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ABSTRACT: We have produced draft whole-genome sequences
for two bacterial strains reported to produce the bulgecins as well
as NRPS-derived monobactam β-lactam antibiotics. We propose
classification of ATCC 31363 as Paraburkholderia acidophila. We
further reaffirm that ATCC 31433 (Burkholderia ubonensis subsp.
mesacidophila) is a taxonomically distinct producer of bulgecins
with notable gene regions shared with Paraburkholderia acidophila.
We use RAST multiple-gene comparison and MASH distancing with published genomes to order the draft contigs and identify
unique gene regions for characterization. Forty-eight natural-product gene clusters are presented from PATRIC (RASTtk) and
antiSMASH annotations. We present evidence that the 10 genes that follow the sulfazecin and isosulfazecin pathways in both
species are likely involved in bulgecin A biosynthesis.

Resistance to antibiotics in Gram-negative bacteria has
created a state of crisis, as many classes of antibiotics have

become obsolete.1−3 Morbidity and mortality from infections
by these bacteria have reached high levels for the past 50 years,
necessitating novel strategies for clinical intervention.4 Efforts
in discovery of new classes of antibiotics for Gram-negative
bacteria have been largely fruitless,1 which have prompted a re-
evaluation of old known compounds that were not developed
previously. The polymyxin colistin, a decades-old antibiotic, is
an example.1 This antibiotic was abandoned because of its
nephrotoxicity, but it has found clinical applications of late in
light of the dearth of options.
In this vein, we have been interested in the bulgecins, natural

products that were discovered in the 1980s.5−7 These
compounds potentiate β-lactam antibiotics in killing Gram-
negative bacteria.5,8 Bulgecinsof which three are known
(bulgecins A−C, Figure 1A)are inhibitors of bacterial lytic
transglycosylases.5,8 As the β-lactam antibiotic inhibits cross-
linking of the cell-wall peptidoglycan (the transpeptidase
reaction), linear chains of peptidoglycan are accumulated.9

Lytic transglycosylases turn over these aberrant peptidoglycan
structures. In the presence of a bulgecin, initiation of the repair
processes is abrogated, which leads to cidal activity on Gram-
negative bacteria. The reason why bulgecins were abandoned
has not been reported. However, it is possible that since there
was clinical recourse in treatment of Gram-negative bacteria at
the time of their discovery, the commercial field might have
been too crowded for a successful development. Unfortunately,
bulgecins are no longer available to reassess their activities,
which prompted the present study. In an effort to identify the
gene cluster responsible for the biosynthesis of bulgecins, we

undertook the present sequencing of two strains: Pseudomonas
acidophila (ATCC 31363) and [Pseudomonas] mesoacidophila10

(ATCC 31433, Taxonomy ID: 265293). We report herein that
both strains possess 10 genes downstream of a cluster for the
biosynthesis of a monobactam (sulfazecin or isosulfazecin,
Figure 1B) that we attribute to the bulgecin cluster. Both strains
have been characterized phenotypically as unique pseudomo-
nads in the literature.11 Recently, Loveridge and co-workers
proposed classification of ATCC 31433 as a member of the
Burkholderia cepacia complex.10 We report concurrent sequenc-
ing efforts on ATCC 31433 as well as ATCC 31363.
Additionally, we describe a conserved biosynthetic cluster
whose disruption generates a mutant strain of ATCC 31363
deficient in bulgecin A production. Our phylogenetic analysis
supports designation of ATCC 31433 as Burkholderia ubonensis
subsp. mesacidophila and argues a classification of ATCC 31363
as Paraburkholderia acidophila. For the sake of clarity in the
report, we will refer to the organisms hereafter exclusively by
their ATCC designation.
We attempted purification of bulgecins from microbial

