AEM.01828-09 PMID: 19948863

50. Lieberman TD, Flett KB, Yelin I, Martin TR, McAdam AJ, Priebe GP, et al. Genetic variation of a bacte-

rial pathogen within individuals with cystic fibrosis provides a record of selective pressures. Nat Genet.

2014; 46(1):82–7. doi: 10.1038/ng.2848 PMID: 24316980

51. Lopez CM, Rholl DA, Trunck LA, Schweizer HP. Versatile dual-technology system for markerless allele

replacement in Burkholderia pseudomallei. Appl Environ Microbiol. 2009; 75(20):6496–503. doi: 10.

1128/AEM.01669-09 PMID: 19700544

52. Choi KH, Schweizer HP. mini-Tn7 insertion in bacteria with single attTn7 sites: example Pseudomonas

aeruginosa. Nat Protoc. 2006; 1(1):153–61. doi: 10.1038/nprot.2006.24 PMID: 17406227

53. Damron FH, McKenney ES, Schweizer HP, Goldberg JB. Construction of a broad-host-range Tn7-

based vector for single-copy P(BAD)-controlled gene expression in gram-negative bacteria. Appl Envi-

ron Microbiol. 2013; 79(2):718–21. doi: 10.1128/AEM.02926-12 PMID: 23124231

54. Choi K-H, Mima T, Casart Y, Rholl D, Kumar A, Beacham IR, et al. Genetic tools for select-agent-com-

pliant manipulation of Burkholderia pseudomallei. Appl Environ Microbiol. 2008; 74(4):1064–75. doi: 10.

1128/AEM.02430-07 PMID: 18156318

55. Choi KH, DeShazer D, Schweizer HP. mini-Tn7 insertion in bacteria with multiple glmS-linked attTn7

sites: example Burkholderia mallei ATCC 23344. Nat Protoc. 2006; 1(1):162–9. doi: 10.1038/nprot.

2006.25 PMID: 17406228

56. Merritt JH, Kadouri DE, O’Toole GA. Growing and analyzing static biofilms. Curr Protoc Microbiol. 2005;

Chapter 1:Unit 1B.

57. Zlosnik JE, Mori PY, To D, Leung J, Hird TJ, Speert DP. Swimming motility in a longitudinal collection of

clinical isolates of Burkholderia cepacia complex bacteria from people with cystic fibrosis. PLoS One.

2014; 9(9):e106428. doi: 10.1371/journal.pone.0106428 PMID: 25203161

58. Afgan E, Baker D, van den Beek M, Blankenberg D, Bouvier D, Čech M, et al. The Galaxy platform for

accessible, reproducible and collaborative biomedical analyses: 2016 update. Nucleic Acids Research.

2016; 44(W1):W3–W10. doi: 10.1093/nar/gkw343 PMID: 27137889

59. Bolger AM, Lohse M, Usadel B. Trimmomatic: a flexible trimmer for Illumina sequence data. Bioinfor-

matics. 2014; 30(15):2114–20. doi: 10.1093/bioinformatics/btu170 PMID: 24695404

60. Johnson SL, Bishop-Lilly KA, Ladner JT, Daligault HE, Davenport KW, Jaissle J, et al. Complete

genome sequences for 59 Burkholderia isolates, both pathogenic and near neighbor. Genome

Announc. 2015; 3(2):e00159–15. doi: 10.1128/genomeA.00159-15 PMID: 25931592

61. Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nat Meth. 2012; 9(4):357–9.

62. Trapnell C, Williams BA, Pertea G, Mortazavi A, Kwan G, van Baren MJ, et al. Transcript assembly and

quantification by RNA-Seq reveals unannotated transcripts and isoform switching during cell differentia-

tion. Nat Biotech. 2010; 28(5):511–5.

