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A unique Klebsiella species strain, 10982, was cultured from a perianal swab specimen obtained from a patient in the University
of Maryland Medical Center intensive care unit. Klebsiella sp. 10982 possesses a large IncA/C multidrug resistance plasmid en-
coding a novel FOX AmpC �-lactamase designated FOX-10. A novel variant of the LEN �-lactamase was also identified. Genome
sequencing and bioinformatic analysis demonstrated that this isolate contains genes associated with nitrogen fixation, allantoin
metabolism, and citrate fermentation. These three gene regions are typically present in either Klebsiella pneumoniae clinical
isolates or Klebsiella nitrogen-fixing endophytes but usually not in the same organism. Phylogenomic analysis of Klebsiella sp.
10982 and sequenced Klebsiella genomes demonstrated that Klebsiella sp. 10982 is present on a branch that is located intermedi-
ate between the genomes of nitrogen-fixing endophytes and K. pneumoniae clinical isolates. Metabolic features identified in the
genome of Klebsiella sp. 10982 distinguish this isolate from other Klebsiella clinical isolates. These features include the nitrogen
fixation (nif) gene cluster, which is typically present in endophytic Klebsiella isolates and is absent from Klebsiella clinical iso-
lates. Additionally, the Klebsiella sp. 10982 genome contains genes associated with allantoin metabolism, which have been de-
tected primarily in K. pneumoniae isolates from liver abscesses. Comparative genomic analysis of Klebsiella sp. 10982 demon-
strated that this organism has acquired genes conferring new metabolic strategies and novel antibiotic resistance alleles, both of
which may enhance its ability to colonize the human body.

The Klebsiella genus consists of diverse organisms that are ca-
pable of colonizing and causing disease in humans and ani-

mals or existing as endophytes that colonize plants (1). Klebsiella
pneumoniae isolates associated with human disease have been
linked to pneumonia, meningitis, bacteremia, and urinary tract
infections (1). Additional Klebsiella species capable of nitrogen
fixation have been isolated from the roots of plants, where they
occur in a mutualistic relationship as endophytes (2, 3). The Kleb-
siella genus originally included the species Klebsiella planticola,
Klebsiella terrigena, and Klebsiella ornithinolytica, which have been
recently described as a new genus, Raoultella (4). Furthermore,
there are phylogenetically and phenotypically diverse K. pneu-
moniae isolates that likely represent distinct species, such as the
recently described Klebsiella variicola (5). This highlights the fact
that the nomenclature and identification of Klebsiella species are
complex. For the purposes of this study, the Klebsiella species in-
vestigated are the human disease-associated K. pneumoniae and
the nitrogen-fixing Klebsiella species typified by K. variicola.

K. pneumoniae was previously thought of predominantly as a
community-acquired agent of infection but recently has become
more prevalent as a nosocomial pathogen of infections such as
pneumonia, meningitis, septicemia, and urinary tract infections
(1, 6, 7). In recent years, K. pneumoniae isolates have been linked
to liver abscesses; they initially were identified in Taiwan (8, 9) but
subsequently have been identified globally (1, 10, 11). A number
of putative virulence-associated factors have been identified
among clinical isolates, including many common virulence mech-
anisms such as capsule production, iron acquisition, adhesion,

and host resistance (1, 12). Genome sequencing of the K. pneu-
moniae liver abscess isolate NTUH-K2044 demonstrated the pres-
ence of multiple genomic insertions, in comparison with the ge-
nome of K. pneumoniae MGH 78578 (13). These genomic
insertions contained genes associated with capsular polysaccha-
ride production, iron transport, and allantoin metabolism (13).
Interestingly, some of these genomic regions were also detected
among community-acquired K. pneumoniae clinical isolates from
cases of bacteremia, liver abscesses, and urinary tract infections
(13). Furthermore, they demonstrated that these genomic regions
were associated with increased mortality rates for mice, suggesting
that the coding regions encode factors that may increase the viru-
lence of the isolates containing them (13). Currently, there are few
large-scale genome-sequencing efforts that focus on Klebsiella
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species but, as genome sequencing becomes more commonplace
in clinical settings, the genomes of these types of hybrid isolates
will become more prevalent and the genome space occupied by
the Klebsiella species will become more defined.

In recent years, there has been an increase in the frequency of
identified K. pneumoniae isolates that carry �-lactam resistance
genes encoding extended-spectrum �-lactamases and carbapen-
emases (6, 14, 15). Several studies have isolated and sequenced
plasmids conferring antibiotic resistance in K. pneumoniae, dem-
onstrating the diversity of these mobile elements and the resis-
tance genes harbored on them (16–24). Genome sequencing has
demonstrated that K. pneumoniae can possess a large suite of an-
tibiotic resistance mechanisms, including not only plasmid-en-
coded resistance genes but also a number of efflux pumps located
on the chromosome (25).

In the present study, the genome sequence of Klebsiella sp. strain
10982 was examined with an emphasis on the genomic content of
this unique isolate and the novel alleles of antimicrobial resistance
genes. Klebsiella sp. 10982 was isolated from a patient receiving
treatment for congestive heart failure in the intensive care unit
(ICU) at the University of Maryland Medical Center (UMMC)
(26). This isolate possesses an IncA/C multiresistance plasmid,
which encodes the first described FOX-10 AmpC �-lactamase.
Interestingly, Klebsiella sp. 10982 also has nitrogen fixation genes
that are typical of Klebsiella endophytes but are not usually ob-
served in clinical isolates. The Klebsiella sp. 10982 genome also
contains genes for allantoin metabolism, which, to date, have been
identified only in K. pneumoniae clinical isolates associated with
liver abscesses (10, 13). Our findings demonstrate that this isolate
is a phylogenomic and metabolic intermediate between the Kleb-
siella nitrogen-fixing endophytes and the K. pneumoniae clinical
isolates.

MATERIALS AND METHODS
Strain isolation, biochemical identification, antimicrobial susceptibil-
ity testing, and plasmid analysis. Klebsiella sp. strain 10982 was isolated
in February 2005 from a perianal swab culture from a patient in the Uni-
versity of Maryland Medical Center (UMMC) intensive care unit (ICU).
Biochemical identification of this isolate was performed using the Vitek 2
and API 20E biochemical assays (bioMérieux). The antimicrobial suscep-
tibilities of Klebsiella sp. 10982 were determined by identifying the MIC
values using the Vitek 2 system, in accordance with CLSI guidelines (27).
Plasmids conferring resistance to cefoxitin or ceftazidime were isolated
from Klebsiella sp. 10982 by filter-mating (28) to rifampin-resistant lab-
oratory Escherichia coli strain J53, and transconjugants were selected by
growth on LB plates supplemented with 10 �g/ml ceftazidime (USP ref-
erence standard). Plasmids of the wild-type Klebsiella sp. strain 10982 and
the transconjugant were detected by acid-phenol extraction (29). The
plasmid bands were separated by electrophoresis on a 0.7% agarose gel at
100 V/cm for 4 h and then were stained with ethidium bromide.

PCR amplification and sequencing of relevant genome features. The
FOX and LEN genes of Klebsiella sp. 10982 were PCR amplified for se-
quencing using the primers FOX_F and FOX_R and the conditions listed
in Table S1 in the supplemental material. Primers SHVS-F and SHVS-R
were used to sequence the LEN gene. The IncA/C replicon type was PCR
amplified as described previously (30, 31) (see Table S1 in the supplemen-
tal material). Representative genes from the allantoin metabolism, citrate
fermentation, and nitrogen fixation gene clusters were detected by PCR
assays in five individual colonies of Klebsiella sp. 10982. The allantoin
metabolism gene allB, the citrate fermentation gene citC2, and the nitro-
gen-fixation gene nifH were PCR amplified using primers developed in
this study (see Table S1 in the supplemental material). The PCR ampli-

cons were visualized by electrophoresis at 100 V/cm for 60 to 75 min on a
1% agarose gel containing ethidium bromide. The reaction conditions
used for each primer pair are listed in Table S1 in the supplemental ma-
terial. PCR amplicons obtained from a single Klebsiella sp. 10982 colony
were purified using the QIAquick PCR purification kit (Qiagen) and se-
quenced using BigDye Terminator chemistry (Applied Biosystems) on a
Genetic Analyzer 3130 system (Applied Biosystems), at the University of
Maryland Institute for Genome Sciences, Genome Resource Center, to
confirm amplification of the target gene.

