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Abstract

Background

In the marine environment, knowledge of biodiversity remains incomplete for many taxa,

requiring assessments to understand and monitor biodiversity loss. Environmental DNA

(eDNA) metabarcoding is a powerful tool for monitoring marine biodiversity, as it enables

several taxa to be characterised simultaneously in a single sample. However, the data

generated  by  environmental  DNA  metabarcoding  are  often  not  easily  reusable.

Implementing FAIR principles and standards for eDNA-derived data can facilitate data-

sharing within the scientific community.

New information

This  study  focuses  on  the  detection  of  marine  vertebrate  biodiversity  using  eDNA

metabarcoding  on  the  leeward  coast  of  Guadeloupe,  a  known  hotspot  for  marine

biodiversity in the French West Indies. Occurrences and DNA-derived data are shared

here using DarwinCore standards combined with MIMARKS standards.
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Introduction

In  the  marine  realm,  knowledge  about  biodiversity  is  still  scarce,  incomplete  and

concerns all taxa (Mora et al. 2011, Wiens 2023). This lack of knowledge, added to the

current context of biodiversity loss which impacts all ecosystems (Diaz et al. 2019) makes

biodiversity  assessments  crucial  for  exploring biodiversity  and  understanding  its

erosion. Accurate analyses are needed to determine relevant conservation strategies as

well as planning and monitoring this marine biodiversity (Barnosky et al. 2011). Amongst

the  existing  strategies for  implementing  marine  biodiversity  monitoring, environmental

DNA  (eDNA)  metabarcoding  enables  the  simultaneous  genetic  characterisation  of

numerous taxa within a single sample using short DNA sequences (Taberlet et al. 2012, 

Jung 2024).

eDNA refers to DNA extracted from an environmental  sample without prior isolation of

organisms (Taberlet et al. 2018). Naturalistic  inventories can  be  captured  from eDNA

samples using a metabarcoding approach, which assigns each eDNA molecule in  the

sample to  its  taxon (Valentini  et  al.  2009).  eDNA  metabarcoding  is, thus,  a  powerful

approach to study ecosystems that are difficult to sample and to detect rare or cryptic taxa

in a non-invasive way (e.g. Bohmann et al. (2014), Ruppert et al. (2019), Günther et al.

(2022)). 

The records generated by eDNA metabarcoding constitute rich and complex biodiversity

information. Nevertheless, most of these records are not available yet on open-science

databases. Data are stored in several formats on different highly-specialised databases

(or, worse, on personal computers), which confounds their re-use (Berry et al. 2021) and

does not comply with the FAIR principles (Findable, Accessible, Interoperable, Reusable,

Wilkinson  et al. (2016)). To  overcome this, the  Global  Biodiversity  Information  Facility

(GBIF) has published a guide dedicated to DNA-derived occurrence data (Andersson et

al. 2021), aligned with the Darwin Core framework (Wieczorek et al. 2012) and combined

with the MIMARKS standards (Yilmaz et al. 2011). Using and applying these standards

will enable eDNA-derived data to be shared FAIRly within the scientific community. This

is particularly relevant for MOTUs' (Molecular Taxonomic Unit - a grouping of sequences,

based on their molecular similarity) sequences with re-analysis and possible taxonomic

re-assignment i.e. updates are crucial (Berry et al. 2021).

We have designed a study of the marine vertebrate  biodiversity as reflected by eDNA

metabarcoding  targetted  in  an  area  of  rich  biodiversity,  the  leeward  coast  of

Guadeloupe. The French West Indies, located in the Caribbean Sea, are a known hotspot
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for marine biodiversity (Bowen et al. 2013, Briggs 2007). Regarding vertebrates, more

than 300 species of fish (Bouchon et al. 2002) and 21 species of cetaceans (Coché et al.

2021)  have  been  documented  in  the  area  surrounding  the  Guadeloupe  Archipelago.

However,  this  area  is  also  subject  to  an  intense  human  activity,  including  intense

maritime  traffic  (Madon  et al. 2022), unnatural  changes of the  coastline  (e.g. Giraud-

Renard et al. (2022)) and ecotoxicological impacts (e.g.Méndez-Fernandez et al. 2018, 

Dromard et al. 2022, Hervé et al. 2023). However, in terms of biodiversity knowledge, the

French West Indies are  often  considered as poorly known areas, making these areas

particularly interesting to develop biomonitoring surveys.

General description

Purpose: The  project consisted  in  collecting  and  analysing  eDNA samples  using, on

consecutive  days,  the same  protocol  on  the same  transect  along  the  west  coast  of

Guadeloupe. Twelve  samples were  collected. Two sampling  phases were  carried  out:

one in 2021 over four consecutive days, the other in 2022 over two consecutive days.

eDNA  contained  in  the  samples  was  analysed  by  metabarcoding  using  vertebrate–

specific primers (Taberlet et al. 2018). The resulting dataset consisted of different lists of

vertebrate  taxa  identified  from analysed  MOTUs  in  the  different  samples.  Taxonomic

assignments were made to the most precise taxonomic rank possible.

The project resulted in a local taxonomic inventory of marine vertebrates based on eDNA.

Comparison  amongst  samples  provided  an  overview  of  the  short  and  middle

term temporal  variations  in  taxonomic  composition  at  a  single  sampling  point,  as

captured by our eDNA sampling and analysis protocols. 

