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Draft Genome Sequence of Toxigenic Corynebacterium ulcerans Strain
03-8664 Isolated from a Human Throat
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Corynebacterium ulcerans is an emergent pathogen infecting wild and domesticated animals worldwide that may serve as reser-
voirs for zoonotic infections. In this study, we present the draft genome of C. ulcerans strain 03-8664. The draft genome has

2,428,683 bp, 2,262 coding sequences, and 12 rRNA genes.
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he Corynebacterium ulcerans tox gene was first described in

1926, isolated from a human throat (1). The fox gene pres-
ent in C. ulcerans has 95% similarity compared to the tox gene
present in Corynebacterium diphtheriae (2). This gene encodes
diphtheria toxin present in lysogenic B-corynephages de-
scribed in C. ulcerans 0102 but not in C. ulcerans 809 (both
strains available at GenBank) (3).

However, the virulence of C. ulcerans does not necessarily de-
pend on the production of diphtheria toxin; some strains have
been reported to produce a powerful and severe dermonecrotic
toxin similar to phospholipase D from Corynebacterium pseudo-
tuberculosis (4). This repertoire of potent toxins shared by C. ul-
cerans, C. diphtheriae, and C. pseudotuberculosis, along with levels
of genomic DNA relatedness and taxonomic analyzes of 16S rRNA
gene sequences, particularly highlights the close phylogenetic re-
lationship, putting these three species in a distinct cluster of the
genus Corynebacterium (5).

C. ulcerans is an emergent pathogen infecting wild and domes-
ticated animals that may serve as reservoirs for zoonotic infec-
tions. The frequency and severity of human infections reported
worldwide during the past two decades have increased its medical
importance (5, 6). Nevertheless, little knowledge about the life-
style and associated virulence factors of C. ulcerans was available
until recently. In humans, it may cause diphtheria-like disease,
pharyngitis, sinusitis, tonsillitis, pulmonary nodules, and skin ul-
cers (7).

In this study, we present the draft genome sequence of toxi-
genic Corynebacterium ulcerans strain 03-8664. This strain was
isolated from a human throat in France. The strain is part of the
Collection of Institut Pasteur (CIP) (https://www.pasteur.fr/en)
and was kindly given to the Laboratory of Genomics and System
Biology located at Federal University of Para, Belém, Par4, Brazil,
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and the Laboratory of Cellular and Molecular Genetics Federal
University of Minas Gerais, Belo Horizonte, Minas Gerais, Brazil.

The SOLIiD platform was used to perform the genome se-
quencing, using a fragment library. The predicted genome cover-
age was approximately 1,900X based on C. ulcerans genomes
available in GenBank (http://www.ncbi.nlm.nih.gov/genbank/).
The de novo assembly strategy was performed through SOAP-
denovo version 2.04 (8) and Velvet version 1.0.13 (9). The assem-
bly generated 258 contigs with 2,428,683 bp. The contigs were
submitted to GenBank for automatic annotation. The genome has
2,270 coding sequences, 12 rRNA genes, 49 tRNA genes, 272 pseu-
dogenes, and a G+C content of 53.60%. This genome is part of
further studies of comparative genomics, pathogenicity, and vac-
cine and drug targets of the species.

Nucleotide sequence accession numbers. The C. ulcerans
whole-genome shotgun (WGS) project has the project acces-
sion number LGSY00000000. This version of the project has the
accession number LGSY02000000, and consists of sequences
LGSY02000001 to LGSY02000258.
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