Genome sequencing and assembly. Klebsiella sp. 10982 was grown
overnight in LB broth, and its genomic DNA was isolated using the
Sigma GenElute genomic kit (Sigma-Aldrich). The genome sequence
of Klebsiella sp. 10982 was generated using paired-end libraries with
300-bp inserts on the Illumina HiSeq 2000 system at the University of
Maryland Institute for Genome Sciences, Genome Resource Center. The
draft genome is 6.1 Mb, with approximately 104� sequence coverage,
and was assembled by using Minimus (32) to merge contigs generated
from the Velvet assembler (33) with optimal k-mer values determined
using VelvetOptimiser v2.1.4 (see http://bioinformatics.net.au/software
.velvetoptimiser.shtml) and contigs generated using the Edena v3 assem-
bler (34). The final assembly contains 218 contigs that are �500 bp.

Phylogenetic analyses. The whole-genome phylogeny of select Kleb-
siella and Enterobacter genomes that are available in the public domain
(see Table S2 in the supplemental material) was constructed as described
previously (35). Briefly, the genome sequences were aligned using Mugsy
(36). The homologous blocks in each genome were aligned and concate-
nated with the bx-python toolkit (see https://bitbucket.org/james_taylor
/bx-python). A maximum-likelihood phylogeny with 100 bootstrap rep-
licates was generated using RAxML v7.2.8 (37) and visualized using
FigTree v1.3.1 (see http://tree.bio.ed.ac.uk/software/figtree).

The single-gene comparisons for the rpoB, LEN, and FOX genes were
performed using MEGA5 (38). The rpoB partial nucleotide sequence phy-
logeny was constructed in MEGA5 (38) using the neighbor-joining
method, with a Kimura 2-parameter model and 1,000 bootstrap replica-
tions. The rpoB phylogenetic analysis was performed using partial gene
sequences for comparison with a collection of partial rpoB gene sequences
that were previously submitted to GenBank as part of a study by Alves et
al. (39). The FOX and LEN amino acid sequence phylogenies were con-
structed in MEGA5 (38) using the neighbor-joining method and a p-dis-
tance model, with 1,000 bootstrap replications.

BLAST score ratio analysis. BLAST score ratio (BSR) analysis was per-
formed as previously described (40). Briefly, the predicted amino acid se-
quences of the genes of interest were compared with the draft genome of
Klebsiella sp. 10982 and other selected genomes using TBLASTN (41).
BSR values were calculated by dividing the TBLASTN (41) bit score for
each protein against a single genome by the bit score obtained by
TBLASTN (41) with the nucleotide sequence of the protein. The proteins
were considered to be present but divergent in a genome if they had BSR
values of �0.4 and �0.8, while those with BSR values of �0.8 were con-
sidered highly similar.

Large-scale BSR analysis (42) was used to identify the shared and
unique features present in the Klebsiella sp. 10982 genome, in comparison
with the other Klebsiella genomes listed in Table S2 in the supplemental
material. Briefly, contigs from unfinished genomes were concatenated
together and separated by a linker that adds a stop codon in all readable
frames. Genes were predicted with Glimmer 3 (43), using default settings.
Then the genes from all genomes were concatenated into a single file. This
data set was dereplicated by clustering genes with UCLUST (44), using an
identity threshold of 90% and an identity definition value of 3; a consen-
sus representative sequence for each cluster was returned. The sequences
representative of each cluster were translated and a file containing the
predicted amino acid sequences was compared with each genome using
TBLASTN (41). The TBLASTN (41) bit score for each feature was then
divided by the maximal bit score for that feature to determine the BSR
value. Using BSR analysis, a feature was considered present with high
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identity (BSR value, �0.8), present but with sequence divergence (BSR
values, �0.4 and �0.8), or absent (BSR value, �0.4).

Nucleotide sequence accession numbers. The FOX-10 and LEN-26
sequences were deposited in GenBank under accession numbers
JX049131 and JX124390, respectively. The Klebsiella sp. 10982 draft ge-
nome sequence was deposited in GenBank under accession number
AKYX01000000.

RESULTS AND DISCUSSION
Biochemical and phylogenomic identification of Klebsiella sp.
strain 10982. Klebsiella sp. 10982 represents a unique lineage of
Klebsiella that has not been studied in detail or sequenced to date.
Biochemical analyses using the API 20E and Vitek 2 biochemical as-
says identified Klebsiella sp. 10982 as K. pneumoniae. Klebsiella sp.
10982 is nonmotile, positive for lysine decarboxylase, negative for
ornithine decarboxylase, and positive in the Voges-Proskauer test
(Table 1), i.e., test results used to identify an organism as Klebsiella
(1, 45). However, Klebsiella sp. 10982 varied from K. pneumoniae
subsp. pneumoniae in the results of six diagnostic tests (adonitol,
�-N-acetyl-glucosaminidase, �-N-acetyl-galactosaminidase, ma-
lonate, 5-keto-D-gluconate, and L-malate assimilation).

In addition, Klebsiella sp. 10982 cannot be identified to the
species level based on any single housekeeping gene analysis alone,
due to the lack of similarity of Klebsiella sp. 10982 to other char-
acterized Klebsiella spp. (see Fig. S1 in the supplemental material).
Phylogenetic analysis of housekeeping genes demonstrated previ-
ously that K. pneumoniae can be subdivided into two lineages (39,
46). The lineage of K. pneumoniae that contains the endophytes
has recently been described as a separate species designated K.
variicola (5). Note that some of the previously named K. pneu-
moniae isolates would be redesignated K. variicola under the new
naming convention (for example, K. pneumoniae 342) (Fig. 1).
Interestingly, the rpoB nucleotide sequence phylogeny inferred
from a partial alignment of Klebsiella rpoB sequences previously
used to subclassify K. pneumoniae into three phylogenetic groups
(39) demonstrated that Klebsiella sp. 10982 falls outside the
groups formed by K. pneumoniae and K. variicola (see Fig. S1 in
the supplemental material). The complete Klebsiella sp. 10982
rpoB nucleotide sequence had 97% identity with the rpoB se-
quences of K. pneumoniae, K. variicola, and Enterobacter aero-
genes, whereas BLASTN analysis of the partial rpoB region used in
the phylogenetic analysis indicated 99% nucleotide identity with
the rpoB of E. aerogenes genome sequences, demonstrating that

housekeeping gene analysis cannot be used to identify Klebsiella
sp. 10982 to the species level. Of the seven K. pneumoniae multi-
locus sequence typing (MLST) loci from Klebsiella sp. 10982, four
of the genes (infB, gapA, mdh, and pgi), were identical to alleles
in the K. pneumoniae database (http://www.pasteur.fr/recherche
/genopole/PF8/mlst/Kpneumoniae.html). The other three MLST
markers (rpoB, phoE, and tonB) from Klebsiella sp. 10982 had
99%, 97%, and 93% nucleotide identity, respectively, with alleles
in the MLST database; therefore, strain 10982 has a unique se-
quence type, which was designated ST-1155.