Project description

Funding: Data were collected during a dedicated campaign to study eDNA in the French

Caribbean Archipelago of Guadeloupe, organised and financed by the UMR ISYEB and

the  Labex  DRIIHM  and  benefitting  from collaboration  with  the  NGO  OMMAG

(Observatoire  des  Mammifères  Marins  de  l’Archipel Guadeloupéen  -  Guadeloupe

Archipelago Marine Mammal Observatory) for at-sea campaigns. 

Sampling methods

Sampling  description: Seawater  samples  were  obtained  using a  protocol  previously

developed for freshwater samples (Taberlet et al. 2018). All samples were collected from

a motorised rigid inflatable boat for 30 minutes at a 5-knots speed. For all samples, the

boat followed the same transect defined on top of a marked bathymetric drop-off parallel

to the coast. During each transect, two samples of seawater were collected in front of the

boat, one from each side of the boat, just below the sea surface. For each sample, 30 l of

sea  water  were  continuously  filtered  through  a  VigiDNA  0.2  μm filtration  capsule
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(SPYGEN, France) using an Athena peristaltic pump (Proactive, Hamilton, NJ, USA), as

described in Dalongeville et al. (2022). Right after the completion of the procedure, each

capsule was filled with 80 ml of CL1 DNA preservation buffer (SPYGEN) and stored at

room temperature until DNA extraction.

Quality control: Data were checked for errors: 10% of MOTUs were randomly selected

and checked by two different persons, the taxonomic assignment was repeated and the

number of reads per sample was confirmed. No errors were detected.

Step description: DNA extraction and amplification were performed by a dedicated DNA

laboratory (SPYGEN, http://www.spygen.com). PCR amplification was performed using a

universal  vertebrate  12S  mitochondrial  rDNA  primer  pair  Vert01

(TAGAACAGGCTCCTCTAG and TTAGATACCCCACTATGC, Taberlet et al. (2018)). The

amplicons  were  then  sequenced  using  an  Illumina  MiSeq  sequencer  (Illumina,  San

Diego,  CA,  USA).  The  resulting  sequence  datasets  (read  sets)  were  analysed

using OBITools package (Boyer et al. 2016) for taxonomic assignment. 

Each MOTU was associated with a number of reads per sample. MOTUs were named

using  the  following  nomenclature:  Gua_Boui_V_Year_n°MOTU;  with  Gua  for

Guadeloupe, Boui, a 4-letter code for "Bouillante" (area located on the shore the closest

to the transect), V for the primer used, in this case, specific to vertebrates, the sampling

year (2021  or  2022) and  a  number corresponding  to  the  order of appearance  of the

MOTU in  the  overall  list. The  taxonomic assignment of each  MOTU was meticulously

checked by hand. 

To compare the taxonomic resolution and the detection powers of different primers, two

samples SPY210556 and SPY204197, respectively collected on the 06/06/2021 and the

06/09/2021,  were  also  analysed  with  a  pair  of  primers  specific  to  teleosts,  Tele01

(ACACCGCCCGTCACTCT,  CTTCCGGTACTACCATG, Valentini et al. (2016)). Similarly,

the 2021 samples (SPY204198, SPY204172, SPY210555 and SPY204197) were also

analysed with a pair of mammal-specific primers, Mamm01 (CCGCCCGTCACYCTCCT,

GTAYRCTTACCWTGTTACGAC, Taberlet  et  al.  (2018))  and  with  a  pair  of  cetacean-

specific  primers,  175f-407r  (CATACGATAAGTTAAAGCTCG,

GATCATTACTAGCTACCCCC, Girardet & Jung. unpublished). 

Geographic coverage

Description: The Guadeloupe Islands are located in the Caribbean Sea, at the heart of

the Agoa Sanctuary, a large marine protected area (over 143,000 km²) corresponding to

the entire French Exclusive Economic Zone of the French West Indies and dedicated to

the protection and conservation of marine mammals. 

The sampling area is located on the west coast of Guadeloupe Island on the Caribbean

Seaside, the leeward coast, off the commune of Bouillante in Basse Terre. The sampling

transect was approximately 5 km long (Fig. 1). This transect is located on a very marked

bathymetric  drop-off  (over  1000  m deep)  and  links  two  GPS points  with  coordinates
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(16.125°, -61.849°) and (16.081°, -61.833°). This specific zone was selected because of

the  drop-off  and  numerous  sightings  of  cetaceans,  with  a  particular  emphasis  on

Physeter macrocephalus, as regularly reported by whale watchers in this area (Coché et

al. 2021). 

Taxonomic coverage

Description: Universal  primers  for  vertebrates  were  used.  Some  samples  were  also

analysed  using  primers specific  to  teleosts, mammals and  cetaceans. All  the  different

taxa  detected  according  to  the  primer  pairs  used  are  summarised  in  Table  1. All  the

different taxa detected according to the primer pairs used are summarised in Table 1.

Temporal coverage

Notes: Two sampling phases were  carried  out: one in  2021 on four consecutive  days

(from  06-06-2021 to  09-06-2021),  the  other  in  2022  on  two  consecutive  days

(10-02-2022 and 11-02-2022).

Usage licence

Usage licence: Other

IP rights notes: Data are shared under a CC-BY 4.0 licence. 

Data resources

Data package title: eDNA marine vertebrates Guadeloupe

Resource link:  https://doi.org/10.48579/PRO/EHR5AC 

Number of data sets: 2

Data set name: Occurrence

Description:   This  dataset  contains  information  on  each  occurrence,  i.e.  each

detection of a specific taxon in a given sample. The data includes information about

the sample and the taxonomy associated with the occurrence.

