N
gen@me

Journals.ASM.org

CrossMark
&click for updates

Draft Genome Sequence of Aeromonas caviae 8LM, Isolated from
Stool Culture of a Child with Diarrhea
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Aeromonas spp. are Gram-negative rods ubiquitous in aquatic environments; however, some species are able to cause a variety of
infections in humans. Here, we report the draft genome sequence of Aeromonas caviae 8LM isolated from stool culture from a

child with diarrhea in southern Brazil.

Received 17 April 2015 Accepted 23 April 2015 Published 21 May 2015

Citation Moriel B, Cruz LM, Dallagassa CB, Faoro H, de Souza EM, Pedrosa FO, Rego FGM, Picheth G, Fadel-Picheth CMT. 2015. Draft genome sequence of Aeromonas caviae
8LM, isolated from stool culture of a child with diarrhea. Genome Announc 3(3):e00524-15. doi:10.1128/genomeA.00524-15.

Copyright © 2015 Moriel et al. This is an open-access article distributed under the terms of the Creative Commons Attribution 3.0 Unported license.

Address correspondence to Cyntia M. T. Fadel-Picheth, fpicheth@ufpr.br.

eromonas spp. are Gram-negative rods associated with a vari-

ety of infections in humans (1), gastroenteritis being the most
common (2). In our geographical region Aeromonas-associated
diarrhea is common, Aeromonas caviae being the predominant
species (3, 4). Here, we report the draft genome sequence of
A. caviae 8LM, recovered from the stool culture of a 9-month-old
child with diarrhea attended by Sistema Unico de Satde at Cu-
ritiba in southern Brazil.

Sequencing was performed using paired-end sequencing with
an Illumina Genome Analyzer IIx. Analysis and data processing
were performed with CLC Genomic Workbench v6.5.1 for assem-
bly of contigs. Automatic genome annotation was performed by
Rapid Annotations using Subsystems Technology (RAST) (5).
The genome assembly revealed a length of 4,477,475 bp at 385X
coverage, an N5, of 369,568 bp, allocated into 34 contigs,a G+C
content of 61.8%, 117 RNAs, and 4,076 CDSs. The G+C content
and size are similar to those described for A. caviae Ae398 (61.4%
and 4.43 Mb, respectively) (6).

Regarding antimicrobial resistance, genes coding for B-lactamase
class D, aminoglycoside N3’-acetyltransferase, multidrug-resistant
efflux pumps, chloramphenicol acetyltransferase, and FosA for
fosfomycin resistance were found. Some genes coding for viru-
lence traits, such as hemolysins, phospholipase/lecithinase, RtxA
toxin, polar flagellum, type IV pilus, and a type 6 secretion system,
were found. Additionally, genes coding for choloylglycine hydro-
lase and DamX associated with bile hydrolysis or resistance, re-
spectively, were found and may facilitate colonization of the in-
testine by the 8LM strain. The genome sequence of A. caviae LM
will contribute to the understanding of the mechanisms used by
the bacteria to survive, colonize the intestine, and cause diarrhea.

Nucleotide sequence accession numbers. This whole-genome
sequence has been deposited at DDBJ/EMBL/GenBank under the

May/June 2015 Volume 3 Issue 3 e00524-15

Genome Announcements

accession no. LAFH00000000. The version described in this paper
is version LAFH01000000.

ACKNOWLEDGMENTS

This work was supported by Fundag¢do Araucaria and the Brazilian Pro-
gram of National Institutes of Science and Technology—INCT/Brazilian
Research Council-CNPq/MCT. We thank CAPES/REUNI for scholar-
ships.

REFERENCES

1. Janda JM, Abbott SL. 2010. The genus Aeromonas: taxonomy, pathogenic-
ity, and infection. Clin Microbiol Rev 23:35-73. http://dx.doi.org/10.1128/
CMR.00039-09.

2. Parker JL, Shaw JG. 2011. Aeromonas spp. clinical microbiology and dis-
ease. ] Infect 62:109—-118. http://dx.doi.org/10.1016/j.jinf.2010.12.003.

3. Surek M, Vizzotto BS, Souza EM, Pedrosa FO, Dallagassa CB, Farah
SMSS, Fadel-Picheth CMT. 2010. Identification and antimicrobial suscep-
tibility of Aeromonas spp. isolated from stool samples of Brazilian subjects
with diarrhoea and healthy controls. ] Med Microbiol 59:373-374. http://
dx.doi.org/10.1099/jmm.0.014258-0.

4. Assis FEA, Wolf S, Surek M, De Toni F, Souza EM, Pedrosa FO, Farah
SMSS, Picheth G, Fadel-Picheth CMT. 2014. Impact of Aeromonas and
diarrheagenic Escherichia coli screening in patients with diarrhea in Parand,
southern Brazil. J Infect Dev Ctries 8:1609-1614. http://dx.doi.org/
10.3855/jidc.4434.

5. Aziz RK, Bartels D, Best AA, DeJongh M, Disz T, Edwards RA, Formsma
K, Gerdes S, Glass EM, Kubal M, Meyer F, Olsen GJ, Olson R, Osterman
AL, Overbeek RA, McNeil LK, Paarmann D, Paczian T, Parrello B, Pusch
GD, Reich C, Stevens R, Vassieva O, Vonstein V, Wilke A, Zagnitko O.
2008. The RAST server: Rapid Annotations using Subsystems Technology.
BMC Genomics 9:75. http://dx.doi.org/10.1186/1471-2164-9-75.

6. Beatson SA, das Gragas de Luna M, Bachmann NL, Alikhan NF, Hanks
KR, Sullivan MJ, Wee BA, Freitas-Almeida AC, Dos Santos PA, de Melo
JTB, Squire DJP, Cunningham AF, Fitzgerald JR, Henderson IR. 2011.
Genome sequence of the emerging pathogen Aeromonas caviae. ] Bacteriol
193:1286-1287. http://dx.doi.org/10.1128/JB.01337-10.

genomea.asm.org 1


http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.00524-15&domain=pdf&date_stamp=2015-5-21
http://genomea.asm.org

	Draft Genome Sequence of Aeromonas caviae 8LM, Isolated from Stool Culture of a Child with Diarrhea
	Nucleotide sequence accession numbers. 
	ACKNOWLEDGMENTS

	REFERENCES