These phenotypic and single-gene-based phylogenetic identifica-
tion inconsistencies prompted us to use whole-genome sequencing
to aid in the identification of this organism, which is designated Kleb-
siella sp. 10982. Whole-genome phylogenetic analysis of the Kleb-
siella sp. 10982 genome demonstrated that this isolate is on a sep-
arate phylogenetic branch, located between the groups of
sequenced clinical K. pneumoniae and K. variicola endophyte ge-
nomes (Fig. 1). All of the K. pneumoniae clinical isolate genomes
formed a single phylogenomic group. The endophyte genomes, K.
variicola At-22 and K. pneumoniae 342, were in a separate lineage
that also included the Klebsiella sp. 1_1_55 genome, which was
sequenced as part of the Human Microbiome Project; however,
no clinical source information is available for this isolate. The
whole-genome comparison confirmed the initial findings that the
Klebsiella sp. 10982 isolate is within the Klebsiella genus, but it
appears to be a distinct intermediate between clinical and environ-
mental isolates.

The genomic features of Klebsiella sp. 10982 were compared,
using large-scale BLAST score ratio (42) analysis, with eight ge-
nomes belonging to the K. pneumoniae phylogroup and three ge-
nomes of the K. variicola phylogroup. A total of 12,224 features
were predicted from the 12 Klebsiella genomes analyzed, which
were then compared using TBLASTN analysis of the amino acid
sequence of each feature in comparison with each genome. There
were 4,108 features that were present with BSR values of �0.8 in
the three K. variicola phylogroup genomes, the eight K. pneu-
moniae phylogroup genomes, and the Klebsiella sp. 10982 ge-
nome. These features represent the conserved core among these
multiple species of Klebsiella genomes. Among these are multiple
alleles of the same gene that were identified as distinct clusters
when they exhibited �90% nucleotide identity, as a result of the
species diversity of these genomes.

TABLE 1 Biochemical comparisons of Klebsiella speciesa

Biochemical
parameter

K. pneumoniae subsp.

K. variicola
Klebsiella
oxytoca

Raoultella
planticola

Strain
10982 E. aerogenespneumoniae ozaenae rhinoscleromatis

Indole � � � � � vb � �
Lysine � v � v � � � �
Ornithine � � � � � � � �
Motility � � � � � � � �
Citrate � � � � � � � �
Urease � � � � � � � NK
Adonitol � � � � NKc NK � NK
Malonate � � � � � � � �
Voges-Proskauer � � � v � v � �
Methyl red � � � v � � � �
a Findings for the other Klebsiella spp. are from published data (1, 45) and expected Vitek 2 results.
b v, variable.
c NK, not known.
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There were 136 genomic features present in Klebsiella sp.
10982 and all three K. variicola genomes that were absent from all
eight of the K. pneumoniae genomes (see Table S3 in the supple-
mental material). These features represent the endophyte-like ge-
nome content of Klebsiella sp. 10982. Among these features were
the genes for nitrogen fixation. Meanwhile, Klebsiella sp. 10982
shared 82 features with all eight of the K. pneumoniae genomes
that were not present in any of the three K. variicola genomes (see
Table S3 in the supplemental material), representing the K. pneu-
moniae-like genome content of Klebsiella sp. 10982. Some of these
genes, as expected, encode factors that are thought to be respon-
sible for adaptation and survival in the human host, such as a type
I fimbria-like protein, putative transporter proteins, and the
UmuCD DNA polymerase subunits (see Table S3 in the supple-
mental material). Interestingly, there were 143 features present in
all K. variicola genomes that were also present in all K. pneumoniae

genomes but were absent from the Klebsiella sp. 10982 genome,
further demonstrating the unique nature of this isolate. Mean-
while, 611 features were unique to the Klebsiella sp. 10982 genome
and were not detected in any of the other Klebsiella genomes an-
alyzed (see Table S4 in the supplemental material). Among these
were genes encoding an AmpC �-lactamase, plasmid-associated
conjugal transfer proteins, phage-associated structural proteins,
and numerous hypothetical proteins (see Table S4 in the supple-
mental material). In comparison, there were 288 features detected
in all three K. variicola genomes that were not present in Klebsiella
sp. 10982 or any of the K. pneumoniae genomes and 160 features
detected in all eight K. pneumoniae genomes that were not present
in any K. variicola genomes or Klebsiella sp. 10982.

Identification of metabolic and virulence-associated genes in
Klebsiella sp. 10982. Bioinformatic detection of known meta-
bolic and virulence-associated genes in the draft genome se-
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FIG 1 Whole-genome phylogeny of Klebsiella sp. strain 10982 relative to other Klebsiella isolates that have been sequenced to date. The draft or complete
nucleotide sequences of the genomes were aligned using Mugsy (36). A maximum-likelihood phylogeny was constructed with 100 bootstrap replicates using
RAxML v7.2.8 (37) and was visualized using FigTree v1.3.1 (see http://tree.bio.ed.ac.uk/software/figtree). Bootstrap values of �50 are shown. The scale bar
indicates the distance of 0.03 nucleotide substitutions per site. Information regarding genomes in the phylogeny and the GenBank accession numbers is available
in Table S2 in the supplemental material.
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quence of Klebsiella sp. 10982 demonstrated that this isolate pos-
sesses genes associated only with K. pneumoniae clinical isolates, as
well as some genes that are typically found in K. variicola isolates
from plants (Table 2). There are far fewer sequenced Klebsiella
plant isolate genomes, so it is difficult to make conclusive deter-
minations about the restriction of genes to K. variicola isolates. K.
pneumoniae virulence-associated genes that enhance iron acqui-
sition (kfu), contribute to the mucoid phenotype (rmpA), or lead
to the development of serum resistance (magA) were not detected
in the genome of Klebsiella sp. 10982 (Table 2). Interestingly, met-
abolic genes detected in Klebsiella sp. 10982 included genes for
nitrogen fixation, allantoin metabolism, and citrate fermentation
(Table 2).

The nif gene cluster has been extensively characterized in K.
pneumoniae (3, 47); however, some isolates that possess the nif
gene cluster are most likely members of the K. variicola subgroup
described above (5). K. variicola has been isolated from both en-
vironmental (2, 3) and clinical (5, 39) specimens; however, the
genetic contents and functionality of the nif gene cluster in the
clinical isolates have not been fully investigated. The predicted nif
gene cluster of Klebsiella species contains 19 or 20 genes (47, 48)
and all are present in Klebsiella sp. 10982 (see Table S5 in the
supplemental material), suggesting that nitrogen fixation by this
isolate could be possible. The nif genes of Klebsiella sp. 10982 share
�98% nucleotide identity with those of plant Klebsiella isolate 342
(3). These genes were also present with similar orders and high
levels of identity in the other available endophyte genome, that of
K. variicola At-22 (2), as well as the uncharacterized Klebsiella
isolate 1_1_55 genome (GenBank accession no. ACXA00000000).
Nitrogen fixation is a bacterial characteristic more commonly
identified in free-living bacteria in soils or in symbiotic associa-
tions with plants or insects (2, 3, 49). Burkholderia vietnamiensis is
an example of a nitrogen-fixing bacterium that has been isolated
from both environmental samples and human specimens (50).
Recently, B. vietnamiensis isolates from cystic fibrosis patients
have been shown to possess a deficient form of the nif gene cluster
(50), suggesting that nitrogen fixation may play a stronger role in
environmental survival than in colonizing humans. It is unclear
what role, if any, the nitrogen fixation genes may have in coloni-
zation of the human gastrointestinal tract.