Column label Column description

occurrenceID Unique identifier of the observation, named with identificationID_eventDate_eventID.

identificationID MOTU's unique identifier (Gua_Boui_initial of the primer used_number of the MOTU).

eventDate Sampling date (year-month-day format).

eventID Unique identifier of the sample (SPYxxxxx).
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occurrenceStatus Statement on presence or absence, in this case "presence".

basisOfRecord Specific nature of the data record, in this case "MaterialSample".

scientificName Scientific name of the taxon assigned to the MOTU (this does not have to be a species,

it can be any taxonomic rank) according to WoRMS taxonomy.

scientificNameID WoRMS LSID (Life Science Identifier) of the taxon precised in scientificName.

decimalLatitude Longitude of the midpoint of the transect in decimal degrees (EPSG:4326).

decimalLongitude Latitude of the mid-point of the transect in decimal degrees (EPSG:4326).

footprintWKT Transect coordinates (determined using the OBIS maptool tool).

eventRemarks Any comments on sampling, here "port" or "starboard".

samplingEffort Amount of effort expended during sampling, in this case "30 minutes at 5 knots".

organismQuantity Number of reads for the MOTU in this sample.

organismQuantityType Type of quantification system used for the MOTU, in this case "DNA sequence reads".

sampleSizeValue Total number of reads contained in the sample.

sampleSizeUnit Unit of measurement for the sample size, in this case "DNA sequence reads".

samplingProtocol Description of the method used, in this case "continuous surface filtration".

identificationReferences Reference to the bioinformatics pipeline used, in this case "OBITOOLS (Boyer et al.

2016)".

taxonRank Taxonomic rank of the taxon assigned to the MOTU.

kingdom Kingdom assigned.

phylum Phylum assigned.

class Class assigned.

order Order assigned.

family Family assigned (eventually).

genus Genus assigned (eventually).

specificEpithet Species assigned (eventually).

identificationRemarks List of possible taxa.

Data set name: DNA derived data

Description:   This  dataset  contains  information  on  each  occurrence,  i.e.  each

detection  of  a  specific  taxon  in  a  given  sample.  The  data  includes  the  DNA

sequences associated with each occurrence as well as information on amplification,

sequencing and bioinformatics analysis.

Column label Column description
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occurrenceID Unique identifier of the observation, named with identificationID_eventDate_eventID.

DNA_sequence The MOTU sequence.

target_gene Gene where the targetted barcode is located, in this case mitochondrial "12S".

pcr_primer_forward Sequence of the forward PCR primer used to amplify the targetted barcode sequence.

pcr_primer_reverse Sequence of the reverse PCR primer used to amplify the targetted barcode sequence.

pcr_primer_name_forward Name of PCR forward primer used to amplify the targetted barcode sequence.

pcr_primer_reference Reference of PCR forward primer used to amplify the targetted barcode sequence.

env_broad_scale Main type of environment where the sample was collected (using The Environment

Ontology), in this case the "marine biome (ENVO:00000447)".

lib_layout Nature of reads, in this case "paired".

seq_meth Sequencing method/platform used.

otu_db Reference database used for MOTU taxonomic assignment.

Additional information

Discussion and foresight 

Taking  into  account  the  results  obtained  with  vertebrates-specific  primer  pairs  and

homogenising the data from 2021 and 2022, a total of 77 different MOTUs were detected.

Amongst them, 66  were  identified  as actinopterygians, nine  as mammals and  two  as

birds. No  eDNA corresponding  to  another class of vertebrate  was detected, including

elasmobranchs. On the basis of the species lists obtained, no new taxa were identified in

the  geographical  area.  However,  this  conclusion  must  be  qualified  because  not  all

MOTUs  were  assigned  to  species  level,  which  may  be  explained  by  interspecific

similarities or pre-existing  gaps in  the  reference databases. More than 300 species of

fishes have already been recorded on Guadeloupe's coasts (Bouchon-Navaro 1997) and

amongst them, i.e. about 190 species, have been identifed to be associated with reefs (

Bouchon-Navaro  1997).  This  eDNA  metabarcoding  inventory  in  Guadeloupe  has,

therefore, detected  between one-fifth  to  one-quarter of the  known fish  diversity in  this

geographical area. 

In order to refine the detection of actinopterygians, we have grouped them into different

ecological  categories  (deep-sea  fishes,  pelagic  fishes  and  reef-associated  fishes)

according to their habitat (information extracted from Fishbase, Froese and Pauly (2010)).

As the  samples were  collected  by pumping  surface  water on  a  transect located  on  a

bathymetric  drop-off  more  than  1,000  m deep, pelagic  fishes  were  most likely  to  be

detected. They represented in fact 36% of fishes detections.

