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Draft genome sequences of nine non-O157 Shiga toxin-
producing Escherichia coli in ready-to-eat food from 
supermarkets in Argentina
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ABSTRACT Non-O157 Shiga toxin-producing Escherichia coli (STEC) are recognized as 
an important group of bacterial enteropathogens. Here, we report the draft genome 
sequence of nine strains of non-O157 STEC isolated from ready-to-eat foods in Argentina. 
The whole-genome sequence data provide a better understanding of these isolates and 
will aid epidemiological investigation during outbreaks.
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E scherichia coli is a predominant component of the intestinal "ora of humans and 
other mammals. However, some E. coli strains represent primary pathogens with an 

enhanced potential to cause diseases, particularly diarrhea and urinary tract infection (1). 
Due to busy lifestyles, people are forced to consume ready-to-eat foods such as cheese, 
salad, and fruit, which pose a potential risk to consumers due to contamination by 
di#erent pathogenic bacteria, including Shiga toxin-producing Escherichia coli (STEC) (2). 
The Ministry of Health of Argentina reported 500 cases of hemolytic uremic syndromes 
annually between 2000 and 2010 (3).

Five hundred food samples, soft cheese, cottage cheese, salad with cream or 
mayonnaise, chicken, and meat with sauce (2 g each), were randomly collected 
from supermarkets in Rosario, Argentina, from June 2000 to December 2001 (4). 
Samples were homogenized in peptone water, inoculated into Luria broth (Thermo 
Fisher Scienti$c, Waltham, MA), and incubated at 37°C for 16 hours. Turbid cultures 
were streaked onto MacConkey agar plates (Thermo Fisher Scienti$c) and incubated 
overnight at 37°C. Non-O157 STEC isolates were con$rmed with Vitek GNI+ card 
(bioMérieux, Durham, NC) and fatty acid methyl ester analysis (MIDI, Newark, DE).

Genomic DNA was extracted from bacterial cultures using the DNeasy blood and 
tissue kit (Qiagen, Valencia, CA). DNA libraries were constructed using the Nextera XT 
prep kit (Illumina, San Diego, CA). Whole genome sequencing (WGS) was performed 
using an Illumina MiSeq platform (Illumina). A 2 × 251 bp-paired-end trimming assembly 
was performed using the CLC Genomics Workbench, version 11 (Qiagen, Redwood City, 
CA).

Draft genomes were annotated initially using the Pathosystems Resources 
Integration Center (PATRIC) software version 3.6.12 and submitted to the NCBI for $nal 
annotation by the Prokaryotic Genome Automatic Annotation Pipeline (5) under the 
accession numbers shown in Table 1. The average G + C content of these strains is 
estimated to be approximately 50.56%, as examined by the PATRIC database. Default 
parameters were used for all softwares unless otherwise speci$ed. Table 1 shows the 
number of contigs, sequence assembly size, biosamples, and SRA accession numbers.
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