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We report the first draft genome sequence of Kerstersia gyiorum from a leg ulcer of a patient with diabetes and osteomyelitis.
The 3.94-Mb genome assembly included 3,428 annotated coding sequences with an N50 of 223,310 bp and a plasmid encoding a
type IV secretion system gene and two antitoxin genes.
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Kerstersia gyiorum is a Gram-negative bacterium of the order
Burkholderiales that is occasionally isolated from clinical sam-

ples. The Kerstersia genus was described in 2003 based on a poly-
phasic taxonomic study of Alcaligenes faecalis–like organisms that
formed a unique clade (1). Kerstersia members are biochemically
very similar to the Alcaligenaceae and can only be speciated by
sequence, fatty acid composition, and whole-cell protein lysates.
Isolation of K. gyiorum has been reported from a total of five cases
of chronic otitis media and eight lower extremity wound infec-
tions (1–4). Recently, the first cases of K. gyiorum bacteremia and
bronchoalveolar lavage fluid isolations were reported (5, 6).

Because of the lack of a genomic sequence from any members
of the genus Kerstersia, we sequenced the first draft genome of
K. gyiorum strain CG1. This strain originated from a leg ulcer
specimen from a 57-year-old man with a history of diabetes and
osteomyelitis. The isolate was identified as a K. gyiorum in our
laboratory, based on partial 16S rRNA sequencing, in addition to
MALDI-TOF MS analysis.

DNA from K. gyiorum was extracted using the Promega
Genomic DNA Wizard kit, and paired-end libraries were con-
structed using the Nextera XT kit. Sequences were adapted and
quality (Q30) trimmed using Cutadapt, de novo assembled using
SPAdes version 3.5, and annotated via Prokka version 1.1 (7–10).
A total of 5,228,748 paired-end reads with an average length of 208
nucleotides were recovered after trimming. De novo assembly
yielded 32 contigs covering a total of 3,943,213 bp with an N50 of
223,310 bp, an average coverage of 260�, and a total of 3,428
annotated coding sequences. The assembled 16S sequence aligned
100% to K. gyiorum S7. Coverage of the rRNA locus suggests that
there are likely five copies of rRNA dispersed throughout the ge-
nome.

Strain CG1 possesses a 9,094-nucleotide plasmid with 9�
greater coverage than the genome and homology to Xanthomonas
and Achromobacter spp. plasmids. The plasmid encodes a virB6
type IV secretion system with a putative adenylate kinase–like pro-
tein opposed by a VbhA-like antitoxin coding sequence. The plas-

mid also encodes a second antitoxin sequence in a pemI-like gene.
The remaining sequence of the plasmid is devoted to repA (70%
amino acid to Paracoccus sp. TRP), ParA, and DNA-invertase hin,
along with 5 hypothetical proteins. Antibiotic resistance genes en-
coded on the chromosome included an aminoglycoside adenylyl-
transferase (69% amino acid to Mannheimia haemolytica Mh-
Swine 2000) and a chloramphenicol acetyltransferase (80% amino
acid to Morganella morganii MM1).

Nucleotide sequence accession number. This whole-genome
shotgun project has been deposited at DDBJ/EMBL/GenBank un-
der the accession number LBNE00000000.

ACKNOWLEDGMENT

No extramural funding was received for this work.

REFERENCES
1. Coenye T, Vancanneyt M, Cnockaert MC, Falsen E, Swings J, Van-

damme P. 2003. Kerstersia gyiorum gen. nov., sp. nov., a novel Alcaligenes
faecalis-like organism isolated from human clinical samples, and reclassi-
fication of Alcaligenes denitrificans Rüger and Tan 1983 as Achromobacter
denitrificans comb. nov. Int J Syst Evol Microbiol 53:1825–1831. http://
dx.doi.org/10.1099/ijs.0.02609-0.

2. Almuzara MN, Barberis CM, Traglia GM, Ordoñez AM, Famiglietti
AM, Ramirez MS, Vay CA. 2012. Isolation of Kerstersia gyiorum from a
patient with cholesteatomatous chronic otitis media. J Clin Microbiol
50:3809 –3811. http://dx.doi.org/10.1128/JCM.02051-12.

3. Pence MA, Sharon J, McElvania Tekippe E, Pakalniskis BL, Ford BA,
Burnham CA. 2013. Two cases of Kerstersia gyiorum isolated from sites of
chronic infection. J Clin Microbiol 51:2001–2004. http://dx.doi.org/
10.1128/JCM.00829-13.

4. Mwalutende A, Mshana SE, Mirambo MM, Mushi MF, Chalya PL,
Giliyoma JM, Schneiderhan W, Zimmermann O, Groß U. 2014. Two
cases of chronic suppurative otitis media caused by Kerstersia gyiorum in
Tanzania: is it an underappreciated pathogen in chronic otitis media? Int
J Infect Dis 29:251–253. http://dx.doi.org/10.1016/j.ijid.2014.10.022.

5. Bostwick AD, Zhang C, Manninen K, Touchberry J, Greene SR, Hol-
land TL. 2015. Bacteremia caused by Kerstersia gyiorum: a case report and
review of the literature. J Clin Microbiol 53:1965–1967. http://dx.doi.org/
10.1128/JCM.03625-14.

6. Deutscher M, Severing J, Balada-Llasat J-M. 2014. Kerstersia gyiorum

crossmark

Genome AnnouncementsSeptember/October 2015 Volume 3 Issue 5 e01036-15 genomea.asm.org 1

http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.01036-15&domain=pdf&date_stamp=2015-9-10
http://genomea.asm.org


isolated from a bronchoalveolar lavage in a patient with a chronic trache-
ostomy. Case Rep Infect Dis 2014:479581. http://dx.doi.org/10.1155/
2014/479581.

7. Seemann T. 2014. Prokka: rapid prokaryotic genome annotation. Bioin-
formatics Oxf Engl 30:2068 –2069. http://dx.doi.org/10.1093/
bioinformatics/btu153.

8. Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov
AS, Lesin VM, Nikolenko SI, Pham S, Prjibelski AD, Pyshkin AV,
Sirotkin AV, Vyahhi N, Tesler G, Alekseyev MA, Pevzner PA. 2012.
SPAdes: a new genome assembly algorithm and its applications to single-

cell sequencing. J Comput Biol 19:455– 477. http://dx.doi.org/10.1089/
cmb.2012.0021.

9. Martin M. 2011. Cutadapt removes adapter sequences from high-
throughput sequencing reads. EMBnet.journal 17:10 –12. http://
dx.doi.org/10.14806/ej.17.1.200.

10. Greninger AL, Langelier C, Cunningham G, Keh C, Melgar M, Chiu
CY, Miller S. 2015. Two rapidly growing mycobacterial species isolated
from a brain abscess: first whole-genome sequences of Mycobacterium
immunogenum and Mycobacterium llatzerense. J Clin Microbiol 53:
2374 –2377. http://dx.doi.org/10.1128/JCM.00402-15.

Greninger et al.

Genome Announcements2 genomea.asm.org September/October 2015 Volume 3 Issue 5 e01036-15

http://genomea.asm.org

	Draft Genome Sequence of Kerstersia gyiorum CG1, Isolated from a Leg Ulcer
	Nucleotide sequence accession number. 
	ACKNOWLEDGMENT

	REFERENCES