In addition, a significant proportion (23%) of taxa corresponding to deep-sea fishes was

also  detected,  for  instance,  Diplospinus  multistriatus,  Lampadena  luminosa  and 

7



Coccorella atlantica. This is certainly due to their diurnal vertical migration. In fact, many

deep-sea fishes move towards the upper water layers to feed at night and towards the

deeper  layers  to  avoid  predation  during  the  day  (Sutton  2013).  Similar  results  were

obtained  by Canals et al. (2021) who  focused  on  the  continental  slope  of the  Bay of

Biscay, where deep-sea fishes represented approximately 35% of the species richness of

the  epipelagic  zone  detected  through  eDNA  metabarcoding.  This  confirms  earlier

statements that vertical migrations are likely to play an important role in DNA distribution

patterns in marine environments (Andruszkiewicz Allan et al. 2021, Cote et al. 2023). In

addition, similar detections have also been interpreted by Govindarajan et al. (2023) as a

possible  signature  of  the  presence  of  larvae  or  eggs,  which  are  known  to  occur  at

shallower depths than adults of deep-sea species (Sabatés and Masó 1990).

Reef-associated fishes represented the third ecological class of fish taxa detected during

this study. The sampling area was located at around 4 km from the shore and above a

deep drop-off and did  not represent a  possible  habitat for reef fishes. The reef fishes

taxonomic richness varied greatly from one sample to another (i.e. from 10 taxa detected

the 02/10/2022 to no taxa detected the following day). It may be hypothesised that these

detections corresponded to the larval  or egg phases of these reef-associated species.

Similar results have been obtained between Florida and Cuba by Kerr et al. (2020), who

suggested  that  oceanographic  processes  may  have  transported  the  eggs  of  reef-

associated fishes away from the spawning grounds and into deeper water. 

Some  samples  were  analysed  with  other  primer  pairs.  For  fishes,  teleost  primers  (

Valentini  et al. 2016) detected more taxa (on average twice as many) than vertebrate

primers.  By  comparing  the  results  of  the  two  primer  pairs, certain  hypotheses  of

correspondence  can  be  made:  for  example,  we  can  suppose  that  the  Scombridae

identified on 06/09/2021 with the vertebrate primers could correspond to one of the two

taxa  of  the  same  family  identified  with  the  specific  primers  (Auxis  sp.  or  Euthynnus

alletteratus). It appeared that certain taxa were only detected with one or the other of the

primer pairs. Similarly, the study by Polanco Fernández et al. (2021) in Colombia showed

similar  results,  suggesting  that  a  multi-primer  approach  would  be  more  effective  in

detecting the maximum diversity of a site (West et al. 2020).

For mammals, in general, more specific primers detected more taxa than more generalist

vertebrate primers. Only mammal-specific primers perfomed an identification down to the

species level: Peponocephala electra was detected on 06/06/2021, Lagenodelphis hosei

and  Stenella  attenuata on  06/06/2021,  06/07/2021  and  06/09/2021.  These  specific

detections can be compared with observation data from whale watchers operating in the

study  area.  A  priori,  for  Stenella  attenuata and  Lagenodelphis  hosei,  detections

corresponded  to  sighting  data  (source: OMMAG). As  for  Peponocephala  electra,  this

species is rarely observed in Guadeloupe: a priori, only 14 verified sightings in 10 years

of outings (Coché et al. 2021). The successful detection of Peponocephala electra in this

study could demonstrate the advantage of eDNA metabarcoding for detecting a rarely

observed marine mammal group. Overall, the comparison of primers tends to show that

vertebrate  primers  provide  a  general  overview  (fishes,  birds  and  mammals  were  all
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detected in this study), suggesting that the primers used complement each other to reveal

the biodiversity of the studied site. 

Acknowledgements

We  would  like  to  thank  the  Labex  DRIIHM; the  French  programme  ″Investissements

d’Avenir″ (ANR-11-LABX-0010), which is managed by the ANR. We express our gratitude

to Sophie Bedel and to the Guadeloupe National Park for the 9 June 2021 transect, made

aboard the Park's ship. We would like to thank the BiCIKL project, grant no. 101007492,

which enabled the publication of this datapaper.

References

• Andersson A, Bissett A, Finstad A, Fossøy F, Grosjean M, Hope M, Jeppesen T, Kõljalg

U, Lundin D, Nilsson R, Prager M, Svenningsen C, Schigel D (2021) Publishing DNA-

derived data through biodiversity data platforms. v1.0 Copenhagen: GBIF Secretariat.

Copenhagen: GBIF Secretariat. https://doi.org/10.35035/doc-vf1a-nr22

• Andruszkiewicz Allan E, Zhang WG, C. Lavery A, F. Govindarajan A (2021)

Environmental DNA shedding and decay rates from diverse animal forms and thermal

regimes. Environmental DNA 3 (2): 492‑514. https://doi.org/10.1002/edn3.141

• Barnosky A, Matzke N, Tomiya S, Wogan GU, Swartz B, Quental T, Marshall C, McGuire

J, Lindsey E, Maguire K, Mersey B, Ferrer E (2011) Has the Earth’s sixth mass extinction

already arrived? Nature 471 (7336): 51‑57. https://doi.org/10.1038/nature09678

• Berry O, Jarman S, Bissett A, Hope M, Paeper C, Bessey C, Schwartz M, Hale J, Bunce

M (2021) Making environmental DNA (eDNA) biodiversity records globally accessible.

Environmental DNA 3 (4): 699‑705. https://doi.org/10.1002/edn3.173

• Bohmann K, Evans A, Gilbert MTP, Carvalho G, Creer S, Knapp M, Yu D, De Bruyn M

(2014) Environmental DNA for wildlife biology and biodiversity monitoring. Trends in

Ecology & Evolution 29 (6): 358‑367. https://doi.org/10.1016/j.tree.2014.04.003

• Bouchon C, Bouchon-Navaro Y, Louis M (2002) Les écosystèmes marins côtiers des

Antilles. In: Gilles B, Bertrand G, Jean-Alfred G (Eds) La pêche aux Antilles. [ISBN

978-2-7099-1779-7]. https://doi.org/10.4000/books.irdeditions.8197

• Bouchon-Navaro Y (1997) Les Peuplements ichtyologiques récifaux des Antilles.

