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Eikenella corrodens is Gram-negative, facultatively anaerobic,
and rod-shaped bacterium. It is a part of the normal human
mucosal flora that can cause several systemic diseases such as
endocarditis, liver abscess, and intracranial bacterial infection. E.
corrodens KCOM 3110 (= JS217) was isolated from human
subgingival dental plaque of periodontitis lesion. Here, we
present the complete genome sequence of E. corrodens KCOM
3110.

Keywonds: Eikenella corrodens, genome sequence, periodontitis

Eikenella corrodens is Gram-negative, facultatively anae-
robic, and rod-shaped bacterium (Jackson and Goodman,
1972). It is a part of the normal human mucosal flora, predo-
minantly of the oropharynx (Perez Trallero et al., 1988) and is
related to endocarditis, liver abscess, and intracranial bacterial
infection (Das et al., 1997; Moazzam et al., 2015; Nordholm et
al.,2018).
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E. corrodens KCOM 3110 (=JS217) was isolated from the
human subgingival dental plaque of periodontitis lesion.
Herein, we presented the complete genome sequence of F.
corrodens KCOM 3110.

E. corrodens KCOM 3110 was grown in a tryptic soy broth
(TSB, Difco Laboratories) medium supplemented with 0.5%
yeast extract, 0.05% cysteine HCI-H>0O, 0.5 mg/ml of hemin, 2
pg/ml of vitamin K;, and 5% sheep blood in an anaerobic
chamber (Model Bactron I) maintained using a gas mixture of
10% Hz, 5% CO», and 85% N, (Park et al., 2013).

The bacterial genomic DNA was prepared as previously
described (Cho et al., 2015). Genomic DNA of E. corrodens
KCOM 3110 was sequenced using PacBio RSII SMRT sequencing
platform using a 20 kb SMRTbell template library and Illumina
HiSeq platform with 100 x 2 bp reads using 350 bp insert size
library by Macrogen Inc. Approximately 587.5 Mb (239.0 x of
coverage) with 65,227 filtered subreads (9,007 bp of mean
subreads length and 14,371 bp of N50) were generated and
assembled into a single contig by HGAP (version: 3.0, default
setting) in PacBio’s SMRT portal (http://www.pacb.com/


http://orcid.org/0000-0002-6215-8204
http://orcid.org/0000-0002-6215-8204
http://orcid.org/0000-0003-2628-2870
http://orcid.org/0000-0003-2628-2870
http://orcid.org/0000-0001-8893-8594
http://orcid.org/0000-0001-8893-8594

Genome sequence of £ corrodens KCOM 3110 + 155

products-and-services/analytical-software/smrt-analysis). The
initial assembly was polished by Pilon (version: 1.21) with
1,386.2 Mb paired-end reads (563.9 x of coverage, trimmed by
trimmomatic 0.36) from Illumina Hiseq 2500 (Walker ez al., 2014).
Genome annotation was conducted by the NCBI Prokaryotic
Genome Annotation Pipeline (Tatusova et al., 2016).

The genome of E. corrodens KCOM 3110 was composed of
one contig, 2,458,478 bp in length. The G+C content of the
genome was 56.0%. A total of 2,306 protein-coding sequences,
12 ribosomal RNAs (rRNAs) and 51 transfer RNAs (tRNAs)
were annotated (Table 1).

The genome of E. corrodens KCOM 3110 contained antibiotic-
resistance-related genes; multidrug resistance protein Stp/NorM,
bifunctional polymyxin resistance protein ArnA, bicyclomycin
resistance protein Ber, multidrug efflux pump subunit AcrA/
AcrB, peptide antibiotic transporter SbmA, and beta-lactamase
hydrolase-like protein Blh. The E. corrodens KCOM 3110
genome also contained stress-related genes; TRAP-T-associated
universal stress protein TeaD, acid stress protein IbaG, general
stress protein 14 YwrO, ATP-dependent Clp protease ClpX/ClpP,
persistence and stress-resistance toxin PasT, and persistence,
and stress-resistance antitoxin Pasl. It also contained ferrien-
terobactin receptor FepA, ferri-bacillibactin esterase BesA, ferric
enterobactin PfeA, hemolysin secretion protein D plasmid
HlyD, hemolysin A HlyA, hemolysin transporter protein ShiB,
leukotoxin-activating lysine-acyltransferase LtxC, autotrans-
porter adhesion NhhA, adhesin MafA, lipopolysaccharide
(LPS)-assembly lipoprotein LptD/LptE, ADP-heptose-LPS
heptosyltransferase 2 RfaF, tellurite-resistance protein TehA,

putative glycosyltransferase EpsJ, toxin FitB, and antitoxin

Table 1. Genome features of Eikenella corrodens KCOM 3110

Attribute Value
Genome size (bp) 2,458,478
GC content (%) 56.0
No. of contig 1
Total genes 2,477
Protein-coding genes 2,306
tRNA 51
rRNA (58, 168, 23S) 12(4,4,4)
ncRNA 4
Pseudogene 104

FitA/vapBI.
E. corrodens KCOM 3110 strain was deposited into the
Korean Collection for Oral Microbiology.

Nucleotide sequence accession number

This whole genome sequence was deposited in GenBank

under the accession number CP034670.
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