culture, according to the reported methodology.7,12 We were
able to produce an extract from the growth that shows the
potentiation activity by microbiological assays (Figure 1C).
Cell-free supernatant from the culture of ATCC 31433 was
treated with a base to inactivate the coproduced monobactam.
Additionally, we were able to observe bulgecin A in the extract
by liquid chromatography−mass spectrometry (LC-MS; Figure
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1D). Previously, we had found the ion-pairing reagent di-n-
butylamine acetate to be useful for the retention of sulfates on
LC; this reagent proved to be helpful for the detection of
bulgecin A, which was observed as a salt with two di-n-
butylamine (DBA) molecules (observed m/z, 810.4214;
calculated m/z, 810.4199).
Draft genomes for ATCC 31433 and ATCC 31363 were

obtained through Illumina Miseq sequencing and SPAdes
assembly. The ATCC 31433 assembly was 154 contigs, 7.7 Mb
large, and 67.1% GC, while that of ATCC 31363 had a higher
degree of assembly (11 contigs), smaller content (7.2 Mb), and
notably lower GC% content (62.1%). These features are
consistent with genome-wide sequence comparisons (MASH
distances, RAST nearest neighbors, as well as 16S rRNA

analysis, see accompanying Supporting Information, SI) that
show ATCC 31433 as a member of the Burkholderia subclade13

(average GC content of 67.2%, similar to Burkholderia cepacia
complex member B. ubonensis, previously proposed as a
member of Burkholderia10) and ATCC 31363 as a member of
the Paraburkholderia subclade14 (average GC content of 62.9%,
similar to sp. 9120 (NCBI accession PRJNA247916), proposed
here as Paraburkholderia acidophila). Our results with ATCC
31433 sequencing agree with those of Loveridge et al., which
was carried out recently independent of our work.10 The
distribution of genes dedicated to the different metabolic
functions is largely conserved between these two species (SI),
but only 56.7% (3704) of the ATCC 31363 genes have
bidirectional matches in the ATCC 31433 genome, and the
latter contains more secondary metabolite genes overall (see
accompanying SI).15

Genome comparisons identified 70 genes uniquely shared
among ATCC 31363, ATCC 31433, and suspected bulgecin
producer B. gladioli16 (previously sequenced17), yet not found
in closely ATCC 31433-related strains that lack the sulfazecin
cluster (SI). These 70 genes are likely candidates for
production of unique metabolites, such as bulgecinine, a core
constituent of the bulgecin structures (Figure 1A), as well as for
the other transformations in the assembly of the larger bulgecin
structure(s). There are two large syntenic clusters of these
identified genes, one of which includes the recently identified
sulfazecin cluster,18 along with several adjoining genes. ATCC
31433 and ATCC 31363 share the monobactam (sulfazecin/
isosulfazecin) pathway, as well as 10 genes downstream of sulP,
which was defined as the last essential gene in the core
sulfazecin cluster (Figure 2).18

These 10 genes, contiguous with the monobactam cluster,
may constitute the cluster for the biosynthesis of bulgecin. The
cluster is seen in both producers studied herein, as well as in B.
gladioli 10248; each exhibits phenotypic microbiological
activities equivalent to bulgecin-like natural products. In
essence, every known producer has this cluster, which is not
seen in other related strains. Furthermore, as we will outline
below, disruption of this cluster leads to the reversal of the
phenotype. Potential functions for the gene products of bulA−
H and sat1−2 are outlined in Table 1.
The proximity of the genes from Table 1 to the sulfazecin

cluster potentially allows for coregulation of monobactam and
bulgecin production. Three regions surrounding the sulfazecin
cluster (Figure 2) are notable for having several potential
promoter sites (SI).19 These include the sequence upstream of
sulM (suggesting sulM−sat1 as a theoretical transcriptional
unit) and two regions in between sulH and akn (suggesting
akn−sulL and sulH−sulD as possible transcriptional units). This
configuration may restrict bulgecin production to situations in
which the monobactam pathway is expressed.
The putative bulgecin cluster (Figure 2) codes for a

sulfotransferase and a glycosyltransferase, as expected, as well
as core genes (sat2, sat1) for the assembly of 3′-
phosphoadenosine-5′-phosphosulfate (PAPS), a metabolic
sulfate donor. Additionally, BulC and BulD likely form a
transketolase, which others have suggested is another require-
ment of the bulgecin pathway.10 Interestingly, genes needed for
taurine, the side chain found in bulgecin A, are not found
within the pathway itself.
Remarkably, the sulI to sat2 region is observed in at least 384

publicly deposited genomic sequences of bacterial isolates (SI),
though bulgecin production in these strains has not been

