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Bacillus mycoides B38V is a bacterium isolated from the sunflower rhizosphere that is able to promote plant growth and N up-
take. The genome of the isolate has approximately 5.80 Mb and presents sequence codifiers for plant growth-promoting charac-
teristics, such as nitrate reduction and ammonification and iron-siderophore uptake.
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Bacillus mycoides is a sporogenic Gram-positive bacterium be-
longing to the B. cereus group (1, 2). Some environmental

isolates of B. mycoides are able to induce systemic resistance (3)
and promote plant growth (4). The B38V strain was isolated from
the rhizosphere of the sunflower (Helianthus annuus L., cultured
in Rio Grande do Sul, Brazil, 28°30=43�S, 50°56=02�W) using
N-free and semisolid culture medium and anaerobic conditions.
The B38V strain has the potential to promote sunflower growth
and to contribute to NPK content (A. Ambrosini, T. Stefanski, B.
Lisboa, A. Beneduzi, L. Vargas, and L. Passaglia, submitted for
publication). 16S rRNA gene sequencing and the presence of rhi-
zoidal colonies were used for the identification of the isolate,
which presented counter-clockwise curved radial filaments (1, 5).

The genomic sequence of the B38V strain was accessed to ex-
plore its potential effectiveness as an agricultural inoculant, par-
ticularly regarding the genes related to nitrogen turnover in soil.
Genomic DNA was extracted (6) and constructed into a 500- to
1,200-bp insert library, and the sequencing was performed at
MiSeq Illumina platforms using the MiSeq Regent kit v2. A total of
601,358 paired-end reads were generated, with an average length
of 240 bp and approximately 41-fold coverage. The assembly was
performed with four different software packages, A5-miseq (7),
CISA (8), CLC Genomics Workbench (http://www.clcbio.com
/products/clc-genomics-workbench/), and SPADES (9); A5-
miseq was chosen due to the lower value of N50 (149,872), fewer
contigs (138), completeness of 99.43%, and an absence of contam-
ination (10). A total of 106 scaffolds were submitted to the RAST
server (11) to obtain automatic annotation.

The genome of B. mycoides strain B38V comprises 5,784,959 bp,
with an average G�C content of 35.20%. A total of 5,933 coding
DNA sequences and 97 tRNA, 1 16S rRNA, 1 23S rRNA, and 14 5S
rRNA genes were predicted. Several genes were related to the sid-
erophore transport system and biosynthesis. Despite their
nitrogen-fixing ability, the genes related to this process were not
found. The genome of the B38V strain also contained several

genes related to complete denitrification, such as respiratory ni-
trate reductase (narGHIJ), nitrite reductase (nirK), nitric oxide
reductase (norBC), and nitrous oxide reductase (nosZ). Genes re-
lated to nitrate and nitrite ammonification were also found, such
as nrfBCDEFGHX. Future studies may provide insight into the
genomic basis of plant growth-promotion characteristics, focus-
ing on nitrogen metabolism and the respective traits related to
plant development and health.

Nucleotide sequence accession numbers. This whole-genome
shotgun project has been deposited at GenBank under the acces-
sion no. JYFS00000000. The version described in this paper is the
first version, JYFS01000000.
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