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ABSTRACT We present here the complete and draft genome sequences of nine
Lactobacillus sakei strains, selected from the entire range of clonal complexes
from the three known lineages of the species. The strains were chosen to pro-
vide a wide view of pangenomic and plasmidic diversity for this important food-
borne species.

Lactobacillus sakei is a highly prevalent species found in meat and seafood products.
It is used as a model organism for studying food fermentation, biopreservation, and

spoilage. These different outcomes might depend on the food matrix and storage
conditions but can also be strain dependent, as the species is known to exhibit high
intraspecies diversity (1, 2).

Therefore, sequencing of the L. sakei genome was carried out to obtain at least
two complete genome sequences from strains belonging to each of the three
lineages previously shown by multilocus sequence typing (2). The remaining strains
were sequenced as drafts. Furthermore, two complete large plasmids were fully
sequenced to increase our knowledge of the plasmidic repertoire of the species,
including the 70-kb plasmid pJ23A1 of the parent strain, L. sakei 23K (3).

The whole-genome sequencing of these strains was carried out by Eurofins MWG
Operon Laboratories (Ebersberg, Germany) using either a mix of Sanger and
pyrosequencing GS-FLX� for complete genomes or Illumina MiSeq 2 � 150-bp
paired-end libraries for draft genomes. Reads were assembled de novo by Velvet
software (4). All contigs were aligned against the relevant 23K strain complete
genome using progressiveMauve (5), and annotation was performed with a com-
bination of MicroScope (6) and AGMIAL (7) platforms.

Accession number(s). Sequence data have been deposited in DDBJ/ENA/GenBank
under the accession numbers cited in Table 1.
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