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ABSTRACT Salmonella enterica serovar Enteritidis is one of the most commonly iso-
lated foodborne pathogens and is transmitted primarily to humans through con-
sumption of contaminated poultry and poultry products. We are reporting com-
pletely closed genome and plasmid sequences of historical S. Enteritidis isolates
recovered from humans between 1949 and 1995 in the United States.

An estimated 1.2 million people in the United States contract salmonellosis annually,
resulting in 23,128 hospitalizations and �452 deaths (1). Since the 1980s, Salmo-

nella enterica serovar Enteritidis has been one of the most common Salmonella serovars
causing foodborne salmonellosis in the United States. S. Enteritidis is often transmitted
to humans through contaminated eggs and other poultry products (2–6).

The lack of genetic variation within the serovar limits the use of conventional
molecular subtyping methods for outbreak investigation and source attribution. Whole-
genome sequencing is a viable platform for distinguishing outbreak isolates from
epidemiologically distinct, but genetically related, S. Enteritidis strains (7). The avail-
ability of fully characterized and sequenced historical S. Enteritidis reference sequences
significantly helps to increase our understanding of the evolution of this serovar. To
facilitate this, we sequenced 14 S. Enteritidis isolates recovered from human clinical
cases between 1949 and 1995 and released completely closed chromosomes and
plasmids.

S. Enteritidis isolates were cultured in Trypticase soy broth (Becton Dickinson,
Franklin Lakes, NJ, USA) at 37°C overnight. The genomic DNA was extracted using the
DNeasy blood and tissue kit (Qiagen, Inc., Valencia, CA, USA) per the manufacturer’s
protocol. The genomes were sequenced using the PacBio RS II sequencing platform, as
previously reported (8). The library was prepared based on the 20-kb PacBio sample
preparation protocol and sequenced using P6/C4 chemistry on four single-molecule
real-time (SMRT) cells with a 240-min collection time. The continuous long-read (CLR)
data were de novo assembled using the PacBio hierarchical genome assembly process
(HGAP) (version 3.0) with default parameters (4). The assembled sequences were
annotated using the NCBI Prokaryotic Genomes Annotation Pipeline v4 (https://www
.ncbi.nlm.nih.gov/genome/annotation_prok/) and deposited at GenBank.

The S. Enteritidis genomes ranged between 4,661,885 and 4,934,512 bases and were
fully closed, with coverage ranging between 119� and 517�. Multiple plasmids with
sizes ranging between 33 kb and 244 kb were identified in some of the isolates. All
plasmid sequences identified were completely closed. Resistome analysis was con-
ducted using the publicly available resistance gene database, ResFinder, using a 90%
sequence identity and 60% length minimum to identify acquired resistance genes (9).
A summary of coverages, annotations, phenotypes, and resistomes is shown in Table 1.
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Accession number(s). The S. Enteritidis and plasmid sequences reported in this

study have been deposited in the DDBJ/ENA/GenBank database under the accession
numbers indicated in Table 1.
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