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ABSTRACT Gordonia sp. strain X0973 is a Gram-positive, weakly acid-fast, aerobic
actinomycete obtained from a human abscess with Gordonia araii NBRC 100433T as
its closest phylogenetic neighbor. Here, we report using Illumina MiSeq and PacBio
reads to assemble the complete and circular genome sequence of 3.75 Mbp with
3,601 predicted coding sequences.

In 1971, the genus Gordonia was proposed by Tsukamura to describe a group of aero-
bic, Gram-positive, weakly acid-fast, nonmotile, catalase-positive, arylsulfatase-nega-

tive, coccobacillary actinomycetes with an oxidative carbohydrate metabolism (1).
Members of the genus Gordonia have been isolated from a variety of environments,
including soil, water, plants, animals, wastewater, and activated sludge (2, 3). Gordonia
species are noted for their biodegradative and bioremediation capabilities and their
ability to synthesize novel secondary metabolites and industrially relevant enzymes
(2–4). A few members are opportunistic pathogens and have been isolated from
human sources, including sputum, sternal wound, lung, and ear infections (5). Isolate
X0973 was acquired by the Centers for Disease Control and Prevention (CDC) for iden-
tification in 2012 from the hand abscess of a patient living in Missouri. Isolate X0973
was grown aerobically on Trypticase soy agar supplemented with 5% sheep blood
(TSAB) at 35°C and then identified as a member of the genus Gordonia by 16S rRNA
gene BLAST analysis (GenBank accession number KR259249) of the most similar 16S
rRNA gene sequence to a validated type strain, Gordonia amarae ATCC 27808. In this
investigation, we report the complete genome sequence of a rare human pathogen,
Gordonia sp. strain X0973.

Gordonia sp. X0973 was obtained from the Special Bacteriology Reference
Laboratory at the CDC and was cultured in a flask of 20ml of Trypticase soy broth for
4 days at 35°C and 200 rpm from a single colony grown on TSAB. Cells were lysed and
genomic DNA was purified using the Power Microbial DNA isolation kit. Genomic DNA
libraries were prepared using the NEBNext Ultra DNA library prep kit. An Illumina
MiSeq system using a v2 reagent kit generated 2� 250-bp reads. Sequence reads
(1,955,100 total) were filtered for read quality, base-called, and demultiplexed using
bcl2fastq v2.20. Needle-sheared and Blue Pippin size-selected (20 kbp) DNA libraries
were created with the SMRTbell template prep kit v1.0. The DNA/polymerase binding
kit P6v2 and C4v2 chemistry were used for sequencing on an RS II instrument, which
generated 202,665 total reads (N50, 11,603 bp). Default parameters were used for all
software unless otherwise specified. Bash5tools v0.8.0 was used to extract subreads
of$500 bp. These 101,000 long reads (876 Mbp) were scrubbed as previously
described (6, 7). Long-read scrubbing removed 214.5 Mbp (24.5%) due to low-quality
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scores, repaired 35.5 Mbp (4.1%) of low-quality nucleotides, and discarded 212.6 Mbp
(25.2%) of chimeras, and 6.0 Mbp (0.7%) of adaptamers were clipped off. The 89,627
scrubbed reads (N50, 9,878 bp; 650.0 Mbp) were assembled in Flye v2.7-b1585 with the
“-g 3.8m” setting (8), which produced a 3,747,033-Mbp single circularized contig with
172� coverage. The Unicycler polish function in Unicycler v0.4.9b was used to correct
assembly errors and depended on Bowtie v2.3.4.3, Pilon v1.23, and ALE v20180904
(9–12). Sequential rounds of Illumina read polishing were performed until the assembly
likelihood score no longer improved and 927 variants were corrected (1 single nucleo-
tide polymorphism [SNP] and 926 single base insertions of C or G). The chromosome
was reoriented with dnaA being the start of the contig, and the GC content was cal-
culated as 68.8% using Biopython v1.74 (13). CheckM v1.0.13 suggested that the as-
sembly is 100% complete (14). Annotation was performed with PGAP v4.11, which
predicted 3,601 coding sequences, 2 rRNA gene operons, and 46 pseudogenes (15).
The relatedness of the strain X0973 genome to Gordonia type strains was deter-
mined based on average nucleotide identity (ANI) (80.9%6 5.4%) and digital DNA-
DNA hybridization (dDDH) (22.6% [20.3% to 25.0%]) with Gordonia araii NBRC 100433T

(GCF_000241265.1) as the closest neighbor (16, 17).
Data availability. The whole-genome sequence of Gordonia sp. X0973 has been

deposited in the DDBJ/ENA/GenBank database under the accession number CP054691.
The version described in this paper is the first version, CP054691.1. The raw sequence
data were deposited in the SRA under accession numbers SRR11951410 and
SRR11951409.
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