In select K. pneumoniae clinical isolates and Klebsiella sp.
10982, there is a 22-kb genomic island that contains genes for
allantoin metabolism (see Table S5 in the supplemental material).
The genes in this region of the Klebsiella sp. 10982 genome display
96 to 100% nucleotide identity with the allantoin metabolism
genes in indel4 in the genome of the liver abscess isolate K. pneu-
moniae NTUH-K2044 (13). The allantoin metabolism genes of
Klebsiella sp. 10982 were detected on two different contigs; how-
ever, the genes located adjacent to each end of this region in Kleb-
siella sp. 10982 are homologous to those in the K. pneumoniae
NTUH-K2044 genome, demonstrating that this island is inserted
in the same genomic site. While nearly all of the genes within the
allantoin metabolism island of Klebsiella sp. 10982 had �98%
nucleotide identity with those of K. pneumoniae NTUH-K2044,
the genes on both sides of this region had less similarity to those of
K. pneumoniae NTUH-K2044 (91 to 96% nucleotide identity).
Features of the Klebsiella sp. 10982 genome also exhibited similar-
ity to some genes in other indels of K. pneumoniae NTUH-K2044,
including the type 1 fimbrial genes of indel2 and putative hydro-
lase-encoding genes of indel6 (data not shown). However, not all T
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genes in the indels of K. pneumoniae NTUH-K2044 were identi-
fied in the Klebsiella sp. 10982 genome. In contrast to the more
widely distributed citrate fermentation gene cluster, several stud-
ies have demonstrated that the 22-kb genomic island genes for
allantoin metabolism are specific to particular K. pneumoniae
clinical isolates (10, 13). This island, in addition to six other inser-
tion regions within the K. pneumoniae NTUH-K2044 genome, has
been detected in isolates obtained from community-acquired bac-
teremia, liver abscesses, and urinary tract infections (13).

Another metabolic region of interest identified in the Klebsiella
sp. 10982 genome is a citrate fermentation gene cluster (see Table
S5 in the supplemental material). The predicted proteins for ci-
trate fermentation were also detected in the K. variicola endophyte
genomes and select K. pneumoniae clinical isolate genomes; how-
ever, they were notably absent from the genome of liver abscess
isolate K. pneumoniae NTUH-K2044 (Table 2) (13). The genomic
island encoding proteins for citrate fermentation has been identi-
fied in diverse K. pneumoniae isolates, and the presence of this
island was shown to confer growth in artificial urine medium un-
der anaerobic conditions (51). This island has been detected in
59% of Klebsiella isolates from urine samples, and it is thought to
enhance the physiological ability of Klebsiella to thrive in the harsh
conditions of urine and to cause urinary tract infections (51).
However, citrate fermentation does not appear to be required by
all Klebsiella strains to cause urinary tract infections, as 41% of
Klebsiella isolates from urine samples did not contain this island
(51). Additionally, this island is not exclusive to urinary tract-
colonizing Klebsiella isolates, as it was also identified in approxi-
mately 64% of nonurine Klebsiella isolates (51).

To verify the presence of all three of these unique metabolic
regions within single colonies of Klebsiella sp. 10982, we con-
firmed by PCR the presence of allB of the allantoin gene cluster,
citC2 of the citrate fermentation gene cluster, and nifH of the
nitrogen fixation gene cluster. Based on the phenotype, whole-
genome phylogeny, and BSR analyses, Klebsiella sp. 10982 appears
to be a phylogenomic and phenotypic intermediate between the

sequenced clinical K. pneumoniae isolates and the nitrogen-fixing
K. variicola isolates.

Examination of antimicrobial resistance mechanisms in
Klebsiella sp. 10982. The antibiotic resistance gene content of
Klebsiella sp. 10982 further demonstrates the unique nature of this
isolate. Antimicrobial susceptibility testing of Klebsiella sp. 10982
demonstrated that it is resistant to ceftriaxone (MIC of �32 �g/
ml), cephalothin (MIC of �256 �g/ml), and ampicillin/sulbac-
tam (MIC of �32 �g/ml) and sensitive to carbapenems (mero-
penem and ertapenem). PCR detection of �-lactamase genes
demonstrated that Klebsiella sp. 10982 possesses a blaSHV-like gene
and a blaFOX gene but does not contain the blaTEM or blaCTX-M

genes, which was confirmed by genome sequencing. Sequence
analysis of this FOX allele identified it as a new allele that differs
from the FOX-5 allele by one amino acid (Table 3; also see Fig. S2
in the supplemental material). This allele has been designated
FOX-10 in the Lahey Clinic �-lactamase classification scheme (see
http://www.lahey.org/Studies).

A presumptive SHV �-lactamase-encoding gene of Klebsiella
sp. 10982 was PCR amplified using primers to detect blaSHV alleles
and was sequenced; however, this sequence contained 28 amino
acid differences with respect to the chromosomal Klebsiella
blaSHV-1 allele (52) (Table 4; also see Fig. S3 in the supplemental
material). This Klebsiella sp. 10982 blaSHV-like �-lactamase se-
quence had 99% nucleotide identity and an identical amino acid
sequence in comparison with an unpublished �-lactamase desig-
nated LEN-26 (see http://www.pasteur.fr/ip/easysite/pasteur/en
/research/plates-formes-technologiques/pasteur-genopole-ile-de
-france/genotyping-of-pathogens-and-public-health-pf8/beta
-lactamase-enzyme-variants/beta-lactamase-enzyme-variants), demon-
strating that this sequence is more closely related to a LEN �-lactamase
(Table 4; also see Fig. S3 in the supplemental material).

Using plasmid incompatibility group-specific PCR, it was de-
termined that the FOX-10-encoding gene is associated with a plas-
mid of the IncA/C incompatibility group. This was determined by
conjugal transfer of the FOX-10-containing plasmid to rifampin-

TABLE 4 Identification of polymorphic sites in the LEN-26 sequence of Klebsiella sp. strain 10982 in comparison with other LEN sequences

Allelea
GenBank
accession no. Source

Amino acid composition at polymorphic siteb:

4 14 18 20 49 84 88 110 114 115 125 173 197 223 251 257 259 264 265 266 272 275

LEN-1 CAA28198 K. pneumoniae V T V Y N L D V T I L A A P P I L A S M H G
LEN-2 AAK69830 K. pneumoniae ·c · A D S V · · · · · · · · · · · · · · · ·
LEN-5 AAU25807 K. pneumoniae I · A · S · · T · · · · · · · · · · · · · ·
LEN-17 ABQ23577 Staphylococcus

epidermidis
· · A D S V · T · V · · · · · · · · · · · ·

LEN-19 CAP12347 K. pneumoniae · · A · S · · T · V · · · · · · · · · · · ·
LEN-20 CAP12348 K. pneumoniae · · A D S · · T · V · · · · · · · V · · · ·
LEN-21 CAP12349 K. pneumoniae · · A D S V V · · · · · · A · · · · · · · ·
LEN-22 CAP12350 K. pneumoniae · · A D S · · · · · · · P A · · · · · · · ·
LEN-23 CAP12351 K. pneumoniae · · A · S · · T · · · · · · · L · · · · · ·
LEN-24 CAP12352 K. pneumoniae · N A D S · · · · · · · · · · · · · · · · ·
LEN-25 ADW77562 K. pneumoniae · · A D S · · · A · · · · · · L · · · · · ·
�-Lactamase ZP_06549003 Klebsiella sp. 1_1_55 · · A D S · · T · · · · · · · · · · · · · ·
�-Lactamase YP_003439655 K. variicola At-22 · · A D S · · · · · · · · · · L · · · · · ·
�-Lactamase YP_002238610 Klebsiella sp. 342 · N A D S · · · · · · · P A · · · · · · · ·
LEN-26d AEY11240 Unknown · N A · S V · T · · Me Me · Ae A · Me · Te Ie Qe Ae

