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ABSTRACT Yersinia kristensenii is one of the Yersinia enterocolitica-like bacterial spe-
cies, which are considered nonpathogenic to humans. In this work, we reported the
draft genome sequences of six Yersinia kristensenii strains. These draft genomes will
help to better characterize Yersinia kristensenii at the genomic level.

The genus Yersinia includes Gram-negative rod-shaped facultative anaerobes
belonging to the Enterobacteriaceae family (1). Three of its species, Yersinia pestis,

Yersinia pseudotuberculosis, and Yersinia enterocolitica, are well known for their patho-
genicity in humans (2). The remaining species, which are considered nonpathogenic to
humans, have been investigated significantly less (3). One of these species, Yersinia
kristensenii, was derived from Y. enterocolitica and defined as a new species by
Bercovier and colleagues in 1980, based on DNA-DNA hybridizations and biochemical
characteristics (4). Trehalose-positive, sucrose-negative bacteria belonging to this spe-
cies have frequently been isolated from a variety of environmental samples (such as
freshwater and soil samples), foods, animals (including horses, sheep, and monkeys),
and healthy and sick humans worldwide (3, 5).

In this report, we announce draft genome sequences of six Y. kristensenii strains stored
in the microorganism collection of the State Research Center for Applied Microbiology
and Biotechnology (SRCAMB). Bacteria were originally identified as Yersinia enterocolitica-
like, as confirmed with microscopic examinations and biochemical identification tests.
Before whole-genome sequencing, their species identifications were updated by matrix-
assisted laser desorption ionization (MALDI) Biotyper identification and biochemical identi-
fication tests.

The stocks of Y. kristensenii strains were stored at 270°C in cryoprotective medium.
Bacteria were grown at 37°C on nutrient medium 1 (Obolensk, Russia). DNA from each
strain was extracted using the DNA minikit (BioFact, Daejeon, Republic of Korea) follow-
ing the manufacturer’s instructions. For Y. kristensenii strain SCPM-O-B-7606, whole-ge-
nome sequencing was performed using the Ion 318 chip kit and 400-bp chemistry on
the Ion Torrent PGM platform. Whole-genome sequencing of the other Y. kristensenii
strains was performed using the Nextera DNA library preparation kit and MiSeq reagent
kit v3 on the Illumina MiSeq platform. Reads were de novo assembled using two assem-
blers with default settings, which included primary filtering and quality control, i.e.,
SPAdes v3.9.0 for Y. kristensenii strains SCPM-O-B-7606, SCPM-O-B-3969, SCPM-O-B-7953,
and SCPM-O-B-8071 and Unicycler v0.4.7 for Y. kristensenii strains SCPM-O-B-7961 and
SCPM-O-B-7962 (6, 7).

The draft genome sizes ranged from 4.47 to 4.77 Mb, with the GC content for Y. kris-
tensenii strain SCPM-O-B-8071 being 47.7% and that for the other strains being 47.5%.
The number of contigs per assembly for each isolate ranged from 17 to 264. The final
assemblies were annotated using the NCBI Prokaryotic Genome Annotation Pipeline
(PGAP) (8). The annotation method and annotation software version used are listed in
Table 1. The genomes contain 4,001 to 4,593 coding sequences (CDSs).
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Data availability. The genome sequences and sequence reads were deposited in
the GenBank database under the accession numbers listed in Table 1.

ACKNOWLEDGMENT
The work was supported by the Sectoral Scientific Program of the Russian Federal

Service for Surveillance on Consumer Rights Protection and Human Wellbeing.

REFERENCES
1. Petersen JM, Gladney LM, Schriefer ME. 2015. Yersinia, p 738–751. In

Jorgensen JH, Pfaller MA, Carrol KC, Funke G, Landry ML, Richter SS (ed),
Manual of clinical microbiology, 11th ed. ASM Press, Washington, DC.

2. McNally A, Thomson NR, Reuter S, Wren BW. 2016. ‘Add, stir and reduce’:
Yersinia spp. as model bacteria for pathogen evolution. Nat Rev Microbiol
14:177–190. https://doi.org/10.1038/nrmicro.2015.29.

3. 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 Bioinformatics
16:9. https://doi.org/10.1186/s12859-014-0422-y.

4. Bercovier H, Ursing J, Brenner JD, Steigerwalt AG, Fanning GR, Carter GP,
Mollaret HH. 1980. Yersinia kristensenii: a new species of Enterobacteriaceae
composed of sucrose-negative strains (formerly called atypical Yersinia
enterocolitica or Yersinia enterocolitica-like). Curr Microbiol 4:219–224.
https://doi.org/10.1007/BF02605860.

5. Centers for Disease Control and Prevention. 2014. Foodborne Diseases

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

6. Nurk S, Bankevich A, Antipov D, Gurevich AA, Korobeynikov A, Lapidus A,
Prjibelski AD, Pyshkin A, Sirotkin A, Sirotkin Y, Stepanauskas R, Clingenpeel
SR, Woyke T, McLean JS, Lasken R, Tesler G, Alekseyev MA, Pevzner PA.
2013. Assembling single-cell genomes and mini-metagenomes from chi-
meric MDA products. J Comput Biol 20:714–737. https://doi.org/10.1089/
cmb.2013.0084.

7. Wick RR, Judd LM, Gorrie CL, Holt KE. 2017. Unicycler: resolving bacterial
genome assemblies from short and long sequencing reads. PLoS Comput
Biol 13:e1005595. https://doi.org/10.1371/journal.pcbi.1005595.

8. Tatusova T, DiCuccio M, Badretdin A, Chetvernin V, Nawrocki EP, Zaslavsky
L, Lomsadze A, Pruitt KD, Borodovsky M, Ostell J. 2016. NCBI Prokaryotic
Genome Annotation Pipeline. Nucleic Acids Res 44:6614–6624. https://doi
.org/10.1093/nar/gkw569.

Microbiology Resource Announcement

Volume 11 Issue 1 e01063-21 mra.asm.org 3

https://doi.org/10.1038/nrmicro.2015.29
https://doi.org/10.1186/s12859-014-0422-y
https://doi.org/10.1007/BF02605860
https://doi.org/10.1089/cmb.2013.0084
https://doi.org/10.1089/cmb.2013.0084
https://doi.org/10.1371/journal.pcbi.1005595
https://doi.org/10.1093/nar/gkw569
https://doi.org/10.1093/nar/gkw569
https://mra.asm.org

	Outline placeholder
	Data availability.

	ACKNOWLEDGMENT
	REFERENCES

