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Aeromonas caviae is an emerging human pathogen. Here, we report the draft genome sequence of Aeromonas caviae strain
429865 INP which shows the presence of various putative virulence-related genes.
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Aeromonas caviae is a rod-shaped, Gram-negative, ubiquitous
bacterium which has been implicated in a variety of intestinal

and extraintestinal illnesses as well as soft-tissue infections in hu-
mans. It is also one of the bacteria in the genus Aeromonas respon-
sible for the majority (�85%) of human infections and clinical
isolates (1) and is related to the most frequenty isolated species in
pediatric patients (2, 3). Here, we report the sequenced genome of
A. caviae strain 429865 INP isolated from an infected 2-year and
4-month-old patient in Mexico.

The genomic DNA of A. caviae strain 429865 INP was ex-
tracted using the Wizard genomic DNA purification kit A1120
(Promega Corp., Madison, WI, USA) according to the manufac-
turer’s recommended protocol. The purified genomic DNA was
measured using the NanoDrop spectrophotometer and Qubit 2.0
fluorometer (Thermo, Fisher Scientific, Waltham, MA) to verify
quality and purity. The whole genome sequencing was performed
using the Illumina MiSeq platform (Illumina, Inc., San Diego, CA,
USA) according to the standard operation based on a paired-end
library and a mate-pair library of 5-Kb fragments. The resulting
sequence reads were inspected for data quality using FASTQC
v0.11.3 (Babraham Institute, Cambridge, United Kingdom) and
were then filtered using the DynamicTrim tool from SolexaQA
v3.1.3 (4) to remove and dynamically trim poor reads. The reads
were then assembled de novo using SPAdes v3.5.0 (5) which re-
sulted in 204 contigs. The resulting contigs were aligned with the
original reads using Consed v29.0 (6) and through this method
were manually joined together in silico. The resulting draft ge-
nome sequence of A. caviae strain 429865 INP is 4,700,593 bp in
length and consists of 4 contigs with an average coverage of
936.05-fold. The mean contig read length is 1,175,148.25 bp and
the maximum contig read length is 2,239,764 bp. The overall
G�C content of the assembled genome is 61.0%.

The NCBI Prokaryotic Genome Annotation Pipeline was used
for annotation of the resulting draft genome sequence of A. caviae

strain 429865 INP. This resulted in the identification of 4,014
putative coding sequences (CDS), 10 16S-23S-5S operons, and
114 tRNAs. Various putative genes that could be involved in the
pathogenicity mechanism of the bacteria were identified, includ-
ing the cytotonic enterotoxin (alt), extracellular lipase (lip), pro-
teins related to motility such as polar flagellar proteins (flaA, flaB)
and lateral flagellar proteins (lafA1, lafA2), a type II secretion sys-
tem, genes associated with drug resistance such as bicyclomycin
resistance protein (AHA_2550) and fosmidomycin resistance
protein (AHA_0056), and various multidrug resistance efflux
pumps. This genome provides a useful guide to study the patho-
genesis of this organism.

Nucleotide sequence accession numbers. The draft genome
sequence of Aeromonas caviae strain 429865 INP has been depos-
ited at DDBJ/EMBL/GenBank under the accession number
LIIX00000000. The version described in this paper is version
LIIX01000000.

ACKNOWLEDGMENTS

This work was supported by the Consejo Nacional de Ciênciay Tecnología
(CONACyT)-Mexico (168541), Secretaría de Investigación y Posgrado
del Instituto Politécnico Nacional, México (20151373 and 20150750), and
Red de Salud IPN-Convenio (ICyTDF/325/11). Juan Carlos A. Padilla and
Ingrid Palma-Martinez both held scholarships from CONACyT.

REFERENCES
1. Figueras MJ, Beaz-Hidalgo R. 2015. Aeromonas infections in humans.

In Graf J (ed), Aeromonas. Chapter 4. Caister Academic Press, Port-
land, OR.

2. Namdari H, Bottone EJ. 1990. Microbiologic and clinical evidence sup-
porting the role of Aeromonas caviae as a pediatric enteric pathogen. J Clin
Microbiol 28:837– 840.

3. Alavandi S, Ananthan S, Kang G. 1998. Prevalence, in-vitro secretary
activity, and cytotoxicity of Aeromonas species associated with childhood

crossmark

Genome AnnouncementsSeptember/October 2015 Volume 3 Issue 5 e01240-15 genomea.asm.org 1

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/g

en
om

ea
 o

n 
05

 M
ar

ch
 2

02
4 

by
 2

80
6:

26
9:

48
3:

86
e2

:6
87

6:
ba

2e
:7

36
c:

53
ff

.

http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.01240-15&domain=pdf&date_stamp=2015-10-22
http://genomea.asm.org


gastroenteritis in Chennai (Madras), India. Jpn J Med Sci Biol 51:1–12.
http://dx.doi.org/10.7883/yoken1952.51.1.

4. Cox MP, Peterson DA, Biggs PJ. 2010. SolexaQA: At-a-glance quality
assessment of Illumina second-generation sequencing data. BMC Bioinfor-
matics 11:485. http://dx.doi.org/10.1186/1471-2105-11-485.

5. Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov
AS, Lesin VM, Nikolenko SI, Pham S, Prjibelski AD, Pyshkin AV,

Sirotkin AV, Vyahhi N, Tesler G, Alekseyev MA, Pevzner PA. 2012.
SPAdes: a new genome assembly algorithm and its applications to
single-cell sequencing. J Comput Biol 19:455– 477. http://dx.doi.org/
10.1089/cmb.2012.0021.

6. Gordon D, Green P. 2013. Consed: a graphical Editor for next-generation
sequencing. Bioinformatics 29:2936 –2937. http://dx.doi.org/10.1093/
bioinformatics/btt515.

Padilla et al.

Genome Announcements2 genomea.asm.org September/October 2015 Volume 3 Issue 5 e01240-15

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/g

en
om

ea
 o

n 
05

 M
ar

ch
 2

02
4 

by
 2

80
6:

26
9:

48
3:

86
e2

:6
87

6:
ba

2e
:7

36
c:

53
ff

.

http://genomea.asm.org

	Nucleotide sequence accession numbers. 
	ACKNOWLEDGMENTS
	REFERENCES

