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ABSTRACT Here, we report the draft genome sequence of Pseudomonas sp. strain
DrBHI1. The total assembly length is 5,649,751 bp in 146 contigs. This strain was iso-
lated from zebrafish (Danio rerio) feces.

Pseudomonas is a large genus of Gram-negative, aerobic, rod-shaped bacteria known
to inhabit a diversity of environmental and host-associated habitats (1, 2). Several

species of this genus have been shown to be associated with the intestinal tracts of a
variety of fish species (3), and some have been proposed as probiotic biocontrol agents
in aquaculture (4).

Pseudomonas sp. strain DrBHI1 was isolated from the feces of zebrafish (Danio rerio).
The isolation of this microbe was part of an undergraduate research project designed
to increase the number of reference genomes from zebrafish-associated microbial
communities represented in genome databases. Fecal pellets were collected from
9-liter tanks housing 12-month-old 5D line zebrafish using an aseptic technique. Fecal
pellets were diluted, plated on brain heart infusion (BHI) agar, and incubated for 24 h
at 27°C, and individual colonies were isolated. Isolates were inoculated in BHI broth and
incubated overnight at 27°C. DNA was obtained using the UltraClean Microbial DNA
isolation kit and the UltraClean PCR cleanup kit (Mo Bio). Universal 16S primers, 27F and
1492R (5), were used to PCR amplify the 16S rRNA gene, and an approximately
1,400-nucleotide product was gel purified using the UltraClean GelSpin DNA extraction
kit (Mo Bio) and subsequently sequenced using an ABI 3730 DNA analyzer (Thermo
Fisher Scientific). We then generated a list of full-length rRNA sequences closely related
(�90% identity) to our isolate using BLAST (6) and the NCBI’s 16S rRNA database. These
sequences were used to construct a maximum likelihood phylogeny using FastTree (7),
which demonstrated that our isolate likely belonged to the genus Pseudomonas.

We next constructed a DNA library using the Nextera XT kit (Illumina), which we
sequenced on an Illumina MiSeq platform. A total of 1,922,050 250-bp paired-end reads
were generated, quality trimmed, filtered using ea-utils (8), and assembled using Velvet
(9). The total assembly size was 5,649,751 bp in 146 contigs with an N50 value of
105,138 bp, average contig coverage of 125�, and 64.25% GC content. Genome
completeness was quantified with PhyloSift (10), which approximated that this genome
was �99% complete based on the presence of 37 universal single-copy genes. The
genome was then annotated using the integrated microbial genomes (IMG) system (11)
and predicted to contain 5,229 coding and 129 noncoding genes. Eight biosynthetic
clusters were also identified (five nonribosomal peptide synthetase clusters, two bac-
teriocins, and one other cluster). To infer taxonomy, we used PhyloSift to place
concatenated marker gene alignments on a reference phylogeny. This analysis sug-
gested that our isolate was closely related to Pseudomonas entomophila L48 (https://
figshare.com/articles/bhi1_concat_tree_pdf/5362594). However, the average nucleo-
tide identity (ANI) (11) between our isolate and P. entomophila was low (89%). Given the
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discordance between the marker gene sequence placement and ANI, we were unable
to classify this isolate beyond its genus and propose that it be classified Pseudomonas
sp. strain DrBHI1.

Accession number(s). This whole-genome shotgun project has been deposited at
DDBJ/ENA/GenBank under accession number NIBE00000000. The version described in
this paper is the first version, NIBE01000000.
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