Figure 1. Chemical structures of bulgecins (A) and monobactams (B)
produced by ATCC 31363 and ATCC 31433. (C) Bulgecin extract
and aztreonam display potentiation against E. coli MC1061 in liquid
culture and (D) detection of bulgecin A in culture extract. (C) E. coli
MC1061 grown without aztreonam or bulgecin extract (blue), with
aztreonam (0.05 mg L−1, red), bulgecin extract (10%, green), or both
bulgecin and aztreonam (purple). Inset shows the cultures at 500 min
of incubation. (D) An extracted-ion chromatogram (XIC, 810.42 ±
0.01 m/z) from LC-MS analysis of culture extract showing the
detection of bulgecin A as the bis-dibutylammonium (DBA) salt
(observed m/z, 810.4214; calculated m/z, 810.4199).
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verified. Most commonly, sulG and sulH are omitted upstream
and the ORF following sat2 codes for a putative L-threonine
kinase. In 21 draft genomes, the contig assembly ends at the

start of the sat2 ORF, whereas 15 genomes show a complete
sat2 followed by a partial or full stand-alone sat1, depending on
the assembly. The majority (>80%) of sulI to sat2 clusters are

Figure 2. Gene cluster analysis in ATCC 31363, ATCC 31433, and B. gladioli. ORFs bulA−H, sat1, and sat2 represent genes common to producers
of bulgecins and include predicted genes for a sulfate adenylyltransferase, a glycosyl transferase, and a sulfotransferase. The PATRIC-assembled
contig containing the cluster in ATCC 31433 ends in the middle of sat2; additional scaffolding10 supports contig 034 as the extension of the cluster.
The completed cluster is shown. The ORF bulA was originally designated as sulQ but was found to be not essential for sulfazecin production. The
monobactam cluster of gladioli was annotated via antiSMASH15 using the complete genome.

Table 1. Attribution of Potential Functions for BulA−H and Sat1−2 Based on Sequence Similarity to Known Genesa

ORF similar function
length
(aa)

ATCC 31363
identity/similarity

B. gladioli ATCC 10248
locus tag

B. gladioli ATCC 10248
identity/similarity

bulA ATP-grasp family 259 85/90 BM43_2804 84/88
bulB sulfotransferase 341 77/85 BM43_2805 67/76
bulC ThDP-dependent transketolase, N-terminal thiamine

diphosphate binding domain
272 85/89 BM43_2806 81/86

bulD transketolase, C-terminal pyrimidine binding domain 308 85/88 BM43_2807 83/88
bulE dehydrogenase (see SI) 355 68/77 BM43_2808 66/73
bulF acyltransferase 3 375 76/86 BM43_2809 80/88
bulG phosphoserine transaminase 364 78/87 BM43_2810 82/89
bulH glycosyl transferase group 2 family 270 84/91 BM43_2811 80/88
sat2 sulfate adenylyltransferase small subunit 320 91/93 BM43_2812 94/95
sat1 sulfate adenylyltransferase large subunit 438 85/90 BM43_2813 88/92

aProtein lengths in amino acids of ATCC 31433 are listed and % identity/similarity based on protein-level matches to ATCC 31433. Additional data
are provided in Table S8.

Figure 3. Screening of bulgecin nonproducer from transposon mutagenesis. Bioassay and UPLC-HRMS analyses of bulE::Tn5/sulG::Gm double
mutant of ATCC 31363(top) and sulG::Gm single mutant of ATCC 31363, a bulgecin producer (bottom). Supernatants of fermentation broth were
used directly for bioassay and for UPLC-HRMS after being concentrated 12.5× by partial lyophilization. Shown is the extracted ion chromatogram
(XIC, 552.1164 ± 0.01) for the parent ion of bulgecin A (observed m/z, 552.1169; calculated m/z, 552.1164).
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found in strains of B. pseudomallei, with lower proportions also
found in examples of B. mallei, B. thalliadensis, B. oklahomensis,
and B. gladioli; however, excluding ATCC 31363 and ATCC
31433, only four detected isolates (all B. gladioli) contain
equivalents for sulG and sulH upstream of sulI. Enigmatically,
eight Chromobacterium isolates possess a similar sulG, but in
these cases, the remaining genes in the clusters are distributed
throughout the genome.
In 1988, Gwynn et al. described a strain of Burkholderia

