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Aneurinibacillus migulanus is characterized by inhibition of growth of a range of plant-pathogenic bacteria and fungi. Here, we
report the high-quality draft genome sequences of A. migulanus Nagano.
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Plant diseases are responsible for many economic losses in
landscape, agriculture, and forest settings through effects on

visual amenity and decreasing yields and quality of crops. Infected
food may also contain mycotoxins that result in poisoning or
death of humans and other animals. Plant pathogens can cause
huge losses in the production of individual crops, in certain in-
stances between 25 and 100% (1, 2). Producing food that is free
from toxic chemicals and maintaining a healthy environment are
the main reasons to promote the development of environmentally
sound methods of disease control, such as the use of biological
control agents that can suppress pathogen activities (3). One bac-
terium with potential as a biological control agent is Aneuriniba-
cillus migulanus, a Gram-positive, rod shaped, and spore-forming
bacterium producing the antifungal/antibacterial metabolite
gramicidin S, which acts directly against spore germination and
the growth of pathogens, such as Botrytis cinerea (4, 5). It has also
been suggested that A. migulanus Nagano produces biosurfactants
that increase the rate of evaporation from plant surfaces, reducing
periods of surface wetness and thereby indirectly inhibiting spore
germination (4, 6).

The genome of A. migulanus Nagano was sequenced using the
bacterial genome annotation system BG7, which was specifically
designed for next-generation sequencing (NGS) data (Era7 Bioin-
formatics, Granada, Spain [7]). We obtained approximately 14.62
million reads for assembly after the low-quality reads were filtered
out. The whole genome was de novo assembled into 82 contigs
(N50, 195,382 bp) and rearranged into 175 scaffolds.

The draft genome sequence of A. migulanus Nagano consists of
5,959,194 bases, with the largest contig of 638,342 bp and 43.04%
G�C content. The Nagano genome contained sequences for the
synthesis of 4,817 proteins, of which 1,114 proteins were unchar-
acterized.

Nucleotide sequence accession number. The draft genome se-
quence of A. migulanus Nagano was deposited in GenBank under

the accession no. JYBN00000000. This paper describes the first
version of the genome.

ACKNOWLEDGMENTS

This project was funded by the Kuwait Government (to F.N.A.), the Eu-
ropean Union’s Seventh Framework Programme under grant agreement
no. 245268 (ISEFOR; to L.B. and S.W.). Further support came from the
SwissBOL project, financed by the Swiss Federal Office for the Environ-
ment (grant holder, L.B.) and the Sciex–Scientific Exchange Programme
NMS.CH (to L.B. and L.L.).

REFERENCES
1. Chandel S, Allan EJ, Woodward S. 2010. Biological control of Fusarium

oxysporum f. sp. lycopersici on tomato by Brevibacillus brevis. J Phytopathol
158:470 – 478. http://dx.doi.org/10.1111/j.1439-0434.2009.01635.x.

2. Ghai S, Sood SS, Jain RK. 2007. Antagonistic and antimicrobial activities
of some bacterial isolates collected from soil samples. Indian J Microbiol
47:77– 80. http://dx.doi.org/10.1007/s12088-007-0014-x.

3. Roberts DP, Lohrke SM. 2003. United States Department of Agriculture-
Agricultural Research Service Research programs in biological control of
plant diseases. Pest Manag Sci 59:654 – 664. http://dx.doi.org/10.1002/
ps.613.

4. Edwards SG, Seddon B. 2001. Mode of antagonism of Brevibacillus brevis
against Botrytis cinerea in vitro. J Appl Microbiol 91:652– 659. http://
dx.doi.org/10.1046/j.1365-2672.2001.01430.x.

5. Seddon B, McHugh RC, Schmitt A. 2000. Brevibacillus brevis—a novel
candidate biocontrolagent with broad-spectrum antifungal activity. Pro-
ceedings of an international conference held at the Brighton Hilton Metro-
pole Hotel, Brighton, United Kingdom, 13–16 November 2000.

6. Seddon B, Edwards SG, Markellou E, Malathrakis NE. 1997. Bacterial
antagonist-fungal pathogen interactions on the plant aerial surface, p 5–25.
In Grange AC, Brown VK (ed), Multitrophic interactions in terrestrial sys-
tems. Blackwell Publishing Science Ltd., Oxford, United Kingdom.

7. Pareja-Tobes P, Manrique M, Pareja-Tobes E, Pareja E, Tobes R. 2012.
BG7: a new approach for bacterial genome annotation designed for next
generation sequencing data. PLoS One 7:e49239. http://dx.doi.org/
10.1371/journal.pone.0049239.

crossmark

Genome AnnouncementsMarch/April 2015 Volume 3 Issue 2 e00232-15 genomea.asm.org 1

 on June 21, 2016 by U
niversity of A

berdeen
http://genom

ea.asm
.org/

D
ow

nloaded from
 

http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.00232-15&domain=pdf&date_stamp=2015-4-2
http://genomea.asm.org
http://genomea.asm.org/

	Draft Genome Sequence of Aneurinibacillus migulanus Strain Nagano
	Nucleotide sequence accession number. 
	ACKNOWLEDGMENTS

	REFERENCES

