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Venomics of Remipede Crustaceans Reveals Novel Peptide Diversity and llluminates the Venoma€™s
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23 RNA in phylogenetic reconstruction. , 2014, , 531-538.
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15 Advances in molecular phylogeny of crustaceans in the light of phylogenomic data. , 2014, , 385-398.
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Venom Glands Express a Unique Toxin Cocktail Dominated by Enzymes and a Neurotoxin. Molecular 3.5 80
Biology and Evolution, 2014, 31, 48-58.

Accessing transcriptomic data for ecologically important genes in the goose barnacle (Pollicipes) Tj ETQq1 1 0.784314 rgBT [Pverloc

A priori assessment of data quality in molecular phylogenetics. Algorithms for Molecular Biology, 0.3 23
2014, 9,. ’
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