gladioli (326−32B, genome sequence unknown) that they
remarked “[in addition to producing a sulfazecin-like molecule
(MM 42842)] members of the bulgecin family of antibiotics
were detected in the same culture (S. J. Box and S. R. Spear;
unpublished data).”20 Additionally, Cooper et al. described
Chromobacterium violaceum (ATCC 31532) as a producer of
two bulgecin A analogues (SQ 28504 and SQ 28546), where
taurine is replaced with peptides.21,22 Subsequently, a draft
genome was generated.23,24 This genome draft (Chromobacte-
rium violaceum strain CV017) was one of the eight
Chromobacterium violaceum strains identified in the genome
search.
Confirmation of the bulgecin biosynthetic gene cluster

(BGC) in ATCC 31363 was carried out by a blind screen to
obtain a bulgecin nonproducer using transposon mutagenesis.18

The recipient strain was deficient in sulfazecin production by
inactivation of sulG.18 Approximately 2000 transconjugates
were screened to identify the desired phenotype by bioassay.
One transconjugant, named the sulG::Gm/bulE::Tn5 double
mutant of ATCC 31363, was identified. This strain was then
fermented in sulfazecin production medium, partially purified,
and concentrated. Direct UPLC-HRMS analysis confirmed that
bulgecin production was completely eliminated in the
sulG::Gm/bulE::Tn5 double mutant (Figure 3). DNA sequenc-
ing analysis of the Tn5 insertional region in the sulG::Gm/
bulE::Tn5 double mutant revealed that bulE was disrupted by
Tn5 transposon insertion. This finding clearly demonstrated
that the bulgecin BGC is located downstream of the sulfazecin
cluster.
BulE is recognized as a conserved hypothetical protein

observed in similar Burkholderia strains; however, no member
of this group has been assigned a function. Notwithstanding, in
order to predict a role for BulE, the amino-acid sequence was
aligned to well-characterized proteins with associated crystal
structures (using I-TASSER,25 see SI, Methods). BulE is
predicted to adopt a Rossman fold similar to an NADH-
dependent malate dehydrogenase and, thus, might function as a
dehydrogenase in the assembly of the bulgecinine core.
Observed in both ATCC 31363 and ATCC 31433, the

presence of genes involved in the production of PAPS and
subsequent sulfation, a putative glycosyl transferase, a two-
component transketolase, and a putative dehydrogenase, whose
disruption eliminates the production of bulgecin A and
modulates the synergistic properties of an extract from
ATCC 31363, support this shared genomic region’s involve-
ment in bulgecin biosynthesis. Future work will focus on
determination of the roles of these genes and the sequence of
reactions leading to bulgecin biosynthesis.

■ METHODS
Bacterial Strains. E. coli MC1061 and ATCC 31433 (isolate

originating at ATCC) were generously provided by Professor Marion
Skalweit. ATCC 31363 was purchased from the American Type
Culture Collection.

