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Staphylococcus saprophyticus strain SU8 was isolated from a pristine water source in Malaysia and it exhibited degradation of
N-hexanoylhomoserine lactone. Here we report the draft genome sequence of S. saprophyticus strain SU8 to further understand
its quorum quenching abilities.
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Staphylococcus saprophyticus, belonging to the genus of Staphy-
lococcus, is a Gram-positive, nonmotile, non-spore-forming,

and coagulase-negative bacterium (1). S. saprophyticus is the sec-
ond most common cause of urinary tract infections (UTIs) after
Escherichia coli (2, 3). The quorum-sensing (QS) system agr has
been discovered in Staphylococcus aureus and Staphylococcus epi-
dermidis and is well known to control the expression of toxins,
virulence factors, and biofilm formation (4). Also, new classes of
quorum-quenching molecules named yayurea A and yayurea B,
which inhibit the expression of QS-controlled genes in Gram-
negative bacteria, were isolated from Staphylococcus delphini (5).
We previously reported a lactonase gene in Staphylococcus sp.
strain AL1 that can degrade the QS molecules, namely, the N-acyl
homoserine lactones (AHLs) (6). Hence, the draft genome of
S. saprophyticus strain SU8 will enable further understanding of its
quorum- quenching potential and mechanism.

In the present work, S. saprophyticus strain SU8 was isolated
from a pristine water source in Malaysia. The strain was isolated
upon several enrichment transfers in N-hexanoyl homoserine lac-
tone (C6-HSL) containing KG medium as the sole source of car-
bon and nitrogen (7). An AHL-degradation assay showed that this
strain was capable of C6-HSL degradation (8).

The genomic DNA of S. saprophyticus strain SU8 was extracted
and purified using the MasterPure Complete DNA purification kit
(Epicentre, Inc., USA) per the manufacturer’s protocol. Purity
and concentration of the genomic DNA were assessed by Nano-
Drop spectrophotometer (Thermo Scientific, USA) and Qubit
version 2.0 fluorometer (Life Technologies, USA), respectively.
Normalized paired-end libraries were prepared using the Nextera
DNA library preparation kit (Illumina, CA, USA) and whole-
genome sequenced on the Illumina MiSeq (Illumina) platform.
Low-quality sequence reads (cutoff value of 0.1), ambiguous nu-
cleotides, and sequence lengths of less than 50 nucleotides were
trimmed prior to sequence assembly. The genome sequence was
trimmed and assembled using CLC Genomics Workbench ver-
sion 7.5 (CLC Bio, Denmark). Genome annotation was done us-
ing Prokka (9).

The whole-genome sequencing of S. saprophyticus strain SU8
resulted in 466,132 paired-end reads with an average read length
of 182.07 bp. The genome assembly yielded 44 contigs with an
average coverage of approximately 31� and N50 of 236 kbp. The
final draft genome sequence of S. saprophyticus strain SU8 con-
tained 2,708,421 bases with a G�C content of 33.0%. Gene anno-
tation predicted 2,674 genes with 2,537 protein coding sequences.
A total of 57 tRNAs as well as 5 copies of rRNAs were predicted. Of
these, one gene encoding AHL lactonase was found in contig 4 of
the genome sequence by using the BLASTx function against the
quorum quenching lactonase database obtained from UniProtKB
Protein Knowledge.

Nucleotide sequence accession numbers. This whole-genome
shotgun project has been deposited at DDBJ/EMBL/GenBank un-
der the accession number JXBG00000000. The version described
in this paper is the first version, JXBG01000000.
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