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Complete genome sequence of Solobacterium moorei 10714-02 
isolated from the stool of a human colorectal cancer patient
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ABSTRACT We report the complete circular genome sequence (2,316,546 bp; 37.0% G 
+ C) of Solobacterium moorei 10714-02, a gram-positive obligate anaerobe isolated from 
stool samples of a human colorectal cancer patient, differing from the typically linear 
chromosome of this species.
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S olobacterium moorei is a gram-positive, anaerobic oral commensal bacterium that is 
associated with sepsis, bacteremia, halitosis, and periodontal disease (1, 2). S. moorei 

may migrate to the colon, where it could contribute to the progression of colorectal 
cancer (3). Here, we report the complete genome sequence of S. moorei 10714-02, 
isolated from fecal samples of colorectal cancer patients.

Isolation was performed as previously described (4), using a selective medium 
prepared as follows. The selective medium consisted of 59 g/L Gifu Anaerobic Medium 
(GAM) broth, 15 g/L agar, 0.1 g/L rifampicin, 0.05 g/L gentamicin, 0.1 g/L kanamycin, 
and 0.1 g/L neomycin. Colonies were screened with PCR targeting the S. moorei-spe­
cific region of the 16S rRNA using the primers SomF (5′-TCGGAAGGCATCTTCTGGTT
-3′) and SomR (5′-AAGTGGCTGGATTGGGTTGA-3′) (5). S. moorei 10714-02 was in GAM 
at 37°C in an anaerobic environment for 24 h, confirmed by 16S rRNA sequencing 
using the universal bacterial primers 27F (5′-AGAGTTTGATCMTGGCTCAG-3′) and 1492R 
(5′-TACGGYTACCTTGTTACGACTT-3′) (4), and stored as a glycerol stock. The samples 
used in this study were obtained under conditions of informed consent and with 
approval of the institutional review boards of each participating institute (National 
Cancer Center, 2013-244; Tokyo Institute of Technology, 2014018). The genomic DNA 
was extracted using the NucleoBond high-molecular-weight DNA kit (Macherey-Nagel) 
according to the manufacturer’s protocol. The sequencing library was prepared using 
the Rapid Barcoding Sequencing Kit (SQK-RBK114; Oxford Nanopore Technologies) and 
sequenced using an R10.4.1 Flowcell (FLO-MIN114) on a MinION Mk1B device with 
MinKNOW v.24.11.8 (Oxford Nanopore Technologies). Basecalling and demultiplexing 
were performed using Dorado v.0.9.0 in Super Accurate Mode. Adapter sequences were 
trimmed using Porechop v.0.2.4 (6), resulting in 1.3 Gbp consisting of 494,318 reads with 
an N50 length of 16,630 bp. Reads longer than 50,000 bp filtered with reformat.sh tool 
in BBMap (v38.84) (7), which had 54.8× coverage, were used for assembly using Canu 
v.2.3 (8). The genome was assembled into a single contig and circularized as specified 
by the Canu output, but 29 raw reads also supported the circularity. The draft assembly 
was error corrected in one round using all sequenced reads with Medaka v1.11.3 (Oxford 
Nanopore Technologies) (9). The completeness of the assembly was evaluated with 
CheckM v.1.2.2 (10) that resulted in 100% completeness (k__Bacteria [UID2372]), and 
genome was rotated so that the dnaA gene comes first and was annotated using the 
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DDBJ Fast Annotation and Submission Tool (DFAST) server (11). All software was used 
with default settings unless specified otherwise.

The assembled genome had a length of 2,316,546 bp with a G + C content of 37.0%, 
containing 2,275 CDSs, 9 rRNAs, and 43 tRNAs. Strain 10714-02 was confirmed to be S. 
moorei, where average nucleotide identity was calculated to be 97.47% with S. moorei 
DSM22971 (GCA_000425005.1) using the DFAST server (10). S. moorei genomes reported 
so far have linear chromosomes, but this strain possesses a circular chromosome.
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