Growth and Potentiation Assays. For liquid culture potentiation
assays, 40 mL of modified nutrient broth26 (3 g/L meat extract
powder, Himedia, and 5 g/L tryptone, VWR) in a 125 mL Erlenmyer
flask was inoculated with 1 mL of overnight outgrowth of ATCC
31433 and 1 mL of dirt extract (6 g of moist dirt up to 20 mL with
distilled water, vortexed, centrifuged 6000g for 5 min, cotton filtered,
centrifuged at 21 100g for 3 min, and sterile-filtered). It was anticipated
that the dirt extract would potentially up-regulate secondary
metabolite pathways. Cultures were grown at 29 °C for 20 h with
shaking at 200 rpm. The cells were pelleted by centrifugation (15 000g,
7 min). The supernatant was then base-treated with 2 M sodium
hydroxide to pH 10 for 2 h to hydrolyze coproduced monobactams.
The supernatant was concentrated 10-fold by rotary evaporation under
reduced pressure to give the bulgecin extract. To assess potentiation,
overnight outgrowths of E. coli MC10618 were diluted 1:1000 in LB
medium, and 10% (v/v) of either nutrient broth (control) or bulgecin
extract was added (culture volumes: 4 mL). Culture growth was
assessed by measuring optical density (600 nm). To observe
potentiation, 0.05 mg L−1 (final concentration) aztreonam was
added to the culture. The potentiation assay is based on ref 27.

Tn5 Transconjugants Screen. The transposon mutagenesis
library was constructed in the sulfazecin nonproducer sulG::Gm single
mutant of ATCC 31363.18 A total of 2000 KanR/CarR transconjugants
were analyzed for a loss of bulgecin production as previously
reported18 with the added supplementation of cefmenoxime (30 ng
mL−1) and E. coli DH5α to test potentiation after mating with the Tn5
delivery vehicle pGS9 in E. coli PR47.18,28

LC-MS Detection of Bulgecin A. The bulgecin extract from
ATCC 31433 was prepared as described above, but the initial culture
volume was scaled to 800 mL. Half of the extract was then
concentrated to dryness using rotary evaporation under reduced
pressure. Methanol (2 × 20 mL) was then added to the resulting
residue, which was mixed and centrifuged (15 000g, 8 min) to remove
insoluble materials. The solvent was removed in vacuo. The residue
was dissolved in water (4 mL), which was further diluted 1−2 orders
of magnitude for MS detection. LC-MS analysis was conducted on a
Dionex UltiMate 3000 HPLC using an Acclaim RSLC 120 C18
column (120 Å, 2.2 μm, 2.1 × 100 mm). Initial conditions included
90% (v/v) solvent A (10 mM aqueous di-n-butylamine acetate) and
10% solvent B (10 mM di-n-butylamine acetate in acetonitrile), 0−2
min 10% B, 2−18 min up to 100% B, and 18−20 min 10% B. The flow
rate was 0.4 mL min−1. MS analysis of the bis-dibutylammonium salt
was done using a coupled Bruker microTOF-Q II ESI Quadropole
TOF mass spectrometer.

sulG::Gm/bulE::Tn5 and sulG::Gm double and single mutants of
ATCC 31363 were fermented in sulfazecin-production medium for 60
h.18 The supernatants (200 mL) were adjusted to pH 4.5 and applied
to active charcoal columns (∼100 mL). The columns were washed
with 200 mL of ddH2O and eluted with 125 mL of 50% acetone in five
fractions. The 25 mL active fraction was confirmed by bioassay and
further concentrated approximately 12.5-fold by lyophilization and
filtered to remove any residual proteins (Millipore 3k filter).
Ultraperformance liquid chromatography-high resolution mass spec-
trometry (UPLC-HRMS) experiments to directly detect bulgecin A
(calculated m/z: 552.1164; observed: 552.1169) were carried out on a
Waters Acquity H-class UPLC system in tandem with a Xevo-G2 high
mass resolution Q-TOF MS/MS ESI system at the Johns Hopkins
Mass Spectrometry Facility using the following UPLC-HRMS method,
ESI+ [ternary gradient: water (solvent A), water (+1% (v/v) formic
acid (solvent B), acetonitrile (solvent C)], 0.3 mL min−1]: 0−1 min
isocratic 10% (v/v) A, 10% B, 80% C; 1−7.5 min gradient 10% to 90%
A, isocratic 10% B; 7.5−8.4 min isocratic 90% A, 10% B; 8.4−8.5 min
gradient 90% to 10% A, isocratic 10% B; 8.5−10 min isocratic 10% A,
10% B, 80% C; Waters ACQUITY UPLC BEH Amide Column, 130
Å, 1.7 μm, 2.1 mm × 100 mm.

