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We sequenced the complete genome of Francisella novicida DPG 3A-IS to closed and finished status. This is a warm spring iso-
late recovered from Hobo Warm Spring (Utah, USA). The final assembly is available in NCBI under accession number
CP012037.
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Francisella tularensis subsp. novicida DPG 3A-IS was isolated in
late December 2006 from Hobo Warm Spring, just north of

Salt Lake City, Utah, USA (1). This isolate was recovered from the
same area that strains U122 and UT01-4992 were isolated, in an
attempt to further investigate F. novicida persistence and diversity
(2, 3). By whole-genome mapping, the recent isolates of F. novi-
cida from the hot springs are significantly different from the other
F. novicida previously published, suggesting a greater species di-
versity than previously recognized. The sequences of the recent
hot spring isolates will aid in the understanding of the status of
F. novicida as a separate species from F. tularensis and the differ-
ences in virulence between F. tularensis and F. novicida in current
animal models of tularemia disease.

High-quality genomic DNA of F. novicida DPG 3A-IS was ex-
tracted from a purified isolate using QIAgen Genome Tip-500.
Specifically, 100-mL bacterial cultures were grown to stationary
phase and nucleic acid was extracted per the manufacturer’s rec-
ommendations with one minor variation. Genomic draft data,
including both short- (300 � 70 bp) and long-insert (10,434 �
1,922 bp) paired-end Illumina data, were trimmed for quality and
reduced to a total genome coverage of 342� for the assemblies. All
raw data have been deposited to NCBI and are available in the SRA
(SRP060258) (4). Draft data were assembled using Newbler ver-
sion 2.6, Velvet version 1/2/08, AllPaths version 44837, and par-
allel Phrap version SPS 4.24 to generate a single closed contig of
finished quality (5–8).

The final assembly consists of one closed 1,898,140-bp circular
contig with 32.3% G�C. Preliminary review of the annotations
found 2,037 coding regions, 10 rRNA sequences, and 38 tRNA
sequences.

Nucleotide sequence accession number. The full genome

sequence for Francisella novicida DPG 3A-IS has been deposited in
NCBI under accession number CP012037.
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