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Helicobacter pylori is a human pathogen that colonizes the human gastric mucosa, causing gastritis, duodenal and gastric ulcers,
and gastric carcinoma. Here we announce the draft genomes of H. pylori strain 17874, commonly used for studying motility, and
P79, a strain for which plasmid vectors have been developed.

Helicobacter pylori genomes sequenced to date exhibit signifi-
cant variation. H. pylori CCUG 17874 was originally isolated

from the gastric antrum of a patient in Perth, Australia, and is the
type strain for the species (4) and is often used for flagellum bio-
genesis studies. P79 is a derivative of strain P1, transformed with
17874 chromosomal DNA to generate a streptomycin-resistant
mutant (3). This readily transformable strain facilitates in vivo
studies of H. pylori. The genomes of these strains were sequenced
to provide a clearer genomic platform for investigation of H. pylori
motility.

The H. pylori 17874 and P79 genomes were sequenced at the
Beijing Genomics Institute (BGI) on the Illumina HiSeq platform,
generating a paired-end library containing 20,154,284 and
13,298,804 reads of 90 bp, respectively. In a reference-guided as-
sembly strategy using MIRA (version 3.2.1), reads for both ge-
nomes were mapped to the genomes of H. pylori 26695 (GenBank
accession no. NC_000915) (5) and J99 (NC_000921.1) (1). A de
novo assembly using Velvet was also performed and aligned to the
MIRA assembly to close gaps. Strain 17874 and P79 contigs were
assembled into 80 and 48 scaffolds, respectively. Protein coding
regions were identified using the NCBI Prokaryotic Genome Au-
tomated Annotation Pipeline (PGAAP) and manually curated,
with particular interest in flagellum-related genes. Predicted cod-
ing regions were identified with a minimum cutoff size of 30
amino acids.

H. pylori 17874 and P79 have genome sizes of 1,615,763 bp and
1,641,495 bp, respectively, and GC contents of 38.97% and
38.86%, respectively. Both strains are positive for cagA and vacA,
well-described virulence factors (2). Strain-unique genes were
identified using a pairwise bidirectional BLASTP comparison,
where the query sequence has no detectable homologues. The
17874 genome contains 1,639 open reading frames, with 35, 45,
and 24 unique genes that are absent in 26695, J99, and P79, re-
spectively. Sixteen genes from 26695 and 6 genes from J99 are
absent in strain 17874. H. pylori P79 contains 1,699 open reading
frames, with 40, 52, and 36 unique genes that are absent in 26695,
J99, and 17874, respectively. Twelve genes from 26695 and 6 genes
from J99 are absent in P79. Twenty-one genes are unique to the
17874 and P79 genomes compared across these four strains.

The majority of strain-unique genes identified encode hypo-
thetical protein products. Of note, strain 17874 possesses a unique
type II restriction enzyme, and P79 possesses a unique hypothet-
ical membrane protein that is absent in 26695 and J99. Strains
17874 and P79 lack metal-binding proteins present in both 26695
and J99 but possess Cag island protein B. All major flagellar and
outer membrane proteins are present and intact in both 17874 and
P79 compared to 26695 and J99. A hypothetical protein with pre-
dicted involvement in ATPase activity during flagellum biogenesis
is absent in P79.

Nucleotide sequence accession numbers. The draft genome
sequence of H. pylori 17874 has been deposited in GenBank, avail-
able through BioProject accession no. PRJNA76569 and project
identification (ID) no. 76569. Similarly, the draft sequence of
P79 is available in GenBank through BioProject accession no.
PRJNA76567 and project ID no. 76567.
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