Illumina Paired-End MiSeq Sequencing. Genomic DNA was
extracted from overnight cultures of ATCC 31363 and ATCC 31433
(ATCC) using a Wizard Genomic DNA purification kit (Promega).
Each genomic DNA sample was incorporated into a sequencing library
using an Illumina TruSeq Nano DNA Library Prep Kit. Each library
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was spiked with a quality control of PhiX174 genomic DNA (1:100
PhiX174 to library DNA), and the libraries were sequenced with
paired-end reads using an Illumina MiSeq sequencer with a MiSeq
Reagent Kit (v2, 500 cycles-PE) at the Genomics and Bioinformatics
Core Facility at the University of Notre Dame.
Sequencing yielded 6 935 938 and 6 582 869 reads for ATCC 31363

and ATCC 31433, respectively. Assembly by SPAdes (v3.1.1)29 on
PATRIC produced 11 contigs for ATCC 31363 with a total size of
7 170 935 bases. The final average coverage was 178 fold with an N50
of 1 743 501. Running a SPAdes assembly on the ATCC 31433 reads
produced 154 contigs with a total size of 7 750 452 bases. On average,
the final coverage was 155 fold with an N50 of 100 069.

■ ASSOCIATED CONTENT
*S Supporting Information
The Supporting Information is available free of charge on the
ACS Publications website at DOI: 10.1021/acschem-
bio.7b00687.

Additional methods (PDF)

Accession Codes
These Whole Genome Shotgun projects have been deposited at
DDBJ/ENA/GenBank under the accessions MTZU00000000
(ATCC 31433) and MTZV00000000 (ATCC 31363). The
versions described in this paper are MTZU01000000 and
MTZV01000000. The raw read data can be found at NCBI
SRA accessions SRR5380803 (ATCC 31363) and SRR5380804
(ATCC 31433).

■ AUTHOR INFORMATION
Corresponding Authors
*E-mail: ctownsend@jhu.edu.
*E-mail: mobashery@nd.edu.
ORCID
Mark E. Horsman: 0000-0002-8117-5050
Daniel R. Marous: 0000-0002-8161-3057
Shahriar Mobashery: 0000-0002-7695-7883
Author Contributions
∥These authors contributed equally to this work
Funding
This work was supported by National Institutes of Health
grants AI121072 (to C.A.T.) and GM61629 (to S.M.).
Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
This publication was made possible, in part, with support from
the Notre Dame Genomics and Bioinformatics Core Facility
through genomic sequencing using MiSeq Sequencing. We
specifically acknowledge the assistance of J. Lopez, J. Sarro, and
M. Stephens. Advice on genome assembly and annotation
provided by NIAID staff at Argonne National Laboratory and
NCBI. We thank M. Skalweit for providing the strains ATCC
31433 and E. coli MC1061 as well as technical insights for the
potentiation assay and Prof. D. K. Willis (University of
Wisconsin) for providing E. coli PR47.

■ REFERENCES
(1) Boucher, H. W., Talbot, G. H., Bradley, J. S., Edwards, J. E.,
Gilbert, D., Rice, L. B., Scheld, M., Spellberg, B., and Bartlett, J. (2009)
Bad bugs, no drugs: no ESKAPE! An update from the Infectious
Diseases Society of America. Clin. Infect. Dis. 48, 1−12.

