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Molecular Ecology, 2019, 28, 1375-1393.

Signatures of Selection on Standing Genetic Variation Underlie Athletic and Navigational

Performance in Racing Pigeons. Molecular Biology and Evolution, 2018, 35, 1176-1189. 8.9 25

Divergent evolution in the genomes of closely-related lacertids, Lacerta viridis and L. bilineata and
implications for speciation. GigaScience, 2018, 8, .

Karyotype Characterization of Nine Periwinkle Species (Gastropoda, Littorinidae). Genes, 2018, 9, 517. 2.4 10

Introducing evolutionary biologists to the analysis of big data: guidelines to organize extended
bioinformatics training courses. Evolution: Education and Outreach, 2018, 11, .

Clines on the seashore: The genomic architecture underlying rapid divergence in the face of gene

flow. Evolution Letters, 2018, 2, 297-309. 3.3 103

The complete mitochondrial genome of <i>Lacerta bilineata</i> and comparison with its closely
related congener <i>L. Viridis</i>. Mitochondrial DNA Part A: DNA Mapping, Sequencing, and Analysis,
2017, 28,116-118.

Interpreting the genomic landscape of speciation: a road map for finding barriers to gene flow. 17 399
Journal of Evolutionary Biology, 2017, 30, 1450-1477. :

Comparative mitogenomic analysis of three species of periwinkles: Littorina fabalis, L. obtusata and L.
saxatilis. Marine Genomics, 2017, 32, 41-47.

Genetic characterization of flat periwinkles (Littorinidae) from the Iberian Peninsula reveals
interspecific hybridization and different degrees of differentiation. Biological Journal of the Linnean 1.6 12
Society, 2016, 118, 503-519.

Ma%adi tilapia ecological specialization: filling the early gap in the speciation continuum. Molecular
Ecology, 2016, 25, 1420-1422.

De novoisolation of 17 microsatellite loci for flat periwinkles (Littorina fabalisandL. obtusata) and
their application for species discrimination and hybridization studies. Journal of Molluscan Studies, 1.2 7
2015, 81, 421-425.

Pool and conquer: new tricks for (c)old problems. Molecular Ecology, 2014, 23, 1653-1655.

Advances in <scp>E</[scp>cological <scp>S</scp>peciation: an integrative approach. Molecular

Ecology, 2014, 23, 513-521. 3.9 63

The puzzling demographic history and genetic differentiation of the twaite shad (Alosa fallax) in the
Ebro River. Conservation Genetics, 2014, 15, 1037-1052.

A prominent role of KRAB-ZNF transcription factors in mammalian speciation?. Trends in Genetics, 2013, 6.7 36
29,130-139. )

Comparative phylogeography and demographic history of European shads (Alosa alosa and A. fallax)

inferred from mitochondrial DNA. BMC Evolutionary Biology, 2012, 12, 194.

Factors Influencing Progress toward Ecological Speciation. International Journal of Ecology, 2012,

2012, 1-7. 0.8 31



38

40

42

44

46

48

ARTICLE IF CITATIONS

Genetic tools for restoration of fish populations. Journal of Applied Ichthyology, 2011, 27, 5-15.

Molecular tools for species discrimination and detection of hybridization between two closely

related Clupeid fishes Alosa alosa and A.Afallax. Journal of Applied Ichthyology, 2011, 27, 16-20. 0.7 5

A preliminary genetic analysis of a recently rediscovered population of the Twaite shad (Alosa fallax)
in the Ebro river, Spain (Western Mediterranean). Journal of Applied Ichthyology, 2011, 27, 21-23.

Comparative and demographic analysis of orang-utan genomes. Nature, 2011, 469, 529-533. 27.8 541

Recent human evolution has shaped geographical differences in susceptibility to disease. BMC
Genomics, 2011, 12, 55.

Chromosomal speciation revisited: rearranging theory with pieces of evidence. Trends in Ecology and

Evolution, 2010, 25, 660-669. 8.7 388

Interspecific differentiation and intraspecific substructure in two closely related clupeids with
extensive hybridization, Alosa alosa and Alosa fallax. Journal of Fish Biology, 2006, 69, 242-259.

Evidence for genetic differentiation in the European conger eel Conger conger based on

mitochondrial DNA analysis. Fisheries Science, 2006, 72, 20-27. L6 9

A molecular phylogenetic perspective on the evolutionary history of Alosa spp. (Clupeidae).
Molecular Phylogenetics and Evolution, 2006, 40, 298-304.

Life on the Edge: The Long-Term Persistence and Contrasting Spatial Genetic Structure of Distinct

Brown Trout Life Histories at Their Ecological Limits. Journal of Heredity, 2006, 97, 193-205. 24 30

Isolation and characterization of eight dinucleotide microsatellite loci from two closely related

clupeid species (Alosa alosa and A. fallax). Molecular Ecology Notes, 2004, 4, 586-588.

Complex evolutionary history in the brown trout: Insights on the recognition of conservation units.

Conservation Genetics, 2001, 2, 337-347. 1.5 30



