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ABSTRACT Here, we report the complete genome sequence of Geobacter sulfurreducens
strain YM35, which was isolated from biofilms formed on an anode in a bioelectrochemical
system where river sediment was used as an inoculum. The chromosome is 3,745,223bp
with a G1C content of 60.9%. The chromosome contains 3,324 protein-coding genes.

G eobacter sulfurreducens is one of the high current-producing bacteria, which trans-
fer electrons to extracellular electrodes in their respiration processes (1, 2). The

mechanism of the extracellular electron transfer to electrodes in G. sulfurreducens has
been extensively studied in the strain PCA, which is the type strain of G. sulfurreducens
(3). G. sulfurreducens strains KN400 and YM18, which produce a higher current density
than strain PCA, were also isolated, and their complete genome sequences have been
determined (4–6). Here, we determined the complete genome sequence of G. sulfurreducens
strain YM35, which is another high current-producing strain, isolated from biofilms formed on
an anode poised at 20.2 V (versus standard electrode system [SHE]) in a bioelectrochemical
system where river sediment was used as an inoculum (T. Fujikawa, Y. Ogura, K. Ishigami, Y.
Kawano, M. Nagamine, T. Hayashi, and K. Inoue, submitted for publication).

A frozen stock of strain YM35 (Fujikawa et al., submitted) was inoculated into NBAF
medium with acetate (10mM) and fumarate (40mM) as the sole electron donor and acceptor,
respectively, and cultivated at 30°C, as described previously (7). The medium was bubbled
with N2-CO2 mixed gas (80:20, vol/vol) and autoclaved at 121°C for 30min. The sterilized anaer-
obic L-cysteine solution was added to the medium before use (final concentration, 1mM).
Genomic DNA was purified with the genomic-tip 100/G column and genomic DNA buffer set
(Qiagen) according to the manufacturer’s instructions. A paired-end library was constructed
using the Nextera XT DNA library preparation kit (Illumina). The library was sequenced using
an Illumina MiSeq instrument with the MiSeq reagent kit version 2 (Illumina) to obtain 251-bp
paired-end reads. An 8-kb mate-pair library was also prepared using the Nextera mate-pair
sample preparation kit (Illumina) and sequenced using the MiSeq platform. Low-quality
sequences and adapters were removed using Platanus_trim version 1.0.7 (http://platanus.bio
.titech.ac.jp/pltanus_trim). Default parameters were used for all software unless otherwise
specified. A total of 3,206,380 paired-end and 1,057,520 mate-pair reads were assembled by
Platanus version 1.2.1 (8), yielding 1 scaffold containing 33 gaps. The gap-spanning regions
were amplified by PCR using the genomic DNA extracted from strain YM35 cells cultured in
NBAF medium at 30°C as the template and the amplification primers listed in Table 1.
Amplicons were sequenced by Sanger sequencing using the sequencing primers listed in
Table 1, and gap sequences (69,183bp in total) were determined. The coverage of the whole-
genome sequence was 137�. The complete genome of strain YM35 consists of a 3,745,223-
bp circular chromosome with a G1C content of 60.9%. The genome was smaller than that of
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strain PCA (3,814,128bp) and larger than those of strains KN400 (3,726,411bp) and YM18
(3,714,272bp). No plasmid was found. Annotation by NCBI Prokaryotic Genome
Annotation Pipeline (PGAP) version 5.2 (https://www.ncbi.nlm.nih.gov/genome/annotation
_prok) (9) identified 2 rRNA operons, 48 tRNA genes, and 3,324 protein-coding sequences
(CDSs). The 3,324 CDSs included 102 genes for c-type cytochromes, which was comparable
to those of strains PCA, KN400, and YM18.

Data availability. The complete genome sequence of strain YM35 was deposited under
GenBank accession number CP074693. The raw reads were deposited in the Sequence Read
Archive under BioProject accession number PRJNA742140.
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