é AMERICAN _‘ Micmbiology® GENOME SEQUENCES

SOCIETY FOR
MICROBIOLOGY Resource Announcements )
Nty

Draft Genome Sequence of Mobilitalea sibirica Strain P3M-37,
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ABSTRACT Mobilitalea sibirica strain P3M-3T is a strictly anaerobic, halotolerant,
organotrophic bacterium of the family Lachnospiraceae that can utilize various plant-
derived polysaccharides as its carbon source. The strain was originally isolated from
a microbial mat in western Siberia (Russia). In this study, we present the draft ge-
nome sequence of M. sibirica P3M-3T based on lllumina paired-end sequencing.

he strain Mobilitalea sibirica P3M-3T (phylum Firmicutes, order Clostridiales, family

Lachnospiraceae) is a mesophilic and strictly anaerobic bacterium that was isolated
in western Siberia (Russia) from a microbial mat (1). P3M-3T utilizes starch, xylan, and
crystalline cellulose as well as other polysaccharides as its carbon source. The main
products of its fermentation are acetate, ethanol, H,, and CO,. The ability to depoly-
merize a wide array of polysaccharides makes M. sibirica an intriguing candidate for
biorefinery approaches, e.g., microbial cocultures (2). Since strain P3M-3T is the first
and sole representative of the genus Mobilitalea, its genome sequence information is
essential for targeted genetic engineering. Therefore, we created a draft genome
sequence of M. sibirica P3M-3T in this study using lllumina paired-end sequencing.

M. sibirica P3M-3T (=DSM 26468") was obtained from the German Collection of
Microorganisms and Cell Cultures (DSMZ). The strain was cultivated anaerobically in GS2
medium (3) with 0.5% (wt/vol) cellobiose (Merck, Darmstadt, Germany) as the carbon
source at 37°C. High-molecular-weight (HMW) DNA was extracted from a culture using the
MagAttract HMW DNA kit from Qiagen (Hilden, Germany). The 16S rRNA gene was ampli-
fied and later sequenced with the primers 27F (AGAGTTTGATCMTGGCTCAG) and 1492R
(CGGTTACCTTGTTACGACTT). The clonal purity of the strain was confirmed through Sanger
sequencing by GeneWiz (South Plainfield, NJ, USA). At least 1 g of chromosomal DNA
was used to prepare a DNA library with the TruSeq DNA PCR-free sample preparation kit
(Ilumina, San Diego, CA, USA) (4). The library was sequenced using the lllumina MiSeq sys-
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was 150 bp, and 4,859,739 forward reads as well as 4,859,739 reverse reads were gener- Mobilitalea sibirica strain P3M-3", the sole

ated. Read assembly was performed using SPAdes v3.13.0 (5), and default parameters ;\ipfessnfa;ve Of;he genus Mobilitalea.
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were used. The BayesHammer package (6) is bundled in SPAdes v3.13.0, and it was used ht‘tzz//'gmsfg:ro.ﬂnz%j&; AA0%129—2W.
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The genome sequence presented in this work is a valuable resource for evaluating Vel OIS
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M. sibirica P3M-3T for future biotechnological applications. Furthermore, the genome Accepted 12 March 2021
sequence also allows us to gather more insights into the genetic properties and phy- Published 1 April 2021
logeny of the genus Mobilitalea.
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Data availability. This whole-genome shotgun project has been deposited at DDBJ/
ENA/GenBank under the accession number JAEAGRO00000000. The version described in
this paper is version JAEAGRO00000000.1. The raw sequencing reads are provided in the
Sequence Read Archive (SRA) under the accession number SRR13181447. The whole pro-
ject is summarized under the BioProject accession number PRINA682100 and contains

one BioSample under the accession number SAMN16980878.
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