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ABSTRACT Yersinia enterocolitica-like strains are usually understudied. In this work,
we reported the draft genome sequences of two Yersinia frederiksenii, two Yersinia
intermedia, and two Yersinia kristensenii strains isolated from humans, animals, food,
and the environment in Brazil. These draft genomes will provide better molecular
characterizations of these species.

ithin the Yersinia genus, Y. frederiksenii, Y. intermedia, and Y. kristensenii are often

categorized as Y. enterocolitica-like species and have been isolated from healthy
and sick humans and animals, as well as from food and environmental sources (1-4).
These species are usually considered to be nonpathogenic, and for this reason they
have been poorly studied (4). However, some studies have reported the isolation of
these species in clinical cases from humans and animals (4-7).

In this announcement, we report six draft genome sequences of Yersinia enterocolitica-
like strains, two Yersinia frederiksenii, two Yersinia intermedia, and two Yersinia kristensenii
strains, isolated in Brazil and identified phenotypically according to Schriefer et al. (8). DNA
from each strain was extracted according to Campioni et al. (9). Libraries were prepared
using 1 ng of genomic DNA with the Nextera XT DNA library preparation kit (lllumina, San
Diego, CA). The genomes were then sequenced using the lllumina NextSeq 500 desktop
sequencer with the NextSeq 500/500 high-output kit V2 (300 cycles) (lllumina, San Diego,
CA) at 2 X 151 cycles according to the manufacturer’s recommendations. De novo assem-
blies were generated from all raw sequence data, and the lllumina reads were assembled
with CLC Genomic Workbench version 9.5.2. The contigs for each isolate (draft genomes)
were annotated using NCBI's Prokaryotic Genome Annotation Pipeline (PGAP) (10). The
genomes ranged between 4.8 and 5.0 Mb in size for Yersinia frederiksenii, between 4.9 and
5.1 Mb in size for Yersinia intermedia, and between 4.6 and 4.8 Mb in size for Yersinia
kristensenii, as described for Yersinia spp. (3.7 Mb to greater than 5.0 Mb) (11). The number
of contigs per assembly for each isolate ranged between 78 and 145.

The data provided will help better characterize Yersinia frederiksenii, Yersinia inter-
media, and Yersinia kristensenii species at the genomic level. A more detailed report of
these genomic features will be addressed in a future publication.

Accession number(s). These six draft genomes have been deposited in GenBank
under the accession numbers NHOF00000000, NHOG00000000, NHOH00000000,
NHOI00000000, NHOJ00000000, and NHOK00000000.

ACKNOWLEDGMENTS

The study was supported by the FDA/CFSAN research under the supervision of
M.W.A. and by the Sdo Paulo Research Foundation-FAPESP (Proc. 2016/24716-3)
and CNPq (473043/2013-0) under the supervision of Juliana P. Falcdo. During the

Volume 5 Issue 32 e00780-17

PROKARYOTES

L)

Check for
updates

Received 22 June 2017 Accepted 23 June
2017 Published 10 August 2017

Citation Imori PFM, Campioni F, Cao G,
Kastanis G, Leon MS, Allard MW, Falcéo JP.
2017. Draft genome sequences of Yersinia
frederiksenii, Yersinia intermedia, and Yersinia
kristensenii strains from Brazil. Genome
Announc 5:¢00780-17. https://doi.org/10.1128/
genomeA.00780-17.

Copyright © 2017 Imori et al. This is an open-
access article distributed under the terms of
the Creative Commons Attribution 4.0
International license.

Address correspondence to Marc William
Allard, marc.allard@fda.hhs.gov, or Juliana
Pfrimer Falcéo, jufalcao@fcfrp.usp.br.
P.F.M.l.and F.C. contributed equally to this
work.

9eneMEA nnouncements’ genomea.asm.org 1


https://www.ncbi.nlm.nih.gov/nuccore/NHOF00000000
https://www.ncbi.nlm.nih.gov/nuccore/NHOG00000000
https://www.ncbi.nlm.nih.gov/nuccore/NHOH00000000
https://www.ncbi.nlm.nih.gov/nuccore/NHOI00000000
https://www.ncbi.nlm.nih.gov/nuccore/NHOJ00000000
https://www.ncbi.nlm.nih.gov/nuccore/NHOK00000000
https://doi.org/10.1128/genomeA.00780-17
https://doi.org/10.1128/genomeA.00780-17
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
mailto:marc.allard@fda.hhs.gov
mailto:jufalcao@fcfrp.usp.br
http://crossmark.crossref.org/dialog/?doi=10.1128/genomeA.00780-17&domain=pdf&date_stamp=2017-8-10
http://genomea.asm.org

Imori et al.

