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Staphylococcus aureus sequence type 398 (ST398) was originally associated with animal infections. We announce the complete
genome sequences of two ST398 methicillin-susceptible S. aureus strains from the livestock environment. These genome se-
quences assist in the characterization of interesting ST398 features relying on host tropism and epidemiological settings.
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taphylococcus aureus sequence type 398 (ST398) was originally

described in livestock (1) but is currently reported as the caus-
ative agent of severe infections in humans (2). We recently re-
ported the emergence of a specific subpopulation of ST398 show-
ing specific bacteriophage content and appearing to be adapted to
humans (2). We report here the genome sequences of two S. au-
reus strains colonizing humans in an animal environment.

S. aureus strains S1 and S130 were recovered from cows and pigs,
respectively. S1 and S130 were isolated from feces samples during the
course of epidemiological studies from healthy farmers conducted in
2008 in France and 2010 in the Netherlands, respectively. Purified
genomic DNA was subjected to whole-genome shotgun sequencing
by using a MiSeq system (Illumina, Inc). Following fragmentation,
end reparation, and sample tagging, the sequencer produced 10.0
million 100-bp paired reads for each strain, yielding appreciable and
identical coverages of around 360X. Assembly was performed using
Edena 3.0 (3) and resulted in 60 and 42 contigs for strains S1 and
S130, respectively. The larger contigs of 475,000 bp for strain S1 and
567,000 bp for strain S130 were assembled. The overall assembly val-
ues were satisfactory (strain S1 sum, 2.82 Mbp, and N, 241,000 bp;
strain S130 sum, 2.78 Mbp, and Ny, 140,000 bp). In strains S1 and
S130, a total of 2,618 and 2,595 predicted coding sequences (CDSs),
respectively, were detected by Rapid Annotations using Subsystems
Technology (RAST) (4). Using Cd-hit (5), we found that the majority
of genes (n = 2,470) were common to both strains (identity, >80%).
More than 53% of the genes were assigned to specific subsystem cat-
egories by RAST (4). In addition to CDSs, RAST identified 78 struc-
tural genes, including 59 tRNA and 19 rRNA genes, for the chromo-
some of S1 and 76 structural genes, including 59 tRNA and 17 rRNA
genes, for the chromosome of S130. Note that the assembly results
showed that strain S130 harbors one 9.0-kb circular plasmid in 3
copies/cell, whereas S1 harbors 4 circular plasmids. The sizes of these
plasmids are 4.90, 3.99, 2.75, and 2.46 kb with copy numbers/cell of
around 10, 12, 20, and 8, respectively.

The two S. aureus genomes are highly similar in terms of an-
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notations and contain known virulence factors, such as genes for
enterotoxin and hemolysins, as well as 30 open reading frames
(ORFs) from a prophage origin. Annotation allowed for the de-
tection of numerous bacterial adhesins that allow interaction with
host tissues and also numerous resistance determinants. Interest-
ingly, both strains are missing the type IV restriction system but
harbor a type I restriction-modification system with a sequence
similar to that of functional systems in the reference isolates.

We conclude that S. aureus shows important genome features
specific to its host and epidemiological settings.

Nucleotide sequence accession numbers. The whole-genome
sequences of S. aureus S1 and S130 were deposited in DDBJ/
EMBL/GenBank under accession no. AUPS00000000 and
AUPT00000000, respectively.
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