(2) Pendleton, J. N., Gorman, S. P., and Gilmore, B. F. (2013)
Clinical relevance of the ESKAPE pathogens. Expert Rev. Anti-Infect.
Ther. 11, 297−308.
(3) Ventola, C. L. (2015) The antibiotic resistance crisis: part 1:
causes and threats. Pharmacy and Therapeutics 40, 277−283.
(4) Silver, L. L. (2011) Challenges of Antibacterial Discovery. Clin.
Microbiol. Rev. 24, 71−109.
(5) Imada, A., Kintaka, K., Nakao, M., and Shinagawa, S. (1982)
Bulgecin, a bacterial metabolite which in concert with beta-lactam
antibiotics causes bulge formation. J. Antibiot. 35, 1400−1403.
(6) Shinagawa, S., Kasahara, F., Wada, Y., Harada, S., and Asai, M.
(1984) Structures of bulgecins, bacterial metabolites with bulge-
inducing activity. Tetrahedron 40, 3465−3470.
(7) Shinagawa, S., Maki, M., Kintaka, K., Imada, A., and Asai, M.
(1985) Isolation and characterization of bulgecins, new bacterial
metabolites with bulge-inducing activity. J. Antibiot. 38, 17−23.
(8) Templin, M. F., Edwards, D. H., and Holtje, J. V. (1992) A
murein hydrolase is the specific target of bulgecin in Escherichia coli. J.
Biol. Chem. 267, 20039−20043.
(9) Cho, H., Uehara, T., and Bernhardt, T. G. (2014) Beta-lactam
antibiotics induce a lethal malfunctioning of the bacterial cell wall
synthesis machinery. Cell 159, 1300−1311.
(10) Loveridge, E. J., and Jones, C. (2017) Reclassification of the
specialized metabolite producer Pseudomonas mesoacidophila ATCC
31433 as a member of the Burkholderia cepacia complex. J. Bacteriol.
199, e00125−17.
(11) Imada, A., Kitano, K., Kintaka, K., Muroi, M., and Asai, M.
(1981) Sulfazecin and isosulfazecin, novel beta-lactam antibiotics of
bacterial origin. Nature 289, 590−591.
(12) Imada, A., Kintaka, K., and Shinagawa, S. (1985) Substances
potentiating the activity of antibiotics and their production,
EP0086610 A1.
(13) Yabuuchi, E., Kosako, Y., Oyaizu, H., Yano, I., Hotta, H.,
Hashimoto, Y., Ezaki, T., and Arakawa, M. (1992) Proposal of
burkholderia gen-nov and transfer of 7 species of the genus
pseudomonas homology group-ii to the new genus, with the type
species Burkholderia-cepacia (palleroni and holmes 1981) comb-nov.
Microbiol. Immunol. 36, 1251−1275.
(14) Sawana, A., Adeolu, M., and Gupta, R. S. (2014) Molecular
signatures and phylogenomic analysis of the genus Burkholderia:
proposal for division of this genus into the emended genus
Burkholderia containing pathogenic organisms and a new genus
Paraburkholderia gen. nov harboring environmental species, Front.
Genet. 5, DOI: 10.3389/fgene.2014.00429.
(15) Weber, T., Blin, K., Duddela, S., Krug, D., Kim, H. U.,
Bruccoleri, R., Lee, S. Y., Fischbach, M. A., Muller, R., Wohlleben, W.,
Breitling, R., Takano, E., and Medema, M. H. (2015) antiSMASH 3.0-
a comprehensive resource for the genome mining of biosynthetic gene
clusters. Nucleic Acids Res. 43, W237−W243.
(16) Box, S. J., Brown, A. G., Gilpin, M. L., Gwynn, M. N., and Spear,
S. R. (1988) MM-42842, a new member of the monobactam family
produced by pseudomonas-cocovenenans 0.2. Production, isolation
and properties of MM-42842. J. Antibiot. 41, 7−12.
(17) Johnson, S. L., Bishop-Lilly, K. A., Ladner, J. T., Daligault, H. E.,
Davenport, K. W., Jaissle, J., Frey, K. G., Koroleva, G. I., Bruce, D. C.,
Coyne, S. R., Broomall, S. M., Li, P.-E., Teshima, H., Gibbons, H. S.,
Palacios, G. F., Rosenzweig, C. N., Redden, C. L., Xu, Y., Minogue, T.
D., and Chain, P. S. (2015) Complete Genome Sequences for 59
Burkholderia Isolates, Both Pathogenic and Near Neighbor. Genome
Announcements 3, e00159-15.
(18) Li, R. F., Oliver, R. A., and Townsend, C. A. (2017)
Identification and Characterization of the Sulfazecin Monobactam
Biosynthetic Gene Cluster. Cell Chem. Biol. 24, 24−34.
(19) Baerends, R. J. S., Smits, W. K., de Jong, A., Hamoen, L. W.,
Kok, J., and Kuipers, O. P. (2004) Genome2D: a visualization tool for
the rapid analysis of bacterial transcriptome data. Genome Biol. 5, R37.
(20) Gwynn, M. N., Box, S. J., Brown, A. G., and Gilpin, M. L. (1988)
MM-42842, a new member of the monobactam family produced by

