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We present the first genome assembly of the recently described deep-sea spiny
eel, Notacanthus arrontei (Notacanthiformes: Notacanthidae). The whole
genome was assembled using Illumina short-read sequencing approaches. The
raw data and assembled genome are publicly available under the NCBI
Accession Number JBQVWD000000000 under BioProject Accession
PRJNA1294845.

Introduction

Notacanthus arrontei (Bafidn et al. 2024) is a recently described species
of deep-sea spiny eel belonging to the order Notacanthiformes (family
Notacanthidae). Notacanthiformes, together with the sister lineage
Anguilliformes (true eels) and others, comprise the superorder Elopomorpha.
This superorder represents one of the earliest-diverging lineages within

teleosts, in the aftermath of the whole genome duplication event (3R) (Chen,
Samadi, and Chen 2015).

Notacanthids are globally distributed deep-sea benthopelagic or benthic fish
(Nelson, Grande, and Wilson 2016). They inhabit depths ranging from 125
to 4,900 metres, from the continental slope to the abyssal plain (Nelson,
Grande, and Wilson 2016). Ecologically, they are highly specialised, feeding
on sessile/low mobile invertebrates (e.g., polyps, ophiuroids), and are among
the most common species in their ecosystems (Carrasén and Matallanas 2002;
Coggan, Gordon, and Merret 1998). Notacanthids are also characterised by
a slow growth rate and late reproductive maturity, making them extremely
sensitive to human activity, with some populations declining nearly 97% over
20 years (Devine, Baker, and Haedrich 2006; Vedishcheva, Orlov, Orlova, et
al. 2016).

Despite their key position in the vertebrate Tree of Life and their ecological
importance, no genome assembly representative of this family has been
produced to date, and the first transcriptomic information has only been
obtained recently (Gomes-dos-Santos et al. 2025). Therefore, here we present
the genome assembly of Notacanthus arrontei, the first genome resource
belonging to a notacanthid species.
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Methods

An adult specimen of N. arrontei was captured in the Cantabrian Sea
(North of the Iberian Peninsula) at a depth of 528 metres, as part of
the DEMERSALES19 campaign carried out by the Spanish Institute of
Oceanography (IEO-CSIC). DNA extraction was performed using the
Qiagen MagAttract HMW DNA extraction kit (Dobra) at CIIMAR.

Two distinct whole genome sequencing approaches were applied, Illumina
Paired-end reads (PE) and Illumina long insert size Mate-pair reads (MP), at
Macrogen Inc., Korea. Briefly, the Illumina PE library was obtained using a
Truseq Nano DNA Illumina library preparation kit, followed by paired-end
(2 x 150 bp) sequencing in a NovaSeq6000 machine, and the Illumina MP
library (10 kb insert size) was obtained using a Nextera Mate Pair Library (2 x
150 bp), followed by paired-end (2 x 150 bp) sequencing in a NovaSeq6000
machine.

The raw sequencing reads from both libraries were trimmed and quality
filtered using Trimmomatic v.0.38 (Bolger, Lohse, and Usadel 2014). Genome
assembly was produced using SOAPdenovo2 (Luo et al. 2012), specifying the
k-mer length (k=23).

Results and Data Availability

The genome assembly yielded a total size of 1.36 Gbp, with 54,118 scaffolds,
and a scaffold N50 length of 196,238 kb.

This Whole Genome Shotgun project has been deposited at DDBJ/ENA/
GenBank under the accession JBQVWDO000000000. The version described in
this paper is version JBQVWD010000000.
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