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Pseudomonas stutzeri strain JM300 (DSM 10701) is a denitrifying soil isolate and a model organism for natural transformation
in bacteria. Here we report the first complete genome sequence of JM300, the reference strain of genomovar 8 for the species.

Pseudomonas stutzeri is a species of extremely broad phenotypic
and genotypic diversity. Eighteen genomic and phylogenetic

groupings (genomovars) are recognized within the species (4, 9).
P. stutzeri strain JM300 (DSM 10701) was derived as a smooth-
colony variant of a strain obtained from the collection of C. C.
Delwiche of the University of California. That strain was isolated
in 1980 from an anaerobic enrichment from soil with succinate
and nitrous oxide (1).

Natural transformation is perhaps the most versatile mecha-
nism of horizontal gene transfer (7), and P. stutzeri can be consid-
ered a naturally transformable bacterium, as one-third of its
members have this feature (2, 6, 12). Many relevant advances in
the biochemical characterization of natural transformation have
been achieved with P. stutzeri JM300, a strain considered a model
system for this process.

So far, whole-genome sequences of three P. stutzeri strains of
genomovar 1 and one strain of genomovar 2 are publically avail-
able (3, 10, 13, 14). Analysis of strain JM300, the reference strain of
genomovar 8, will help us to gain insight into the evolution of the
species by analyzing a member of a different genomovar and by
studying the mechanisms of niche adaptation by natural transfor-
mation of P. stutzeri strains.

The genome sequence of P. stutzeri strain JM300 was recon-
structed de novo with Celera Assembler 7.0 (8) from a total of
532,488 reads obtained from 8-kb mate pairs with a 454 Life Sci-
ences genome sequencer FLX Titanium platform. Additional se-
quencing data were obtained from runs with an Illumina HiSeq
2000 platform and a 500-bp Illumina paired-end library. The fin-
ished sequence has a genome size of 4.2 Mb and a G�C mol% of
63.2%.

The genome was annotated using the NCBI Prokaryotic Ge-
nomes Automatic Annotation Pipeline (PGAAP). A total of 3,815
coding sequences were identified. The frequency of individual
reads is consistent with the chromosomal size, and the presence of
4 copies for 5S, 16S, and 23S rRNA genes was as described for the
species strains (5). Genes for complete tricarboxylic acid, glycoly-
sis, and pentose phosphate pathways are present. Furthermore,
genes coding for discriminating metabolic and physiological
properties of the species were detected: the complete set of genes
for the denitrification pathway, for starch metabolism, and for
flagellar synthesis. Genes coding for products necessary for natu-
ral transformation ability were found (type IV pili, pilAI, pilC,

pilT, and pilU, comA, and exbB). No nitrogen fixation genes (nif)
or extrachromosomal elements were found. Predicted phage-re-
lated sequences, transposons, and insertion elements were de-
tected.

Comparative genome analysis confirmed that strain JM300 ex-
hibited overall similarity to the previously sequenced 4 strains of
genomovars 1 and 2 (genome size, G�C content). Genomovars
were discriminated by average nucleotide identities based on
BLAST (ANIb) values (11): higher than 96% between strains of
the same genomovar, between 79 to 85% for different genomo-
vars, and lower than 77% with other species of Pseudomonas.

Nucleotide sequence accession number. This whole-genome
shotgun project has been deposited at DDBJ/EMBL/GenBank un-
der the accession number CP003725. The version described in this
paper is the first version.
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