ACS Chemical Biology Letters

DOI: 10.1021/acschembio.7b00687
ACS Chem. Biol. 2017, 12, 2552−2557

2556

http://pubs.acs.org
http://pubs.acs.org/doi/abs/10.1021/acschembio.7b00687
http://pubs.acs.org/doi/abs/10.1021/acschembio.7b00687
http://pubs.acs.org/doi/suppl/10.1021/acschembio.7b00687/suppl_file/cb7b00687_si_001.pdf
mailto:ctownsend@jhu.edu
mailto:mobashery@nd.edu
http://orcid.org/0000-0002-8117-5050
http://orcid.org/0000-0002-8161-3057
http://orcid.org/0000-0002-7695-7883
http://dx.doi.org/10.3389/fgene.2014.00429
http://dx.doi.org/10.1021/acschembio.7b00687


Pseudomonas-cocovenenans 0.1. Identification of the producing
organism. J. Antibiot. 41, 1−6.
(21) Cooper, R., and Unger, S. (1986) Novel potentiators of beta-
lactam antibiotics - structures of SQ-28504 and SQ-28546. J. Org.
Chem. 51, 3942−3946.
(22) Cooper, R., Wells, J. S., and Sykes, R. B. (1985) Novel
potentiators of beta-lactam antibiotics - isolation of SQ28,504 and
SQ28,546 from Chromobacterium-violaceum. J. Antibiot. 38, 449−454.
(23) Chernin, L. S., Winson, M. K., Thompson, J. M., Haran, S.,
Bycroft, B. W., Chet, I., Williams, P., and Stewart, G. (1998)
Chitinolytic activity in Chromobacterium violaceum: Substrate
analysis and regulation by quorum sensing. J. Bacteriol. 180, 4435−
4441.
(24) Wang, X., Hinshaw, K. C., Macdonald, S. J., and Chandler, J. R.
(2016) Draft Genome Sequence of Chromobacterium violaceum
Strain CV017. Genome Announcements 4, e00080-16.
(25) Yang, J. Y., and Zhang, Y. (2015) I-TASSER server: new
development for protein structure and function predictions. Nucleic
Acids Res. 43, W174−W181.
(26) (2001) Bacteriological Analytical Manual, FDA, Gaithersburg,
MD.
(27) Skalweit, M. J., and Li, M. (2016) Bulgecin A as a beta-lactam
enhancer for carbapenem-resistant Pseudomonas aeruginosa and
carbapenem-resistant Acinetobacter baumannii clinical isolates con-
taining various resistance mechanisms. Drug Des., Dev. Ther. 10, 3013−
3020.
(28) Willis, D. K., Hrabak, E. M., Rich, J. J., Barta, T. M., Lindow, S.
E., and Panopoulos, N. J. (1990) Isolation and characterization of a
Pseudomonas-syringae pv syringae mutant deficient in lesion
formation on bean. Mol. Plant-Microbe Interact. 3, 149−156.
(29) Bankevich, A., Nurk, S., Antipov, D., Gurevich, A. A., Dvorkin,
M., Kulikov, A. S., Lesin, V. M., Nikolenko, S. I., Pham, S., Prjibelski, A.
D., Pyshkin, A. V., Sirotkin, A. V., Vyahhi, N., Tesler, G., Alekseyev, M.
A., and Pevzner, P. A. (2012) SPAdes: A New Genome Assembly
Algorithm and Its Applications to Single-Cell Sequencing. J. Comput.
Biol. 19, 455−477.

ACS Chemical Biology Letters

DOI: 10.1021/acschembio.7b00687
ACS Chem. Biol. 2017, 12, 2552−2557

2557

http://dx.doi.org/10.1021/acschembio.7b00687

