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Abstract
We present the essential characteristics of “Emergencia timonensis” strain SN18 (= CSUR P2260), a new member of the order Clostridiales

that was isolated from the stool of healthy patient.
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In 2015, we isolated strain SN18 (= CSUR P2260) from the faeces

of a healthy patient with an unremarkable medical history. This
strain could not accurately be identified by matrix-assisted laser

desorption/ionization time-of-flight mass spectrometry (MALDI-
TOF MS) using a MicroFlex spectrometer (Bruker Daltonics,

Leipzig, Germany) (score <1.7) [1]. This study was part of a cul-
turomics analysis aiming at identifying all bacterial species present
in the human gastrointestinal tract [2,3]. The patient provided

informed signed consent, and the studywas approved by the ethics
committee of IFR48 (Marseille, France) under agreement 09-022.

The initial growth was obtained after 3 days of culture in
anaerobic atmosphere at 37°C in 5% sheep’s blood–enriched

Columbia agar (bioMérieux, Marcy l’Etoile, France). Agar-
grown colonies are white with a diameter of 0.5 to 1 mm.

Strain SN18 cells are Gram-positive, rod-shaped bacilli ranging
in length from 1 μm to 1.5 μm. Strain SN18 is strictly anaerobic

and has no catalase and oxidase activity.
The 16S rRNA gene was sequenced using a 3130-XL

sequencer (Applied Biosciences, Saint Aubin, France) as
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previously described [4]. Strain SN 18 exhibited a 16S rRNA

gene sequence identity of 91% with Anaerovorax odorimutans
strain NorPut1T (GenBank accession no. NR_028911), the

phylogenetically closest species with standing in nomencla-
ture. (Fig. 1)

Anaerovorax odorimutans strain NorPut1T was initially iso-
lated in 2000 by Matthies et al. [5] from sediment sampled in

brackish waters. A. odorimutans is also a strictly anaerobic,
Gram-positive, non-spore-forming bacterium. Other phyloge-
netically closely related bacteria are members of the Mogi-

bacterium genus [6]. These strictly anaerobic, Gram-positive
and rod-shaped bacteria were isolated from the human oral

flora, notably in periodontal pockets of adult patients with
periodontal disease and infected root canals [6]. These bacteria

appear to be associated to the pathogenesis of periodontitis,
especially in smokers [7].

Because the 16S rRNA gene sequence divergence with the
closest phylogenetic species with a validly published name is
>5% [8], we propose that strain SN18 is the representative

strain of a new genus within the order Clostridiales, for which
we propose the name “Emergencia” gen. nov. (i.mer.gen’sia N.L.

fem. n., for emergence, in reference to the discovery of
emerging human bacteria). Strain SN18T is the type strain of

“Emergencia timonensis” gen. nov., sp. nov. (ti.mo.nen’sis. L.
masc. adj. timonensis pertaining to Timone, the name of the

main university hospital in Marseille, France, where the strain
was isolated).
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FIG. 1. Phylogenetic tree showing posi-

tion of Emergencia timonensis strain SN18

(underlined) relative to other phyloge-

netically close members of order Clos-

tridiales. GenBank accession numbers are

indicated in parentheses. Sequences were

aligned using CLUSTALW, and phyloge-

netic inferences were obtained using

maximum-likelihood method within

MEGA software. Numbers at nodes are

percentages of bootstrap values obtained

by repeating analysis 500 times to

generate majority consensus tree. Only

bootstrap values >95% are displayed.
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MALDI-TOF MS spectrum accession number
The MALDI-TOF MS spectrum of E. timonensis is available on-
line (http://www.mediterraneeinfection.com/article.php?

laref=256&titre=urms-database).
Nucleotide sequence accession number
The 16S rRNA gene sequence was deposited in GenBank under

accession number LN998061.
Deposit in a culture collection
Strain SN18 was deposited in the collection de Souches de

l’Unité des Rickettsies (CSUR, WDCM 875) under number
P2260.
Acknowledgement
This study was funded by the Fondation Méditerranée Infection.
© 2016 The Authors. Published by Elsevier Ltd on behalf of European Society of Clinical Microb
This is an open access article under the CC BY-NC-ND license (http://creativecommons.org/lice
Conflict of Interest
None declared.
References
[1] Seng P, Abat C, Rolain JM, Colson P, Lagier JC, Gouriet F, et al. Iden-
tification of rare pathogenic bacteria in a clinical microbiology labora-
tory: impact of matrix-assisted laser desorption ionization–time of flight
mass spectrometry. J Clin Microbiol 2013;51:2182–94.

