‘Collinsella provencensis’ sp. nov., ‘Parabacteroides bouchesdurhonensis’ sp.

nov. and ‘Sutterella seckii,” sp. nov., three new bacterial species identified

from human gut microbiota
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We report here the main characteristics of ‘Collinsella provencensis’ strain Marseille-P3740 (CSUR P3740), ‘Parabacteroides bouchesdurhonensis’
strain Marseille-P3763 (CSUR P3763) and ‘Sutterella seckii’ strain Marseille-P3660 (CSUR P3660), which were isolated using culturomics from

the human gut microbiota of healthy individuals living in Marseille.
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As a part of culturomics study of the human microbiota [ 1], we
isolated in 2016, from stool samples of three different healthy
men, three new bacteria that could not be identified by our
systematic matrix-assisted laser desorption—ionization time-of-
flight mass spectrometry (MALDI-TOF MS) screening on a
Microflex spectrometer (Bruker Daltonics, Bremen, Germany)
[2]. Each of the three species has been described according to
their following characteristics: Gram, oxidase and catalase tests,
growth conditions, colony size, phylogeny and MALDI-TOF MS
spectra. This study was approved by the ethics committee of the

Foundation Méditerranée Infection under number 2016-01 1.

A stool sample from a 32-year-old man living in France was

diluted with | mL of phosphate-buffered saline and
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preincubated in a blood culture bottle containing an additional
5 mL of rumen and sheep’s blood. The culture bottle was
incubated at 37°C for 3 days under anaerobic conditions. On
agar plate, colonies were small and translucent, with an
average diameter ranging from 0.4 to 0.9 mm. Bacterial cells
were Gram positive and ranged in length from 0.5 to | mm.
Strain Marseille-P3740 was catalase and oxidase negative. The
16S rRNA gene was sequenced using fD|-rP2 primers using a
3130-XL sequencer (Applied Biosciences, Saint Aubin, France)
as previously described [3]. Strain Marseille-P3740 exhibited a
96% sequence identity with Collinsella stercoris strain JCM
10641 (GenBank accession no. NR_113164), the phylogenet-
ically closest species with standing in nomenclature (Fig. ),
which putatively classifies it as a member of the genus Collin-
sella within the family Coriobacteriaceae in the phylum Actino-
bacteria [4]. This similarity value is below the 16S rRNA gene
sequence threshold of 98.65% set by Stackebrandt and Ebers
[5] to delineate a new species without carrying out DNA-
DNA hybridization. We therefore propose the creation of
the new species ‘Collinsella provencensis’ (pro.ven.cen’cis, N.L.
fem. adj. provencensis, pertaining to Provence, the region of
France where the type strain was isolated). Strain Marseille-
P3740" is the type strain of the new species ‘Collinsella

provencensis.’
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Phylogenetic tree showing position of ‘Collinsella provencensis’ strain Marseille-P3740 relative to other phylogenetically close neighbours.

Sequences were aligned using CLUSTALW, and phylogenetic 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

scores of at least 95% were retained. Scale bar indicates 2% nucleotide sequence divergence.

Strain Marseille-P3763 was isolated from a 27-year-old healthy
man living in France after 7 days’ preincubation in blood culture
bottle and then 48 hours’
blood—enriched Columbia agar (bioMérieux, Marcy [I'Etoile,

incubation on 5% sheep’s

France). Colonies of strain Marseille-P3763 appeared beige,
smooth and small, with a mean diameter of 0.4 to 0.8 mm.
Bacterial cells were Gram negative and rod shaped, ranging in
length from 0.7 to 1.2 mm. Strain Marseille-P3763 was catalase
positive and oxydase negative. The 16S rRNA gene was
sequenced using fD1-rP2 primers using a 3130-XL sequencer

