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Pseudomonas fluorescens DSM 8569 represents a natural isolate of the rhizosphere of oilseed rape (Brassica napus) in Germany
and possesses antagonistic potential toward the fungal pathogen Verticillium. We report here the draft genome sequence of
strain DSM 8569, which comprises 5,914 protein-coding sequences.

Received 4 February 2015 Accepted 18 February 2015 Published 26 March 2015

Citation Nesemann K, Braus-Stromeyer SA, Thuermer A, Daniel R, Braus GH. 2015. Draft genome sequence of the beneficial rhizobacterium Pseudomonas fluorescens DSM
8569, a natural isolate of oilseed rape (Brassica napus). Genome Announc 3(2):e00137-15. doi:10.1128/genomea.00137-15.

Copyright © 2015 Nesemann et al. This is an open-access article distributed under the terms of the Creative Commons Attribution 3.0 Unported license.

Address correspondence to Gerhard H. Braus, gbraus@gwdg.de.

Pseudomonas represents an abundant bacterial genus in many
antagonistic root-associated communities (1). Pseudomo-

nas fluorescens DSM 8569 was isolated from the rhizosphere of the
Verticillium host oilseed rape (Brassica napus) in Rostock, Ger-
many (2). The phytopathogenic fungus Verticillium requires an
activator of adhesion for systemic infection of plant roots (3). The
bacterium revealed a strong antimycotic effect on the phytopatho-
genic fungus Verticillium (4). A variety of secreted secondary me-
tabolites with antimycotic impact were described in fluorescent
pseudomonads, such as 2,4-diacetylphloroglucinol (DAPG), pyo-
luteorin, HCN, or pyrrolnitrin. A two-component system, gacA-
gacS, was discovered in Pseudomonas protegens CHA0, which
posttranscriptionally regulates the synthesis and secretion of these
compounds (1). The synthetic pathway of phenazines in P. fluo-
rescens 2-79 was investigated previously (5, 6). The chemical
group of phenazines causes oxidative stress by accumulating toxic
superoxide radicals and hydrogen peroxide in the target cell (7).
Currently, it is unknown which suppressive mechanisms are re-
sponsible for the antagonistic potential of P. fluorescens DSM
8569. Genomic sequencing will be helpful in understanding the
plant-promoting and antagonistic potentials of fluorescent pseu-
domonads.

The biocontrol strain P. fluorescens DSM 8569 was obtained
from the DSMZ (Braunschweig, Germany). The genomic DNA
was isolated using the MasterPure complete DNA and RNA puri-
fication kit (Epicentre, Madison, WI, USA). A shotgun sequencing
library was generated, employing the Nextera DNA sample prep-
aration kit, according to the manufacturer’s instructions. The
whole genome of DSM 8569 was sequenced with the Genome
Analyzer IIx (Illumina, San Diego, CA, USA). In total, 8.3 million
paired-end reads of 112 bp were generated. The de novo assembly
of all shotgun reads using SPAdes 3.0.0 (8) resulted in 135 contigs
�3 kb and 119-fold coverage. The draft genome sequence com-
prises 6.6 Mb and a G�C content of 61.01%. Genome annotation
was performed by the use of Prokka (9). The draft genome was
found to harbor 2 rRNA clusters, 43 tRNA genes, 4,560 protein-

coding genes with a predicted function, and 1,354 genes coding for
hypothetical proteins.

The proteins involved in secondary metabolism were ana-
lyzed. The genes necessary for pyoluteorin synthesis (GenBank
accession numbers 15560761, 15560764, 15560758, 15560774,
and 15560768) and the entire phenazine operon described for
P. fluorescens 2-79 (L48616.1) are absent. At least one gene (phlG
[15563823]) required for the regulation of 2,4-diacetylphlor-
oglucinol synthesis is missing in DSM 8569. In contrast, the genes
responsible for HCN synthesis (15560558 and 15559866) are pres-
ent in DSM 8569.

Nucleotide sequence accession numbers. This whole-genome
shotgun project has been deposited at DDBJ/EMBL/GenBank un-
der the accession no. JXOE00000000. The version described in
this paper is the first version, JXOE01000000.
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