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ABSTRACT This study describes the whole-genome shotgun sequence of Salmo-
nella bongori 48:z35:–, originally isolated from a 1-year-old symptomatic patient in
northwest Italy, a typically nonendemic area. The draft genome sequence contained
4.56 Mbp and the G�C content was 51.27%.

Salmonella bongori 48:z35:– is considered endemic in Sicily, Italy but has not been
reported as a clinical isolate responsible for human infection in mainland Italy (1).

Phylogenetic analysis and comprehensive Salmonella evolution studies have suggested
the genomic relationship between S. bongori and an ancestral Salmonella virulence
gene set, which has been adapted by incorporating virulence determinants highly
similar to those found in enteropathogenic Escherichia coli (2). Symptoms, in human
cases, include nausea, fever, vomiting, abdominal pain, diarrhea, and acute enteritis (3).

Here, we report the whole-genome shotgun sequence of S. bongori, a fecal isolate
from a 1-year old symptomatic patient in Piedmont in northwestern of Italy. The genomic
content of the isolates was analyzed for potential genes that may be involved in virulence
and antibiotic resistance. Bacterial genomic DNA was extracted using the DNeasy blood
and tissue kit (Qiagen, USA), the genomic libraries were prepared using the Nextera XT
library prep kit, and 250-bp paired-end sequencing was performed using the Illumina
MiSeq platform (Illumina, San Diego, CA). Raw reads were preprocessed to remove adapter
sequences and low-quality reads using Trimmomatic (v0.36) software (4). De novo assembly
was performed using the SPAdes genome assembler (v3.9.1) (5). Assembly resulted in the
generation of 85 contigs with a total size of 4.57 Mb, a G�C content of 51.3%, and an N50

of 179,074 bp. After assembly, gene prediction was performed using Prodigal (6). As a
result, a total number of 4,242 genes were predicted. The draft genome sequence was
annotated using the NCBI GenBank annotation pipeline and RAST genome annotation
server (7). A total of 4,446 coding sequences were annotated in various functional catego-
ries, including biological processes and metabolism (1,836 genes), cellular components (431
genes), and molecular functions (828 genes). The number of virulence, disease and defense
features generated was 91, including adhesion (6.6%), bacteriocins, and ribosomally syn-
thesized antibacterial peptides (13.2%), resistance to antibiotics and toxic compounds
(70.3%), and invasion and intracellular resistance (9.9%).

Accession number(s). This whole-genome shotgun project has been deposited at
DDBJ/ENA/GenBank under the accession no. NAPQ00000000. The version described in
this paper is version NAPQ01000000.
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