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ARTICLE IF CITATIONS

Wholeid€genome analyses provide no evidence for dog introgression in Fennoscandian wolf
populations. Evolutionary Applications, 2021, 14, 721-734.

Genomic inference of contemporary effective population size in a large island population of collared 3.9 17
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The evolutionary history of grey wolf Y chromosomes. Molecular Ecology, 2019, 28, 2173-2191.
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implies a rich source of structural variation in songbird genomes. Molecular Ecology, 2018, 27, 99-111. )

Genome sequencing and conservation genomics in the Scandinavian wolverine population.
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Sexa€biased gene expression, sexual antagonism and levels of genetic diversity in the collared

flycatcher (<i>Ficedula albicollis</i>) genome. Molecular Ecology, 2018, 27, 3572-3581. 3.9 51

Wholed€genome patterns of linkage disequilibrium across flycatcher populations clarify the causes and
consequences of fined€scale recombination rate variation in birds. Molecular Ecology, 2017, 26,
4158-4172.

<scp>PSMC</scp> analysis of effective population sizes in molecular ecology and its application to 2.9 295
blacka€anda€white <i>Ficedula</i> flycatchers. Molecular Ecology, 2016, 25, 1058-1072. :
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High-Resolution Mapping of Crossover and Non-crossover Recombination Events by Whole-Genome
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Linked selection and recombination rate variation drive the evolution of the genomic landscape of
differentiation across the speciation continuum of <i>Ficedula</i> flycatchers. Genome Research,
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Resolving Evolutionary Relationships in Closely Related Species with Whole-Genome Sequencing Data.
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Temporal Dynamics of Avian Populations during Pleistocene Revealed by Whole-Genome Sequences.
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Genome-wide association mapping in a wild avian population identifies a link between %enetic and
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2015, 282, 20150156.
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Whole-genome analyses resolve early branches in the tree of life of modern birds. Science, 2014, 346,
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A higha€density linkage map enables a seconda€generation collared flycatcher %enome assembly and

20 reveals the patterns of avian recombination rate variation and chromosomal evolution. Molecular 3.9 220
Ecology, 2014, 23, 4035-4058.

Demographic Divergence History of Pied Flycatcher and Collared Flycatcher Inferred from
Whole-Genome Re-sequencing Data. PLoS Genetics, 2013, 9, e1003942.
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