Distribution spatiale et dynamique temporelle. Antilles-Guyane URL: https://theses.fr/

1997AGUY0030

• Bowen B, Rocha L, Toonen R, Karl S (2013) The origins of tropical marine biodiversity.

Trends in Ecology & Evolution 28 (6): 359‑366. https://doi.org/10.1016/j.tree.2013.01.018

• Boyer F, Mercier C, Bonin A, Le Bras Y, Taberlet P, Coissac E (2016) obitools: a unix-

inspired software package for DNA metabarcoding. Molecular Ecology Resources 16 (1):

176‑182. https://doi.org/10.1111/1755-0998.12428

• Briggs J (2007) Marine longitudinal biodiversity: causes and conservation. Diversity and

Distributions 13 (5): 544‑555. https://doi.org/10.1111/j.1472-4642.2007.00362.x

• Canals O, Mendibil I, Santos M, Irigoien X, Rodríguez-Ezpeleta N (2021) Vertical

stratification of environmental DNA in the open ocean captures ecological patterns and

9

https://doi.org/10.35035/doc-vf1a-nr22
https://doi.org/10.1002/edn3.141
https://doi.org/10.1038/nature09678
https://doi.org/10.1002/edn3.173
https://doi.org/10.1016/j.tree.2014.04.003
https://doi.org/10.4000/books.irdeditions.8197
https://theses.fr/1997AGUY0030
https://theses.fr/1997AGUY0030
https://doi.org/10.1016/j.tree.2013.01.018
https://doi.org/10.1111/1755-0998.12428
https://doi.org/10.1111/j.1472-4642.2007.00362.x


behavior of deep-sea fishes. Limnology and Oceanography Letters 6 (6): 339‑347. https://

doi.org/10.1002/lol2.10213

• Coché L, Arnaud E, Bouveret L, David R, Foulquier E, Gandilhon N, Jeannesson E, Le

Bras Y, Lerigoleur E, Lopez PJ, Madon B, Sananikone J, Sèbe M, Le Berre I, Jung J

(2021) Kakila database: Towards a FAIR community approved database of cetacean

presence in the waters of the Guadeloupe Archipelago, based on citizen science.

Biodiversity Data Journal 9 https://doi.org/10.3897/BDJ.9.e69022

• Cote D, McClenaghan B, Desforges J, Fahner NA, Hajibabaei M, Chawarski J, Roul S,

Singer G, Aubry C, Geoffroy M (2023) Comparing eDNA metabarcoding and conventional

pelagic netting to inform biodiversity monitoring in deep ocean environments. ICES

Journal of Marine Science 80 (10): 2545‑2562. https://doi.org/10.1093/icesjms/fsad169

• Dalongeville A, Boulanger E, Marques V, Charbonnel E, Hartmann V, Santoni MC, Deter

J, Valentini A, Lenfant P, Boissery P, Dejean T, Velez L, Pichot F, Sanchez L, Arnal V,

Bockel T, Delaruelle G, Holon F, Milhau T, Romant L, Manel S, Mouillot D (2022)

Benchmarking eleven biodiversity indicators based on environmental DNA surveys: More

diverse functional traits and evolutionary lineages inside marine reserves. Journal of

Applied Ecology 59 (11): 2803‑2813. https://doi.org/10.1111/1365-2664.14276

• Diaz S, Settele J, Brondízio E, Ngo H, Agard J, Arneth A, Balvanera P, Brauman K,

Butchart S, Chan K, Garibaldi L, Ichii K, Liu J, Subramanian S, Midgley G, Miloslavich P,

Molnár Z, Obura D, Pfaff A, Zayas C (2019) Pervasive human-driven decline of life on

Earth points to the need for transformative change. Science (New York, N.Y.) 366 https://

doi.org/10.1126/science.aax3100

• Dromard C, Devault D, Bouchon-Navaro Y, Allénou J, Budzinski H, Cordonnier S, Tapie

N, Reynal L, Lemoine S, Thomé J, Thouard E, Monti D, Bouchon C (2022) Environmental

fate of chlordecone in coastal habitats: recent studies conducted in Guadeloupe and

Martinique (Lesser Antilles). Environmental Science and Pollution Research 29 (1):

51‑60. https://doi.org/10.1007/s11356-019-04661-w

• Froese R, Pauly D (2010) FishBase. Fisheries Centre, University of British Columbia

Vancouver, BC, Canada. URL: http://www.ices.dk/sites/pub/CM%20Doccuments/1992/L/

1992_L10.pdf

• Giraud-Renard E, Dolique F, Collin A, James D, Gairin E, Courteille M, Beaufort O, René-

Trouillefou M, Dulormne M, Jeanson M, Lecchini D (2022) Long-term evolution of the

Guadeloupean Shoreline (1950–2017). Journal of Coastal Research 38 (5): 976‑987. 

https://doi.org/10.2112/JCOASTRES-D-21-00161.1

• Govindarajan A, Llopiz J, Caiger P, Jech JM, Lavery A, McMonagle H, Wiebe P, Zhang

WG (2023) Assessing mesopelagic fish diversity and diel vertical migration with

environmental DNA. Frontiers in Marine Science https://doi.org/10.3389/fmars.

