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Parvimonas micra is a Gram-positive, obligately anaerobic,
non-spore forming, and non-motile cocci. P. micra is a member
of oral flora and is associated with oral, respiratory, and
gastrointestinal tract infections. Parvimonas micra KCOM
1535 (=ChDC B708) was isolated from a human periapical
abscess lesion. Here, we present the complete genome sequence
of P. micra KCOM 1535.
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Parvimonas micra (formerly Micromonas micros or Pepto-
streptococcus micros) is a Gram-positive, obligately anaerobic,
non-spore-forming, and non-motile cocci (Murdoch and Shah,
1999; Tindall and Euzéby, 2006). P. micra is a member of oral
flora and is associated with periodontal disease (Haffajee and
Socransky, 1994; Murphy and Frick, 2013), endodontic infection
(Heimdahl et al., 1985; De Sousa et al., 2003), infectious
endocarditis (Murdoch et al., 1988; Gomez et al., 2015),
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spondylodiscitis with epidural abscess (Endo et al., 2015),
prosthetic joint infection associated with dental procedures
(Bartz et al., 2005), anaerobic empyema (Civen ef al., 1995),
Parvimonas micra KCOM 1535 (=ChDC B708) was isolated
from a human periapical abscess lesion. In this report, we
present the complete genome sequence of P. micra KCOM
1535.

The genomic DNA of P. micra KCOM 1535 was sequenced
by the [llumina Hiseq 2,000 platform. Two libraries of 350 bp
paired-end and 10 kb mate-pair was sequenced which reached
coverage of 1,331x and 1,232% each. The de novo assembly
was performed by ALLPATHS-LG (Gnerre et al., 2011) which
produced one circular large scaffold and 4 tiny scaffolds. All 27
gaps among the scaffolds were filled by GapCloser (Luo et al.,
2012; http://sourceforge.net/projects/soapdenovo2/files/GapCloser).
And we confirmed the 4 tiny scaffolds were placed at gaps on
the largest scaffold by dot plot analysis. Finally, the assembly
was polished by iCORN2 (Otto et al., 2010). Genome annotation
was conducted by the NCBI Prokaryotic Genome Annotation
Pipeline (PGAP) (https://www.ncbi.nlm.nih.gov/genome/annotation
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Table 1. Genome features of Parvimonas micra KCOM 1535

Attribute Value
Genome size (bp) 1,627,009
GC content (%) 28.6
No. of contigs 1
Total genes 1,531
Protein-coding genes 1,419
tRNA 41
rRNA (58, 168, 23S) 15
ncRNA 1
Pseudogene 55

prok/).

The complete genome of P. micra KCOM 1535 is 1,627,009
bp in length and has a G+C content of 28.6% (Table 1). A total
of 1,419 protein-coding sequences (CDSs), 15 rRNAs, and 41
tRNAs were annotated (Table 1). The genome contained several
key pathways for carbohydrate, amino acid, and lipids. The
genome sequence harbored virulence factors such as metal-
loproteases, toxin HicA, antibiotic ABC transporter permease,
and macrolide ABC transporter ATP-binding protein. The
genome contained oxidative stress-response genes such as
superoxide dismutase, glutathione peroxidase, thioredoxin,
thoredoxin reductase, and glutaredoxin. The genome also
contained type IV secretion system protein VirD4, the five
two-component systems, two unmatched DNA-binding response

regulators, and one unmatched sensor histidine kinase.

Nucleotide sequence accession number

This whole genome sequence was deposited in GenBank

under accession number CP009761.
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