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ABSTRACT We report here the draft genome sequences of 10 Yersinia pseudotuber-
culosis isolates recovered from tonsils of wild boars hunted between 2015 and 2016
in Germany. Whole-genome sequencing and bioinformatic analyses were performed
to assess the diversity of Y. pseudotuberculosis, which may result in human infections
caused by the consumption of game meat.

The genus Yersinia comprises 18 species, of which 3 are pathogenic for humans. Y.
pestis is the causative agent of plaque, while Y. enterocolitica and Y. pseudotuber-

culosis cause an intestinal disease called yersiniosis, for which typical symptoms are
diarrhea, abdominal pain, and fever (1). Enteropathogenic Yersinia spp. are commonly
ingested via contaminated food, but infections may also occur by direct contact with
infected animals. Whereas the main reservoirs of Y. enterocolitica are pigs, Y. pseudo-
tuberculosis is found predominantly in wildlife-like rodents and game (1–3). The num-
bers of infections caused by Y. pseudotuberculosis are much lower than those docu-
mented for Y. enterocolitica. However, some Y. pseudotuberculosis outbreaks have been
reported in Finland, Norway, France, and New Zealand (4–8).

Since there is only scarce information available about the occurrence and properties
of Y. pseudotuberculosis in wildlife, the prevalence of this species in tonsils of wild boars
hunted in Mecklenburg-Western Pomerania (Germany) was determined. Tonsil samples
of 503 wild boars, hunted between 2015 and 2016, were investigated by wzz-PCR and
cultural detection using a cold enrichment procedure. Y. pseudotuberculosis was de-
tected in 6.4% of the tonsils by PCR and could be isolated from 10 animals.

Here, we report the draft genome sequences and some genetic characteristics of the
isolates. Genomic DNA of the isolates was prepared from bacteria grown in lysogeny
broth for 24 h at 28°C using the PureLink genomic DNA minikit (Invitrogen, Carlsbad,
CA, USA) according to the manufacturer’s recommendations. Short-read sequencing
(2 � 251 cycles) using the MiSeq V3 (600-cycle) reagent kit was used on an Illumina
MiSeq benchtop sequencer (Illumina, San Diego, CA, USA). Sequencing libraries were
conducted using the Illumina Nextera XT DNA sample preparation kit. Raw read data
were used for de novo genome assembling using the PATRIC database (https://patricbrc
.org) (9). SPAdes assembly calculations resulted in 10- to 20-fold sequence coverages
per consensus sequence for all isolates. Genome annotation using the automated
Prokaryotic Genome Annotation Pipeline (PGAP) of the NCBI-database (https://www
.ncbi.nlm.nih.gov/genome/annotation_prok) revealed that the Y. pseudotuberculosis
genomes exhibit only little variability in genome sizes, which range from 4.58 (M129)
to 4.77 Mb (M489). Additionally, the numbers of genes, coding sequences (CDSs), RNA
genes, and pseudogenes, as well as the presence of clustered regularly interspaced
short palindromic repeat (CRISPR) loci, are also similar among the isolates. Data on
some genetic properties of the isolates are summarized in Table 1. The gene content
of the isolates is similar to that of previously described Y. pseudotuberculosis strains.
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Further bioinformatic analyses revealed the presence of mobile genetic elements (i.e.,
prophages and plasmids), which may be involved in the genome plasticity of the isolates
(10–12). Further studies on the biotype, serotype, virulence gene content, and phylogenetic
relationship of the isolates are necessary to assess the diversity and pathogenic potential of
Y. pseudotuberculosis in wild boars in Germany.

Accession number(s). The whole-genome sequences of the isolates reported here

have been deposited in GenBank under the accession numbers given in Table 1.
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