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ABSTRACT Five Staphylococcus saprophyticus strains were isolated from the fermented
milk product nono in Nigeria and were sequenced using an Illumina MiSeq platform.
The genome sizes ranged from 2.53 to 2.60 Mbp, while the GC contents ranged from
32.99 to 33.07 mol%. The genomes possessed 2,505 to 2,687 protein-coding sequences.

Coagulase-negative staphylococci (CoNS) are found on the skin and membranes of
mammals and birds. These strains are also commonly isolated from different natu-

ral niches, such as soil, water, and foods, including meat, cheese, and vegetables (1, 2).
Catalase-positive CoNS strains have also been reported to be associated with the raw
milk microbiota (3), as have pathogenic coagulase-positive Staphylococcus aureus
strains. In this study, the draft genome sequences of five Staphylococcus strains isolated
from nono (fermented milk product) samples from the Aduwawa market in Benin City,
Nigeria, were determined in order to identify them in an investigation of the microbio-
logical quality and safety of nono. Ten-milliliter nono samples were collected into
90ml of tryptic soy broth (Oxoid, UK) and incubated at 35°C for 18 to 24 h, and a loop-
ful of culture was streaked onto mannitol salt agar (Neogen Culture Media, Heywood,
Lancashire, UK). Five randomly selected colonies were purified by streaking on brain
heart infusion (BHI) agar (Roth, Karlsruhe, Germany) at 37°C for 24 h of incubation, and
strains (Table 1) were identified as Staphylococcus saprophyticus by 16S rRNA gene
sequencing.

The total genomic DNA of each strain, cultured in BHI broth at 37°C for 18 h, was
extracted using a bacterial DNA kit (Peqlab, Erlangen, Germany) according to the man-
ufacturer’s instructions. Genomic DNA libraries were prepared with a Nextera XT library
preparation kit (Illumina, USA), and paired-end sequencing was performed on a MiSeq
sequencer (Illumina) with 2� 300 cycles. The total numbers of paired reads ranged
from 553,037 to 783,645 (Table 1), and all paired-end raw data were trimmed using the
Trimmomatic (v.0.32) (4) pipeline with the following parameters: sliding window; 4:15,
leading; 3, and minlen; 45. The de novo assemblies were performed with SPAdes
(v.3.15.0) with the following parameters: k-mer 77, careful, and minimum contig length
of 500 bp (5); the quality of the draft genome sequences obtained was evaluated using
the QUAST (v.5.0.2) tool (6). A precise species identification was performed with the
OrthoANI (v.0.93.1) (7) pipeline with closely related staphylococcal type strains as refer-
ences. Acquired antibiotic resistance genes and plasmid-related sequences were iden-
tified using ResFinder (v.4.1) (8) and PlasmidFinder (v.2.1) (9), respectively. Except for
the SPAdes and Trimmomatic pipelines, default parameters were used for all programs.
The N50 values were between 27,155 and 431,885 bp, and the genome coverage
ranged from 65- to 93-fold (Table 1). All contigs were annotated using the PATRIC
server and the NCBI Prokaryotic Genome Annotation Pipeline (v.4.13) with default pa-
rameters (10–12). The five draft genome sizes range from 2.53 Mbp to 2.60 Mbp, with
GC contents between 32.99 and 33.07 mol% (Table 1). Three of the five strains contained
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genes encoding chloramphenicol (cat) and tetracycline (tetK) resistance, while replication
proteins (Rep) in all five strains indicated the presence of plasmids (Table 1). The details
of genome sequencing and annotation results are shown in Table 1.

Data availability. The draft genome sequences and the raw read data were depos-
ited under the BioProject accession number PRJNA700496, and the accession numbers
are listed in Table 1.
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