2023.1219993

• Günther B, Jourdain E, Rubincam L, Karoliussen R, Cox S, Arnaud Haond S (2022)

Feces DNA analyses track the rehabilitation of a free-ranging beluga whale. Scientific

Reports 12 (1). https://doi.org/10.1038/s41598-022-09285-8

• Hervé V, Sabatier P, Lambourdière J, Poulenard J, Lopez PJ (2023) Temporal pesticide

dynamics alter specific eukaryotic taxa in a coastal transition zone. Science of The Total

Environment 866 https://doi.org/10.1016/j.scitotenv.2022.161205

• Jung J (2024) Environmental DNA for observing marine mammals in the marine protected

areas of Iroise and the Antilles. in "L’inventaire de la biodiversité.", V. Colin Ed, Edition

ISTE, Paris.

10

https://doi.org/10.1002/lol2.10213
https://doi.org/10.1002/lol2.10213
https://doi.org/10.3897/BDJ.9.e69022
https://doi.org/10.1093/icesjms/fsad169
https://doi.org/10.1111/1365-2664.14276
https://doi.org/10.1126/science.aax3100
https://doi.org/10.1126/science.aax3100
https://doi.org/10.1007/s11356-019-04661-w
http://www.ices.dk/sites/pub/CM%20Doccuments/1992/L/1992_L10.pdf
http://www.ices.dk/sites/pub/CM%20Doccuments/1992/L/1992_L10.pdf
https://doi.org/10.2112/JCOASTRES-D-21-00161.1
https://doi.org/10.3389/fmars.2023.1219993
https://doi.org/10.3389/fmars.2023.1219993
https://doi.org/10.1038/s41598-022-09285-8
https://doi.org/10.1016/j.scitotenv.2022.161205


• Kerr M, Browning J, Bønnelycke E, Zhang Y, Hu C, Armenteros M, Murawski S, Peebles

E, Breitbart M (2020) DNA barcoding of fish eggs collected off northwestern Cuba and

across the Florida Straits demonstrates egg transport by mesoscale eddies. Fisheries

Oceanography 29 (4): 340‑348. https://doi.org/10.1111/fog.12475

• Madon B, Le Guyader D, Jung J, De Montgolfier B, Lopez PJ, Foulquier E, Bouveret L, Le

Berre I (2022) Pairing AIS data and underwater topography to assess maritime traffic

pressures on cetaceans: Case study in the Guadeloupean waters of the Agoa sanctuary.

Marine Policy 143 https://doi.org/10.1016/j.marpol.2022.105160

• Méndez-Fernandez P, Kiszka J, Heithaus M, Beal A, Vandersarren G, Caurant F, Spitz J,

Taniguchi S, Montone R (2018) From banana fields to the deep blue: Assessment of

chlordecone contamination of oceanic cetaceans in the eastern Caribbean. Marine

Pollution Bulletin 137: 56‑60. https://doi.org/10.1016/j.marpolbul.2018.10.012

• Mora C, Tittensor D, Adl S, Simpson AB, Worm B (2011) How Many Species Are There

on Earth and in the Ocean? PLOS Biology 9 (8). https://doi.org/10.1371/journal.pbio.

1001127

• Polanco Fernández A, Marques V, Fopp F, Juhel J, Borrero-Pérez GH, Cheutin M, Dejean

T, González Corredor JD, Acosta-Chaparro A, Hocdé R, Eme D, Maire E, Spescha M,

Valentini A, Manel S, Mouillot D, Albouy C, Pellissier L (2021) Comparing environmental

DNA metabarcoding and underwater visual census to monitor tropical reef fishes.

Environmental DNA 3 (1): 142‑156. https://doi.org/10.1002/edn3.140

• Ruppert K, Kline R, Rahman MS (2019) Past, present, and future perspectives of

environmental DNA (eDNA) metabarcoding: A systematic review in methods, monitoring,

and applications of global eDNA. Global Ecology and Conservation 17 https://doi.org/

10.1016/j.gecco.2019.e00547

• Sabatés A, Masó M (1990) Effect of a shelf-slope front on the spatial distribution of

mesopelagic fish larvae in the western Mediterranean. Deep Sea Research Part A.

Oceanographic Research Papers 37 (7): 1085‑1098. https://doi.org/

10.1016/0198-0149(90)90052-W

• Sutton TT (2013) Vertical ecology of the pelagic ocean: classical patterns and new

perspectives. Journal of Fish Biology 83 (6): 1508‑1527. https://doi.org/10.1111/jfb.12263

• Taberlet P, Coissac E, Pompanon F, Brochmann C, Willerslev E (2012) Towards next-

generation biodiversity assessment using DNA metabarcoding. Molecular Ecology 21 (8):

2045‑2050. https://doi.org/10.1111/j.1365-294X.2012.05470.x

• Taberlet P, Bonin A, Zinger L, Coissac E (2018) Environmental DNA: For biodiversity

research and monitoring. Oxford University Press https://doi.org/10.1093/oso/

9780198767220.001.0001

• Valentini A, Pompanon F, Taberlet P (2009) DNA barcoding for ecologists. Trends in