LEN-26d This study Klebsiella sp. 10982 · N A · S V · T · · Me Me · Ae A · Me · Te Ie Qe Ae

a The sequences of 1_1_55, At-22, and 342 were identified by BLASTP analysis to have similarity to the LEN �-lactamases; however, they have not been annotated as LEN-type
�-lactamases.
b The region displayed represents positions 1 to 277 of 286 amino acids.
c A dot indicates an amino acid sequence residue that is identical to the residue of the reference sequence in the first row.
d The LEN-26 sequences represent a previously characterized sequence with little information available regarding its origin and the sequence obtained for Klebsiella sp. strain 10982
in this study.
e Amino acid residues that differ for the LEN-26 allele versus all other LEN alleles.
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resistant E. coli laboratory strain J53 with selection with ceftazi-
dime. Isolation of plasmid DNA from the transconjugant demon-
strated the mobilization of a single large supercoiled plasmid that
was greater than 120 kb. These data, taken together, identify the
FOX-10 gene as being present on a large mobile antibiotic resis-
tance IncA/C plasmid, a common antibiotic resistance plasmid in
Klebsiella species. Thus, it is possible that Klebsiella sp. 10982 ac-
quired the FOX-10-encoding IncA/C multidrug-resistance plas-
mid from intimate association with enteric bacteria carrying the
blaFOX-5 allele. A total of 16 IncA/C multidrug-resistance plas-
mids, which confer resistance to chloramphenicol, spectinomy-
cin, sulfonamides, AmpC �-lactamases, and most recently the
NDM-1 metallo-�-lactamase (20, 53–58), have been completely
sequenced. The blaFOX-5 allele was identified previously in E. coli
and K. pneumoniae isolates that harbor a large plasmid of �180 kb
(59, 60), but none of these plasmids has been sequenced yet. Fur-
ther characterization of the gene contents and diversity of bacte-
rial hosts that have acquired the FOX IncA/C multidrug-resis-
tance plasmid is under way.

Conclusions. The current study describes the phenotypic and
genomic characterization of Klebsiella sp. 10982, which contains
two novel �-lactamase alleles, FOX-10 and LEN-26. It is unclear
whether Klebsiella sp. 10982 contributed to the observed clinical
presentation, as it was obtained from a perianal swab from a pa-
tient being treated in the ICU for congestive heart failure, and no
other samples obtained from this patient that were positive for an
extended-spectrum �-lactamase producer also contained a Kleb-
siella isolate. Further investigation is necessary to determine
whether this intermediate generalist Klebsiella isolate is capable of
causing a clinical infection or is able to colonize the human gas-
trointestinal tract. In addition, it remains to be determined what
role, if any, harboring the genes for nitrogen fixation, allantoin
metabolism, citrate fermentation, and plasmid-encoded antibi-
otic resistance would have in its ability to colonize and to persist in
the human body.

ACKNOWLEDGMENTS

This project was funded by NIH grants K12RR023250 (to J.K.J.),
1K24AI079040-01A1 (to A.D.H.), and 2R01AI060859-05 (to A.D.H.) and
startup funds from the state of Maryland (to D.A.R.).

We thank the team of curators of the Institut Pasteur MLST system
(Paris, France) for importing novel alleles, profiles, and/or isolates.

REFERENCES
1. Podschun R, Ullmann U. 1998. Klebsiella spp. as nosocomial pathogens:

epidemiology, taxonomy, typing methods, and pathogenicity factors.
Clin. Microbiol. Rev. 11:589 – 603.

2. Pinto-Tomas AA, Anderson MA, Suen G, Stevenson DM, Chu FS, Cleland
WW, Weimer PJ, Currie CR. 2009. Symbiotic nitrogen fixation in the fungus
gardens of leaf-cutter ants. Science 326:1120–1123. http://dx.doi.org/10.1126
/science.1173036.

3. Fouts DE, Tyler HL, DeBoy RT, Daugherty S, Ren Q, Badger JH, Durkin AS,
Huot H, Shrivastava S, Kothari S, Dodson RJ, Mohamoud Y, Khouri H,
Roesch LF, Krogfelt KA, Struve C, Triplett EW, Methe BA. 2008. Complete
genome sequence of the N2-fixing broad host range endophyte Klebsiella pneu-
moniae 342 and virulence predictions verified in mice. PLoS Genet.
4:e1000141. http://dx.doi.org/10.1371/journal.pgen.1000141.

4. Drancourt M, Bollet C, Carta A, Rousselier P. 2001. Phylogenetic
analyses of Klebsiella species delineate Klebsiella and Raoultella gen. nov.,
with description of Raoultella ornithinolytica comb. nov., Raoultella terri-
gena comb. nov. and Raoultella planticola comb. nov. Int. J. Syst. Evol.
Microbiol. 51:925–932. http://dx.doi.org/10.1099/00207713-51-3-925.

5. Rosenblueth M, Martinez L, Silva J, Martinez-Romero E. 2004. Klebsiella

variicola, a novel species with clinical and plant-associated isolates. Syst. Appl.
Microbiol. 27:27–35. http://dx.doi.org/10.1078/0723-2020-00261.

6. Ko WC, Paterson DL, Sagnimeni AJ, Hansen DS, Von Gottberg A,
Mohapatra S, Casellas JM, Goossens H, Mulazimoglu L, Trenholme G,
Klugman KP, McCormack JG, Yu VL. 2002. Community-acquired Kleb-
siella pneumoniae bacteremia: global differences in clinical patterns.
Emerg. Infect. Dis. 8:160 –166. http://dx.doi.org/10.3201/eid0802.010025.

7. Carpenter JL. 1990. Klebsiella pulmonary infections: occurrence at one
medical center and review. Rev. Infect. Dis. 12:672– 682. http://dx.doi.org
/10.1093/clinids/12.4.672.

8. Tsai FC, Huang YT, Chang LY, Wang JT. 2008. Pyogenic liver abscess as
endemic disease, Taiwan. Emerg. Infect. Dis. 14:1592–1600. http://dx.doi
.org/10.3201/eid1410.071254.

9. Wang JH, Liu YC, Lee SS, Yen MY, Chen YS, Wann SR, Lin HH. 1998.
Primary liver abscess due to Klebsiella pneumoniae in Taiwan. Clin. Infect.
Dis. 26:1434 –1438. http://dx.doi.org/10.1086/516369.

10. Chou HC, Lee CZ, Ma LC, Fang CT, Chang SC, Wang JT. 2004.
Isolation of a chromosomal region of Klebsiella pneumoniae associated
with allantoin metabolism and liver infection. Infect. Immun. 72:3783–
3792. http://dx.doi.org/10.1128/IAI.72.7.3783-3792.2004.

11. Fierer J, Walls L, Chu P. 2011. Recurring Klebsiella pneumoniae pyogenic
liver abscesses in a resident of San Diego, California, due to a K1 strain
carrying the virulence plasmid. J. Clin. Microbiol. 49:4371– 4373. http:
//dx.doi.org/10.1128/JCM.05658-11.

12. Brisse S, Fevre C, Passet V, Issenhuth-Jeanjean S, Tournebize R, Diancourt L,
Grimont P. 2009. Virulent clones of Klebsiella pneumoniae: identification and
evolutionary scenario based on genomic and phenotypic characterization.
PLoS One 4:e4982. http://dx.doi.org/10.1371/journal.pone.0004982.

13. Wu KM, Li LH, Yan JJ, Tsao N, Liao TL, Tsai HC, Fung CP, Chen HJ,
Liu YM, Wang JT, Fang CT, Chang SC, Shu HY, Liu TT, Chen YT,
Shiau YR, Lauderdale TL, Su IJ, Kirby R, Tsai SF. 2009. Genome
sequencing and comparative analysis of Klebsiella pneumoniae NTUH-
K2044, a strain causing liver abscess and meningitis. J. Bacteriol. 191:
4492– 4501. http://dx.doi.org/10.1128/JB.00315-09.

