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ABSTRACT The viridans streptococci are a group of bacteria that are commensals
of the oral cavity and pharynx. These species tend to cause severe cases of bacterial
endophthalmitis with poor prognoses but remain largely uncharacterized in this con-
text. Here, we report the whole-genome sequences of 21 strains of viridans strepto-
cocci isolated from endophthalmitis in humans.

Streptococcal species that colonize the human oropharyngeal region, commonly
called the viridans streptococci, comprise multiple species that play important roles

in oral health and disease. These species have emerged as significant causes of bacte-
rial endophthalmitis in humans, leading to blindness and/or enucleation (1). However,
little is known regarding their pathogenic mechanisms in ocular infections. We aimed
to sequence the genomes of clinical endophthalmitis strains of viridans streptococci to
aid the study of these organisms as causes of ocular infections. Seventeen isolates, des-
ignated by the letter “E” followed by a number (Table 1), were kindly provided by
Regis P. Kowalski (Charles T. Campbell Ophthalmic Microbiology Laboratory, University
of Pittsburgh, Pittsburgh, PA). Four isolates, designated by numbers with hyphens,
were generously provided by Darlene Miller (Bascom Palmer Eye Institute, University of
Miami Health System, Miami, FL). These strains were previously identified to the spe-
cies level (2).

Each strain was received on blood agar. The isolated colonies were cultured in
Todd Hewitt broth containing 0.5% yeast extract at 37°C and 5% CO2 prior to
genomic DNA extraction and purification using the DNeasy UltraClean microbial kit
(Qiagen, Germantown, MD). Library preparation and sequencing were performed
by the Molecular and Genomics Core Facility, University of Mississippi Medical
Center, Jackson, MS. Libraries (150-bp paired-end format) were prepared using the
Nextera XT DNA library preparation kit (Illumina, San Diego, CA), and sequencing
was conducted using the Illumina NextSeq 500 platform. The sequence reads were
trimmed for quality using Trimmomatic version 0.36 (3) and assembled de novo
using SPAdes version 3.11.1 (4). The depth of coverage for the genome assemblies
ranged from 146� to 2,064� (Table 1). The sequences were annotated using the
NCBI Prokaryotic Genome Annotation Pipeline (PGAP). Genome assembly lengths
ranged from 1.8 to 2.3 Mbp (Table 1), as expected for viridans streptococci (5, 6).
The assembly quality was variable, with the number of contigs ranging from 45 to
1,354 and the contig N50 values ranging from 76,560 to 442,692 bp (Table 1). The
annotated assemblies for all 21 strains were deposited in the genome submission
portal of the National Center for Biotechnology Information (NCBI), National Library
of Medicine, National Institutes of Health.

Data availability. The GenBank, Sequence Read Archive (SRA), and BioProject
accession numbers are listed in Table 1. The NCBI BioSample accession numbers are
available as links in GenBank.
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