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ABSTRACT A new Vibrio strain, V1B, was isolated from the intestinal tract of the
scallop Argopecten purpuratus. Strain V1B is closely related to the species Vibrio inhi-
bens BFLP-10, which has been characterized as showing antagonistic activity against
pathogenic Vibrio sp. We report here the draft genome of the isolated Vibrio sp.
strain V1B.

The genus Vibrio comprises a very successful and versatile group of heterotrophic
bacteria that are widespread in marine environments (1). In aquaculture, although

first reported as deadly pathogens for scallop larvae (2), some species of the genus
Vibrio are beneficial (3). Currently, members of this genus have been isolated as
symbiotic microflora on the light-emitting organ in squid (4, 5) and characterized as
living in association with marine bivalves (6). Here, we report the draft genome
sequence of Vibrio sp. strain V1B, isolated from the gut microflora of the Peruvian
scallop Argopecten purpuratus.

Strain V1B was isolated from gut pellets of the scallop A. purpuratus, which were
collected in Bahia Independencia within the natural protected area in Paracas, Peru
(14°14=08.3� S, 76°11=34.7� W). Single colonies of strain V1B were obtained from
enrichments on alkaline peptone water broth and were further grown on selective
thiosulfate citrate bile salts sucrose medium. Genomic DNA was extracted gently
according to the Marmur method (7). Genomic insert libraries were prepared using the
Nextera XT DNA library preparation kit (Illumina) and sequenced on a MiSeq sequencer
(Illumina) at the next-generation sequencing service center GEN LAB SAC (Lima, Peru)
using 2 � 250-bp paired-end V3 chemistry. The read library contained 787,448 trimmed
paired-end reads with an average coverage of 100�. The quality of the reads was
determined with the FastQC tool (8), and sequence trimming was performed using
Trimmomatic version 0.32 (9). De novo assembly was performed using the SPAdes
genomic assembler version 3.10.1 (10) and CLC Genomics Workbench (CLC bio/Qiagen).
The draft genome consists of 115 scaffolds with an average length of 50,948 bp. The
N50 value of the assembly was 100,948 bp with a G�C composition of the DNA of 45.1
mol% and genome size of 5,858,972 bp. Gene prediction and annotation were per-
formed using the online Rapid Annotation using Subsystem Technology (RAST) (http://
rast.nmpdr.org) server (11). RAST identified 5,223 coding sequences, of which 1,432
were predicted to encode hypothetical proteins and 34 were predicted as noncoding
RNAs.

Vibrio sp. strain V1B showed a 16S rRNA sequence identity of 99.7% to V. inhibens
strain BFLP-10, a bacterium isolated from wild long-snouted seahorses (Hippocampus
guttulatus) and reported as a producer of antagonistic substances against other patho-
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genic Vibrio spp. (3). Strain V1B showed a pool of genes encoding bacteriocins, among
which were two marinocines and eight colicins. The presence of the operon lodAB,
which is responsible for the synthesis of marinocine, within the genome of strain V1B
highlights the fact that this organism has the potential to inhibit the growth of similar
or closely related strains (12, 13). However, strain V1B apparently lacks known genes
involved in the biosynthesis of secondary metabolites, namely, polyketide synthases
and nonribosomal peptide synthetases. Moreover, the genome of strain V1B exhibited
several gene clusters that may enhance the nutritional capacity of this organism, such
as siderophores and carbohydrate-degrading genes, including genes encoding the
degradation of chitin.

Accession number(s). This whole-genome shotgun project has been deposited at
DDBJ/ENA/GenBank under accession number NRQQ00000000. The version described in
this paper is the first version, NRQQ01000000.
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