Ecology & Evolution 24 (2): 110‑117. https://doi.org/10.1016/j.tree.2008.09.011

• Valentini A, Taberlet P, Miaud C, Civade R, Herder J, Thomsen PF, Bellemain E, Besnard

A, Coissac E, Boyer F, Gaboriaud C, Jean P, Poulet N, Roset N, Copp G, Geniez P, Pont

D, Argillier C, Baudoin J, Peroux T, Crivelli A, Olivier A, Acqueberge M, Le Brun M,

Møller P, Willerslev E, Dejean T (2016) Next-generation monitoring of aquatic

biodiversity using environmental DNA metabarcoding. Molecular Ecology 25 (4): 929‑942.

https://doi.org/10.1111/mec.13428

• West K, Stat M, Harvey E, Skepper C, DiBattista J, Richards Z, Travers M, Newman S,

Bunce M (2020) eDNA metabarcoding survey reveals fine-scale coral reef community

11

https://doi.org/10.1111/fog.12475
https://doi.org/10.1016/j.marpol.2022.105160
https://doi.org/10.1016/j.marpolbul.2018.10.012
https://doi.org/10.1371/journal.pbio.1001127
https://doi.org/10.1371/journal.pbio.1001127
https://doi.org/10.1002/edn3.140
https://doi.org/10.1016/j.gecco.2019.e00547
https://doi.org/10.1016/j.gecco.2019.e00547
https://doi.org/10.1016/0198-0149(90)90052-W
https://doi.org/10.1016/0198-0149(90)90052-W
https://doi.org/10.1111/jfb.12263
https://doi.org/10.1111/j.1365-294X.2012.05470.x
https://doi.org/10.1093/oso/9780198767220.001.0001
https://doi.org/10.1093/oso/9780198767220.001.0001
https://doi.org/10.1016/j.tree.2008.09.011
https://doi.org/10.1111/mec.13428


variation across a remote, tropical island ecosystem. Molecular Ecology 29 (6):

1069‑1086. https://doi.org/10.1111/mec.15382

• Wieczorek J, Bloom D, Guralnick R, Blum S, Döring M, Giovanni R, Robertson T,

Vieglais D (2012) Darwin Core: An evolving community-developed biodiversity data

standard. PLOS One 7 (1). https://doi.org/10.1371/journal.pone.0029715

• Wiens J (2023) How many species are there on Earth? Progress and problems. PLOS

Biology 21 (11). https://doi.org/10.1371/journal.pbio.3002388

• Wilkinson M, Dumontier M, Aalbersberg IJ, Appleton G, Axton M, Baak A, Blomberg N,

Boiten J, da Silva Santos LB, Bourne P, Bouwman J, Brookes A, Clark T, Crosas M, Dillo

I, Dumon O, Edmunds S, Evelo C, Finkers R, Gonzalez-Beltran A, Gray AG, Groth P,

Goble C, Grethe J, Heringa J, ’t Hoen PC, Hooft R, Kuhn T, Kok R, Kok J, Lusher S,

Martone M, Mons A, Packer A, Persson B, Rocca-Serra P, Roos M, van Schaik R,

Sansone S, Schultes E, Sengstag T, Slater T, Strawn G, Swertz M, Thompson M, van der

Lei J, van Mulligen E, Velterop J, Waagmeester A, Wittenburg P, Wolstencroft K, Zhao J,

Mons B (2016) The FAIR Guiding Principles for scientific data management and

stewardship. Scientific Data 3 (1). https://doi.org/10.1038/sdata.2016.18

• Yilmaz P, Kottmann R, Field D, Knight R, Cole J, Amaral-Zettler L, Gilbert J, Karsch-

Mizrachi I, Johnston A, Cochrane G, Vaughan R, Hunter C, Park J, Morrison N, Rocca-

Serra P, Sterk P, Arumugam M, Bailey M, Baumgartner L, Birren B, Blaser M, Bonazzi V,

Booth T, Bork P, Bushman F, Buttigieg PL, Chain PG, Charlson E, Costello E, Huot-

Creasy H, Dawyndt P, DeSantis T, Fierer N, Fuhrman J, Gallery R, Gevers D, Gibbs R,

Gil IS, Gonzalez A, Gordon J, Guralnick R, Hankeln W, Highlander S, Hugenholtz P,

Jansson J, Kau A, Kelley S, Kennedy J, Knights D, Koren O, Kuczynski J, Kyrpides N,

Larsen R, Lauber C, Legg T, Ley R, Lozupone C, Ludwig W, Lyons D, Maguire E, Methé B,

Meyer F, Muegge B, Nakielny S, Nelson K, Nemergut D, Neufeld J, Newbold L, Oliver A,

Pace N, Palanisamy G, Peplies J, Petrosino J, Proctor L, Pruesse E, Quast C, Raes J,

Ratnasingham S, Ravel J, Relman D, Assunta-Sansone S, Schloss P, Schriml L, Sinha

R, Smith M, Sodergren E, Spor A, Stombaugh J, Tiedje J, Ward D, Weinstock G, Wendel

D, White O, Whiteley A, Wilke A, Wortman J, Yatsunenko T, Glöckner FO (2011)

Minimum information about a marker gene sequence (MIMARKS) and minimum

information about any (x) sequence (MIxS) specifications. Nature Biotechnology 29 (5):

415‑420. https://doi.org/10.1038/nbt.1823

12

https://doi.org/10.1111/mec.15382
https://doi.org/10.1371/journal.pone.0029715
https://doi.org/10.1371/journal.pbio.3002388
https://doi.org/10.1038/sdata.2016.18
https://doi.org/10.1038/nbt.1823


Figure 1.  

