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5 Multi-species transcriptomics reveals evolutionary diversity in the mechanisms regulating shrimp tail
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diet metabarcoding of tropical-reef piscivores. Marine and Freshwater Research, 2019, 70, 8. 0.7 27

7 Bacterial signatures of productivity decay in Penaeus monodon ponds infected with PirA toxin.
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8 Preeclampsia is Associated with Sex-Specific Transcriptional and Proteomic Changes in Fetal Erythroid
Cells. International Journal of Molecular Sciences, 2019, 20, 2038. 1.8 16
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12 Diet composition and gut microbiome of 0-group European plaice Pleuronectes platessa L. - Strong
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13 Performance and precision of double digestion RAD (ddRAD) genotyping in large multiplexed datasets
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Parallel evolution and adaptation to environmental factors in a marine flatfish: Implications for
fisheries and aquaculture management of the turbot (<i>Scophthalmus maximus</i>). Evolutionary
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15 Spatial dynamics and mixing of bluefin tuna in the Atlantic Ocean and Mediterranean Sea revealed
using nextâ€•generation sequencing. Molecular Ecology Resources, 2018, 18, 620-638. 2.2 34
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distal bowel of mice. Nutrition Research, 2018, 50, 25-36. 1.3 20
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20 Integrating complementary methods to improve diet analysis in fisheryâ€•targeted species. Ecology and
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Environmental Management, 2017, 197, 159-166. 3.8 9
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30 Condition factor, Length â€“ Weight relationship, and the fishery of Barbus altianalis (Boulenger 1900)
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31 Evaluating genetic traceability methods for captiveâ€‘bred marine fish and their applications in fisheries
management and wildlife forensics. Aquaculture Environment Interactions, 2016, 8, 131-145. 0.7 18
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Reconstructing Colonization Dynamics of the Human Parasite Schistosoma mansoni following
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33 A genome scan for candidate genes involved in the adaptation of turbot (Scophthalmus maximus).
Marine Genomics, 2015, 23, 77-86. 0.4 41

34 Differences in brain gene transcription profiles advocate for an important role of cognitive function
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35 A Genetic Linkage Map of Sole (Solea solea): A Tool for Evolutionary and Comparative Analyses of
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38 Assessing patterns of hybridization between North Atlantic eels using diagnostic single-nucleotide
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46 A resource of genomeâ€•wide singleâ€•nucleotide polymorphisms generated by RAD tag sequencing in the
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Composition Differentiate the Cryptic Flatfish Species Solea solea and Solea aegyptiaca. Journal of
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High genetic diversity and connectivity in a common mesopelagic fish of the Southern Ocean: The
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54 Comparative phylogeography of three trematomid fishes reveals contrasting genetic structure
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(Anguilla anguilla L.). Evolutionary Applications, 2011, 4, 517-533. 1.5 23

64
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otoliths in the endangered European eel (Anguilla anguilla L.). Journal of Experimental Marine Biology
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species in the Sargasso Sea. Ecology and Evolution, 2011, 1, 459-467. 0.8 15
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67
Sequencing, de novo annotation and analysis of the first Anguilla anguilla transcriptome: EeelBase
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68 Qualitative assessment of the diet of European eel larvae in the Sargasso Sea resolved by DNA
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in the North Sea. Marine Ecology - Progress Series, 2010, 401, 211-220. 0.9 27
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