14. Mathers AJ, Cox HL, Kitchel B, Bonatti H, Brassinga AK, Carroll J,
Scheld WM, Hazen KC, Sifri CD. 2011. Molecular dissection of an
outbreak of carbapenem-resistant Enterobacteriaceae reveals intergenus
KPC carbapenemase transmission through a promiscuous plasmid. mBio
2:e00204 – 00211. http://dx.doi.org/10.1128/mBio.00204-11.

15. Nordmann P, Naas T, Poirel L. 2011. Global spread of carbapenemase-
producing Enterobacteriaceae. Emerg. Infect. Dis. 17:1791–1798. http:
//dx.doi.org/10.3201/eid1710.110655.

16. Shen P, Jiang Y, Zhou Z, Zhang J, Yu Y, Li L. 2008. Complete nucleotide
sequence of pKP96, a 67 850 bp multiresistance plasmid encoding qnrA1,
aac(6=)-Ib-cr and blaCTX-M-24 from Klebsiella pneumoniae. J. Antimicrob.
Chemother. 62:1252–1256. http://dx.doi.org/10.1093/jac/dkn397.

17. Sarno R, McGillivary G, Sherratt DJ, Actis LA, Tolmasky ME. 2002.
Complete nucleotide sequence of Klebsiella pneumoniae multiresistance
plasmid pJHCMW1. Antimicrob. Agents Chemother. 46:3422–3427.
http://dx.doi.org/10.1128/AAC.46.11.3422-3427.2002.

18. Yi H, Xi Y, Liu J, Wang J, Wu J, Xu T, Chen W, Chen B, Lin M, Wang H,
Zhou M, Li J, Xu Z, Jin S, Bao Q. 2010. Sequence analysis of pKF3-70 in
Klebsiella pneumoniae: probable origin from R100-like plasmid of Esche-
richia coli. PLoS One 5:e8601. http://dx.doi.org/10.1371/journal.pone
.0008601.

19. Zhao F, Bai J, Wu J, Liu J, Zhou M, Xia S, Wang S, Yao X, Yi H, Lin
M, Gao S, Zhou T, Xu Z, Niu Y, Bao Q. 2010. Sequencing and genetic
variation of multidrug resistance plasmids in Klebsiella pneumoniae. PLoS
One 5:e10141. http://dx.doi.org/10.1371/journal.pone.0010141.

20. Carattoli A, Villa L, Poirel L, Bonnin RA, Nordmann P. 2012. Evolution
of IncA/C blaCMY-2-carrying plasmids by acquisition of the blaNDM-1 car-
bapenemase gene. Antimicrob. Agents Chemother. 56:783–786. http://dx
.doi.org/10.1128/AAC.05116-11.

21. Chen YT, Shu HY, Li LH, Liao TL, Wu KM, Shiau YR, Yan JJ, Su IJ,
Tsai SF, Lauderdale TL. 2006. Complete nucleotide sequence of pK245, a
98-kilobase plasmid conferring quinolone resistance and extended-
spectrum-�-lactamase activity in a clinical Klebsiella pneumoniae isolate.
Antimicrob. Agents Chemother. 50:3861–3866. http://dx.doi.org/10.1128
/AAC.00456-06.

22. Chen YT, Lauderdale TL, Liao TL, Shiau YR, Shu HY, Wu KM, Yan JJ,
Su IJ, Tsai SF. 2007. Sequencing and comparative genomic analysis of
pK29, a 269-kilobase conjugative plasmid encoding CMY-8 and CTX-

Hazen et al.

1886 aac.asm.org Antimicrobial Agents and Chemotherapy

http://dx.doi.org/10.1126/science.1173036
http://dx.doi.org/10.1126/science.1173036
http://dx.doi.org/10.1371/journal.pgen.1000141
http://dx.doi.org/10.1099/00207713-51-3-925
http://dx.doi.org/10.1078/0723-2020-00261
http://dx.doi.org/10.3201/eid0802.010025
http://dx.doi.org/10.1093/clinids/12.4.672
http://dx.doi.org/10.1093/clinids/12.4.672
http://dx.doi.org/10.3201/eid1410.071254
http://dx.doi.org/10.3201/eid1410.071254
http://dx.doi.org/10.1086/516369
http://dx.doi.org/10.1128/IAI.72.7.3783-3792.2004
http://dx.doi.org/10.1128/JCM.05658-11
http://dx.doi.org/10.1128/JCM.05658-11
http://dx.doi.org/10.1371/journal.pone.0004982
http://dx.doi.org/10.1128/JB.00315-09
http://dx.doi.org/10.1128/mBio.00204-11
http://dx.doi.org/10.3201/eid1710.110655
http://dx.doi.org/10.3201/eid1710.110655
http://dx.doi.org/10.1093/jac/dkn397
http://dx.doi.org/10.1128/AAC.46.11.3422-3427.2002
http://dx.doi.org/10.1371/journal.pone.0008601
http://dx.doi.org/10.1371/journal.pone.0008601
http://dx.doi.org/10.1371/journal.pone.0010141
http://dx.doi.org/10.1128/AAC.05116-11
http://dx.doi.org/10.1128/AAC.05116-11
http://dx.doi.org/10.1128/AAC.00456-06
http://dx.doi.org/10.1128/AAC.00456-06
http://aac.asm.org


M-3 �-lactamases in Klebsiella pneumoniae. Antimicrob. Agents Che-
mother. 51:3004 –3007. http://dx.doi.org/10.1128/AAC.00167-07.

23. Giske CG, Froding I, Hasan CM, Turlej-Rogacka A, Toleman M,
Livermore D, Woodford N, Walsh TR. 2012. Diverse sequence types of
Klebsiella pneumoniae contribute to the dissemination of blaNDM-1 in In-
dia, Sweden, and the United Kingdom. Antimicrob. Agents Chemother.
56:2735–2738. http://dx.doi.org/10.1128/AAC.06142-11.

24. Kumarasamy KK, Toleman MA, Walsh TR, Bagaria J, Butt F,
Balakrishnan R, Chaudhary U, Doumith M, Giske CG, Irfan S, Krish-
nan P, Kumar AV, Maharjan S, Mushtaq S, Noorie T, Paterson DL,
Pearson A, Perry C, Pike R, Rao B, Ray U, Sarma JB, Sharma M,
Sheridan E, Thirunarayan MA, Turton J, Upadhyay S, Warner M,
Welfare W, Livermore DM, Woodford N. 2010. Emergence of a new
antibiotic resistance mechanism in India, Pakistan, and the UK: a molec-
ular, biological, and epidemiological study. Lancet Infect. Dis. 10:597–
602. http://dx.doi.org/10.1016/S1473-3099(10)70143-2.

25. Kumar V, Sun P, Vamathevan J, Li Y, Ingraham K, Palmer L, Huang J,
Brown JR. 2011. Comparative genomics of Klebsiella pneumoniae strains
with different antibiotic resistance profiles. Antimicrob. Agents Che-
mother. 55:4267– 4276. http://dx.doi.org/10.1128/AAC.00052-11.

26. Johnson JK, Smith G, Lee MS, Venezia RA, Stine OC, Nataro JP, Hsiao
W, Harris AD. 2009. The role of patient-to-patient transmission in the
acquisition of imipenem-resistant Pseudomonas aeruginosa colonization
in the intensive care unit. J. Infect. Dis. 200:900 –905. http://dx.doi.org/10
.1086/605408.

27. Clinical and Laboratory Standards Institute. 2013. Performance stan-
dards for antimicrobial susceptibility testing; 23rd informational supple-
ment. CLSI M100-S23. Clinical and Laboratory Standards Institute,
Wayne, PA.

