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ABSTRACT Pseudomonas sp. strain C9 is a plant growth—-promoting bacterium iso-
lated from the root tissue of Brassica oleracea L. grown in soil from Marlborough, Received 14 February 2017 Accepted 21
. . . February 2017 Published 13 April 2017
New Zealand. Its draft genome of 6,350,161 bp contains genes associated with plant oA oo o
. . ) Citation Laugraud A, Young S, Gerard E,
growth promotion and biological control. O'Callaghan M, Wakelin 5. 2017. Draft genome

sequence of a kale (Brassica oleracea L.) root
endophyte, Pseudomonas sp. strain C9.
seudomonas spp. are well known as plant growth-promoting (PGP) bacteria. They Genome Announc 5:¢00163-17. https://

are common in (endophytic) and on (rhizoplane) plant roots (1), where they dOi'Org.”O‘w128/ge”°meA'Om63’]7'_ »
enhance plant growth and protect from disease using a range of mechanisms (2). We g;gra'g:‘:fazrglreﬁ:ﬁgfeztﬁg&'i;eat';rms
isolated Pseudomonas sp. strain C9 during a study to identify novel bacterial strains that of the Creative Commons Attribution 4.0
could be used to improve efficiency in nutrient use (3). The strain was isolated from the International license.
roots of Brassica oleracea L. (kale, cv. Red Russian) in pasture soil from Marlborough, haldliess cenespomelanes o Auie i Laugrmue
New Zealand. It is phylogenetically grouped within the P. mandelii subgroup of the g Ry e
genus Pseudomonas (4).
Genomic DNA was extracted using the ISOLATE Il Genomic DNA kit (Bioline, USA)
and sequenced on a MiSeq platform (lllumina, USA). Libraries were prepared by
sonication with Covaris or Bioruptor to produce fragments of 500 bp in size, extended
by Klenow DNA polymerase, and ligated into T-vectors. We used two libraries to
sequence this genome; the first had an insert size of 450 bp (paired-end), and the
second had an insert size of 8,000 bp (mate-pair). Sequencing produced 18 million
reads (~100-fold coverage) of 120 bp each. The fragments were assembled in A5-miseq
(5) with default settings and SSPACE (6). The final assembly has seven scaffolds, with a
maximum length of 5,775,319 bp. The genome was annotated using the NCBI Prokary-
otic Genome Annotation Pipeline (7).
The draft genome of Pseudomonas sp. C9 comprises 6,350,161 bp and has a G+C
content of 58.9%. A total of 5,764 genes are annotated, encoding 5,689 proteins. The
genome has 60 tRNAs and one predicted CRISPR cluster. Genes associated with
antibiotic production and fungal suppression, such as the PhzF phenazine biosynthesis
protein and hydroxyphenazine, were found. We also found PtrA, a LysR-type transcrip-
tional regulator of genes required for antifungal biocontrol activity (8). The GacS/GacA
two-component signal transduction system important in fungal antagonism (9) was
also present in the genome, which is in common with other biocontrol and plant
growth-promoting strains of Pseudomonas spp. The genome also possesses four
siderophores genes and enzymes (siderophore-iron reductase, Fe-S cluster protein,
siderophore biosynthesis protein SbnG, NADPH-dependent ferric siderophore reduc-
tase, and iron-siderophore ABC transporter permease), enabling the bacterium to
scavenge and compete for iron (10).
Accession number(s). Contigs from the assembled genome of Pseudomonas sp. C9
were deposited at GenBank under the accession number MPAKO0000000. This version
described here is the first version, MPAKO1000000.
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