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ABSTRACT Campylobacter jejuni is the leading cause of bacterial foodborne disease
worldwide. Here, we report the complete annotated genomes and plasmid se-
quences of 17 Campylobacter jejuni strains isolated from patients with gastroenteritis
in Santiago, Chile.

Campylobacter spp. are now considered the most common bacterial cause of human
gastroenteritis worldwide. Of the 25 Campylobacter species, Campylobacter jejuni is

the most common species associated with human disease (1–3). In Chile, Campylobac-
ter jejuni infections are emerging as an important cause of foodborne illnesses (4–7). In
this study, we obtained the complete genome sequences of 17 C. jejuni strains using a
combination of long (Oxford Nanopore) and short (Illumina) reads.

These 17 strains, all belonging to different sequence types, were selected for
genome closing out of 81 total strains. These strains were isolated in the laboratory
from stool samples from patients with gastroenteritis as previously described (6, 8).
These strains were exempt from institutional review board (IRB) review. Strains were
grown overnight in Mueller-Hinton 5% sheep blood agar plates at 42°C under mi-
croaerobic conditions, and genomic DNA was extracted using the DNeasy blood and
tissue kit (Qiagen). DNA quality and quantity were assessed using a NanoDrop spec-
trophotometer and a Qubit fluorometer (Thermo Scientific, Waltham, MA, USA), respec-
tively, following the manufacturer’s instructions. The long reads for each strain were
generated in a MinION sequencer (Nanopore Technologies, Oxford, UK). The sequenc-
ing library was prepared using the rapid barcoding sequencing kit (SQK-RBK004). Every
10 libraries were pooled and run in a FLO-MIN106 (R9.4.1) flow cell, according to the
manufacturer’s instructions, for 48 h. The run was base called live using default settings
(MinKNOW v19.06.8, Guppy v3.0.7). Default parameters were used for all software
unless otherwise specified. In total, we conducted 2 Nanopore runs. The sequencing
outputs for each of the 2 runs were 2.50 Gb (quality score, 12.41; N50, 3,957 bp; total
reads, 300,000) and 7.2 Gb (quality score, 11.46; N50, 6,000 bp; total reads, 569,349), for
an estimated average genome coverage of 60 to 90�. Reads of �5,000 bp and with a
quality score of �7 were discarded for downstream analysis.

The short-read sequencing libraries for each strain were prepared using 100 ng DNA
per strain according to the manufacturer’s instructions using the Nextera DNA flex kit
(Illumina, San Diego, CA, USA) for the MiSeq sequencing and 1 ng DNA for the Nextera
XT kit for the NextSeq sequencing. Strains were sequenced using a MiSeq sequencer
and a NextSeq sequencer (Illumina). For the MiSeq sequencing, we used a MiSeq v3 kit
using 2 � 250-bp paired-end chemistry, according to the manufacturer’s instructions,
with �100� average coverage. For the NextSeq sequencing, we used a NextSeq
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500/550 high-output kit v2.5 (300 cycles) using 2 � 150-bp paired-end chemistry,
according to the manufacturer’s instructions, with �300� average coverage. The reads
were trimmed with Trimmomatic v0.36 (9).

The final complete genome sequence (comprising the chromosome and plasmid,
when present) for each strain was obtained using a previously described pipeline (10),
except that Flye v2.6 (11) was used instead of Canu v1.7 (12) for long-read de novo
assembling. The genomes were confirmed as circular closed by finding the contig end
overlap, which was then manually trimmed. Each closed genome was rotated to start
at the dnaA gene.

Data availability. The complete genome sequences reported here have been

deposited in NCBI GenBank under the accession numbers listed in Table 1.
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