9eneMEA nnouncements’

course of this work, Priscilla Fernanda Martins Imori was supported by CNPq (Proc.
162607/2015-6), and Fabio Campioni was supported by a fellowship from the Sao
Paulo Research Foundation-FAPESP (Proc. 2013/25191-3 and 2016/05817-3).

REFERENCES

1.

Volume 5

Centers for Disease Control and Prevention. 2014. Foodborne Diseases
Active Surveillance Network (FoodNet): FoodNet surveillance report for
2014 (final report). CDC, Atlanta, GA.

. Selander RK, Smith NH, Li J, Beltran P, Ferris KE, Kopecko DJ, Rubin FA.

1992. Molecular evolutionary genetics of the cattle-adapted serovar
Salmonella dublin. J Bacteriol 174:3587-3592. https://doi.org/10.1128/jb
.174.11.3587-3592.1992.

. Gilpin BJ, Robson B, Lin S, Hudson JA, Weaver L, Dufour M, Strydom H.

2014. The limitations of pulsed-field gel electrophoresis for analysis of
Yersinia enterocolitica isolates. Zoonoses Public Health 61:405-410.
https://doi.org/10.1111/zph.12085.

. Falcao JP, Falcao DP, Pitondo-Silva A, Malaspina AC, Brocchi M. 2006.

Molecular typing and virulence markers of Yersinia enterocolitica strains
from human, animal and food origins isolated between 1968 and 2000
in Brazil. J Med Microbiol 55:1539-1548. https://doi.org/10.1099/jmm.0
46733-0.

. Bajaj V, Lucas RL, Hwang C, Lee CA. 1996. Co-ordinate regulation of

Salmonella typhimurium invasion genes by environmental and regula-
tory factors is mediated by control of hilA expression. Mol Microbiol
22:703-714. https://doi.org/10.1046/j.1365-2958.1996.d01-1718.x.

. Almeida F, Seribelli AA, da Silva P, Medeiros MIC, Dos Prazeres Rodrigues

D, Moreira CG, Allard MW, Falcdo JP. 2017. Multilocus sequence typing

Issue 32 e00780-17

of Salmonella typhimurium reveals the presence of the highly invasive
ST313 in Brazil. Infect Genet Evol 51:41-44. https://doi.org/10.1016/j
.meegid.2017.03.009.

. Falco JP, Gibotti AA, Souza RA, Campioni F, Falcao DP. 2007. Panoramic

view of the occurrence of Yersinia species other than Y. pestis in Brazil
Plesiomonas shigelloides: an emergent enteropathogen? Rev Cienc Farm
Basica Apl 28:141-151.

. Schriefer ME, Petersen JM. 2011. Yersinia, p 627-638. In Versalovic J,

Carrol KC, Funke G, Jorgensen JH, Landry ML, Warnock DW (ed), Manual
of clinical microbiology, 10th ed, vol 1. ASM Press, Washington, DC.

. Campioni F, Falcdo JP. 2014. Genotypic diversity and virulence markers of

Yersinia enterocolitica biotype 1A strains isolated from clinical and non-
clinical origins. APMIS 122:215-222. https://doi.org/10.1111/apm.12126.

. Klimke W, Agarwala R, Badretdin A, Chetvernin S, Ciufo S, Fedorov B,

Kiryutin B, O'Neill K, Resch W, Resenchuk S, Schafer S, Tolstoy |, Tatusova
T. 2009. The National Center for Biotechnology Information’s protein
clusters database. Nucleic Acids Res 37:D216-D223. https://doi.org/10
.1093/nar/gkn734.

. Tan SY, Dutta A, Jakubovics NS, Ang MY, Siow CC, Mutha NV, Heydari H,

Wee WY, Wong GJ, Choo SW. 2015. YersiniaBase: a genomic resource
and analysis platform for comparative analysis of Yersinia. BMC Bioin-
formatics 16:9. https://doi.org/10.1186/512859-014-0422-y.

genomea.asm.org 2


https://doi.org/10.1128/jb.174.11.3587-3592.1992
https://doi.org/10.1128/jb.174.11.3587-3592.1992
https://doi.org/10.1111/zph.12085
https://doi.org/10.1099/jmm.0.46733-0
https://doi.org/10.1099/jmm.0.46733-0
https://doi.org/10.1046/j.1365-2958.1996.d01-1718.x
https://doi.org/10.1016/j.meegid.2017.03.009
https://doi.org/10.1016/j.meegid.2017.03.009
https://doi.org/10.1111/apm.12126
https://doi.org/10.1093/nar/gkn734
https://doi.org/10.1093/nar/gkn734
https://doi.org/10.1186/s12859-014-0422-y
http://genomea.asm.org

	Accession number(s). 
	ACKNOWLEDGMENTS
	REFERENCES

