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Mitogenome phylogenetics in the genus Palaemon (Crustacea: Decapoda) sheds light on species
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Morphological and molecular species boundaries in the Hyalella species flock of Lake Titicaca 0.5 10
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The age and diversification of metacrangonyctid subterranean amphipod crustaceans revisited.
Molecular Phylogenetics and Evolution, 2019, 140, 106599.

Arm-less mitochondrial tRNAs conserved for over 30 millions of years in spiders. BMC Genomics, 2019, 0.8 36
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Unraveling the phylogenetic relationships of the extinct bovid Myotragus balearicus Bate 1909 from

the Balearic Islands. Quaternary Science Reviews, 2019, 215, 185-195.

Viral encephalopathy and retinopathy (VER) disease in Epinephelus marginatus from the Balearic
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Molecular phylogenetics supports the origin of an endemic Balearic shrew lineage (Nesiotites)

coincident with the Messinian Salinity Crisis. Molecular Phylogenetics and Evolution, 2018, 125,
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A mega-cryptic species complex hidden among one of the most common annelids in the North East 05 63
Atlantic. PLoS ONE, 2018, 13, e0198356. )

Species delimitation and mitogenome phylogenetics in the subterranean genus Pseudoniphargus
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Molecular systematics of Haploginglymus, a genus of subterranean amphipods endemic to the Iberian
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DNA barcodes, cryptic diversity and phylogeography of a W Mediterranean assemblage of
thermosbaenacean crustaceans. Zoologica Scripta, 2016, 45, 659-670.

Host plant associations and geographical factors in the diversification of the Macaronesian
<i>Rhopalomesites</i> beetles (Coleoptera: Curculionidae). Journal of Biogeography, 2016, 43, 3.0 7
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The mitogenome of the amphipod Hyalella lucifugax (Crustacea) and its phylogenetic placement.
Mitochondrial DNA Part B: Resources, 2016, 1, 755-756.
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The complete mitochondrial genome of the cave shrimp Typhlatya miravetensis (Decapoda, Atyidae) and
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Largea€scale molecular phylogeny of Cryptorhynchinae (Coleoptera, Curculionidae) from multiple
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Mapping, Sequencing, and Analysis, 2016, 27, 3579-35809.

The towering orogeny of New Guinea as a trigger for arthropod megadiversity. Nature 12.8 152
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Next-generation sequencing, phylogenetic signal and comparative mitogenomic analyses in
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Cryptic diversity, intraspecific phenetic plasticity and recent geographical translocations in

<i>Branchiommac/i> (Sabellidae, Annelida). Zoologica Scripta, 2013, 42, 637-655. L7 22
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