[2] Lagier JC, Hugon P, Khelaifia S, Fournier PE, La Scola B, Raoult D. The
rebirth of culture in microbiology through the example of culturo-
mics to study human gut microbiota. Clin Microbiol Rev 2015;28:
237–64.

[3] Lagier JC, Armougom F, Million M, Hugon P, Pagnier I, Robert C, et al.
Microbial culturomics: paradigm shift in the human gut microbiome
study. Clin Microbiol Infect 2012;18:1185–93.

[4] Drancourt M, Bollet C, Carlioz A, Martelin R, Gayral JP, Raoult D. 16S
ribosomal DNA sequence analysis of a large collection of environmental
and clinical unidentifiable bacterial isolates. J Clin Microbiol 2000;38:
3623–30.

[5] Matthies C, Evers S, Ludwig W, Schink B. Anaerovorax odorimutans gen.
nov., sp. nov., a putrescine-fermenting, strictly anaerobic bacterium. Int
J Syst Evol Microbiol 2000;50:1591–4.

[6] Nakazawa F, Sato M, Poco SE, Hashimura T, Ikeda T, Kalfas S, et al.
Description of Mogibacterium pumilum gen. nov., sp. nov. and Mogi-
bacterium vescum gen. nov., sp. nov., and reclassification of Eubacterium
iology and Infectious Diseases, NMNI, 12, 73–75
nses/by-nc-nd/4.0/).

http://www.mediterraneeinfection.com/article.php?laref=256&amp;titre=urms-database
http://www.mediterraneeinfection.com/article.php?laref=256&amp;titre=urms-database
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref1
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref1
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref1
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref1
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref2
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref2
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref2
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref2
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref3
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref3
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref3
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref4
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref4
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref4
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref4
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref5
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref5
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref5
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref6
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref6
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref6
http://creativecommons.org/licenses/by-nc-nd/4.0/


NMNI Bessis et al. “Emergencia timonensis” 75
timidum (Holdeman et al. 1980) as Mogibacterium timidum gen. nov.,
comb. nov. Int J Syst Evol Microbiol 2000;50:679–88.

[7] Camelo-Castillo AJ, Mira A, Pico A, Nibali L, Henderson B, Donos N,
et al. Subgingival microbiota in health compared to periodontitis and the
influence of smoking. Front Microbiol 2015;6:119.
© 2016 The Authors. Published by Elsevier Ltd on behal
This is an open access artic
[8] Kim M, Oh HS, Park SC, Chun J. Towards a taxonomic coherence
between average nucleotide identity and 16S rRNA gene sequence
similarity for species demarcation of prokaryotes. Int J Syst Evol
Microbiol 2014;64:346–51.
f of European Society of Clinical Microbiology and Infectious Diseases, NMNI, 12, 73–75
le under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).

http://refhub.elsevier.com/S2052-2975(16)30029-4/sref6
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref6
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref7
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref7
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref7
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref8
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref8
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref8
http://refhub.elsevier.com/S2052-2975(16)30029-4/sref8
http://creativecommons.org/licenses/by-nc-nd/4.0/

	“Emergencia timonensis,” a new bacterium isolated from the stool of a healthy patient
	MALDI-TOF MS spectrum accession number
	Nucleotide sequence accession number
	Deposit in a culture collection
	Acknowledgement
	Conflict of Interest
	References


