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ABSTRACT Here, we report the draft genome sequences of robust (A74/C_24-3) and
poor (A74/O_2-2) chicken-colonizing Campylobacter jejuni isolates. Whole-genome se-
quence analyses of these isolates will be helpful in facilitating further studies to identify
genetic factors used in chicken colonization.

Campylobacter species are considered one of the leading causes of bacterial gastro-
intestinal disease in humans in the United States and other parts of the globe (1).

Among Campylobacter species, Campylobacter jejuni accounts for 80 to 85% of human
infections, while C. coli is responsible for 10 to 15% (2). Poultry is a natural reservoir for
C. jejuni, which is capable of colonizing the chicken intestinal tract, specifically the
cecum (3). Handling raw chicken meat or eating insufficiently cooked chicken is
believed to be a significant risk factor for Campylobacter infection (4). A robust
colonizer, A74/C_24-3, and a poor colonizer, A74/O_2-2, exhibiting differing coloniza-
tion levels were originally isolated after fecal-oral passage through chicks (3). An
individual poultry housing challenge model was used to recover C. jejuni isolates (5).

Minimal subculture passage (1 at most) for each isolate was performed, and the
isolates were stored at �80°C in Brucella broth (Thermo Scientific Oxoid, Waltham, MA,
USA) containing 15% glycerol. Subsequently, bacteria were subcultured onto Campy-
Line agar containing sulfamethoxazole and grown at 42°C in a microaerobic environ-
ment (5% O2, 10% CO2, and 85% N2) in a Whitley DG250 microaerophilic work station
(Don Whitley Scientific, Ltd., Shipley, UK) (6). Single colonies were inoculated onto
Mueller-Hinton agar plates (Millipore Sigma, St. Louis, MO, USA) and grown at 42°C.
After overnight incubation, bacterial growth was collected from the plate, and genomic
DNA was extracted using the DNeasy blood and tissue kit (Qiagen, Valencia, CA, USA)
(7). The NanoDrop spectrophotometer and Qubit double-stranded DNA (dsDNA) broad-
range (BR) assay kit were used to measure the quality and quantity of the DNA (Thermo
Fisher Scientific, Grand Island, NY, USA). DNA sequencing libraries were constructed
using the Nextera XT DNA library preparation kit (Illumina, San Diego, CA, USA).
Whole-genome sequencing (WGS) reactions were performed on an Illumina MiSeq
instrument in 2 � 300-bp paired-end format (7). The raw sequence data were trimmed
and subjected to de novo assembly using the CLC Genomics Workbench ver. 9.0
(Qiagen). Sequences were initially annotated using Pathosystems Resource Integration
Center (PATRIC) software ver. 3.5.36 (8) and submitted to NCBI for final annotation with
the Prokaryotic Genome Annotation Pipeline (PGAP) (9). Default parameters were used
for all software unless otherwise specified.

The total numbers of (paired-end) reads for C. jejuni A74/O_2-2 and A74/C_24-3
were 2,595,308 and 2,483,699, respectively. The genome coverage for both isolates
was approximately 50�. The draft genome sequence of C. jejuni A74/C_24-3 was
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1,620,931 bp long with a G�C content of 30.49%, which was distributed in 39 contigs
(N50, 186,429 bp) with 1,625 coding sequences, 4 rRNAs, and 40 tRNAs. The draft
genome sequence of C. jejuni A74/O_2-2 was 1,616,776 bp long with a G�C content of
30.52%, which was distributed in 104 contigs (N50, 58,541 bp) with 1,652 coding
sequences, 6 rRNAs, and 39 tRNAs.

Data availability. This whole-genome shotgun project was deposited at DDBJ/EMBL/

GenBank under the accession numbers JAAAVH000000000 and JAAAVG000000000 for
A74/C_24-3 and A74/O_2-2, respectively. The FASTQ sequences were deposited in the
Sequence Read Archive (SRA) under the accession number PRJNA593216.
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