28. Sambrook J, Fritsch MJ, Maniatis T. 1989. Molecular cloning: a labora-
tory manual, 2nd ed. Cold Spring Harbor Laboratory, Cold Spring Har-
bor, NY.

29. Kieser T. 1984. Factors affecting the isolation of CCC DNA from Strepto-
myces lividans and Escherichia coli. Plasmid 12:19 –36. http://dx.doi.org/10
.1016/0147-619X(84)90063-5.

30. Carattoli A, Bertini A, Villa L, Falbo V, Hopkins KL, Threlfall EJ. 2005.
Identification of plasmids by PCR-based replicon typing. J. Microbiol.
Methods 63:219 –228. http://dx.doi.org/10.1016/j.mimet.2005.03.018.

31. Johnson TJ, Wannemuehler YM, Johnson SJ, Logue CM, White DG,
Doetkott C, Nolan LK. 2007. Plasmid replicon typing of commensal and
pathogenic Escherichia coli isolates. Appl. Environ. Microbiol. 73:1976 –
1983. http://dx.doi.org/10.1128/AEM.02171-06.

32. Sommer DD, Delcher AL, Salzberg SL, Pop M. 2007. Minimus: a fast,
lightweight genome assembler. BMC Bioinformatics 8:64. http://dx.doi
.org/10.1186/1471-2105-8-64.

33. Zerbino DR, Birney E. 2008. Velvet: algorithms for de novo short read
assembly using de Bruijn graphs. Genome Res. 18:821– 829. http://dx.doi
.org/10.1101/gr.074492.107.

34. Hernandez D, Francois P, Farinelli L, Osteras M, Schrenzel J. 2008. De
novo bacterial genome sequencing: millions of very short reads assembled
on a desktop computer. Genome Res. 18:802– 809. http://dx.doi.org/10
.1101/gr.072033.107.

35. Sahl JW, Steinsland H, Redman JC, Angiuoli SV, Nataro JP, Sommerfelt H,
Rasko DA. 2011. A comparative genomic analysis of diverse clonal types of en-
terotoxigenic Escherichia coli reveals pathovar-specific conservation. Infect.
Immun. 79:950 –960. http://dx.doi.org/10.1128/IAI.00932-10.

36. Angiuoli SV, Salzberg SL. 2011. Mugsy: fast multiple alignment of closely
related whole genomes. Bioinformatics 27:334 –342. http://dx.doi.org/10
.1093/bioinformatics/btq665.

37. Stamatakis A. 2006. RAxML-VI-HPC: maximum likelihood-based phy-
logenetic analyses with thousands of taxa and mixed models. Bioinformat-
ics 22:2688 –2690. http://dx.doi.org/10.1093/bioinformatics/btl446.

38. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S.
2011. MEGA5: molecular evolutionary genetics analysis using maxi-
mum likelihood, evolutionary distance, and maximum parsimony
methods. Mol. Biol. Evol. 28:2731–2739. http://dx.doi.org/10.1093
/molbev/msr121.

39. Alves MS, Dias RC, de Castro AC, Riley LW, Moreira BM. 2006.
Identification of clinical isolates of indole-positive and indole-negative
Klebsiella spp. J. Clin. Microbiol. 44:3640 –3646. http://dx.doi.org/10
.1128/JCM.00940-06.

40. Rasko DA, Myers GS, Ravel J. 2005. Visualization of comparative

genomic analyses by BLAST score ratio. BMC Bioinformatics 6:2. http:
//dx.doi.org/10.1186/1471-2105-6-2.

41. Gertz EM, Yu YK, Agarwala R, Schaffer AA, Altschul SF. 2006. Com-
position-based statistics and translated nucleotide searches: improving
the TBLASTN module of BLAST. BMC Biol. 4:41. http://dx.doi.org/10
.1186/1741-7007-4-41.

42. Sahl JW, Gillece JD, Schupp JM, Waddell VG, Driebe EM, Engelthaler
DM, Keim P. 2013. Evolution of a pathogen: a comparative genomics
analysis identifies a genetic pathway to pathogenesis in Acinetobacter.
PLoS One 8:e54287. http://dx.doi.org/10.1371/journal.pone.0054287.

43. Delcher AL, Bratke KA, Powers EC, Salzberg SL. 2007. Identifying
bacterial genes and endosymbiont DNA with Glimmer. Bioinformatics
23:673– 679. http://dx.doi.org/10.1093/bioinformatics/btm009.

44. Edgar RC. 2010. Search and clustering orders of magnitude faster than BLAST.
Bioinformatics 26:2460–2461. http://dx.doi.org/10.1093/bioinformatics/btq461.

45. Hansen DS, Aucken HM, Abiola T, Podschun R. 2004. Recom-
mended test panel for differentiation of Klebsiella species on the basis of
a trilateral interlaboratory evaluation of 18 biochemical tests. J. Clin. Mi-
crobiol. 42:3665–3669. http://dx.doi.org/10.1128/JCM.42.8.3665-3669
.2004.

46. Brisse S, Verhoef J. 2001. Phylogenetic diversity of Klebsiella pneumoniae
and Klebsiella oxytoca clinical isolates revealed by randomly amplified
polymorphic DNA, gyrA and parC genes sequencing and automated ri-
botyping. Int. J. Syst. Evol. Microbiol. 51:915–924. http://dx.doi.org/10
.1099/00207713-51-3-915.

47. Arnold W, Rump A, Klipp W, Priefer UB, Puhler A. 1988. Nucleotide
sequence of a 24,206-base-pair DNA fragment carrying the entire nitrogen
fixation gene cluster of Klebsiella pneumoniae. J. Mol. Biol. 203:715–738.
http://dx.doi.org/10.1016/0022-2836(88)90205-7.

48. Temme K, Zhao D, Voigt CA. 2012. Refactoring the nitrogen fixation
gene cluster from Klebsiella oxytoca. Proc. Natl. Acad. Sci. U. S. A. 109:
7085–7090. http://dx.doi.org/10.1073/pnas.1120788109.

49. Dixon R, Kahn D. 2004. Genetic regulation of biological nitrogen
fixation. Nat. Rev. Microbiol. 2:621– 631. http://dx.doi.org/10.1038
/nrmicro954.

50. Menard A, Monnez C, Estrada de Los Santos P, Segonds C, Caballero-
Mellado J, Lipuma JJ, Chabanon G, Cournoyer B. 2007. Selection of
nitrogen-fixing deficient Burkholderia vietnamiensis strains by cystic fibro-
sis patients: involvement of nif gene deletions and auxotrophic mutations.
Environ. Microbiol. 9:1176 –1185. http://dx.doi.org/10.1111/j.1462-2920
.2007.01240.x.

51. Chen YT, Liao TL, Wu KM, Lauderdale TL, Yan JJ, Huang IW, Lu MC,
Lai YC, Liu YM, Shu HY, Wang JT, Su IJ, Tsai SF. 2009. Genomic
diversity of citrate fermentation in Klebsiella pneumoniae. BMC Micro-
biol. 9:168. http://dx.doi.org/10.1186/1471-2180-9-168.

52. Haeggman S, Lofdahl S, Paauw A, Verhoef J, Brisse S. 2004. Diversity
and evolution of the class A chromosomal �-lactamase gene in Klebsiella
pneumoniae. Antimicrob. Agents Chemother. 48:2400 –2408. http://dx
.doi.org/10.1128/AAC.48.7.2400-2408.2004.

53. Fernandez-Alarcon C, Singer RS, Johnson TJ. 2011. Comparative
genomics of multidrug resistance-encoding IncA/C plasmids from com-
mensal and pathogenic Escherichia coli from multiple animal sources.
PLoS One 6:e23415. http://dx.doi.org/10.1371/journal.pone.0023415.