10

[

(Applied Biosciences) as previously described [3]. Strain
Marseille-P3763 exhibited a 96.7% sequence identity with Par-
abacteroides chinchillae strain JCM 17104 (GenBank accession
no. NR_113208), the phylogenetically closest species with
standing in nomenclature (Fig. 2), which putatively classifies it as
a member of the genus Parabacteroides within the family Tan-
nerellaceae in the phylum Bacteroidetes. This similarity value is
below the 16S rRNA gene sequence threshold of 98.65% set by
Stackebrandt and Ebers [5] to delineate a new species without
carrying out DNA-DNA hybridization. We thus propose the
creation of the new species ‘Parabacteroides bouchesdurhonensis’
(bou.ches.du.rho.nen’sis, N.L. neut. adj. bouchesdurhonensis,
pertaining to Bouches du Rhéne, the name of the French ter-
ritory where strain Marseille-P3763 was isolated). Strain
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Phylogenetic tree showing position of ‘Parabacteroides bouchesdurhonensis’ strain Marseille-P3763 relative to other phylogenetically close

neighbours. Sequences were aligned using CLUSTALW, and phylogenetic 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 scores of at least 95% were retained. Scale bar indicates 1% nucleotide sequence divergence.
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Phylogenetic tree showing position of ‘Sutterella seckii’ strain Marseille-P3660 relative to other phylogenetically close neighbours. Sequences

were aligned using CLUSTALW, and phylogenetic inferences were obtained using maximume-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 scores of at

least 95% were retained. Scale bar indicates 1% nucleotide sequence divergence.

Marseille-P3763" is the type strain of the new species ‘Para-
bacteroides bouchesdurhonensis.”

Initial growth was obtained from a stool sample of a 33-year-old
healthy man living in France after 3 days’ preincubation in blood
culture bottle and then 72 hours’ incubation on 5% sheep’s
blood—enriched Columbia agar (bioMérieux) at 37°C in
anaerobic conditions. Agar-grown colonies were transparent
and flat, with an average diameter between 0.3 and 0.8 mm.
Bacterial cells were Gram negative, rod shaped and poly-
morphic, ranging in length from 0.6 to 0.8 mm. Strain Marseille-
P3660 was catalase positive and negative. The 16S rRNA gene
was sequenced using fDI-rP2 primers using a 3130-XL
sequencer (Applied Biosciences) as previously described [3].
Strain Marseille-P3660 exhibited a 97.5% sequence identity with
Sutterella wadsworthensis strain WAL 9799 (GenBank accession
no. NR_117778), the phylogenetically closest species with
standing in nomenclature (Fig. 3), which putatively classifies it as
a member of the genus Sutterella within the family Sutterellaceae
in the phylum Firmicutes. This similarity value is below the 16S
rRNA gene sequence threshold of 98.65% set by Stackebrandt
and Ebers [5] to delineate a new species without carrying out
DNA-DNA hybridization. We therefore propose the creation
of the new species ‘Sutterella seckii’ (seck.i, N.L. masc. gen. n.
seckii, ‘of Seck,” named after Senegalese PhD student El Hadiji
Seck). Strain Marseille-P3660" is the type strain of the new

species ‘Sutterella seckii.’

Nucleotide sequence accession number
The 16S rRNA gene sequences of the three species were
deposited in GenBank under accession numbers LT722680

© 2018 The Authors. Published by Elsevier Ltd, NMNI, 23, 44-47

(‘Collinsella  provencensis’ strain Marseille-P3740), LT722681
(‘Parabacteroides bouchesdurhonensis’ strain Marseille-P3763) and
LT725662 Marseille-P3660),
respectively.

(‘Sutterella  seckii’  strain

Deposit in a culture collection

The three bacterial strains described here were deposited in
the open Collection de Souches de I'Unité des Rickettsies
(CSUR, WDCM 875) under the reference numbers CSUR
P3740, P3763 and P3660 respectively for ‘Collinsella pro-
vencensis’ strain Marseille-P3740, ‘Parabacteroides bouchesdurho-
nensis’ strain Marseille-P3763 and ‘Sutterella seckii’ strain
Marseille-P3660.
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