63. Caraher E, Duff C, Mullen T, Mc Keon S, Murphy P, Callaghan M, et al. Invasion and biofilm formation

of Burkholderia dolosa is comparable with Burkholderia cenocepacia and Burkholderia multivorans. J

Cyst Fibros. 2007; 6(1):49–56. doi: 10.1016/j.jcf.2006.05.007 PMID: 16781896

64. Stevens MP, Friebel A, Taylor LA, Wood MW, Brown PJ, Hardt W-D, et al. A Burkholderia pseudomallei

type III secreted protein, BopE, facilitates bacterial invasion of epithelial cells and exhibits guanine

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 26 / 27

http://www.ncbi.nlm.nih.gov/pubmed/10603364
http://dx.doi.org/10.1128/IAI.70.3.1081-1086.2002
http://dx.doi.org/10.1128/IAI.70.3.1081-1086.2002
http://www.ncbi.nlm.nih.gov/pubmed/11854186
http://dx.doi.org/10.1038/nrmicro1636
http://www.ncbi.nlm.nih.gov/pubmed/17435791
http://dx.doi.org/10.3389/fcimb.2011.00015
http://dx.doi.org/10.3389/fcimb.2011.00015
http://www.ncbi.nlm.nih.gov/pubmed/22919581
http://dx.doi.org/10.1099/mic.0.2007/013714-0
http://www.ncbi.nlm.nih.gov/pubmed/18227267
http://dx.doi.org/10.1128/IAI.71.3.1405-1415.2003
http://dx.doi.org/10.1128/IAI.71.3.1405-1415.2003
http://www.ncbi.nlm.nih.gov/pubmed/12595458
http://dx.doi.org/10.1128/AEM.01828-09
http://dx.doi.org/10.1128/AEM.01828-09
http://www.ncbi.nlm.nih.gov/pubmed/19948863
http://dx.doi.org/10.1038/ng.2848
http://www.ncbi.nlm.nih.gov/pubmed/24316980
http://dx.doi.org/10.1128/AEM.01669-09
http://dx.doi.org/10.1128/AEM.01669-09
http://www.ncbi.nlm.nih.gov/pubmed/19700544
http://dx.doi.org/10.1038/nprot.2006.24
http://www.ncbi.nlm.nih.gov/pubmed/17406227
http://dx.doi.org/10.1128/AEM.02926-12
http://www.ncbi.nlm.nih.gov/pubmed/23124231
http://dx.doi.org/10.1128/AEM.02430-07
http://dx.doi.org/10.1128/AEM.02430-07
http://www.ncbi.nlm.nih.gov/pubmed/18156318
http://dx.doi.org/10.1038/nprot.2006.25
http://dx.doi.org/10.1038/nprot.2006.25
http://www.ncbi.nlm.nih.gov/pubmed/17406228
http://dx.doi.org/10.1371/journal.pone.0106428
http://www.ncbi.nlm.nih.gov/pubmed/25203161
http://dx.doi.org/10.1093/nar/gkw343
http://www.ncbi.nlm.nih.gov/pubmed/27137889
http://dx.doi.org/10.1093/bioinformatics/btu170
http://www.ncbi.nlm.nih.gov/pubmed/24695404
http://dx.doi.org/10.1128/genomeA.00159-15
http://www.ncbi.nlm.nih.gov/pubmed/25931592
http://dx.doi.org/10.1016/j.jcf.2006.05.007
http://www.ncbi.nlm.nih.gov/pubmed/16781896


nucleotide exchange factor activity. J Bacteriol. 2003; 185(16):4992–6. doi: 10.1128/JB.185.16.4992-

4996.2003 PMID: 12897019

65. Livak KJ, Schmittgen TD. Analysis of relative gene expression data using real-time quantitative PCR

and the 2(-Delta Delta C(T)) Method. Methods. 2001; 25(4):402–8. doi: 10.1006/meth.2001.1262

PMID: 11846609

66. Schmid N, Pessi G, Deng Y, Aguilar C, Carlier AL, Grunau A, et al. The AHL- and BDSF-dependent

quorum sensing systems control specific and overlapping sets of genes in Burkholderia cenocepacia

H111. PLoS One. 2012; 7(11):e49966. doi: 10.1371/journal.pone.0049966 PMID: 23185499

Role of Burkholderia dolosa fixLJ in Virulence

PLOS Pathogens | DOI:10.1371/journal.ppat.1006116 January 3, 2017 27 / 27

http://dx.doi.org/10.1128/JB.185.16.4992-4996.2003
http://dx.doi.org/10.1128/JB.185.16.4992-4996.2003
http://www.ncbi.nlm.nih.gov/pubmed/12897019
http://dx.doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://dx.doi.org/10.1371/journal.pone.0049966
http://www.ncbi.nlm.nih.gov/pubmed/23185499