54. Fricke WF, Welch TJ, McDermott PF, Mammel MK, LeClerc JE, White
DG, Cebula TA, Ravel J. 2009. Comparative genomics of the IncA/C
multidrug resistance plasmid family. J. Bacteriol. 191:4750 – 4757. http:
//dx.doi.org/10.1128/JB.00189-09.

55. Call DR, Singer RS, Meng D, Broschat SL, Orfe LH, Anderson JM,
Herndon DR, Kappmeyer LS, Daniels JB, Besser TE. 2010. blaCMY-2-
positive IncA/C plasmids from Escherichia coli and Salmonella enterica are a
distinct component of a larger lineage of plasmids. Antimicrob. Agents
Chemother. 54:590 –596. http://dx.doi.org/10.1128/AAC.00055-09.

56. Sekizuka T, Matsui M, Yamane K, Takeuchi F, Ohnishi M, Hishinuma
A, Arakawa Y, Kuroda M. 2011. Complete sequencing of the blaNDM-1-
positive IncA/C plasmid from Escherichia coli ST38 isolate suggests a pos-
sible origin from plant pathogens. PLoS One 6:e25334. http://dx.doi.org
/10.1371/journal.pone.0025334.

57. Kim MJ, Hirono I, Kurokawa K, Maki T, Hawke J, Kondo H, Santos
MD, Aoki T. 2008. Complete DNA sequence and analysis of the transfer-
able multiple-drug resistance plasmids (R plasmids) from Photobacterium
damselae subsp. piscicida isolates collected in Japan and the United States.
Antimicrob. Agents Chemother. 52:606 – 611. http://dx.doi.org/10.1128
/AAC.01216-07.

Genome Analysis of a Novel Klebsiella Isolate

April 2014 Volume 58 Number 4 aac.asm.org 1887

http://dx.doi.org/10.1128/AAC.00167-07
http://dx.doi.org/10.1128/AAC.06142-11
http://dx.doi.org/10.1016/S1473-3099(10)70143-2
http://dx.doi.org/10.1128/AAC.00052-11
http://dx.doi.org/10.1086/605408
http://dx.doi.org/10.1086/605408
http://dx.doi.org/10.1016/0147-619X(84)90063-5
http://dx.doi.org/10.1016/0147-619X(84)90063-5
http://dx.doi.org/10.1016/j.mimet.2005.03.018
http://dx.doi.org/10.1128/AEM.02171-06
http://dx.doi.org/10.1186/1471-2105-8-64
http://dx.doi.org/10.1186/1471-2105-8-64
http://dx.doi.org/10.1101/gr.074492.107
http://dx.doi.org/10.1101/gr.074492.107
http://dx.doi.org/10.1101/gr.072033.107
http://dx.doi.org/10.1101/gr.072033.107
http://dx.doi.org/10.1128/IAI.00932-10
http://dx.doi.org/10.1093/bioinformatics/btq665
http://dx.doi.org/10.1093/bioinformatics/btq665
http://dx.doi.org/10.1093/bioinformatics/btl446
http://dx.doi.org/10.1093/molbev/msr121
http://dx.doi.org/10.1093/molbev/msr121
http://dx.doi.org/10.1128/JCM.00940-06
http://dx.doi.org/10.1128/JCM.00940-06
http://dx.doi.org/10.1186/1471-2105-6-2
http://dx.doi.org/10.1186/1471-2105-6-2
http://dx.doi.org/10.1186/1741-7007-4-41
http://dx.doi.org/10.1186/1741-7007-4-41
http://dx.doi.org/10.1371/journal.pone.0054287
http://dx.doi.org/10.1093/bioinformatics/btm009
http://dx.doi.org/10.1093/bioinformatics/btq461
http://dx.doi.org/10.1128/JCM.42.8.3665-3669.2004
http://dx.doi.org/10.1128/JCM.42.8.3665-3669.2004
http://dx.doi.org/10.1099/00207713-51-3-915
http://dx.doi.org/10.1099/00207713-51-3-915
http://dx.doi.org/10.1016/0022-2836(88)90205-7
http://dx.doi.org/10.1073/pnas.1120788109
http://dx.doi.org/10.1038/nrmicro954
http://dx.doi.org/10.1038/nrmicro954
http://dx.doi.org/10.1111/j.1462-2920.2007.01240.x
http://dx.doi.org/10.1111/j.1462-2920.2007.01240.x
http://dx.doi.org/10.1186/1471-2180-9-168
http://dx.doi.org/10.1128/AAC.48.7.2400-2408.2004
http://dx.doi.org/10.1128/AAC.48.7.2400-2408.2004
http://dx.doi.org/10.1371/journal.pone.0023415
http://dx.doi.org/10.1128/JB.00189-09
http://dx.doi.org/10.1128/JB.00189-09
http://dx.doi.org/10.1128/AAC.00055-09
http://dx.doi.org/10.1371/journal.pone.0025334
http://dx.doi.org/10.1371/journal.pone.0025334
http://dx.doi.org/10.1128/AAC.01216-07
http://dx.doi.org/10.1128/AAC.01216-07
http://aac.asm.org


58. Welch TJ, Fricke WF, McDermott PF, White DG, Rosso ML, Rasko DA,
Mammel MK, Eppinger M, Rosovitz MJ, Wagner D, Rahalison L,
Leclerc JE, Hinshaw JM, Lindler LE, Cebula TA, Carniel E, Ravel J.
2007. Multiple antimicrobial resistance in plague: an emerging public
health risk. PLoS One 2:e309. http://dx.doi.org/10.1371/journal.pone
.0000309.

59. Jacoby GA, Chow N, Waites KB. 2003. Prevalence of plasmid-mediated

quinolone resistance. Antimicrob. Agents Chemother. 47:559 –562. http:
//dx.doi.org/10.1128/AAC.47.2.559-562.2003.

60. Wang M, Sahm DF, Jacoby GA, Hooper DC. 2004. Emerging plas-
mid-mediated quinolone resistance associated with the qnr gene in
Klebsiella pneumoniae clinical isolates in the United States. Antimicrob.
Agents Chemother. 48:1295–1299. http://dx.doi.org/10.1128/AAC.48.4
.1295-1299.2004.

Hazen et al.

1888 aac.asm.org Antimicrobial Agents and Chemotherapy

http://dx.doi.org/10.1371/journal.pone.0000309
http://dx.doi.org/10.1371/journal.pone.0000309
http://dx.doi.org/10.1128/AAC.47.2.559-562.2003
http://dx.doi.org/10.1128/AAC.47.2.559-562.2003
http://dx.doi.org/10.1128/AAC.48.4.1295-1299.2004
http://dx.doi.org/10.1128/AAC.48.4.1295-1299.2004
http://aac.asm.org

	Characterization of Klebsiella sp. Strain 10982, a Colonizer of Humans That Contains Novel Antibiotic Resistance Alleles and Exhibits Genetic Similarities to Plant and Clinical Klebsiella Isolates
	MATERIALS AND METHODS
	Strain isolation, biochemical identification, antimicrobial susceptibility testing, and plasmid analysis.
	PCR amplification and sequencing of relevant genome features.
	Genome sequencing and assembly.
	Phylogenetic analyses.
	BLAST score ratio analysis.
	Nucleotide sequence accession numbers.

	RESULTS AND DISCUSSION
	Biochemical and phylogenomic identification of Klebsiella sp. strain 10982.
	Identification of metabolic and virulence-associated genes in Klebsiella sp. 10982.
	Examination of antimicrobial resistance mechanisms in Klebsiella sp. 10982.
	Conclusions.

	ACKNOWLEDGMENTS
	REFERENCES