Geographical study area,  the large map shows the region as a whole with  bathymetry in

shades of colour, the small map is a zoom showing the transect (solid black line) where the

samples were collected.
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Vert01 

Class Family Taxon

Actinopterygii - Scombriformes

Actinopterygii Anoplogastridae Anoplogaster sp.

Actinopterygii Balistidae Canthidermis maculata 

Actinopterygii Bathyclupeidae Neobathyclupea argentea 

Actinopterygii Belonidae Ablennes hians 

Actinopterygii Belonidae Platybelone argalus 

Actinopterygii Belonidae Tylosurus sp.

Actinopterygii Bramidae Brama sp.

Actinopterygii Carangidae Carangidae

Actinopterygii Carangidae Caranx sp.

Actinopterygii Carangidae Decapterus punctatus 

Actinopterygii Carangidae Decapterus tabl 

Actinopterygii Chaetodontidae Chaetodontidae

Actinopterygii Chiasmodontidae Chiasmodontidae

Actinopterygii Clupeidae Harengula sp.

Actinopterygii Coryphaenidae Coryphaena sp.

Actinopterygii Epinephelidae Epinephelus guttatus 

Actinopterygii Evermannellidae Coccorella atlantica 

Actinopterygii Exocoetidae Exocoetidae

Actinopterygii Exocoetidae Parexocoetus sp.

Actinopterygii Gempylidae Diplospinus multistriatus 

Actinopterygii Gempylidae Gempylus serpens 

Actinopterygii Grammistidae Pseudogramma gregoryi 

Actinopterygii Hemiramphidae Hemiramphidae

Actinopterygii Istiophoridae Istiophoridae

Actinopterygii Labridae Thalassoma bifasciatum 

Actinopterygii Lutjanidae Lutjanidae

Table 1. 

List of the different taxa detected by the different pairs of primers, ordered by class and family.
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Actinopterygii Lutjanidae Lutjanus sp.

Actinopterygii Monacanthidae Cantherhines pullus 

Actinopterygii Monacanthidae Cantherhines sp.

Actinopterygii Mullidae Mulloidichthys martinicus 

Actinopterygii Mullidae Pseudupeneus maculatus 

Actinopterygii Myctophidae Bolinichthys sp.

Actinopterygii Myctophidae Ceratoscopelus sp.

Actinopterygii Myctophidae Diaphus sp.

Actinopterygii Myctophidae Lampadena luminosa 

Actinopterygii Myctophidae Lampanyctus sp.

Actinopterygii Myctophidae Myctophum sp.

Actinopterygii Neoscopelidae Neoscopelus macrolepidotus 

Actinopterygii Nomeidae Cubiceps baxteri 

Actinopterygii Ophidiidae Lepophidium sp.

Actinopterygii Pomacanthidae Centropyge sp.

Actinopterygii Pomacentridae Abudefduf saxatilis 

Actinopterygii Pomacentridae Azurina cyanea 

Actinopterygii Pomacentridae Stegastes partitus 

Actinopterygii Pomacentridae Stegastes sp.

Actinopterygii Scombridae Scombridae

Actinopterygii Scombridae Scombrinae

Actinopterygii Scopelarchidae Scopelarchoides danae 

Actinopterygii Scorpaenidae Pterois volitans 

Actinopterygii Sphyraenidae Sphyraena barracuda 

Actinopterygii Stomiidae Stomias sp.

Actinopterygii Stomiidae Stomiidae

Aves Procellariidae Ardenna sp.

Aves Sulidae Sula sp.

Mammalia Delphinidae Delphinidae

Mammalia Delphinidae Delphininae

Tele01 
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Class Family Taxon

Actinopterygii Acanthuridae Acanthurus coeruleus 

Actinopterygii Bramidae Brama sp.

Actinopterygii Carangidae Caranx crysos 

Actinopterygii Carangidae Caranx sp.

Actinopterygii Carangidae Decapterus punctatus 

Actinopterygii Evermannellidae Coccorella atlantica 

Actinopterygii Exocoetidae Cheilopogon sp.

Actinopterygii Exocoetidae Exocoetidae

Actinopterygii Exocoetidae Parexocoetus sp.

Actinopterygii Hemiramphidae Euleptorhamphus sp.

Actinopterygii Hemiramphidae Hemiramphidae

Actinopterygii Hemiramphidae Oxyporhamphus sp.

Actinopterygii Istiophoridae Istiophoridae

Actinopterygii Labridae Xyrichtys martinicensis 

Actinopterygii Myctophidae Diaphus sp.

Actinopterygii Myctophidae Lampanyctus sp.

Actinopterygii Nomeidae Cubiceps sp.

Actinopterygii Pomacentridae Azurina multilineata 

Actinopterygii Scombridae Auxis sp.

Actinopterygii Scombridae Euthynnus alletteratus 

Actinopterygii Stomiidae Astronesthes sp.

Mamm01 

Class Family Taxon

Mammalia Delphinidae Delphinidae

Mammalia Delphinidae Delphininae

Mammalia Delphinidae Lagenodelphis hosei 

Mammalia Delphinidae Peponocephala electra 

Mammalia Delphinidae Stenella attenuata 

Cetacean-specific  

Class Family Taxon
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Mammalia Delphinidae Delphininae
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